Supplemental spectra and MALDI TOF MS

iIdentification information for Table 1

Annotated spectra for Table 1: 209 differentially expressed
proteins identified by PMF and the combination results of

PMF.

Spot numbers of the 209 proteins correspond to the proteins

that listed in Table 1.

CID: collision induced desorption
MALDI TOF:

matrix assisted laser desorption/ionization time of flight
MS: mass spectrometry

PMF: peptide mass fingerprinting



Spot No.: 1

Mascot score: 114  Sequence coverage %: 22

NCBI accession No.: gi| 15233779

Matched peptides No.: 15 Total peptides No.: 31
Calculated Mr: 76575 Calculated pl: 5.07

Annotated PMF spectra:

1373.775
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Probability Based Mowse Score:

Protein score is - 10¥*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.03).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
101
151
501
551
601
651
701

MASSAAQIHV
TIALAFLENGTE
TIVTHAEGQER
REMNEVDEES
DDASRFLINDE
ASLAYGFDRE
DDFDERWDW
HNMSLFFITAT
SFEDIDEVIL
GVLAGDVIDI
ADGQTSVEINH
AMGILIVIAV
RDATDTEIQL
STOQEIEDAMAL
SEGGDGDDVI

LGGIGFASSS
NGGGLSRTAV
TTESVVAYTE
KQVSYRVVRD
VTKAVITVPA
ANETILVFDL
LALEFEKDEG
ADGPEHIETT
VGESTRIPAV
VLLDVTPLSI
VLQGEREFVE
DEGTGKEQD I
DSVVTOTEED
ALNQEVHQIG
DADFTDS(Q

33KFHLHGEG
GPVEVVIEEY
SGDRELVGOQIL
EHHHYELECE
YFHDSQRTAT
GG TFDVIVL
IDLLEDEQAL
LTRAFFEELC
QELVREVTGE
GLETLGGVHT
INESLGEEFRL
TITZASTLFE
LEELGEEIFG
QELTHNQPGLG

Matched peptides information:

Start
25
133
162
167
185
214
236
328
374
389
400
404
494
524
581

— End Ohzerved Mri{expt)
- 36 1307.7306 1306.7233
- 147 1735.9638 1734.9565
- 166 652,4457 651.4384
- 176 1186.6598 1185.6525
- 197 1461.8320 1460.8247
- 227 1580.8757 1579.8684
- 243 870.6318 869.6246
- 332 615.4386 614.4313
- 386 1595.8403 1594.8330
- 396 915,5702 914.5630
- 416 1849.0589 1848.0516
- 416 1373.7755 1372.7682
- 516 2437.1804 2436.1731
- 5290 666.4692 665.4619
- 592 1464.9001 1463.8928

Mri{calc)
1306.6452
1734.9053

651.3340
1185.6102
1460.7623
1579.7995

869.5334

614.3500
1594.7661

914.4821
1847.9993
1372.7198
2436.1769

665.3497
1463.6198

GTFMPRSAFF
VGIDLGTTNS
KRQAVVHPEHN
LINEQFAAEE
KDAGRIAGLE
EVGDGVFEVL
QRLTELAEKL
SDLLDRVRTP
EPNVTVNPDE
KIIPENTTLF
DGIPPALPRGY
DEVDQMVQEA
EVEEKVEAKL
GPGAGPSPGG

Ppm
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EERERRRODORDZERRZDR DD

GTRTGPF3ITE
LV AAMEGGER
TEFESVERF I
ISAQVLRELY
YLRIINEFTA
3TSGDTHLGS
EIELS3LTQT
YEHSLEDAFL
VALGAAVOL
TIESEVESTA
POIEVEFDID
ERFALEDDEEE
QELEDEIGSG
EGASSGDISS

Mi=zs Sequence

.HLHGKGGTFMPR . S
.QVSYR.V
VVRDEWHHVE . L
.IAGLEVLR.T
.QALQR.L

. TEVYEHSLE.D

SLBSFR.L
.DEVDQMV(QEAER . F

. QFAAEEISAQVLR.K
AVITVEAYFHDSQR. T

AEKFEELCSDLLDR.V

Oxidation (M)

- QAVVHPEHTFFSVER.F

-LSFEDIDEVILVGGSTR. I
DIDEVILVGGSTR.I
- SEVFSTAADGQTSVEINVLQGER.E

Oxidation (M)



Spot No.: 2

Mascot score: 86  Sequence coverage %: 16

NCBI accession No.: gi| 20559

Matched peptides No.: 10 Total peptides No.: 19
Calculated Mr: 71137 Calculated pl: 5.07

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
a01
551
601

EGPAIGIDLG
D ALFNOVANN
MIVVTTYEGEE
DSOROATEDA
LGGGTFDVSL
EKDISGHPRA
LRFEELHMDL
LODFFNGEEL
SLGLETAGGG
TEDNNLLGEF
EITITHNDEGR
RNTIKDDEIN
ESICNPIILE

TTYICWGEVIG
PINTVFDAER
EQFAAFETSS
GV LA G HVME
LTIEEGIFEW
LERLETACER
FRECHEFVEE
CESINFDEALY
NTVLIFPENTT
EL3GIFPAFR
L3KEEIERMV
SOL3LADEER
MY QrGAGEAT

HODEWVEITIAND
LIGRRFZDF3
MVLTEMEEIL
IINEPTARLT
FATAGD THL
AFRTLES3TAQ
CLEDAEMDES
AYGALVOAAT
IFTEEEQVFS
GVFQITVCFD
QEAEEYESED
IEDAIDEATE
MDEDGPIVGG

Matched peptides information:

QGHNETTESYY
VOIDIELWEF
EAYLGTTIEH
AYGLDEEAZS
GEDFDHEMVH
TTIEIDSLYE
SVHDVVLVGG
L3GEGNEEVQ
TYIDNOPGVL
IDANGILIVS
EELEEEVELE
WLDNMNQLAEL
SALGEQTGLGE

GETDTERL I
ESNIPGPGDER
AVVTYVPAYFH
LGEFNVLIFD
HEV(EFERFEIT
GIDFY3TITE
3TRIPEVQQL
DLLLLDWTFL
IOVTEGERAR
LEDETTGOEN
HAT EHYAYHHM
DEFEDENEEL
EIEEVD

Start
35
112
140
159
222
238
253
303
541
541

End
47

125
154
170
237
247
259
312
551
551

Dhserved
1473.8331
1553.8911
1681.0152
1215.7410
1675.8905
1294,7463

758.3629
1313.7345
1358.7360
1374.7432

HMri{calc)
1472.6784
1552.7807
1679.8267
1214.6441
1674.7234
1293.6176

757.3719
1312.6122
1357.6084
1373.6033

HMiss Sequence

0 R.TTPSYVGFTDTER.L
. QFAAFEISSMVLTEK .M
HAVVTVPAYFHDSQR. )
.DAGYVIAGLNVMR. I
ATAGD THLGGEDFDHE . M
MYHHEVQEFK.R Oxidation (M)
.DISGHPR.A
.FEELHMDLFR.K
.HALENYAYHMR .H
JHATENYAYHNMR.H  Cxidation (M)

Hri{expt)
1472 .8258
1552,.8838
1680.0079
1214.7337
1674.8832
1293,7390

757.3557
1312,7272
1357.7287
1373.7359

PpmM
100
66
108
74
95
24
-21
&3
89
97

coocooooaoo
mTRERERRARR



Spot No.: 3

Mascot score: 99  Sequence coverage %: 22

NCBI accession No.: gi| 3962377

Matched peptides No.: 20 Total peptides No.: 53
Calculated Mr: 71408 Calculated pl: 5.14

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

1
51
101
151
201
251
301
351
401
451
a01
551
601
651

MAGEGEGPLI
ERLIGDALLEN
PGEEPMIVVHN
PAYFHDSQRQ
VLIFDLGGGT
FERKNEEDIT
TTITRARFEE
EVOOLVQDFF
DVTPLSLGLE
GERLRTEDNN
TGOFNEITIT
YAYHMRNTIK
EMEKELESLCH

GIDLGTTY3C
OV AMNP TH TV
HEGEEEQF3L
GTEDAGVISG
FIWISLLTIEE
GHPRLLEELE
LHMDLFRECH
NGEELCES TN
TAGFVMTVLI
LLGEFEL3GI
HDEGELSEEE
DEKIALSELDA
PITARMY QL

VEVITOHDEVE
FDAKRLIGEER
EEISSIVLIE
LAVMEITINEF
GIFEVEATAG
TACERLERTL
EPFVEECLEDAL
PDEAVAY AL
PENTTIFTEE
PPAPRGVPQL
IEEMVQELEK
ADKEETIEDAT
GPDHGEAGGH

in Bold Red

Matched peptides information:

Start
29
40

133
145
160
164
164
192
193
227
243
258
271
306
306
308
308
507
546
546

- End
- 39

- 52

- 144
- 159
- 175
- 175
- 175
- 199
- 199
- 242
- 252
- 264
- 275
- 317
- 317
- 317
- 317
- 515
- 556
- 556

Ohserved

1228.
1473.
1260.
1692,
1661.
1231.
1247.

805.

677,
1675.
1294,

772,

636.
1540.
1556.
1313.
1329.
1017.
1358.
1374.

6360
7156
5921
8384
7971
6494
6125
4144
2703
7566
6377
3941
2717
7625
7606
6354
6340
5738
6374
6163

Mri{expt)
1227.
1472,
1259,
1691.
1660.
1230.
1246.

g04.
676.
1674.
1293,
T71.
635.
1539.
1555.
1312.
1328.
1016.
1357.
1373.

6287
7083
5848
8311
78985
6421
6052
4071
2630
7493
6304
3868
2644
7552
7533
6281
6267
5665
6301
6090

Mri{calc)
1227.
1472,
1259.
1691.
1660.
1230.
1246.

804.
676.
1674,
1293.
7.
635.
1539.
1555.
1312,
1328.
101e6.
1357.
1373.

6207
6783
6761
8631
8567
6391
6340
4341
3392
7234
6176
3875
2697
7504
7453
6122
6071
614
6084
6033

Oxidation (M)

Oxidation (M)

Oxidation (M)

ITAHNDQGHRT TPSYVAFTDS
TIDPIVOADE SHWPFEVVIG
MEETAEAFLG SPVEHAVVIV
TAAATAYGLD KEASSVGEEN
DTHL GFEDFD HEMYVHHFVQE
A3TAQTTIET DALFEGIDFY
EMDEISVHDY VWVGGITRIP
VOLATLAGES NERKVODLLLL
EQIFSTY3DN QPGVLIQVYE
TVCFDIDANG ILNVSAEDET
TEAEDEEHEE EVDAKHALEH
DOATEWLDGH QLAEADEFED
DDDTPAGGSE GAGPEIEEVD
ppm HMiss Seguence
7 0 R.VEIIAHND(QGHR.T
20 0 R.TTPSYVAFTIDSER.L
-712 0 R.EIAFAFLGSPVE.H
-19 0 EK.HAYVVIVPAYFHDSQR.Q
-40 1 R.QJGTEDAGVISGLHVME.I
2 0 K.DAGVISGLHVME.I
-23 0 K.DAGVISGLHVMR.I
-34 1 K.KASSYGEK.H
-113 0 K.ASSVGEK.H
15 0 EK.ATAGDTHLGGEDFDHR.M
10 0 R.MVHHFVQEFKE.R Oxidation (M)
-1 0 K.DITGHPR.A
il 0 R.TACER.A
3 1 R.ARFEELHMDLFR.K
5 1 R.ARFEELHMDLFR.K
12 0 R.FEELHMDLFE.K
15 0 R.FEELHMDLFR.E Oxidation (M)
5 1 EK.ITITHDEGR.L
16 0 K.HALEHNYAYHME.H
4 0o K

CHALEHYAYHME .H  Oxidation (M)



Spot No.: 4

Mascot score: 100  Sequence coverage %: 22

NCBI accession No.: gi| 15230534

Matched peptides No.: 17 Total peptides No.: 37
Calculated Mr: 71456 Calculated pl: 5.14

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651

MAGEGEGPAT
ERLIGDALFTT
PGEEPHIVVI
FPAYFMNDIQRO
VLIFDLGGGT
FERENEFDIT
TTITRARFEE
ENQOLLQDFF
W TPLSLGLE
GERARTEDIIN
TEOFNEITIT
YAYHMBMNTIE
EMEELEZLCN

GIDLGTTY3IC
OV AMMNP T TV
HEGEEEQE 5S4
LATEDAGVISG
FIWSLLTIEE
GHPERALEERLE
LHMDLFERECH
MNGEELCESIN
TAGEUMTVLI
LLGEFEL3GI
HDEGELZEEE
DEETASELDA
PITARMYQGA

WEVWOHDEVE
FDAERLIGRE
EEISSMVLIE
LHVMBRIINEP
GIFEVEATAL
TACERAKRTL
EPVEKCLEDA
PDEAVAYGAL
PENTTIFTEK
PPAPRGVFPQI
IEEMVQELEK
ADEEEIEDAT
GPDMGEAGGH

Matched peptides information:

Start
29
40

117
133
164
192
193
227
243
258
271
306
308
308
318
507
546

- End Dhserved HMri{expt)
- 39 1228.5482 1227.5409
- 52 1473.6494 1472.6421
- 130 1581.7492 1580.7419
- 144 1260.5210 1259.5137
- 175 1231.5561 1230.5488
- 199 805.2802 804.2729
- 199 677.1712 676.1639
- 242 1675.7004 1674.6931
- 252 1294.5305 1293.5232
- 264 712.2478 771.2406
- 275 636.1199 635.1127
- 317 1556.7047 1555.6974
- 317 1313.5713 1312.5640
- 317 1329.5431 1328.5358
- 325 1036.4181 1035.4108
- 5158 1017.4587 1016.4514
- 556 1358.5748 1357.5675

HMr{calc)
1227.6207
1472.6783
1580.8120
1259.6761
1230.6391

804.4341
676.3392
1674.7234
1293.6176
T771.3875
635.2697
1555.7453
1312.6122
1328.6071
1035.4729
1016.5614
1357.6084

ITAHDQGHRT
YIDPEVOQADE
MEETAEAFL.
TAAATAYGLD
DTHLGGEDFD
SSTAQTTIET
EMDESSVHDWV
VOARATLSGEG
EQIFSTY3DM
TVCFDIDANG
YEAEDEEHEE
DOATEWL DG
DDDTPAGGSG

ppm
-65 1]
-25
-44
-129
-73
-200
-239
-18
=73
-191
-247
-31
-37
-54
-60
-108
-30

[T ol — T — I — T — I — I — I — I — T — I — I —

.KCMEFVEK. C

FREEFEEEREIARERARIRDR

TPSYVAFTDS
SHWPFEVVIG
SPYWENAVVTV
FEASSTEEEDT
HEMVWHHF V¥ (E
DELFEGIDFY
VLVGESTRIP
NEEVQDLLLL
QPGILIOVYE
ILMNVSAEDET
EVDAKHATLEH
QLAEADEFED
GAGPEIEEVD

HMiss Segquence
YEITAHDQGHE. T

. TTPSYVAFTDSER.L
.QFSAFEEISSMVLIK.M
.EIAFAFLGSPVE.H
DAGYFISGLHVME. I
.KASSYGEK.H
ASSVGEK.H
ATAGDTHLGGEDFDHE .M
MYHHEVQEFK.R Oxidation (M)

DITGHFR.A
TACER.A

ARFEELHMDLFR.KE  Oxidation (M)
.FEELHMDLFR.K
.FEELHMDLFR.K OCxidation (M)
Oxidation (M)

ITITHDEGR.L

.HALEHYAYHME . H



Spot No.: 5

Mascot score: 201  Sequence coverage %: 43

NCBI accession No.: gi| 15241849

Matched peptides No.: 27 Total peptides No.: 37
Calculated Mr: 71712 Calculated pl: 5.03

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probahility that the observed match is a random event.
Protein scores greater than 72 are significant (p<<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601

MSGEGEGPLAI
ERLIGDALEN
PADEPMIYVE
PAYFHDSQR(
VLIFDLGGGT
FKRESKKDIT
S TITRARFEE
EVOQLLQDFF
DVTPLSLGLE
GERLETEDNN
TGOENEITIT
YAYHMRNTIOQ
FMEELESICH

GIDLGTTYSC
QVAMHPVHTV
YEGEEKEF LL
ATKDAGVIAG
FDVSLLTIEE
GHPRALRRLE
LHMDLFRECH
NGEKELCESIH
TAGGVMTTLI
LLGKFELSGI
HDKGRLSKDE
DEKIGEKLPL
PIIAKMY(QGA

VGVITOHDEYVE
FDAFRL IGER
EEISSMVLIE
LHAVMBITHEP
GIFEVEATAG
TSCERAKRTL
EPVEECLEDA
PDEAVAYGAL
FPENTTIFTEE
PPAPRGVFOQI
IEEMVQELEK
ADEKEETEDST
GGEAGGPGAS

ITAHDQGHET
FSDS5VQSDM
MEETAEAYLG
TAAATAYGLD
DTHLGGEDED
SETAQTTIEI
FMDESTYHDY
YOGAILSGEG
EQVFSTYSDH
TVCFDIDAMNG
TESEDEEHEE
EQALTOWLEGH
GHMDDDAPPAS

TPSYVAFTDS
KLWPFKIQLG
VTIKHAVVTYV
KKLTSVGEEN
HRMVHHFVQE
DSLYEGIDFY
VLVGGSTRIP
HEKVODLLLL
QPGVLIQVYE
ILNVSAEDET
KVE LKHALEH
QLAEADEFED
GGAGPKIEEV

651 D

Matched peptides information:

Start - End Dh=erved HMr{expt}) Mr{calc) ppm Mi=s Sequence
29 - 39 1228.4528 1227.4455 1227.6207 -143 0 R.VEITAND(QGHR.T
40 - 52 1473.5385 1472.5312 1472.6783 -100 0 R.TTPSYVAFTDSER.L
60 - 75 1803.7642 1802.7569 1802.9097 -85 1 K.HQVAMHNPVHTVFDAER.L
80 - 91 1386.5521 1385.5448 1385.6245 -58 1 R.RFSDSSVQSDME.L
92 - 96 690.2053 689.1980 689.3901 -279 0 K.LWPFK.I
145 - 159 1680.7268 1679.7195 1679.8267 -64 0 K.HAVVTVPAYFHDSQR.(Q
160 - 175 1659.7071 1658.6998 1658.8774 -107 1 R.QATEDAGVIAGLHVME.I Oxidation (M)
164 - 175 1215.5029 1214.4956 1214.6441 -122 0 K.DAGVIAGLHVME.I
164 - 175 1231.4628 1230.4555 1230.6391 -149 0 K.DAGVIAGLHVME.I Oxidation (M)
176 - 192 1787.8676 1786.8603 1786.9828 -69 1 R.IINEPTAAATAYGLDEEK.A
227 - 242 1675.5911 1674.5838 1674.7234 -83 0 K.ATAGDTHLGGEDFDHE.M
243 - 252 1278.4590 1277.4517 1277.6227 -134 0 R.MVHHEVQEFK.R
243 - 252 1294.4670 1293.4597 1293.6176 -122 0 R.MVHHEVQEFK.R Cxidation (M)
258 - 264 772.2138 771.2065 771.3875 -235 0 K.DITGHPR.A
306 - 317 1540.6256 1539.6183 1539.7504 -86 1 R.ARFEELHMDLFE.K
306 - 317 1556.6246 1555.6173 1555.7453 -82 1 R.ARFEELHMDLFR.K Oxidation (M)
308 - 317 1313.4659 1312.4586 1312.6122 -117 0 R.FEELHMDLFR.K
308 - 317 1329.4649 1328.4576 1328.6071 -112 0 R.FEELHMDLFR.K Cxidation (M)
332 - 348 1800.7879 1799.7806 1799.9200 -7 1 EK.MDESTVHDWVLVGGSTR.I
335 - 348 1426.5942 1425.5869 1425.7576 -120 0 K.STVHDVVLV¥GGSTR.I
368 - 393 2560.0569 2559.0496 2559.2452 -6 0 K.SINPDEAVAYGAAV(QGATLSGEGHEK.V
431 - 453 2658.0552 2657.0479 2657.2609 —80 0 K.EQVFSTYSDHQPGVLIQVYEGER.A&
507 - 515 1017.4037 1016.3964 1016.5614 -162 1 K.ITITHDEGR.L
546 - 556 1358.4704 1357.4631 1357.6084 -107 0 K.HALEHYAYHMR.H
546 - 556 1374.4657 1373.4584 1373.6033 -106 0 K.HALEHYAYHMR.H oOxidation (M)
602 - 615 1661.6749 1660.6676 1660.8528 -111 1 EK.MEELESICHPIIAK.M Oxidation (M)
616 - 646 2732.9674 2731.9601 2732.1443 -67 0 K.MY(QGAGGEAGGPGASGHDDDAPPASGGAGPK. I



Spot No.: 6

Mascot score: 93  Sequence coverage %: 19

NCBI accession No.: gi| 1695717

Matched peptides No.: 11 Total peptides No.: 21
Calculated Mr: 73862 Calculated pl: 5.08

Annotated PMF spectra:

559.453
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401
451
301
351
601
631

MARSFGANST
VYKNGHVEII
VERLIGREFE
ISAMILTEME
VARIINEPTA
LSTHGDTHLG
AKRALSSQHQ
AMDDAGLQKS
AYGAAVQGGI
IPTEESQVET
GTPQIEVIFE
KELEEFAEED
KIEAATKEAL
GGAGGESSTE

VVLAIIFFGC
ANDQGNRITP
DEEVQEDREL
ETAEAYLGEE
ARTANVLDEE
GEDFDHRVME
VRVEIESLFD
QIDEIVLVGG
LSGEGGDETE
TYQDQQTTVS
VDANGILNVE
KEVKEKIDAR
EWLDENQNSE
EEDESHDEL

LFALSSAIEE
SWVGFTDSER
VPYQIVNEDG
IRDAVVTVEA
GGEKNILVED
YFIKLIKKEH
GVDFSEPLTR
STRIPEVQQL
DILLLDVAPL
IQVFEGERSL
AEDRASCGESE
MALETYVYNM
KEEYDEKLEE

ATKLGSVIGI
LIGERRKNQA
KPYIQVEIKED
YFNDAQRQAT
LGGETFOVSV
QKDISKDNEA
ARFEELNNDL
LEDFFEGEEE
TLGIETVGGV
TEDCRLLGEF
KITITNEEGR
KNQVNDEDEL
VEAVCNPIIT

DLGITYSCVG
AVHNPERIVED
GETEVESPEE
EDAGVIAGLHN
LTIDNGVEFEWV
LGELERECER
FRETHGEVEE
HNEGVHNFPDEAV
HMTELIPRNTV
DLNGIFFAFR
LEQEEIDRMV
ADKLEGDEEE
AVIQRSGEAE

Matched peptides information:

Start -
68 -
171 -
173 -
192 -
313 -
331 -
333 -
360 -
521 -
608 -
630 -

End
80

187
187
203
330
342
342
373
528
627
645

Obh=served
1454.9289
1907.3162
1666.0759
1155.7271
2053.2618
1523.9135
1296.7326
1473.9855

B805.4343
2498.3303
1862.2176

Mr (calec)
1493.7151
1905.5949
1664.8158
1154 .6408
2052 .0052
1522 .7528
1295.6146
1472.7835

804.3977
2497.0768
1860.5404

Mr (expt)
1493.9216
1906.3089
1665.0686
1154.7198
2052.2545
1522.9062
1295.7253
1472.9782

804.4271
2497.3230
1861.2103

ppm Mi=s=s Segnence

138 0 R.ITPSWVGFTDSER.L
145 K. IFDAVVTVPAYFNDAQR.
152 K.DAVVTVPAYFNDAQR. Q

68 K.DAGVIAGLNVAR. I
122 R.VEIESLFDGVDFSEFLTR.A
101 R.ARFEELNNDLFR.K

85 R.FEELNNDLFR.E
132 K.SQIDEIVLVGGSTR. I

36 K.AEDRASCE. S

99 K.EALEWLDENQNSEKEEYDEK. L
145 K.EVEAVCNPIITAVYQR. S

= = I =N = R



Spot No.: 7

Mascot score: 99  Sequence coverage %: 20

NCBI accession No.: gi| 2493122

Matched peptides No.: 11 Total peptides No.: 27

Calculated Mr: 69030 Calculated pl: 5.19

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
101
451
501
551
601

MPAFYGGELT
INLIGEIIFRL
IFDGIQEFLE
GGDLYATVFE
VEESFTHMLOQT
PGLFGCGETV
FDGEEESVHE
ADSTSFHAEL
PERMNGEVTIV
VHNWLISYTIEY
EDALAEGDET
THLANQAVER
VGEFEELHDD

TFEDDEKESE
EGDSATIOVY
TILERSGDWY
NSLMOHHVAL
WPVETFRPVAL
ISQLLSEXYSH
ETTLVANTSN
LREISGELAE
GAVSPPGGDE
3TLALEIFYEK
TLETAELLEE
GALGHMDGOEIS
LTSGFENLED

YGIVREVIGE
EETAGL TWHD
IPRGVSVPAL
FPDAMGEITY
SFLAADTPLL
SDAVVYVGCG
MPVAAREAST
HPADSGYPAY
3DPVTIATLS
FDSDFIDIRT
DYLACHAFTE
T3LIEHFLGD
ETE

WNTADGMAGL
PYLETHEFLS
DEDCLWEFQF
LAPAGOYTILE
TGORVLDALF
ERGHNEMAEVL
TTGITIAEYF
LAART ASFYE
TVOVFGLDE
EAREVLQRED
TDEFCPFYES
LEYRLWVIQEF

LMYELVEWGH
VELGPGILGI
EDFVEGDTIT
DTVLELEF Qi
PIVLGGTCAT
WNDFPOLTMTL
RDMGYIN I
RAGEVECLGE
FLAQREHFPS
DLNE IVQLVG
VYHMMENITHF
EDPAEGEDVL

Matched peptides information:

Start -
9_
60 -
116 -
124 -
223 -
268 -
357 -
368 -
397 -
540 -
578 -

End
25

B4

123
132
234
282
362
364
403
545
584

Dhserved
2080.9328
2690. 3088

906. 5246

885. 5116
1255.7479
1675.7655

745.46380
1511. 86846

788.4156

641.3851

883.5153

Mr{expt)
2079.9255
2689.3015

905.5173
884.5043
1254.7406
1674.7562
744 . 4607
1810.8773
787.4083
840.3778
882.5080

HMri{calc)
2079.9273

ppm HMi=ss Segquence

-1 1 LTTFEDDEKESEYGYVR. K
2689.3447 -16 LEGDSATIQVYEETAGL TYHDPVLR. T
905.4607 63 SGDYYIFR. G
884.4967 9 GYSVPALDE.D
1254.6932 38 LAADTPLLTGQR.V
1674.7308 16 YSHSDAVVYVGCGER. G
744.3918 93 WAEAILR.E
1610.8559 12 LAFMPADSGYPAYLAAR.L Oxidation (M)
787.3647 55 CLGGPER.H
640.3622 19 SVWMME . H
882.4599 54 LGDLFYR.L

2 Oxidation (M)

cooooooooo
AR ERAdRRAAD TR



Spot No.: 8

Mascot score: 129  Sequence coverage %: 36

NCBI accession No.: gi| 312282199

Matched peptides No.: 24 Total peptides No.: 64
Calculated Mr: 74860 Calculated pl: 6.13

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501
551
601
651

MARSSLACIVE
ASLDVEFHDG
EYLDEDEVHE
LEAFNIDEFADL
GEGGPGEFELY
FERFTAVGAR
HEVGVGASEV
TLHQLLTEMD
TEGRTDILEWV
RRGETATASE
TEGHDAVOQEW
AFREVIFGEFPE
DVIMEMMAEN
EVLLEEETIG

HNGLSVYTTEQ
RRDFLEILLG
VDLYENGTIA
HNDQEDQGSY
FGOSELEFQM
IPEGVLLIGP
RDLFEKAREN
GFEGHTGIIV
HAGNEEFEND
EIDDSIDRIV
TLIPRGQARG
VTTGAVCDLY
SMSERLAEDT
GDEFRATLSE

RLSENFSRREQ
HNAGIGLIGSG
IVEAVSEELG
LFNLIGNLLF
EPNTGVTFDD
PGTCRTLLAK
APCIVFVDEI
VAATNRADIL
VSLEVIAMRT
AGMEGTVMTD
LTWFIPSDDE
OITCLARQMY
DSAIEKLSDS
YTEIPPENEV

IGLSTTFSSV
KANADEQGVS
NRVQRVRVQL
PLLLIGGLFL
VAGVDEARDD
ATAGELGVEF
DAVGRORGTG
DSALLRPGRF
PGFSGADLAN
SKSESLVAYH
TLISEQQLFA
TTFGMSDIGE
AYEIALSHIR
ETSTTATETS

SRTSEVHVVE
SSEMSYSRFL
PGLSQELLQOK
LSRRS5GGMG
FMEVVEFLEK
FSISGSEFVE
IGGCNDEREQ
DROVSVDVED
LLNEAATLAG
EVGHAVCGTL
RIVGOLGORA
WSLMVSSA0S
NHREAMDELV
TETEASY

Matched peptides information:

Start - End Observed Mr {expt) Mr (calec) prpm Miss Segmnence
29 - 42 1538.83%8 1537.8325 1537.8213 7 1 R.RQIGLSTTFSSVSR.T
24 - 98 659.4351 658.4278 658.2744 233 0 R.MSYSR.F Oxidation (M)
93 - 107 11%8.7013 1197.6940 1197.6030 18 1 ER.FLEYLDEDR.V
218 - 238 2286.2174 2285.2101 2285.0158 85 0 E.FOQMEPNTGVTFDDVACVDEAK.( Oxidation (M)
239 - 249 1400.7520 1399.7447 1399.6694 54 0 FKE.QDFMEVVEFLE.EK Oxidation (M)
254 - 260 721.4636 T20.4564 720.3919 S0 0 R.FTAVGAR.I
264 - 275 1108.7020 1107.6947 1107.6652 27 0 EKE.GVLLIGPPGTGE.T
317 - 335 2103.1773 2102.1700 2102.0466 59 1 FKE.AFENAPCIVFVDEIDAVGR.(Q
31% - 335 1904.0583 19203.0510 13902.9146 T2 0 E.ENAPCIVFVDEIDAVGER.(Q
338 - 348 1032.4885 1031.4812 1031.4632 17 0 R.GTGIGGGNDER.E
377 - 389 1396.8829 1395.8756 1395.7834 66 1 R.ADILDSALLRPGR.F
416 - 429 1650.936%9 1649.9296 1649.3447 51 1 EKE.EFENDVSLEVIAMRE.T
416 - 429 1666.9652 1665.3579 1665.8396 71 1 E.FEFENDVSLEVIAMER.T Oxidation (M)
461 - 468 962.5087 961.5014 961.4352 69 0 K.EIDDSIDR.I
510 - 515 698.5007 697.4934 697.4487 64 0 E.VTLIPR.G
520 - 535 1790.0120 1789.0047 1788.95298 4z 0 R.GLTWFIPSDDETLISE.Q
536 - 541 T62.4829 T61.4757 Tel.4184 15 0 K.QQLFAR.I
542 - 549 728.5082 T727.5009 727.4341 92 0 R.IVGGLGGR.A
550 - 577 2843.6603 2842.6530 2842.4600 68 0 R.AAFEVIFGEPEVTTGAVGDLOQITGLAK.(O
627 - &40 1574.9255 1573.%182 1573.8100 69 0 FKE.LSDSAYETALSHIR.N
649 - 656 942.5623 241.5550 941.5797 -26 0 K.LVEVLLEE.E
649 - 665 1947.1701 1946.1628 1946.0360 65 1 K.LVEVLLEEETIGGDEFR.A
657 - 665 1023.5537 1022.5464 1022.4669 78 0 EKE.ETIGGDEFR.A
666 - 679 1631.9468 1630.939%5 1630.3202 73 0 R.AILSEYTEIFFENR.WV



Spot No.: 9

Mascot score: 90

Sequence coverage %: 29

NCBI accession No.: gi| 20467991

Matched peptides No.: 18

Calculated Mr: 74547

Annotated PMF spectra:

45

40

35

30

25

20

)

Total peptides No.: 58

Calculated pl: 6.75

701.450

973.633

805.531

905.553

1179668

1107 .624

1365.729

1475.861

1551.902
1716.995

1891.084

2273.360

2384.164
2057 236

2510.362

1000

1500

Probability Based Mowse Score:

2000 rrfz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

[
T

o B

o

L=

R P o
HFFHW

.
w7

s
=

\

[=)]
=3

T
o

T
gin =l

Probability Bazed Mowse Score



Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401
451
301
351
601

MEYSSDDDSD
KDYNMQSLLQ
QIAVEPQQPQ
GNRLEGELS(Q
EAGGCGRRDW
DLENEGTREN
QRLOAYNEEI
DLAAKSSHDE
EKVARLNEIL
INELSEELQD
PGGRAHIGIK
PEWHPFRAVM
MSTRYEVGEL

ISDSEIDEYG
HS5GVGAAEN
QISVEPQELE
FCPLEVIELW
KQNMNQGSKL
NELVANLANGQ
REMQQLARRH
SHLEQERQEN
ELEQQLELKQ
FMDELDAMES
FMGELDLEAV
VDGKEMERIN
WHNFREERKAS

AKIQARLLSG
RPAKDEASHR
MRHEKFVWEW
MFRGHTGNAI
CGWVARAEDY
IEVENKYLQE
SEXIIDENGN
ATRSNHLELL
TLELEIQQLE
LNQTLVIRES
SNVLGQELSK
ADDARLRELK
LEEAVQVVLR

Matched peptides information:

DLEFRNGDSY
ALAKHLENGV
MGVLVNVETE
VEFAKNWNGE
NFPGLIGDHL
LELRYNETTV
LESELESEMS
TAEQQRADED
GELEVMEHMP
KSNTEMQEAR
EDAEVTAATL
DEHGEEIYSL
QWRANRRER

SCPFCTGREN
ARPSDEQQRAQR
WEDGRQVGES
RNALAFERYF
RENADLKTID
SLEKMMGQRE
ELNARSKELD
VVELVRDQRR
GHEDSVLEDE
KELENGLLNL
CSEWEAEIEN
VIKALREYNV

Start - End Chserved Mr (expt) Mr (calc) ppm Miss Sequence
27 - 33 T45.5092 T44.501%9 T44.4381 86 0 R.LLSGDLE.F
186 - 198 1566.8631 1565.8558 1565.773% 52 1 E.NWHGFEHALAFEE.Y
227 - 241 1716.9%54 1715.9%881 1715.8267 24 0 R.AEDYNFPGLIGDHLR.K
248 - 2589 13950.7614 1389.7541 1385.6736 58 1 E.TIDDLENEGTEE.N
303 - 312 1263.7173 1262.7100 1262.6618 38 1 ER.LOAYNEEIRE.M
333 - 345 1493.8084 14%2.8011 14%2.71351 55 1 ER.SELESEMSELMAR.S
361 - 3867 847.5362 846.5290 §46.4083 143 0 E.SNLEQEE.Q
368 - 373 701.4300 700.4828 TO0D.4231 85 1 E.QENAIE.S
354 - 399 758.5183 T757.5111 T57.44486 88 1 E.LVEDQE.R
438 - 448 1265.7165 1264.70%2 1264.5870 97 0 E.HMPGHEDSVLE.D Oxidation (M)
438 - 450 1508.81%2 1507.811% 1507.708% 68 1 E.HMPGHEDSVLEDE.I COCxidation (M)
451 - 478 3264.7942 3263.7869% 3263.5788 64 1 EKE.INELSEELQDEMDELDAMESLNQTLVIE.E COCxidation (M)
482 - 430 1065.5921 1064.5848 1064.4556 121 0 E.SNTEMQEAR.E
432 - 491 11593.6844 11%2.6771 11952.5506 106 1 EKE.SHTEMQEARK.E
512 - 518 805.5308 B804.5235 204.4051 147 0 R.MGELDLE.A
531 - 549 2163.2609 2162.2536 2162.0565 91 1 EKE.EDAEVTAATLCSEWEAEIE.N
565 - 575 1307.7582 1306.750% 1306.5823 123 1 EKE.EMERINADDAE.L Oxidation (M)
623 - 633 1383.7538 1382.7465 1382.7783 -23 1 E.EAVQVVLROWR.A



Spot No.: 10

Mascot score: 95  Sequence coverage %: 22

NCBI accession No.: gi| 312283065

Matched peptides No.: 16 Total peptides No.: 35
Calculated Mr: 73489 Calculated pl: 5.72

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MATAALLRST RREEVASTPF SAYECLS55G EKISFHNGESYLG QNWRSFSRLF
51 SS5EPAGHNDVI GIDLGTITHSC VAVMEGENPE VIENAEGART TPSVVAFNFPE
101 GELLVGTPAE RQAVINPTHNT VFEFGTERLIGR EFDDPQTQEE MEMVPYRIVR
151 APHNGDAWVEL MGQOYSPEQWV GAFVLTEMEE TAEAYLGESV EEAVVTVPAY
201 FNDAQRQALTE DAGRTAGLDYW ERIINEPTAA ALSYGMTHEE GLIAVFDLGGE
251 GITFDISVLEI SHNGVFEVEAT NGDTFLGGED FDMALLDFLY NEFEITEGID
301 LAKDRLALQR LEEARAFEAKT ELSS5TSQTEI MNLPFITADAS GAEHFMITLT
351 RSRFETLVHNE LIERTRDPCE NCLEDAGISA EEVDEVLLVG GHMTEVPEVQS
401 VVSEIFGETFP SEGVHNPDEAW AMGAALQGGI LRGDVEELLL LDVIPLSLGI
451 ETLGGVFTRL ISENTTIPTE ESQVFSTLAD MQTOVGIEVL QGEREMATDN
501 ELLGEFDLVG IPPSPRGIPQ IEVIFDIDAW GIVIVSAKDE TTGEEQQITI
551 RS5GGLSEDD IQEMVEREAEL HAQRKDEERED LIDTENTADT TIYSIEESLG
601 EYREEIPSEV AKEIEDAVED LESATSGDDL MEIEAEIDAR NEAVSEIGEH
651 MSNGGEGGGES APGGGAQEGS DEAPEREYEE VEE
Matched peptides information:
Start - End Ohserved Mr (expt) Mr(calc) EpRm Miss Segnence
1-8 362.5249 861.5176 361.4742 50 0 - .MATAALLR.S Oxidation (M)
81 - 89 958.5598 957.5525 957.4879 a7 0 K.VIENAEGAR.T
178 - 188 1256.7208 1255.7135 1255.6118 81 1 K.MEETAEAYLGE.S Oxidation (M)
193 - 206 1550.8776 1549.8703 1549.7889 53 0 K.AVWVTVPAYFHNDAQR.(Q
215 - 222 372.5613 871.5540 371.4763 &9 0 R.IAGLDVER.I
223 - 239 1809.9646 1808.9573 1808.83%78 33 0 R.IINEFTAAALSYGMTHNE.E Oxidation (M)
306 - 310 600.4723 599.4650 599,3755 143 0 R.LALOR.L
354 - 364 1370.73%03 1369.7830 1369.7354 35 0 R.FETLVHNHLIER.T
382 - 394 1417.814% 1416.8076 1416.7283 56 0 K.EVDEVLLVGGMTR.V
382 - 394 1433.8390 1432.8317 1432.7232 T8 0 K.EVDEVLLVGGMTR.V Oxidation (M)
398 - 408 11%2.7085 1191.7012 1191.6499 43 0 E.VQSVVSEIFGE.T
413 - 432 1955.1000 1954.0927 1953.9942 50 0 K.GVNPDEAVAMGAALQGGILR.G Oxidation (M)
489 - 494 T01.4826 T00.4753 700.3868 126 0 R.VLQGER.E
545 - 551 387.5645 886.5572 386.4872 79 0 K.EQQITIR.S
598 - 603 724.4592 723.4520 723.3551 134 0 K.SLCGEYR.E
613 - 622 1146.6350 1145.6277 1145.5564 62 0 K.EIEDAVSDLR.S



Spot No.: 11

Mascot score: 146 ~ Sequence coverage %: 43

NCBI accession No.: gi| 312282567

Matched peptides No.: 15 Total peptides No.: 29
Calculated Mr: 42944 Calculated pl: 7.59

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MASATFSVPE PSLQGFTEFS GLRS55ASLF FGEELSSDEF VESVVIFQTSA
31 MG55GGYREG VIEAFKLEVAI SGFGRIGENE LECWHGEEDS PLDVIAINDT

101 GOGVEQASHLL EYDSTLGIFD ADVEFRSGDAA LEVDGELIQWV VEHNENFESHNLE

151 WEELGIDIVI EGTGVEVDERE GAGEHIEAGR EEVIITAPGE GDIPTYVVGEV

201 NADAYWPDEF IISHASCTITHN CLAPEVEVLD QEFGIIEGIM TITPSYTIGDR

251 ELLDASHEDL EREARALATNI VPTSTGEAAKA WVALVLPNLEG ELNGIALEVE

301 TPHVEVVDLYV VOWSEETFAE EVHNAAFRDAL EFELEGILEYV CDEPLVSVDE

351 RCS5DWVSS5TID S5LIMVMGEDD MVEVIAWYDN EWGYSQEVVD LADIVANNWE

401

Matched peptides information:

Start - End Observed Mr (expt) Mr(calc) ppm Miss Seqgnence
83 - 87 T15.1768 T14.1695 T714.3020 -186 0 R.CWHGE.K
89 - 104 1613.7024 1612.6551 1612.8308 -84 0 E.DSPLODVIAINDTGGVE.Q
112 - 136 2541.2203 2540.2130 2540.2282 -6 1 E.YDSTLGIFDADVEFPSGDAALSVDGE. I
137 - 144 928.4151 927.4078 927.5502 -153 0 E.IIQVVSNE.N
145 - 1352 955.3390 954.3318 954.4923 -168 0 R.NPSNLFWE.E
153 - 169 18331.8466 1830.83%3 1830.9727 =73 0 E.ELGIDIVIEGTGVEVDR.E
252 - 2358 811.2828 810.2755 §10.4348 -137 0 R.LLDASHR.D
280 - 289 1037.4606 1036.4533 1036.66044 -204 0 E.AVALVLPNLE.G
292 - 298 T756.3273 T55.3201 T755.4653 -132 0 E.LNGIALR.V
299 - 315 1779.8339 1778.8266 1779.0142 -105 0 R.VPTPNVSVVDLVVOVSE.EK
316 - 327 1382.5814 1381.5741 1381.6930 -590 1 E.ETFAEEVHAAFR.D
317 - 327 1254.4878 1253.4805 1253.6040 -99 0 E.TFAEEVNAAFR.D
336 - 351 1547.8656 1846.8583 1846.9135 -30 0 E.GILEVCDEPLVSVDFR.C
374 - 387 1786.7127 1785.7054 1785.8111 -59 0 E.VIAWYDNEWGYSQR.V
388 - 400 1456.6131 1455.6058 1455.7722 -114 0 R.VVDLADIVANNWE. -



Spot No.: 12

Mascot score: 85  Sequence coverage %: 35

NCBI accession No.: gi| 619894

Matched peptides No.: 16 Total peptides No.: 94
Calculated Mr: 46805 Calculated pl: 8.71

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

HASGIMPSAG
TEEGHIIVTT
LTEENL)DER
TWPETVYERVL
PONLLVINFPHT
TTFAIDIWSV
MPNYTEFEF
LCTHTFFDEL
EEQCTFLGY

GKHRTDAMLY
IGGKHGEPK(]
TENRELOTIE
RHYSKANQQM
HOLELCDEGS
GCVLAELLLG
PQIKAHPWHK
RDPETELPNG

DELFPEETHEM
TISYMAERV
LLDHPHV VAL
PMIYVELYTY
AEVLVEGEFN
QPLFPGEIGT
IFHEFMPPEL
FFLFFPLFNFE

Matched peptides information:

Start

13

23

54

65
105
121
162
166
177
215
310
315
325
395

KEIRDDELEEE
GOGEFGIVEQ
BHCFFSTTEEK
QIFRALAYIH
ISYIC3SRYYER
DOLVETITIEVL
VYDLYWSBRLLOY
POELEGAIAD

MEAAVVDGNG
AECLETGETV
DELYLMLWVLE
GIGVCHRDIE
APELIFGATE
GTPTEEEIES
SPNLESTALE
LLINFLTPEH&

- End
- 12
- 14
- 22
- 31
- 64
- 78
- 110
- 140
- 176
- 176
- 184
- 222
- 320
- 324
- 336
- 401

Ohserved

1122,
1284.
1201.
1118.
1095.
1639.

T58.
2384.
1669.
1322.
1103.

897.
1388.
1300.
1369.

G07.

5952
6230
6383
5542
5599
8497
4561
0991
9043
6756
5514
4624
7377
6208
6896
4489

Mr{expt)
1121.
1283.
1200.
1117.
1094,
1638.

157,
2383.
1868.
1321.
1102,

896.
1387.
1299,
1366.

806.

5879
6157
6310
5469
5526
8424
4488
0918
8970
6685
5441
4552
7304
6135
6823
4416

Mri{calc)
1121.
1283.
1200.
1117.
1094.
1638.

757,
2383.
1868.
1321.
1102,

896.
1387.
1299,
13686.

806,

5209
G404
5921
5325
6448
7671
4446
2107
8913
6522
5811
4062
7513
6959
7184
4650

ppm

60
-19
32
13
-84
46
[
=50
3
i2
-34
55
-15
-66
-26
-29

Miss Segquence

i}

- - - - -

H.ASGIMPSAGGKHR. T

- .MASGIMPSAGGE.H Oxidation (M)
Oxidation (M)

K.HRTDAMIVDK.L Oxidation (M)
K.LPEETIHEMK.I Oxidation (M)
K.GHIIVTTIGGK.H
K.HGEPE(TISYMAER.¥ Oxidation (M)
K.VLQDKR.Y
R.LLDHPHVVALRHCFFSTTEK.D
R.HYSKEAHQOMPMIYVK.L 2 Oxidation (M)
K.AH((MPMIYVK.L

K.L¥TYQIFR.A

K.LCDFGSAK.V

K

-FPQIKAHPWHE . I
K.AHPWHEIFHE.R
K.FRMPFEAVDLVSR.L
K.LIPEHAK.K



Spot No.: 13

Mascot score: 81  Sequence coverage %: 21

NCBI accession No.: gi| 116055771

Matched peptides No.: 12 Total peptides No.: 126
Calculated Mr: 63246 Calculated pl: 9.35

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.0%).
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Matched peptide sequences: shown in Bold Red

1 ETHEDTLLITD ELEAITAITF PLESSASSFI STAFFPEFDAR ATARASAHGT

51
101
151
201
251
30
3921
401
451
201
o921

VNTFESHDET ERERETAMMITS AFFILGFRGD ALAHEDFEGD YFSTSREDFY
ESTEFWSSHE RSSVESHRIT ETHASFFPAF ERDGYHTYLHY EASGLYFYAT
TISHGEFEAY LELLGELARL VEDYCGALTE DAVEEHSTLY SEVIDEAMDY
GYAQTTSTEM LEERVCSEFY ETGDDLAGYL VIARADGARS VARGAFEMGD
FEYEAVLEHHL GYEVHFFTEA ATHLENAASY ASGYNEVSSS ATQESYVYSAS
SATTRIETFY DITEELHVTF SaHGDVYTSE INGHIAVENF LAGAGTEVEN
ALSEDLTIGG EGTSARGHIA GVILDDCHFH ESAFLEQFDY DRETITLEFFQ

GEFSIMHYES AGHFEFFFEV TATFDESYPY EVGVELELFA DFPSENMICTG
LI¥NLFIFEG ALGATGELFE SVFSGSQHWM FOAAEEATYT QFEEFAGGET

HECSWQIALY SERTFHVREE IGFLSISFAI FTFCASATAY EYLAVWGHEE

LIFLIDEAFF EAFHEWIRYL TESSSTYYERY

Matched peptides information:

Start

24

T
270
28T
295
350
410
446
48T
573

— End
- 11
- 13
- 36
- 886
- 286
- 204
- 305
- 361
- 419
— 459
— 493
- 579

Dbserved

1252

1493

1658

1065

1092

™ar

6521

- 8615
1307.
1157T.

TT18
6360

.993T
807.

3897

. 960T
1234.

T108

-5533
1562
948.

8T88
4624

. 3456

Hr (expt)

1251.
1492
1306
1156.
165T.

806
1064
1233.
1091.
1561.

94T,

T96.

6445
8542
TE45
GZ8T
9864
3824
5534
T035
5460
8T15
4351
3383

Hr (cale)
1251.
1492
1306.
1156
165T.

806
1064
1233.
1091._
1561.

94T .

T96.

6O1T
T80T
651T
9T3T
8569
4134
9462
62T
5TE4
8650
5229
4079

rpm

49
86
48
T8
-38

62
—28

-T2
-87

Hiss Sequence

= = = = I = I — I — I — I — I —

R R

ETHDTLLITDE. L

- ETHDTLLTITDELE. A
- SS5ASSFISTAFFR. F

GDALAHEDFR. G
AATHILEEAASYASGYHR. ¥
¥S55ATRE. 5
SY¥SASSATTIE. D
BALSEDLTIGGE. &
SAGHFEFFFE. ¥
HICTGLI¥YHLFIFE. &

-QI¥TQFE. E
- SS5TYYR. ¥



Spot No.: 14

Mascot score: 84  Sequence coverage %: 27

NCBI accession No.: gi| 147826444

Matched peptides No.: 23 Total peptides No.: 81
Calculated Mr: 100047 Calculated pl: 9.49

Annotated PMF spectra:

785.475
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401
451
a0
a5
601
651
701
751
G601
8651

MSPADEERTA
EVYIDDIVVE
GFMVSQRGIE
ELQPFFLVIR
LVVSEWAINA
AAQKLREFSQ
PRLSMEGQVM
LLQSPTGEHL
SOLVVRHVQE
IKETTFLEIH
EDREKQAHKIR
GVCGNHSGGR
SKTLEPISGE
LSIKDEDVTK
SYSTPRYPQS
PECPTGNTEF
DEVRERASIR
ESGAYHLQKL

FITPHDLYCY
SKTREEHVLH
VSPDQIRAVM
RAGANGWMDS
VLFRCESPKE
AHPVVVLTDQ
VDFVLEYSRR
EQAIGLGFER
EYEAKDECMA
VQLNSSVAET
VQATRFTLIG
SLTHRAHSQG
WPFAQWGMDI
FVWKNIICRF
NGQAEATNET
ALVYGMDATI
MPDYQQRASA
DGTPLLREWN

RVMPFGLENA
LQEVFHLLEK
ETPPPRSKKE
CONAFERIKH
QRPIYYVNRA
PLRNILHEED
PSQRQEHSEK
SNNEREYERT
QYLAKWTIER
STCHRIERS(Q
GHLYKRSFTG
YYWPTMKKDR
VGPLPTAPLQ
GIPQTIIAYN
QITALERRLE
PTEIGLPTIR
HYNREAKPRS
VSNLREQYYQ

Matched peptides information:

Start
1

a
22
80
99
108
138
161
238
274
285
307
317
331
397
426
670
707
707
720
781
826
860

- End Ohserved Mr (expt)
-8 906.4874 S05.4801
- 21 1656.6855 1655.6782
- 28 807.4375 806.4302
- 84 672.4185 671.4112
- 117 2150.9782 2149,9709
- 126 2064.0407 2063.0334
- 143 628.4320 627.4247
- 177 1913.8741 1912.8668
- 249 1411.6248 1410.6175
- 284 1263.6499 1262,.6426
- 294 1234 .5768 1233.5695
- 319 1541.6522 1540.6449
- 324 104%.5163 10438.50%0
- 342 1475.6816 1474.6743
- 406 1165.5628 1164,5555
- 432 917.4913 916.4840
- 6390 2355.1044 2354.0971
- 719 1407.6396 1406.6323
- 726 2163.0174 2162,0101
- 727 902.5141 901.5068
- 7392 1277.6356 1276.6283
- 832 833.4304 832.4232
- 879 2405.1513 2404.1440

Mr{calec)
S05.3800
1655.7766
806.4361
671.3312
2150.1194
2063.0721
627.4068
1912.8196
1410.7540
1262.7095
1233.6427
1540.8072
1048.5526
1474.7317
1164.613%9
916.5382
2354.2059
1406.6426
2162.0967
901.5596
1276.5895
832.4919
2404.2539

GATYQRLMTN
YSMRLNESEKC
LQSLTGKLVA
CLTQPPILSS
LADVETRYSE
LTGRMLOWAT
EWWTLRVDGA
LSGLALALAL
IRRTENGRAD
PDSQEWTNDI
PYLRCLSHSK
BAYTIKKCDEC
KEKFLLVATDY
GPQFDSIAFR
QREGKWVEEL
TEAGRQDDAN
FRNGTLVLREK

ppm

111
-53
-7
113
-63
-13
259
25
-87
-53
-53
-105
-4z
-33
-50
-53
—4a
-7
-40
-53
30
-83
-4é

o —

[ e T = B = B = S B T S S e T e B SO S w B S T S w ]

ARPARNIIAPYAAARNE D OAE AR R

IFFPLIGHTV
VEGVSAGKEFL
LGEFIARFTH
PFIPEEFELYMY
MELTALALRS
ELSEFEIEFQ
SR55G5GVGEL
SVSELEVYSD
ALAGILAASLE
IQYLETSTLE
ALYVLAFEMHE
QEHLPTPHMS
FSEWVEVERY
HEFCSELMNIEN
PGVLWAYRTT
TELGENLDWL
EGFYIVSESS

Miss Segoence

.MSPADEEE.T

LWVALGR.F

YSFHMELTALALR. S
NILHKFDLTGE.M
MLOWAIELSE.F

YSRRPSOR.(
EWWTLRVDGASRE. §
VYSDSQLVVE.H
WTIEKIE.R

YPOSNGOAEATHE. T
TOQITALKE.R

TEAGEQDDANTE. L
ARPRSFE.N

.TAFITPHDLYCYR.V
VMFFGLE.N Oxidation (M)
EYSMK.L Oxidation (M)
FLGFMVSQRGIEVSPDOIK. A
GIEVSPDOIEAVMETPEFPR. S

. FAGANGWHMDSCONAFEE. I

Oxidation (M)

Oxidation (M)
GOVMVDFVLEYSR.R

FGIPQTIIAYNGPQFDSIAFR.N

YPOENGOAEATNETQITALK. K

LDGTPLLRPWNVSNLEQY YD . —



Spot No.: 15

Mascot score: 102  Sequence coverage %: 33

NCBI accession No.: gi| 27752799

Matched peptides No.: 18 Total peptides No.: 86
Calculated Mr: 47920 Calculated pl: 6.12

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 FLTYYTPEYE TEDTDILAAF BVTPOQPGVPP EELGAAVAAE S3TGTWTTVW
51 TDGLTRSLDEY EGRCYHIEPY PGEETOQFIAY VAYPLDLFEE GSVTHMFTSI
101 VGNVFGFEAL AATRLEDLEI PPAYTETFQG PPHGIQVERD ELNEYGREPLL
151 GCTIKPELGL SAFNYGRAVY ECLEGGLDFT EDDEHVHS(F FHEWEDRFLF
201 CAEALATYESQL ETGEIEGHYL NATALAGTCEEM IEKRAVFAREL GWPIVMHDYL
251 TGGFTANTSL SHYCEDHGLL LHITHRAMHAY TDROEHHGMH FEVLAKLLEL
301 SGGDHIHAGT VYWHEELEGDEE STLGFVDLLE DDYWEEDRIER GIFFTOQDUWVS
351 LPGVLPVASG GIHVWHMPAL TEIFGDDSVL QFGGGTLGHE WENAPGLWVAN
401 EVALEALCVQL RHEGRDLAVE GHEITREACE
Matched peptides information:
Start - End Oh=erved HMriexpt) Mr{calc) Ppm Miss Sequence
2 - 12 1407.9132 1406.9059 1406.6605 174 0 K.LTYYTPEYETK.D
13 - 21 1021.7456 1020.7383 1020.5240 210 0 EK.DIDILAAFR.V
109 - 114 614.5430 613.5357 613.3911 236 0 K.ALAAILR.L
109 - 119 1240.8806 1239.8733 1239.7299 116 1 K.ALAAIRLEDLE.I
115 - 119 645.5053 644.4980 644.3493 231 0 R.LEDLR.I
127 - 139 1466.0006 1464.9933 1464.7474 168 0 K.TFQGPPHGIQVER.D
168 - 174 910.6410 209.6337 9209.4378 215 0 R.AVYECLR.G
175 - 193 2186.3457 2185.3364 2184.9746 167 1 R.GGLDFTEDDERVHSQPFMR.W Oxidation (M)
194 - 197 632.5038 631.4965 631.3190 281 1 ER.WEDR.F
266 - 275 1187.8568 1186.8495 1186.6571 162 0 R.DHGLLLHIHR.A
276 - 283 928.6674 927.6602 927.4596 216 0 R.AMHAWIDR.() Oxidation (M)
284 - 292 1170.8223 1169.8150 1169.5512 226 1 R.QEHHGMHFE.¥V Oxidation (M)
286 - 292 914.6343 913.6270 913.3977 251 0 EK.HHGMHFR.V Oxidation (M)
300 - 314 1448.0036 1446.9963 1446.7579 165 0 R.LSGGDHIHAGTVVGE.L
320 - 330 1249.8752 1248.8679 1248.6714 157 0 R.ESTLGEFVDLLE.D
412 - 426 1685.1143 1684.1070 1683.8540 150 1 R.HEGEDLAVEGHEIIR.E
416 - 426 1228.8698 1227.8625 1227.6459 176 0 R.DLAVEGHEIIR.E
416 - 430 1717.1236 1716.1163 1715.8512 135 1 R.DLAVEGHEIIREACK. -



Spot No.: 16

Mascot score: 82 Sequence coverage %: 21
NCBI accession No.: gi| 226463312

Matched peptides No.: 28 Total peptides No.: 84
Calculated Mr: 111653 Calculated pl: 9.23

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

2 Oxidation (M)

1 MATTHMTSSPL QDRSHNDARTL.S PEFSTRSESVL GASAVAESAT. SEESESVVYD
51 DEMAHATPTE SSESSTSAAER KESLDEVADEN DELREDLNEERL LARELEMNARVS
101 ARDAADAARR MNASARSVENGE SVEELTTQND ALRELNEREIMI AHLEAAFRLER
151 SS5S5AAFIDSL RAANEALSSKEE LAFALOQHAET EYAFQIADAL TATAKAQELD
201 ARAMAHAADL. RASADAFRRD SATLESLNDR ALAFELKESRD AMESMMALGR
251 TLSESMELAE SORDGELOATHN ASLTTELRLA EFASALAVAL AFRLNVLEEHL
301 EAMQEAFWVAR AFENEMLEEV NAKLVRTLEQ AQADSVGVAD AGDQLEALNA
351 ELLAELFEAR AFEANDAENSS EGSAFALASH HEMLESVIHA BRARLLAANAD
401 ALSELQFMEE ASELRHLAHAYV DALARI.SDAE HQORDSLEALN VHNVLHNELREA
451 EAETAEAASD AAAAIFRHSE LAADREEEVEE QRANLOELNE ELISEARRALR
501 AFFGRAELAR AQMEEAKEDS EASVEAHALN AFATLELROVAE KHARLARTEE
551 QTARETAFFE TAVARLOQAAFR ADAFAMAALA QLTMNGHNLES QEEELAGVLE
601 EVTQEEQALS SELETALQEL LEESAALEDA RESVESLDAW LHAAACELED
651 SCAGLTAASD ALVAALFLNLG LEDEEVEMLE EECVELTHNAF AESEETHRMD
701 LEAAVELRHLD ETAKTEELEN VLEMTEIALAT HEHEQHEALTT AKLHGETIAGA
751 EELAEALLFAT. ARAFRBDAAAD ATETEDAALE ELARANDEAF AATADATALE
801 ARAKEETALR EREIADAFEN LARSHEASAA AAAAAAAARE RACALFREMA
851 AAASBAAWAYV HKAAFRDAATAR VAVADERLLQ TMARHLASEH EALTQRLALD
901 ELESATAALN ALTTTANALAN ATLREQDAKE HEEELARVVA FADAHVAELAR
951 AFLVARERATYV MNAAWNAELARE SHDLEBMEET SGS5VSESLEL DASDRALRLD
1001 AMCVEWVIGLE MRTESLESATL EHAADAATALAR NREHCARKERR EEFALFGLAT
1051 AAVEALLSAL AHARE
Matched peptides information:
Start End Chserved Mr (expt) Mr{calc) prm Miss Sequence
1 13 1438.6840 1437.6767 1437.6592 1z 0 -.MATTMTSSPLODR.S
1 18 1985.9572 1984.9549599% 19584.8830 34 1 - MATTMTSSPLODRSNDAK.L
2 13 1307.6766 1306.6693 1306.6187 39 0 M.ATTMTSSPFLODE.S
2 13 1323.6473 1322.6400 1322.613¢ 20 0 M.ATTMTSSPLQDER.S Oxidation (M)
46 &0 1659.7658 1658.7585 1658.73%00 -15 0 E.SVWWYQDENAHATPTE. S
61 71 1082.5637 1081.5564 1081.5251 29 1 EKE.SSESSTSAARKE.S
a4 71 T780. 4465 T775.4396 T779.3661 54 0 K.S55TSAAFK.S
96 102 T745.4670 T744.4597 T44.4242 43 1 K.HAEVSAK.D
134 138 559.4257 658.4224 658.3762 70 1 ER.ELHNEE.M
139 144 T728.4388 T727.4316 T727.4051 36 0 E.MIAHLE.A Oxidation (M)
139 147 982.48380 981.4807 981.57%3 =100 1 K.MIAHLEARAR.L
258 263 T03.4284 T02.4211 T702.3660 T8 0 EKE.LAESQR.D
352 357 686.4757 685.4684 685.4374 45 0 EKE.LLAELE.E
361 367 T18. 4648 T17.4575 T17.3293 179 0 R.AFAWNDAE.N
386 391 682.4060 681.3988 681.3922 10 0 KE.SVIHAR.A
392 409 1947.5%517 15%46.5444 1547.0135 -35 0 R.AFLLAANAQALSELQFME.E
452 466 1388.7027 1387.6954 1387.7307 -25 1 K.AETAFAASDAAAAIF.R
476 432 5945.5107 544.5034 544.4675 38 1 R.EEVEEQR.A
542 547 696.5018 695.4947 895.3714 177 0 K.HAFLAR.I
836 645 1526.7733 1525.7660 1525.73%22 -17 1 K.SLDAFLHAAACELE.D
678 685 1036.5406 1035.5333 1035.5093 23 1 EK.MLEEECVE.L
Ta3 773 1118.5438 1117.5365 1117.5363 o 1 R.AEBDAAADATE.T
812 818 802.4746 801.4673 B01.4344 41 1 K.REIADAE.E
27 41 1300.5774 1255.5701 1299.6854 -92 1 K.ASAAARAAARAAARER.A
848 858 1052.5406 10%1.5333 1091.5393 -5 1 R.EMAAAASRAAW.A COxidation (M)
859 870 1145.5778 1144.5705 1144.s60838 -33 1 K. .AVEAAEDAATARL.W
871 877 T58.4871 T57.4798 T57.4446 46 1 K. VAVADER.L
934 5941 885.4755 G54.4686 §84.5443 -86 1 K.ELAEVVAK.A



Spot No.: 17

Mascot score: 84  Sequence coverage %: 42

NCBI accession No.: gi| 159475545

Matched peptides No.: 18 Total peptides No.: 122
Calculated Mr: 40712 Calculated pl: 8.87

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

robakbility Baszed Mowse Score



Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

HPLIWDEYEREF
LYMATTRATY
ADAGENDERTY
LRETMEEYSS
CVAKFEHLYL
FADMELYTAE
ELLEENDDEI

Y5CGLA

MN3FDEFVWHE
GAGYEEVEVE
VOEITEEMAR
ACRL IMVC3N
PEAFALBVT
VYAFRHTMDEQS
ELETVIYTALLD

DIADNLEELV ATGDFPHTLF YGPPGAGERT
TEFWEIDLP3 BEELEVELTTL 33NHHLELINF
SEPMGADGSE GFEVLVLHEY DRELSEEAQQG
VIEVMEPYRS RCLCVEVAALAP SDAQJVMEVL(Q
TAGENLERAL LCLEWVCERAQD YTPFGDIQEFPQ
PEQLYLVE3E LYELLANCWFP PELIMROLTF
FEQRLOEGAE ATFHLEAFWVA BVMSHVETYL

Matched peptides information:

Start
49
50
58

121
121
131
134
143
154
174
174
182
206
252
264
331
331
342

- End
- 57

- 57

- 66

- 130
- 133
- 142
- 145
- 152
- 163
- 181
- 181
- 204
- 217
- 263
- 272
- 341
- 347
- 356

Dhserved

1060.
932.
a07.

1033.

1365.

1388.

1384.

1129.

1232.
973.
989.

2501.

1329.

1407.

1077.

1273.

1947,

1657.

5631
4764
5123
5423
6888
7148
7058
5589
6222
5272
5272
2869
6766
7185
5257
5961
9157
8564

Mri{expt)

1039.
931.
906.

1032.

1364.

1387.

1383.

1128.

1231.
972.
988.

2500.

1328.

1406.

1076.

1272.

1946.

lej6.

55586
4692
5051
5350
6815
7075
6985
5516
6149
5200
5200
2796
6693
7112
5184
5888
2084
8491

HMr{calc)
1059.
931.
906.
1032.
1364.
1387.
1383.
1128.
1231.
o972,
o988 .
2500.
1328.
1406.
1076.
1272,
1947,
1656.

6474
5525
4811
4771
6619
7823
8085
6251
5325
5175
5124
2600
7088
7081
4508
6979
0400
8215

Ppm
-86
-89

26
56
14
-54
-80
-65
67
3

Li]

Li]
-30
2
35
1]
-68
17

Miss Sequence

1

O OO O MR RRERBRRBROOO

K.
K.
R.

REARETRROAROAAE RN

EKTLVHMALLR.A Oxidation (M)

CTLVMALLER WA Oxidation (M)
AIYGAGVER .V

SRPMGADGSRE. G

. SRPMGADGSRGFE .V
. GFRVLVLHEVDR.L

VLVLHEVDRLSK.E

.LSKEAQQGLR.R

THEEYSSACR.L

WHMEPVRSR.C
WHMEPVRSE.C Oxidation (M)

CLCVRVAAPSDANVHEVL(GVAE . K

.EHLVLPEAFAAR .V
ADWELYTAEVAK . H

HIMDEQSPE.(Q Oxidation (M)
ATFHLEAFVAR.V

ATFHLEAFVARVMSHVE.T Oxidation (M)
VHMENVETYLVSCGLA .- Oxidation (M)



Spot No.: 18

Mascot score: 107 Sequence coverage %: 20
NCBI accession No.: gi| 4586021

Matched peptides No.: 23 Total peptides No.: 71
Calculated Mr: 98720 Calculated pl: 5.79

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
T01
751
801
851

MASEHPFEGI
IRNCDNFQVT
LACMRDAMNE
FQRNEERFAF
YPDSVVGTDS
LAGEMRNGVT
ANMSPEYGAT
NEPQQDRVYS
VGFREGFAIPE
LGAGLVAKKA
NIVGYGCTTC
RANYLASPPL
AEVVQSSVLE
PYFEDMTMDPE
MERGVDREDF
SCERLSVFDA
IAKSFERIHR
IRPGQDVIVT

FTTLPEPGGG
EEDVEEIIDW
LGSDSNEINE
LEWGSTAFQH
HTTHIDGLGV
ATDLVLIVTIQ
HGFFEPVDHVT
SYLELNLDDWV
EAQEEVVHNES
CDLGLOVEEW
IGHNSGEINES
VVAYALAGTV
DMFRATYEST
PGPHNVEDAY
HSYGSRRGHD
AMRYESSGED
SHLVGMGITIE
TDHGESFTCT

EFGEFYSLPA
EETSPEQVEIL
LVEVDLVIDH
HLVVPPGSGI
AGWNGVGGIEA
HMLEEHGVVGE
LOYLELTGRS
EPCISGPERFE
FDGQPAELEH
TETSLAPGSG
VEAATTENDI
NIDFETEPIG
TEGHPMWHEL
CLLNFGDSIT
EIMARGTFAN
TITILAGARYG
LCFESGEDAD
VRFDTEVELRA

Matched peptides information:

LHNDPEVDELP
PFEPABVLLQ
SVOVDVARSE
VHOVNLEYLG
EATHMLGQPMS
FVEFYGNGMS
DETVAMIEAY
HDEVTLEEME
GEVVIARATTS
VVTEYLLESG
VARAVIL.SGHR
EGFNGEDVFEL
SVPENTLYSW
TDHISPAGNI
ITRIVHNELMNG
SGESRDWALK
TLGLTGHERY
YFHHGGILPY

YSIRILLESA
DFTGVEAVVD
NAVQANMELE
RVVFNTRGLL
MVLEGVVGEE
GLSLADRATI
LRANNMFVDY
ADWHSCLDSKE
CTHNTSNESVM
LOEYLNEQGE
NFEGEVHELT
RDIWETTEEI
DENSTYIHEE
OEKDSEAAKFL
EVGEETVHIP
GPMLQGVERV
TIHLETDISE
VIRNLSEQ

Start - End Observed Mr (expt) Mr(calec) ppm Miss Segnence
25 - 35 1252.7140 1291.7067 12%1.6561 35 0 K.FYSLPALNDPR.V
45 - 52 914.6371 913.6298 $13.5598 T7 0 R.ILLESAIR.N
77 - 86 1184.7371 1183.7298 1183.6713 49 0 E.QVEIPFEPAR.V
192 - 197 TO07.4732 T06.4660 TO6.4014 91 0 R.VVFNTE.G
330 - 342 1457.7968 1496.7855 14%6.7181 43 0 R.SDETVAMIEAYLR.A
330 - 342 1513.7895 1512.7822 1512.7130 46 0 R.SDETVAMIEAYLR.A Oxidation (M)
343 - 357 1840.8405 18395.8332 1839.7846 26 0 R.ANNMFVDYNEPQQDR.V
401 - 410 1063.5641 1062.5568 1062.6226 -62 1 K.VGFEGFAIPE.E
541 - 545 622.4040 621.3968 821.2871 177 0 R.NFEGR.V
546 - 551 722.5073 721.5005 T21.4235 107 0 R.VHPLTR.A
623 - 629 862.4907 861.4334 861.3803 120 0 K.GHNPMWNK.L Oxidation (M)
708 - 716 1073.5702 1072.5625 1072.4938 64 1 R.EDFHSYGSR.R
T0% - 716 945.4952 944.4379 544,3988 594 0 FK.DFNSYGSR.R
717 - 725 1077.5212 1076.513% 1076.5033 10 1 R.RGNDEIMAR.G Oxidation (M)
726 - 732 778.5166 T77.5094 T77.4133 124 0 R.GTFANIR.I
726 - 736 1232.6783 1231.6710 1231.7037 -27 1 R.GTFANIRIVNE.L
T46 - 754 967.5365 966.5292 966.5134 16 0 E.TVHIPSGEE.L
755 - 763 1009.5864 1008.5751 1008.5062 T2 0 K.LSVFDAAME.Y
755 - 763 1025.5695 1024.5622 1024.5012 &0 0 K.LSVFDAAMR.Y Oxidation (M)
Ta6 - 785 1556.5583 1555.5510 1855.5%072 22 0 EK.S5GEDTIILAGARYGSGESR.D
791 - 798 829.3971 828.3898 828.4528 -76 0 FK.GPMLOGVE.A
825 - 839 1557.7875 15546.7802 1556.7067 47 0 K.SGEDADTLGLTGHER.Y
866 - 872 870.5138 8659.5065 869.4066 115 0 EK.SFTCTVR.F



Spot No.: 19

Mascot score: 155  Sequence coverage %: 31

NCBI accession No.: gi| 18407650

Matched peptides No.: 27 Total peptides No.: 71
Calculated Mr: 86345 Calculated pl: 5.43

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751

MALDALRISS
S3SIPQFLGT
IMAHIDAGKT
SALTTTFWDE
QSETVWRQAD
PIGAEDVFEG
MMEL IVDLDD
MEGVQPLLDA
FKIMSDPFVEG
EDVEVALTGD
PKTKADIDEM
RLEREFEVEA
EPLEAGSGYE
ACLVDGSYHD
EHLGDVIGDL
KGRASYTHMOL

S3SGSLVCNL
SRIGLGSSEL
TTTERILYYT
HRINIIDTPG
KYGVPRICFYV
VVDLVRMEA T
EVMENYLEGV
VVDYLPSPVE
SLTFVRVYSG
ITALAGLEDT
ATGLIKLAQE
HYGAP QVHYR
FESEIEGGAV
VDESVLAFQL
HSREGOINSF
AEFDVVPQHI

NGEQRRPVLL
SQEEEQFSVEF
GRIMNTEIGEVH
H¥DFTLEVER
HEMDELGAHE
VWS GEELGAK
EPDEATVEERL
WPPMMNGTDFPE
EISAGSTWVLI
ITGETLSDPE
DPSFHESRDE
E3ISKIAEVE
PREYTF GVME
AARGLAFREGH
GDEPGELEVT
QHNOLSSEDQE

Matched peptides information:

PLSHRATFLG
ALLAEAEAKRA
EGTATMDWME
ALRVLDGALIC
FRTRDMIVTH
FSTEDIPEDL
VREGTITGEF
NPEITIIREP
ANEGEEERIG
HPVVLERMDF
EMNOTVIEGH
TTHEKQS GG
GLEECHMSTGV
RELGPRMLEP
DSLVPLAENF
VLA

LPPRASSSST
VPLKDYRNIG
QEQERGITIT
LFDSVAGVEP
LGAEPLVLOI
EDLAQEYRAA
VPILCGSAFKE
DDDEPFAGLA
FLLEMHANSR
PDEVIKVAIE
GELHLEIIVD
GQFADITVRF
LAGFPVVDVER
IMRVEVVTPE
OYVSTLRGMT

Start - End Dbh=served Mr{expt) Mri{calc) ppm Mi=ss Sequence
90 - 97 961.5208 960. 5135 960.5392 -27 1 R.AVPLEDYR.H
110 - 122 1574.8046 1573.7973 1573.8100 -8 1 K.TTTTERILYYTGR.H
116 - 122 §85.4830 884.4757 §84.4756 0 0 R.ILYYTGR.H
126 - 145 2376.0685 2375.0612 2375.0158 19 0 K.IGEVHEGTATMDWMEQEQER.G
126 - 145 2392.0079 2391.0006 2391.0107 -4 0 K.IGEVHEGTATMDWMEQEQER.G Oxidation (M)
126 - 145 2408.0327 2407.0254 2407.0056 8 0 K.IGEVHEGTATMDWMEQEQER.G 2 Oxidation (M)
163 - 180 2068.0217 2067.0144 2067.0637 -24 0 R.INIIDTPGHVDFTLEVER.A
208 - 216 1033.5074 1032.5001 1032.5352 -34 1 R.QADEYGVPR.I
212 - 216 591.3073 590. 3000 590.3176 =30 0 K.¥GVPR.I
217 - 222 780.36829 779.3757 779.4000 -31 0 R.ICEVHK.M
226 - 232 §24.4354 §23.4282 §23.4341 -7 0 R.LGANFFR.T
260 - 266 757.4362 756.4289 756.4494 -27 0 K.GVVDLVR.M
260 - 268 1016.5060 1015.4987 1015.5848 -85 1 K.GYVDLVRMK.A
267 - 280 1534.7026 1533.6953 1533.7861 -59 1 R.MEATVWSGEELGAK.F Oxidation (M)
269 - 280 1259.6222 1258.6149 1258.6557 -32 0 K.AIVWSGEELGAK.F
403 - 416 1584.7714 1583.7641 1583.8018 -24 0 K.IMSDPFVGSLTFVR.V Oxidation (M)
442 - 450 1086.5204 1085.5131 1085.5287 -14 0 R.LLEMHANSRE.E Oxidation (M)
469 - 487 2084.9898 2083.9825 2084.0273 -22 0 K.DTITGETLSDPEHFVVLER.M
488 - 502 1698.7921 1697.7848 1697.9062 -71 1 R.MDFPDPVIKVAIEPK.T
505 - 516 1291.6075 1290.6002 1290.6853 -66 1 K.ADIDEMATGLIK.L Oxidation (M)
517 - 528 1433.6833 1432.6760 1432.6735 2 0 K.LAQEDPSFHFSE.D
558 - 570 1416.7030 1415.6957 1415.7157 -14 0 K.VEAHVGAPQVHYR.E
586 - 599 1463.6995 1462.6922 1462.7165 -17 0 K.QSGGQGQFADITVR.F
623 - 630 952.4454 951.4382 951.4735 -37 0 R.EYIPGVME.G Oxidation (M)
687 - 693 G89.4099 886.4026 688.4561 -60 0 R.MLEPIMR.V
687 - 693 921.4258 920.4185 920.4459 -30 0 R.MLEPIMR.¥ 2 Oxidation (M)
694 - 713 2178.0981 2177.0908 2177.0964 -3 0 R.VEVVTPEEHLGDVIGDLHSE.R



Spot No.: 20

Mascot score: 94  Sequence coverage %: 19

NCBI accession No.: gi| 77548468

Matched peptides No.: 24 Total peptides No.: 85

Calculated Mr: 115734 Calculated pl: 5.29

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probabhbility that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

31
101
151
201
251
301
351
401
451
301
351
601
651
701
751
801
851
a01
851

1001
1051

MARGSALLDG
DYPGRSVEFL
AHLCEMFIGV
TLREEWDDWE
LDRLAGLRS(Q
GVRWDWAPED
AVGASEERAP
KREQGGTEPP
EPSRGNLISE
SDRREAADRL
ARQAEEAARE
AGDEAAGASL
PSIAPLNTEPE
RRSVEAMVEV
NEAQDTLRLQ
EALEARAMAL
LREDALTERE
ALNQRAAELF
DSSAGEVEAL
GLAQRLSEMA
SPWMALDEFE
AGGADNSDDE

SVLEBSRIVS
PFAMAGLVEE
RESLRLFRWF
SDWFYTEPLAD
GLTGAMVYGD
FRILVQRVLN
KGHDGAGGSR
SPPRGDGAAR
PEWSFNREER
REAEELALQER
EAGFRQDEVM
GPTPSGDAQD
LLQALARANT
GREAHRRHVS
YGHWERELGE
EERACVVERD
RALEGAEARR
ARARELDARA
RLAGEVGEGM
GALQRLHEEL
PGTEDHARAQ
AGDEGASD

ERQAGLPRRF
FSSFFMOVLE
FTVQSVSEES
EARLRLESQP
YLRRRIAPLQ
LNSVEAALIP
RGEQSTPRGG
ASSRRPEGAA
SEIPSRESRH
ARARQAEEIR
ATSEASRDER
QPGPRDIPES
TMLDGLSAQV
ELETREKVLE
KLDRAQGVLD
LADREAAVTI
QQLADSLSLR
RSGCAAAGES
LWDAVSRLDC
ERTIKSSSRD
VRDTADHIVD

Matched peptides information:

Start
23
30

156
233
329
354
375
397
487
510
516
647
652
653
749
803
840
841
856
863
870
934
966
1023

End Cbh=served Mr (expt)
29 T97.4439 T96.4366
38 1011.52%2 1010.5219
160 T749.4171 748 .4058
247 1791.7611 1790.7538
336 725.4276 T727.4203
364 1090.5673 108%.5600
390 1679.8476 1678.8403
404 906.5207 905.5134
4395 1033.5632 1032.5559
515 T08.4256 T07.4224
527 1339.6544 1338.6471
652 T745.4738 T44.4666
662 1232.6238 1231.6165
662 1092.5457 1091.5384
156 973.5469 972.5396
811 1115.5637 1117.5564
846 815.5047 814.4974
846 659.4496 658.4423
ga4d 958.5125 557.5052
869 802.5005 801.4933
885 1459.7770 1458.7697
939 755.4809 757.4736
972 897.4865 8§96.4752
1038 1716.8061 1715.7988

Mr(calc)
T96.4668
1010.4451
T48.3180
1790.7682
T27.3362
1089.5567
1678.8387
905.3%13
1032.4658
TOT.3238
1338.5721
T44.3878
1231.6343
1091.5281
972.45%88
1117.5363
§14.4409
658.3398
4957.5243
8501.4344
1458.7175
T57.4235
§96.4603
1715.7751

MPESATGREI
FYDLQMAYLT
VVGGCYFQER
PVQASSWRAP
RRARGAWEYT
QGILELCSDE
HASGSRDSGE
PASQPEGERK
SKSGQSETED
REEARRACQA
AGASLGPTES
GTSIGGESRY
EALQAERAEL
EILAKEVEEER
ARARREQRAR
REATLALHEL
EALQEEQVRR
DLAARLARLFE
AGRQVGLWRG
LAQGAVELVL
SFEGSAPRLA

pPpm

-38 1 R.QAGLFRR.F
T2 0 R.FMPESATGR.E Oxidation (M)
123 0 K.WDDWE.S
-8 1 R.ARGAWEYTGSEDFMR.T Oxidation (M)
116 0 R.GGHASGER.D
3 0 K.QGGTFFESFFR.G
1 1 R.RPEGAAPASQPEGEERK.E
135 0 K.MGETEPSR.G
87 0 R.ACQOAFEEAVE.E
139 0 R.EEAGFR.Q
56 0 R.QDEVMATSEASR.D Oxidation (M)
106 1 R.VEEGER.5
-14 1 R.REVEAMVEVGE.E
3 0 R.SVEAMVEVGR.K Oxidation (M)
42 1 R.REEALEAR.A
18 1 R.EDALTERER.A
a9 1 R.RNLEGAR.A
156 0 R.HLEGAR.A
-20 1 R.AAFELEARAK.E
73 1 R.AFELDAR.A
36 1 R.ARSGGAAAGESDLAAR.L
a6 0 R.QVGLWR.G
21 0 R.LHEELEK.T
14 0 R.DTADHIVDSFEGSAPR.L

VILGEGRFLFE
FHLVHMTLATF
GEVANEYIFC
VDLGDGYDRWV
GEEDFMETHQ
DELSTLTIMM
F55EFPANLRG
FERPEFMGET
FLLOFLRERE
EEAVEEEAFR
GDRQATTSGL
ASS5FEELFFT
DLLWTEVEEG
ERLT.IATTVH
ETELTSEEEE
ACLEEEFTLR
HLEGARLERD
RTIADLQGTL
RTVEYRARNQG
ASYQARDPHE
FLFNSDEEGH

Mis= Segnence



Spot No.: 21

Mascot score: 90 Sequence coverage %: 23
NCBI accession No.: gi| 303276186

Matched peptides No.: 44 Total peptides No.: 126
Calculated Mr: 188682 Calculated pl: 6.11

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MPVSEERTWVFE ITSWANAELE VSERLRRSER EFPVPHKIFEL ARERSESAFPE
51 TALPRSPARE TSTSTSGGAR ERSPDHLLTE ERERGHNPFGFGF ATDVHALLDE
101 LFEFPGEELFF SPAERRFPASEN DATSSENSHS SPSPLEFENAL VAAGLATFPEF
151 TETFDADAMI. LS55PDADAMI. ASSPAFPTWIF EKHLDSANELN AELALFKILVEE
201 QEEAREATFEN LEEEHDARLN EFERGERKEEV REMNEQHEAER AFFREEEASE
251 EREFREDERE ERARERDADDL ERLNERLEEE ATRLGEEMEERE LCDEHELRLE
301 EHDDEREAER ENVERLEAEH DAARFARDEAV ARGEYAEREYEEK AVALGELEME
351 DLARQLEFDR RELERTERGEF KFIRVERFQED HDIMESELDE TQTHAQMMIER
401 ELAQRAFEIIALE NIAQRIELEW EVIELEQLAV ALFEEFERLE QEVELERFETV
451 WHMSAILRASFWYV RWHESESRRIE NGRATEEERE LLISHAAFAFER EALEEESARG
501 ALMIFEAARFEE LAKEEREAAWT. QEEETLAAAW EDLNDAELLE FLATHKEMEDDL
551 LERQTEATIR AQNOQLEEAEL NQAAARARAAS VAATLGRLEQE ALLRFRETWVLM
601 SLLESSFIEW ENETSLSEVE EVERLAEMLEH EFELRAFERLFEQL LEDARLSQEE
651 MIEGHMEAFHE ESVDAIKTEH SEAVETIFAE HSEAVSELED ALERESHEEIS
T01l TAFKFHLEEAW LAQMNAAAWEY EVALRERLLQ TATLREFRTVL MGSLESSFVER
751 WEYWVAEYQEM ERTEQSERLA LVEEEEEALEN ELAELREANG ETVAAMBSEQ
801 AFETLQIIEDR EQSIAKQVOE EQDSTIEELE EALEEQTHAT LEAQEQFDDN
851 ELARAAAVOR AFIAATERAL QEAALRFETYV MMGSLEASEQ RWEYRAEFME
501 RDREADAFRE TLLASTREAG RELEDARRAD EDAVASLEREEK QERFEFEQRLEE
551 QHLALAFQEA STYAEQLAAT EREALAATAS AREEELDSTL DIEREVETAW
1001 DOQTRLELGSS VDQLREAQLAS LEIKLTASEK SFEMASHENA TLEDEVDALN
1051 BEEKADEAQEAY QGARLOALOFM EADADEMEQV LDOQVNELHLT. AT.EDERRELL
1101 RAEAMNLAGD EEMBEEINEL HSELEEQELL VALLSHATED AMAAAAATIAA
1151 EAAFAESELDL RARESMLLSD ALSSLFEMAKT MNAAMSDEESL AFRECEQLELE
1201 LamraROAAA]l WANSPASEEER ERTSARFASP SPAPAGSASS SEEESLEQRG
1251 TITVDEHEER IALLRGEIQV LVSRLGDWVGEE NDEVTDEDWVA BRARSELLEKDL
12301 DLAIQLTEDW EEEPRIPRGA NDDDGSESGS ESDDDHWVETWV VELNNERCETL
1351 VWEGEALLAR IVALEVELAS AVHNEFRESATERE WALACTRERLF GAEEARLMFELE
1401 DEARDLELERT ERDIEBLGEEREST EAEDWDFPFIAA EAAITERLEVE LSELEDAAAR
1451 SATTIAEIAR ERDVLERELYV GYERREEAGE DFDELISGSH VIERLGMTEWV
1501 EAKEEPEPEE EEEEEGFFAW LTTPSRQPDV EEFAFKKEED DEPGFFRTLF
1551 GLTPSEDAAG EGGARPAASE ESDSSASRSD AFATAAPRFER SGASVISGDD
1601 AATRENLANTF FPSIFPELDLSER WVSRSPGEERD RGGREGLRSD ADADAESDALE
1651 SDARAASGDARER VAGEASESDA RSRSGPGGFW ERVAGDDADEF SDSDSVESWVS
1701 GQL
Matched peptides information:
Start - End Observed Mr (expt) Mr (calc) ppm Miss Segnence
31 - 36 T716.4218 715.41486 T715.33035 34 0 R.EFFVFK.I
214 - 221 982.4828 5981.4756 981.4992 -24 1 R.EHDAELNE.E
284 - 230 306.5101 305.5028 305.4389 71 1 R.LGEEMER.L Oxidation (M)
311 - 315 673.4170 672.4097 672.3667 64 1 R.ENVER.L
318 - 325 897.4651 896.4578 896.4464 13 1 K.AEHDAARK.A
329 - 340 1357.7302 1356.7229 1356.6561 49 1 EKE.AVAECEYAEYEE.A
368 - 373 T49.4233 748 .4160 T48.4232 -10 1 R.GEFKIR.V
449 - 458 963.5118 S962.5046 S962.5008 4 0 E.TVWMSALR.A
471 - 473 1073.5%13 1072.5840 1072.3261 54 1 K.NGRAIEEER.K
481 - 491 1157.6070 1156.5997 1156.6815 -71 1 EKE.LLISHAAFAEK.A
514 - 5139 T03.42239 70Z2.41586 702.3660 71 1 ER.EREAAK.L
523 - 530 832.4981 831.4508 831.4338 69 0 R.EETLAAAR.E
537 - 604 S48.4841 247.4768 247.5474 =75 0 R.TVLMSLLR.5 Oxidation (M)
705 - 718 1493.7899 1492.7826 1452.7537 -11 1 K.HLEEARLAQNAAAR . E
711 - 713 914.5887 913.5814 913.5345 51 1 KE.LAQWAAARR.WV
736 - T45 1179.6290 1178.6217 1178.6594 -32 1 R.FRTVLMGSLR.S
751 - 756 T794.4409% T733.43386 T93.4486 -13 1 R.WEYVAE.Y
760 - T68 1165.5966 1164.5893 1164.5193 60 1 EKE.MERTEQSER.L
763 - 773 1273.5843 1272.5770 1272.7037 -100 1 ER.TEQSERLALVE.E
787 - 797 12324.6530 1233.6457 1233.6135 26 1 R.EANQETVAAMR.S Oxidation (M)
788 - 737 1090.5468 1089.5335 1083.5237 15 0 EK.ANQETVAAMR.S
877 - 886 1201.6739 1200.6666 1200.5935 56 1 R.FETVMMGSLR.A 2 Oxidation (M)
310 - 917 8390.5373 889.5306 889.4869 43 0 ER.ETLLASTR.EK
529 - 940 1316.6045 1315.5972 1315.6732 -58 1 R.AQEDAVASILREE.(
360 - 371 1265.6403 1264.6330 1264.6663 -2a 0 K.ASTYAEQLAAIK.R
596 - 1004 589.5314 588.5242 588.5553 -32 1 R.VETAVDQTE.L
1030 - 1038 1092.5408 1091.5335 1091.5182 14 1 R.ESFEMASHR.N
1053 - 1064 1307.70%8 1306.7025 1306.6265 58 1 K.ADBAQERAYQGAR.A
1102 - 1115 1564.8130 1563.8057 1563.7021 13 1 R.AEAMNLAGDEEMEE.E
1115 - 1119 659.4427 658.4355 658.3762 S0 1 R.EEINE.L
1140 - 1154 1360.6431 1359.6358 1359.6816 -34 1 KE.DAMAAAAARAAFRAAR.A
1180 - 1192 1353.7381 1352.7308 13952.6667 46 1 K.THAAMSDRESLAK.E
1206 - 1220 1513.7750 1512.7677 1512.7532 i0 0 R.QAAALVANSPASEER.K
1281 - 1291 1262.6266 1261.6193 1261.5422 61 0 K.NDEVTDEDVAR.A
1349 - 1355 T44.4426 T43.4354 T43.4905 -T74 1 E.TLVVEGK.A
1361 - 1375 1584.7789% 1583.7716 1583.8770 &7 0 R.IVALEVELASAVNEE.E
1419 - 1431 1345.6967 1344.689%94 1344.5409 38 0 R.STEAEDVDPIAAKR.A
1446 - 1462 1716.8880 1715.8807 1715.8802 1] 1 R.DAAAASATTIAEIARER.D
1495 - 1501 T45.4681 744 .4608 T44.4204 54 0 R.LGMTPFVE.A
157% - 1588 1006.4%87 1005.4514 1005.487% 3 0 R.SDAFATAAPR.F
1616 - 1620 603.390% 602.3836 602.3338 T4 0 E.LDLSR.V
1616 - 1623 545.5085 S544.5012 544.5403 —41 1 K.LDLSEVSR.S
1621 - 1629 1016.5577 1015.5504 1015.5047 45 1 R.VSRSPGEER.D
1672 - 1681 1078.5872 1077.579% 1077.5356 41 1 R.SRSGPGCFWE.R



Spot No.: 22

Mascot score: 90

Seqguence coverage %: 25

NCBI accession No.: gi| 294460288

Matched peptides No.: 12

Calculated Mr: 52848

Total peptides No.: 71

Calculated pl: 5.97

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 M555ALF555 DDGDARSHAK PHNSTPPTESS AASSDESEPET PRESSVMEES
51 RDGSREFLDTEV GPEQSRDELE ARLPASEEEE HNSREIGVSGN ESQIDIEELL
101 AQTYPEEP5V LGDETHITHG LEMPSEHAED TAFREWSAEDE ISLANAVIAS
151 S5AGGOVHNMTA FYERAFETLQ SESHGQIYEE MEEMESEFWT IESQLEDAKT
201 AEDFFPYESM HEAELYEVWE QIWGEHERREN EALQDIEMEQ NEELRSRSHA
251 ROQVHNGDVNE DRHESRTEAA HMNGEPRSHS HAMOROQNGEYV TDDFFEEEEE
3201 EEEHQQAEEE DNVVETAGET PSEVACHHDE EFNLIQTEIE ALVCEVENNV
351 QTMLDDTEAE MEGLIDSLFE BAVVARQVOS LGSEVGIGSC LCS5LSRERME
401 ELECVRSVEE FRGLNEAELK TLOOEWREHD IEELRTFSGR LELLQEECEL
451 CIKDLETAMNS S5HHNS
Matched peptides information:
Start - End Ohserved Mr (expt) Mr (calc) ppm Miss Sequnence
29 - 39 1065.5701 1064.5628 1064.4622 95 0 K.SSAASSDSEPE.T
44 - 49 679.4951 678.4878 678.3734 169 1 R.SSVMEE.S
188 - 196 1179.6518 1178.6445 1178.6084 31 0 R.FWTIESQLR.D
188 - 199 1493.8081 1492.8008 14%2.7674 22 1 R.FWTIESQLRDAK.I
200 - 208 1157.6412 1156.6339 1156.5553 68 0 K.IAEDFFPYR.S
209 - 217 1107.5964 1106.58%91 1106.5066 75 0 R.SMHEAELYE.V
221 - 225 659.4705 658.4632 658.3551 164 0 E.QIWGR.H
252 - 266 1791.8549 1790.8476 173%0.8044 24 1 R.QVHNGDVNEDRHESE.T
283 - 277 1737.8%21 1736.8848 1736.7648 a9 1 R.HESRTEAAHMNGEFE.S
267 - 285 2163.1430 2162.1357 2161.9494 86 1 R.TEAAAMMNGEPRSHSHAMQR.( Oxidation (M)
320 - 340 2501.3457 2500.3384 2500.2016 55 1 K.TPEREVACNHDEEFNLIQTEIK.A
361 - 371 1308.7160 1307.7087 1307.6507 14 1 K.MEGLIDSLFER.A

Oxidation (M)



Spot No.: 23

Mascot score: 81  Sequence coverage %: 34

NCBI accession No.: gi| 125575959

Matched peptides No.: 12 Total peptides No.: 111
Calculated Mr: 29568 Calculated pl: 5.53

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MASMYRILPEH AICAACYEGA KHATIAFFNDD DDEHADADQG SVEPIRLTEL
51 NSTIEGLEDA WEEVEQMECE EEETEQRASF LOEGFRAAWE DGIHTDIAIR
101 PSGTGPPICAH EATLATRSEY FRHILAGDDD CEAPRGDSLS LPELTHDELS
151 HLLAFLYTGS LATCAEERHL HALLVAGDEY DVFPFLERACE ARLALGVERG
201 NVLETLEVAE LS55AATKEER AMGTVWEHLAE EVVFIPEYEE FAVENAALCW
251 OITETLLAHE 3SLFPAETF

Matched peptides information:

Start - End Ohserved Mriexpt) Mri{calc) ppm Miss Segquence

1 -9 1140.6369 1139.6296 1139.5579 63 1 -.MASMYRLPR.H Oxidation (M)
7T -21 1693.9448 1692.9375 1692.8076 77 1 R.LPRHAICAACYEGAK.R

59 - 68 1307.7733 1306.7660 1306.5976 129 1 R.DAWEEVEQME.C Oxidation (M)
- 77 919, 5537 918.5464 918.4406 115 1 R.EEETEQR.&A

112 - 117 644.3303 643.3231 643.4017 -122 0 K.ATLATR.S

112 - 122 1262.7219 1261.7146 1261.7142 1] 1 K.ATLATRSEVFR.H

118 - 122 637.4024 636.3951 636.3231 113 0 R.SEVFR.H

169 - 186 2064.2133 2063.2060 2063.1316 36 1 R.HLHALL¥AGDKYDVPFLER.R

180 - 187 1065.6273 1064.6200 1064.5767 41 1 K.¥YD¥PFLER.A

187 - 192 762.4623 761.4550 761.3602 124 1 R.BACEAR.L

205 - 218 1418.7674 1417.7601 1417.7664 -4 0 R.TLEVAELSSSAALK.E

255 - 260 659.4620 658.4548 658.4014 81 0 R.TLLANK.S



Spot No.: 24

Mascot score: 82  Sequence coverage %: 26

NCBI accession No.: gi| 168036931

Matched peptides No.: 17 Total peptides No.: 116
Calculated Mr: 49474 Calculated pl: 9.31

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

51
101
151
201
251
301
351
401

MLSFQRMDQT
LDAEEFFAGF
GEFLYPSGTL
LWRALLFFHE
PTAPVLESSE
CHCSSRTELA
ISESENITIS
HLHPSFPPFOL
SAPRGDLCSE

VSHGQESISH
VRPLWEAWEAT
TWGLALPRRCS
S33VARMLLI
OMCHMHILLLL
FRZSEELETL
AALSDWTVDT
NSIQFFSFLF
SRFTGRGIEC

CIRHGVTPGS
DELTDERIEE
VYHFPRHGLLE
APPPFCVDAY
LVRSQOQITLT
RLEOEAVLLL
EVREALSGHLE
HLIYOQGRHRC
VATLRORLOF

Matched peptides information:

Start

17
24
63
69
82
118
119
126
140
145
146
248
340
378

- End Ohserved
- b 797.4214
- b 650,2355
- 16 1130. 5669
- 37 2309.1566
- 37 1455.7398
- 68 832.5130
- 77 1060.5948
- 92 1276.6119
- 125 1107. 5692
- 125 951, 5154
- 132 811.4518
- 144 682.4003
- 153 1201.6639
- 153 1045.5343
- 256 1090.5693
- 347 1006.4964
- 383 749 ,.4279

Mriexpt)
796.
649,

1129,
2308.
1454.
831.
1059,
1275.
1106.
a50.
810.
681.
1200.
1044.
1089.
1005.
748 .

4141
2282
5596
1493
7325
5057
5875
6046
5619
5082
4446
3931
6366
5270
5620
4911
4206

Mri{calc)
. 3902
.3548
. 5186
.1892
. 7664
. 4279
. 5560
L5513
1106.
950,
810.
681.
1200.
1044.
1089.
1005.
748 .

796
649
1129
2308
1454
831
1059
1275

5444
4433
4348
3234
6550
5539
4556
4848
3398

in Bold Red
LEPVACRSNS HP3QGIGLLF
FHEQHGEAMY ERVLILLS3GT
SR3GPLADREY SAWRRILQGC
EASGGORLOT SPDRELLGLES
GTICERSLOL QDAVPGRGAR
VYFDLPPILEY LWNGHNAEQEN
PTCISVERRY VRIDAMRBRCHL
SGREFUNFPRE HHCWVEZLLND
WFOQ
ppm Miss Segquence
30 0 -.MLSFQR.M Oxidation (M)
-195 0 M.LSFQR.M
36 0 R.MDQTVSHGQE.S
-17 1 K.SISHCIRHGVTPGSLEPVACR.S
-23 0 R.HGVTPGSLEPVACR.S
o4 0 R.LWEAWK.A
30 1 K.AIDKLTDER.I
42 0 R.HEQHGEAMVER.V
16 1 R.BRCSYWFPR.H
68 0 R.CSVHFPR.H
12 0 R.HGLLESR.S
102 0 R.YSAWR.R
1 1 R.BILOGCLYER.A
-26 0 R.ILOGCLWR.A
o8 1 R.GARCHCSSR.T
6 1 R.VWWRCDAMR.C
108 1 R.HRCSGR.S



Spot No.: 25

Mascot score: 96  Sequence coverage %: 26

NCBI accession No.: gi| 168037847

Matched peptides No.: 20 Total peptides No.: 53
Calculated Mr: 70593 Calculated pl: 9.86

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.03).
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Matched peptide sequences: shown in Bold Red

il
101
151
201
251
301
351
401
451
a0l
351
601

MGVOMFLCERV
MIIARNPNEFH
AECLEELASF
AEAEGTWIED
DAGVGEIERL
LELSFTECER
LEGGEAENEL
ARLARRALARRLE
SMLLEQICAN
LGFQTEVSNL
HNOQEFMEFEMS
ENZWQLENQE
PPVDALEHRI

VELEHTLSKN
GLSDHLDSTS
CRSVLEDP(E
LGEAGCNVGA
IRMSEESPVY
MSNSPTLEPE
LEHTDEQEVI
QVLRSEHELK
QALELESYKE
RDCVESLTHND
PMPSKTKAGH
LPFKSTGDVH
SSLLFTASQA

EHSFHNAEQLE
DNLNGOINGIE
DYFMOQFPEDLIT
VESTERREVE
GAESROYVIH
JAEEEFYGEG
LERVMESFVH
HHNQOTAFEL
LVPILMEELS
IQQTRTVHTA
PLETFIELES
QHEFLEDLECQH
LEHQHERAHN

Matched peptides information:

Start
13
45
a0

113
226
249
277
323
323
324
359
379
476
508
508
537
561
565
608
610

- End Dhserved Hri{expt)
- 19 827.2610 826.2537
- 55 1203.4329 1202,4256
- 96 805.2733 804 .2660
- 127 1791.5361 1790,5288
- 238 1455.4855 1454.4782
- 257 989.3113 988.3040
- 289 1338.4622 1337.4549
- 332 1074.3601 1073.3528
- 332 1090.3556 1089.3483
- 333 1062.3337 1061.3264
- 370 1438.4935 1437.4862
- 390 1425.5013 1424,4940
- 484 973.3445 972.3373
- 5158 906.3123 905.3050
- 517 1167.4913 1166.4840
- 541 659.2599 658.2526
- 575 1657.5952 1656.5879
- 5758 1172.3409 1171.3336
- 626 2184.8768 2183.8695
- 626 1914.6770 1913.6697

Mri{calc)
826.4548
1202.6441
804.3726
1790.8033
1454.7630
988.5077
1337.6476
1073.5652
1089.5601
1061.5539
1437.7939
1424.8099
972.5716
905.3987
1166.5311
658.3187
1656.8835
1171.5833
2184.1399
1913.9959

GAEVVEGELN
SGLLGHNITVED
TLFSAGITIOQS
AIQOEPWIFS
SHPLATGREL
INALAHAGHRE
GEEFVLEETL
QOLEQQLAIK
EVREEYFEQE
LAKRVHOTEE
DELGEWHSE
DFALQARCEN
pPpm HMiss Se
-243 0 K
-182 0 R
-133 0 K
-153 0 R
-196 0 R
-206 0 R
-144 0 K.
-198 1 K.
-194 1 K.
-214 1 R.
-214 1 R.
-222 1 K.
-241 1 R.
-103 0 K.

-40 1 K.
—-100 0o R.
-178 1 K
-213 0 K
-124 1 K
-170 0o R

ETSESLQAAN
GHETTREFEL
ERVENADALS
TETSZVREQLEG
3TASSERFDS
TCSHNEEQMEPT
SGLMSSVDLS
EDEADRRQIL
DDLOFELNAEK
SVCTSCRLYI
BRAALTSMEEN
WIQGLSN3DC

quence

.LEHTLSK.HM
LSLOAAHMITAR.H  Oxidation (H)
.QGHETTRE..E
SVLEDPQEDYPHMQPEK.D Oxidation (H)
.QYWIHSHPLATGR.R
DSLELSPTK.C

YGFGINAAHAGHR . K
RVMESPVHGE . K

RVMSSPYHGE.K Cxidation (M)
VHMSEPVHEEE . K Oxidation (M)

LSOQVLRSEHELK.H
EAQQLRQOLAIK.E
TVHTALAKR .V
EMSPMPSK.T
EMSPMPSKTH . &

WHSPR.A
.LPFESTGDWVHOHFLE.D
. STGDVHQHPLK.D
.HRISSLLFTASQALEHQHR .A
LISSLLFTASQALENQHR . A

2 Oxidation (M)



Spot No.: 26

Mascot score: 81  Sequence coverage %: 36

NCBI accession No.: gi| 168014980

Matched peptides No.: 14 Total peptides No.: 115
Calculated Mr: 29082 Calculated pl: 9.53

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MSHEHESHMC
CGLFYWIPDI
YTRTLEFMPA
FLOAVTWAAD
TRAATATGIE
WICVALDTER

CSSPPLEHNT
ATETIVVENQL
FPAGASEGES
VOPKALVAHL
HITHLRTETF

TSRCCSCR

Matched peptides information:

Start

92
108
108
125
127
135
217
217
224
232
260

- End

- 17

- 103
- 123
- 124
- 134
- 134
- 145
- 223
- 224
- 231
- 238
- 266

Ohserved

745,
614.
13058.
1330.
1584.
1740.
1092,
877.
1179,
8a7.
963.
993.
765,
1157.

4594
3925
7024
69973
6049
6432
5612
4499
6310
4535
5023
5337
4524
5975

Mri{expt)
744,
613.

1307

1563

1091

1178

962

764

4521
3852

6951
1329,

6920

1976
1739,

8359

. 5539
876.

1426

6237
806.

4463

. 4950
902,

5264

.4451
1156.

5902

Mri{calc)
L3224
.2820
L5421
.6823
L7613
.8624
. 5823
L4553
. 6408
L3923
.4934
L5152
L3817
L4536

744
613
1307
1329
1583
1739
1091
876
1173
g0s
962
992
764
1156

FP3TNSAFTF SF3EEAWLOQD
GEISRSEVEE GSEECLPEVL
QPERSETVDH TVTELGTSAQ
GALCASRGW ILPV3IGGDGS
PGRRYSHOLG RGINYGHETO

Ppm
174
168
117

7
23
-15
-26
-14
-14
67
2
11
83
1148

ATF3TSFPLAI
FAHL CVGIHH
QLHPESSNVT
GILELGEVLG
VTLLSLIFTAL

Miss Sequence

0

B — I T — I — I — N T T — I — I — Iy — |

RERAEARENERE AR RS

MSHENK. S

.5SHEHE. 5

SHMCCSSPPLR.H

AHLCVGINHVTR. T
MPAKPAGASEGESQFPK.R
MPAFPAGASEGESQPER. S

SETVDHTVTE.L

. TVDHTVTK.L
.LETSAQQLHPK.S
.TETFPGR.R

TETFPGRR.Y

.RYSHQLGR.G

GIHYGHK. T

ATSRCCSCR. -



Spot No.: 27

Mascot score: 145  Sequence coverage %: 42

NCBI accession No.: gi| 27752799

Matched peptides No.: 26 Total peptides No.: 106
Calculated Mr: 47920 Calculated pl: 6.12

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05}.
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Matched peptide sequences: shown

in Bold Red

1 FLTYYTPEYE TEDTDILAAF RVTFQPGVPP EEAGAAVAAE S5TGTWTTVI

51 TDGLTILDRY KGRCYHIEPV PGEETQFIAY VAYPLDLFEE GEVTNMFTSI
101 VGHNVFGFEAL AALRLEDLETI PPAYTETFQG PPHGIQVERD EKLWNEYGRPLL
151 GCTIKEPELGL SAFNYGRAVY ECLEGGLDFT EDDEHVHS(QP FMRWRDEFLF
201 CALAEATYESQL ETGEIEGHYL HATAGTCEEM TERAVFAREL GVPIVMHDYL
251 TGGFTANTAL SHYCRDHGLL LHTHRAMHAY TDROEHHGMH FRVLALEALRL
301 SGGDHTHAGT VWEELEGDREE STLGFYDLLE DDYVEEDRIR GIFFTOQDIVS
351 LPGVLPVARG GIHVWHMPAL TEIFGDDSVL QFGGGTLGHER WENAPGALVAN
401 RFVALEACVQA BRHEGRDLAVE GHEITREACK

Matched peptides information:
Start - End Dbserved HMri{expt) Mri{calc) ppm Hiss Segquence
2 - 21 2410.3885 2409.3812 2409.1740 g6 1 K.LTYYTPEYETEDTDILAAFR.V

13 - 21 1021.7666 1020.7593 1020.5240 231 0 K.DTDILAAFR.W

109 - 119 1240.9356 1239.9283 1239.7299 160 1 K.ALAAIBLEDLR.I

115 - 126 1415.9373 1414.9300 1414.7820 105 1 R.LEDLRIPPAYTK.T

120 - 126 789.6769 788.6697 788.4432 287 0 R.IPPAYTK.T

127 - 139 1465.9295 1464.9222 1464.7474 119 0 K.TFOGPPHGIQVER.D

127 - 141 1709.0495 1708.0422 1707.8693 101 1 K.TFOGPPHGIQVERDK.L

168 - 174 910.6939 909.6867 909.4378 274 0 R.AVYECLR.G

175 - 193 2170.1670 2169.1597 2168.9797 83 1 R.GGLDFTEDDEHNVHSQPFMR.W
175 - 193 2186.2364 2185.2291 2184.9746 116 1 R.GGLDFTEDDENVHSQPFMR.W Oxidation (M)
217 - 233 1951.0774 1950.0701 1949.9087 83 1 K.GHYLHATAGTCEEMIKR.A

217 - 233 1967.1414 1966.1341 1965.9037 117 1 K.GHYLHATAGTCEEMIEKR.A Oxidation (M)
266 - 275 1187.68508 1186.8435 1186.6571 157 0 R.DHGLLLHIHR.A

276 - 283 912.7179 911.7106 911.4647 270 0 ER.AMHAVIDR.Q

276 - 283 925.6998 927.6925 927.4596 251 0 R.AMHAVIDE.Q Oxidation (N
284 - 292 1154.7452 1153.7379 1153.5563 157 1 R.QEHHGMHFE.V

284 - 292 1170.8137 1169.8064 1169.5512 218 1 ER.QEMHGMHFR.V Oxidation (M
286 - 292 898.6489 897.6416 897.4028 266 0 K.HHGMHFR.V

286 - 292 914.6479 913.6406 913.3977 266 0 EKE.HHGMHFR.¥ Cxidation (M
300 - 314 1447.9304 1446.9231 1446.7579 114 0 R.LSGGDHIHAGTVVGK.L

315 - 330 1820.1394 1819.1321 1818.9476 101 1 K.LEGDRESTLGFV¥DLLE.D

320 - 330 1249.8421 1248.8348 1248.6714 131 0 R.ESTLGFVDLLRE.D

402 - 411 1116.8063 1115.7990 1115.5757 200 0 R.VALEACWQAR.H

412 - 426 1685.0548 1684.0475 1683.8540 115 1 R.HEGRDLAVEGHEIIR.E

416 - 426 1228.68397 1227.8324 1227.6459 152 0 R.DLAVEGHEIIR.E

416 - 430 1717.0479 1716.0406 1715.8512 110 1 R.DLAVEGHEIIREACK. -



Spot No.: 28

Mascot score: 104  Sequence coverage %: 24

NCBI accession No.: gi| 2623298

Matched peptides No.: 21 Total peptides No.: 56
Calculated Mr: 86044 Calculated pl: 5.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
a1l
101
151
201
251
301
351
401
451
201
251
601
631
T01

MEWRGAGVAV
DT SVHEMWWD
LFRSLSGRNS
MGLCLYQHDV
TFQKFFSENE
YARKEGVVLE
WEFPTYNWEE
AMTGLVGKFR
FIASNFLNET
VFDILRNVVL
YFQRQEDLWR
TQVMQELGLY
WEEDEERRQQ
QDMMALKEEY
IRNLVSS5GR

PMFSVRSEDD
SYPYSSLSVE
EGEESTGREC
FRRLQAIGSY
GWLEPYALFC
GDLPIGVDRN
MSEDNYAWWR
PSIPLSQEEL
QFOMYEFKED
IKDPEDARKF
KNALKTLPAL
GLRIQRMPSE
YFEEVIGVDG
TTREATEETI
SVEANVSGED

VEVGEFLDLE
ALHPLYLEWVQ
NESLVERFID
DVDYEATHMET
FLRDFFETSD
SVDIWVYRNL
ARLTQMGEYF
EEEGIWDFDR
CHTEEEIVLAE
YPRFHNIEDTS
LHSSHMLACG
SDVEFGIPSH
IPFSQCIPEI
NDPTHNPEHYW
INKSRGEVIL

Matched peptides information:

Start
5
17
79
140
1382
261
314
329
335
359
373
438
450
457
470
474
496
505
599
599
694

- End Observed Mr (expt)
- 16 1206.8092 1205.801%
- 30 1522.9188 1521.9115
- 85 802.6003 801.5930
- 145 689.4823 688.4751
- 187 659.5560 658.5487
- 269 941.6666 240.6594
- 320 1010.6245 1009.6172
- 334 820.5739 819.5667
- 343 1117.7975 1116.,73%02
- 372 1673.0647 1672.0574
- 380 1037.6623 1036.6550
— 448 1315.8707 1314.8634
- 456 877.6575 876.6502
- 468 1368.9142 1367.9069
- 473 582.4719 531.4646
- 430 1998.0519 1997.0446
- 5D4 1330.8032 1329,7959
- 510 846.5635 845.5562
- 607 1249%.7305 1248.7232
- 608 1405.7905 1404,7832
- 702 1020.6492 1019.6419

Mr(calec)
12058.6227
1521.7199

801.4344
688.3868
658.4377
940.4978
100%9. 4406
819.3915
1116.6080
1671.8831
1036.4614
1314.7143
876.4705
1367.7409
581.2962
1996.8650
1329.6030
845.4032
1248.5047
1404.6058
101%9.5499

LLVDWAVDSG
ALSERLPEDI
FLTFITSLEEI
ELSIAFKIFD
HEQWGIFSDY
FEMNTSTGAFE
TAYRIDHILG
LSRPYIQEEF
LESLAEKSLL
SFQDLDDHSE
EDLGLIPSCV
YDYMIVCAES
THFEILRQHVE
RYRVHVILDS
HGSTEPNE

LHLVQLLEVH
KERLLSNILAD
ASDERDIVEL
IEFKDQTLNSS
TDDELSALLE
PDYFDENGQN
FFRIWNELFAH
LEEEKFGDEFWE
LENEDEVERED
HVLERLYYDY
HPEHMLELIV
CHDCSTLRAW
APSHMWAIFFL
LLEDTDLEST

Oxidation (M)

pom Miss Segqnence

149 0 R.GAGVAVEMFEVR.S
126 0 R.SEDDVGVCEFLDLE.L
198 0 R.VQALSER.L
1238 1 FE.IASDER.D
169 1 K.LSIARK.I
172 0 EKE.GDLPIGVDR.N
175 0 E.DNYAWWR.A
214 0 EKE.YFTAYR.I
163 0 R.IDHILGFFR.I
104 0 EKE.FRPSIFPLSQEELEE.E
187 0 K.EGIWDFDR.L

113 1 KE.SLLLENEDEVR.R
205 0 R.DVFDILR.N

121 1 R.NVVLIEDFEDAR.E
230 0 E.FYPR.F

a0 0 R.FNIEDTSSFQDLDDHSE.N
145 0 R.LYYDYYFQR.Q

181 0 R.QEDLWR.E

175 0 R.AWWEEDEER.R

126 1 R.AWWEEDEERR.Q

20 1 EKE.DTDLESTIE.N



Spot No.: 29

Mascot score: 110  Sequence coverage %: 24

NCBI accession No.: gi| 312283107

Matched peptides No.: 17 Total peptides No.: 42
Calculated Mr: 78095 Calculated pl: 5.74

Annotated PMF spectra:

2163.247
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11584.770

45

40

35
979.584

- 805 534
2273350
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1335.780 16888.975
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1475.893 2384.149

1791870 |1 252105 2500.368
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Probability Based Mowse Score:

Protein score is -10%¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MEELDRSRAF AEKDVERIVVE VGTAVVIGEGS GRLALGRLGA LCEQLAELNS
51 DGFEVILWVSS5 GAVGLGEQEL RYRQLVNSSF ADLQEPQSEL DGEACAGVEE
101 SSLMAYYETHM FDQLDVTAAQ LLVHNDSSFRD EDFREQLNET VESHMLDLEVI
151 FPIFNENDAIS TRERAFYQDSS GIFWDNDSLA ALLALELEAD LLILLSDVEG
201 LYTGFFPSDFN SELIHTFIEE EHQDEITFGD ESELGRGGHT AREVERAVNAAR
251 YAGIFVIITS GYSAENIDEV LEGLEVGTLF HODAROWAPI TDSTARDMAW
301 AARESSEELQ ALSSEDREQI LYNIADALEA NEETIRDENE LDVSAAQELG
351 FEESLVARLV MTPAKISSLA ASVEELADME DPFIGEVLEET EVADGLVLEE
401 TSSPLGVLLI VFESRPDALV QIASLATRSG NGLLLEGGEE ARRSHNATLHE
451 VITDATPETV GGELIGLVTS REETPDLLEL DDVIDLVIPR GSNELVSQIE
501 WITEIFPVLGH ADGICHVYVD ESCHLDMAEER IISDAELDYF AACHNAMETLL
551 VHEDLEQNGL NELIFVLQSHN GVIVYIGGPRA SATLNIPEAR SFNYEYCSEA
601 CTVEVVEDVY GATDHIHEHG SAHTDCIVTE DTEVAELFLE QVDSAAVFEHN
651 ASTRFSDGAR FGLGAEWVGIS TGRIHARGPEY GVEGLLTTEW LMEGEGQVVD
701 GDHGIAYTHQ DIPIQS
Matched peptides information:
Start - End Ohserved Mr (expt) Mr{calec) ppm Miss Segmence

130 - 134 680.4588 679.4515 679.3289 180 1 R.DEDFR.K

149 - 162 1588.9751 1587.9678 1587.8257 S0 0 R.VIPIFNENDAISTR.R

220 - 231 1446.8472 1445.839% 1445.6787 112 1 FK.EEHQDEITFGDE.S

234 - 242 2906.5870 205.5787 905.4753 115 1 R.LGRGGMTAE.V Oxidation (M)
237 - 244 807.4981 806.4908 806.4320 T3 1 R.GOMTAEVE.A Oxidation (M)
276 - 285 1143.701% 1142.6%4¢ 1142.5833 a7 0 R.VGTLFHQDAR.{Q

286 - 296 1245.7168 1244.709%5 1244.6149 78 0 R.QWAPITDSTAR.D

297 - 303 T49.4634 748.4562 748.3538 137 0 R.DMAVAAR.E Oxidation (M)
464 - 471 858.6027 857.5955 857.5334 72 0 EK.LIGLVTSR.E

430 - 490 1267.8337 1266.8264 1266.7184 85 0 E.LDDVIDLVIPR.G

580 - 590 1154.7698 1153.7625 1153.6455 101 0 R.ASATLNIFEAR.S

600 - 618 2183.227% 2182.2206 2182.0477 79 0 EK.ACTVEVVEDVYGAIDHIHR.H
619 - 640 2500.3880 2499.3807 2493%.1700 84 0 R.HGSAHTDCIVTEDTEVAELFLR.Q
655 — 660 652 .3950 651.3877 651.2976 138 0 R.FSDGAR.F

6e1 - 673 1263.7771 1262.76%8 1262.6619 85 0 R.FGLGAEVGISTGR.I

678 - 689 1198.7764 1157.7651 1157.6718 81 0 R.GPVGVEGLLTTR.W

690 - 693 621.4161 620.4088 620.3104 159 0 R.WLMR.G Oxidation (M)



Spot No.: 30

Mascot score: 102  Sequence coverage %: 16

NCBI accession No.: gi| 157342076

Matched peptides No.: 13 Total peptides No.: 26
Calculated Mr: 78285 Calculated pl: 4.98

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701

MASNEGFLTHN
PTAGIAVRHV
YDSGEEPYOL
SNEYHPYF IK
LLESADDLAV
HOVIQTAEKS
GDAFEACRCI
GLISSSOMLE
LEPAGEDGEV
PKFNEIFLEK
LESAEDTALD
ETVHMARSLI
VGEACQCIRD
INOMTEGE GR
LATDS

EQRETLEMAT
RRIHSGEFVE
VGEITISDEPLD
FLVSMAMDEH
DILDAVDWLA
TL3APHHAEL
RELGVIFFHH
GFARLAESLD
HMEDDEEWVEE
LITLAMDEEIN
VLDASMNELAL
AARHAGERTIL
LGMPFFHHEW
IKDGLDDLAL

CQNAEGL3I33P
VEEDGAGGER
EYEEAVVIII
DEEEEMAIVL
LFIARAVVDD
VERRWGGITH
EVVERAL VLA
DLALDIFIAKE
FEEEAVAITH
FREEKEMASVLL
FLARAVIDDW
RCWGETGA
VYEELLVHMAME
DIFMAEEEF3

Matched peptides information:

Start - End Obhserved HMri{expt) Mri{calc) ppm HMis=s Seguence
74 - 84 1033.5765 1032.5692 1032.4989 68 1 K.DGAGGKGTWGE.L
162 - 169 954.5337 953.5264 953.4310 100 LWSMAMDE.H 2 Oxidation (M)
170 - 174 656.1854 655.1782 655.3289 -230 .HDKEK.E

242
243
325
326
444
558

- 249
- 259
- 334
- 334
- 452
- 568

889.
1852.
1171.
1031.

989.
1180.

5638
9615
6483
5831
5998
6344

888.5565
1851.9542
1170.6410
1030. 5758

988.5926
1179.6271

§88.4916
1851.9690
1170.6907
1030. 5845

988.4899
1179.6472

E3PTSLL3EH
THWGELLDTDG
EEYFSTGDVE
L3IALYTADVIS
ILFPAFLTRA
ITWVEEVEEEI
METRTALEPLI
TLFELLWVFPEL
EYFLSDDIFPE
IILHIEIF3T
LAPLNLEEIG
VED AEDETHME
EFMNDEMLDLL
FTVEYTARENG

73
-8
-42
-8
104
-17

HIEVPW3IGEL
EZHIDEMDFN
LALZDLEELG
S3ROTS0GFFT
ERTLPESSEG
ADLLEEYWVES
LELLEEAREE
ISQGULDASF
LIRSLEDL G
ED IVHNGFVHL
SELPPNC3GS
LLEEYESGGD
QECFCEGLIT
WLLASFE33A

.KTLPESSK. G
. TLPESSKGHQVIQTAEK. 5

RALVLAMEIR.T
ALVLAMEIR.T
SLEDLGMPE.F
SLIAARHAGER. I

Oxidation (M)

586 -
591 -
610 -
637 -

590
609
622
662

650.
2185.
1548.

677.

1971
0557
8389
3934

649.1899
2184.04864
1547.8316

676.3861

649.3469
2183.9463
1547.7443

676.4020

-242
47
69

-24

DEIMK.L Oxidation (M)
.LLEEYESGGDVGEACQCIR.D
.DLGMPFFHHEVVK.K Oxidation (I
.GFGRIK.D

HFOOKHKHOOKRKRRKRD
mE=mE=R F F F F mER=EX



Spot No.: 31

Mascot score: 98  Sequence coverage %: 20

NCBI accession No.: gi| 4586021

Matched peptides No.: 23 Total peptides No.: 68
Calculated Mr: 98720 Calculated pl: 5.79

Annotated PMF spectra:

659,496

20
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
8501
851

MLSEHPFEEI
IRNCDNFQVT
LACMEDAMNE
F{RNEERFAF
YEDSVVGTDS
LAGEMRNGVT
ANMSPEYGAT
NEPQQDRVYS
VOFRGFATPE
LGAGLVAEEA
NIVGYGCTTC
RANYLASEPL
AEVV(QSSVLE
PYFEOMTMDE
MERGVDREDF
SCERLSVFDA
IAESFERIHR
IRPGODVIVT

FITLPEPGGE
FEDVEEIIDW
LGSDSNEINE
LEWGSTAFQN
HTTHIDGLGV
ATDLVLTVIQ
MGFFEVDHVT
SYLELNLDDWV
EAQEEVVNES
CDLGLOVEEW
IGHSGEINES
VVAYATLAGTV
DMFRATYESI
BGPHNVEDLY
HEYGSERGHD
AMBYESSGED
SNLVGHMGIIP
TDHGESFTCT

EFGEFYSLEA
EETSPEQVEL
LVPVDLVIDH
MLVVPPGSGI
AGWGVGGEIEL
MLEFHGVVGE
LOQYLELTGRS
EFCISGFPERE
FDGQPAELEH
IFTSLAPGSG
VEALTTENDI
HIDFETEFPIG
TEGHPMWHEL
CLLNFGDSIT
EIMARGTEAN
TIILAGAEYD
LCFESGEDAD
VEFDTEVELR

Matched peptides information:

Start
25
45
77

132
330
330
343
401
541
546
623
708
709
717
726
726
T46
755
755
T66
791
840
866

— End Ohserved Mr (expt)
- 35 1292.7140 1291.7067
- 52 914.6371 913.6298
- 86 1184.7371 1183.7298
- 137 T07.4732 T06.4660
- 342 1497.7968 1496.7895
- 342 1513.7895 1512.7822
- 357 1840.8405 1839.8332
- 410 1063.5641 1062.5568
- 545 622.4040 621.3968
- 551 722 .5078 721.5005
- 629 862.4507 861.4834
- 716 1073.5702 1072.5629
- 716 945,4952 944 ,4879
- 725 1077.5212 1076.5139
- 732 778.5166 T777.5094
- 736 1232.6783 1231.6710
- 754 967.5365 966.5292
- 763 100%.5864 1008.5791
- 763 1025.5695 1024.5622
- 785 19256,.9583 1955.9510
- 798 829,3971 828.3898
- 852 1557.7875 1556.7802
- 872 870.5138 869.5065

Mr (calc)
1291.6561
913.5596
1183.6713
706.4014
1496.7181
1512,7130
1839.7846
1062. 6226
621.2871
721.4235
861.3803
1072.4938
944,3988
1076.5033
T77.4133
1231.7037
966.5134
1008.5062
1024.5012
1955,9072
828.4528
1556.8198
869.4066

LNDPEVDELP
PFEPAERVLLE
SVONDVARSE
VHQVNLEYLG
EATHLGQEMS
FVEFYGHGMS
DETVAMIEAY
HDEVTLEEME
GEVVIRATTS
VVIEYLLESG
VALLVILSGHE
KGENGEDVFEL
SVPENTLYSW
TDHISPAGNI
IRIVHELMNG
SGSSRDWALE
TLGLTGHERY
YFHNHGGILEY

ppm
39 0
77
45
a1
48
16
26
-62
177
107
1z0
64
54
10
124
-27
16
T2
&0
22
-Ta
-25
115

L= e gy o I o I o Y s I s L s I Y O s i e Y s I s I s o O

APAHNAAP PR AP AR PR D H R P A

YSIRILLESA
DFTGVEAVVD
NAVQANMELE
RVVFNTREGLL
MVLEGVVGFE
GLSLADRATI
LRANNMFVDY
ADWHSCLDSK
CTHTSHESVM
LOEYLNEQGE
NFEGEVHELT
ROINETTEEI
DENSTYIHEE
QFDSEALKFL
EVGEETVHIP
CPMLOGVERY
TIELFTDISE
VIRNLSEQ

Mizs Segunence
H.
R.
.QVEIPFEPAR.V

FYSLPALNDFR.V
ILLESATR.N

VWVFHTE. G

. SDETVAMIEAYLE.A
-SDETVAMIEAYLR.A Oxidation (M)
ANNMFVDYNEPQQDR .V

WVGFEGFAIPK.E
HFEGER.V
VHFLTR.A
GHEMWHNE. L
EDFNSYGSR.R
DFHNSYGER.R

RGHDEIMAR.G Oxidation (M)

GTFANIR.I
GTFANIRIVNE. L
TVHIFPSGEK. L
LEVFDAAMR .Y

LEVFDAAMR.Y Oxidation (M)
SEGEDTIILAGAEYGEGEER.D

GPMLOGVE . A
YTIHLPTDISEIR.P
SFTCTVR.F

Oxidation (M)



Spot No.: 32

Mascot score: 123  Sequence coverage %: 16

NCBI accession No.: gi| 4586021

Matched peptides No.: 18 Total peptides No.: 33
Calculated Mr: 98720 Calculated pl: 5.79

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
101
151
501
551
601
651
701
751
801
851

MASEHPFEGI
IRNCDNFQVT
LACHMRED AMNE
FRNEERFAF
TPDSVVGTDS
LAGEMENGVT
ANMSPEYGAT
HEPQQDRVYS
VGFEGFAIPK
LGAGLVAKEL
NIVGTGCTTC
RANTLASPPL
LEVVQSSVLP
PYFEDMTHMDF
MERGVDREDF
SGEKLSVFDA
IAKSFERIHR
IRPGODVTVT

FTTLPEF GG
EEDWVEEIIDW
LGSDESNEINE
LEWGSTAF QI
HTTHIDGLGY
ATDLWLTVTQ
HGFFPVDHVT
STLELNLDDWV
ELQEFNVVINFS
CDLGLOVERT
IGISCEINES
VATALAGTV
DHMFRATYESI
PGPHIWVEDLY
HEYGSRRGID
AMRTESSGED
SHNLVGHNGIIFP
TIHNGESFTCT

EFGEFYSLEL
EETSPEQVEL
LVPVDLVIDH
HLWWPPGIGI
AGWEVGEGIEL
HLEREHGNIGE
LOYLELTGRS
EPCISGPFERF
FDGQPAELEH
IETSLAPG3G
VGALITENDI
HNIDFETEFPIG
TEGNFNUNEL
CLLNFGD3IIT
EIMARGTEAN
TIILAGAEY G
LCFESGEDAD
YRFDTEVELAL

Matched peptides information:

LHDEFEVDELF
PEFFPABVLLO
SVOVDVARSE
VHOVHNLEYTLG
EATHLGOPHNS
FVEF TGNGHS
DETVAMIEAY
HOEVTLEENE
GIOTILAATITS
VVTEYLLESG
VALLMVLIAGHE
EGENGEDVEFL
SVPENTLYT3IW
TDHISPAGHI
IRIVNELMNG
SEESRDWALE
TLGLTGHERY
TFNHGGILPY

TIIRILLESA
DFTGVPAVVD
HAV(QAHMELE
PV FNTEGLL
MVLPGWVWGEE
GL3ILADEATI
LEANHMEVDY
ADWHSCLD3E
CTHTSNPIVH
LOEYLNEQGF
HEFEGEVHPLT
RDIWFTTEEI
DFNITYIHEF
QEDIPLAEFL
EVGPETVHIF
GPMLOGVELV
TIHLFTDIZE
VIFNLSEQ

Start -
25 -
45 -
7 -

139 -
139 -
158 -
330 -
330 -
343 -
343 -
541 -
709 -
726 -
755 -
155 -
766 -
825 -
866 -

End
35

52

86

153
153
162
342
342
357
357
545
716
732
763
763
785
839
872

Ohserved
1292.5758
914. 5460
1184.6179
1765.6744
1781.6735
625.3991
1497.6232
1513.5832
1840.6524
1856.6539
622.3393
945.3825
778.4329
1009.4719
1025.4610
1956.7935
1557.5818
870.4208

HMriexpt)
1291.5685
913.53588
1183.6106
1764.6671
1780.6662
624.3918
1496.6159
1512.5759
1839.6451
1855.6466
621.3321
944.3752
T17.4256
1008 .4646
1024, 4537
1955.7862
1556.5745
869.4135

Mri{calcoc)
1291.6561
913.5596
1183.6713
1764.8101
1780.8050
624.3635
1496.7181
1512.7130
1839.7846
1855.7795
621.2871
944.3988
T17.4133
1008.5062
1024.5012

ppm Hiss Seguence
-68 0 FYSLPALHDPR.V
-23 .ILLESATR.H
-51 .QVEIPFEPAR.V
-81 . SEHAV(QANMELEFQR.H
-8 . SEHAVQAHMELEFQR.H Oxidation (M)
45 FAFLE.W
-68 SDETVAMIEAYIR.A
-91 SDETVAMIEAYIR.A Oxidation (M)
-16 AHNHMFYDYHEP(QQDE.V
-2 ANHMFYDYHEP(QQDR.¥ Oxidation (M)
72 HFEGR.¥
-25 DFHSYGSE.R
16 GTFANIR.I
-41 LSYFDAAMR .Y
-46 LSYFDAAMR .Y Oxidaticon (M)
1955.9072 -62 .SSGEDTIILAGAEYGSGSSR.D
1556.7067 -85 . SGEDPADTLGLTGHER. ¥
869.4066 8 SFTCTIVR.F

[— T — N — I — I — T — O — Y — I — I — N — O — O — Y — i — I — O —
RERRRAEARAEEEARORER



Spot No.: 33

Mascot score: 93  Sequence coverage %: 12

NCBI accession No.: gi| 15232704

Matched peptides No.: 12 Total peptides No.: 24
Calculated Mr: 95499 Calculated pl: 5.79

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
601

MANANGEALT
FPEQALYATAE
ATGNLMLQGE
ATLNLFPAWGY
FPVRFF GEV(])
EARAEDLDLF
QFFLC3AILO
LMRLLMDDING
HMEITEETDE
FIHTVNMGVAQ
EL3DITITEWL
QYTIERVTGVS
EREETWVFRTV
FUVPHNYMVTVA
GANVEIREEW
E3GUFGEYDY
DREGUWLEM3II

SLPEETISAEL
SLERDRLIQLTW
TADALRTLGY
GLRYRHGLFE
VYHPDGSRE
QFMEGEYELA
DIISEFHER3
LGWDEAWDVT
RFVOTIEDTER
LH3DILEAEL
ETDEWITDLID
IDPTSLFDIQ
MIGGEAFATY
EMLIFPGIELS
GEENFFLFGA
GPLLDSLEGIH
L3TAGSGEF3

NPEADDATEI
NETTVHFNEWV
ELEETAEQEE
QIITEEGQEE
DGDAAFQALLLTY
AQLHSRAQOQI
TTEGSREWIE
SETVAYTHHT
VDLEDETIS3L
FAaDTVIIWF
LLTGLEQEATD
VERIHEYERQ
THAERIVELWV
QHISTAGHEL
TADCVPRLERE
TGFGRGDYFL
SDRTIAQYTAE

Matched peptides information:

Start
40
189
197
205
389
401
401
527
549
731
743
795

- End
- 48

- 196
- 204
- 217
- 396
- 411
- 411
- 542
- 555
- 742
- 751
- B02

1073.
1033.

968.
1450.
1065.
1412.
14238.
1852.

892,
1458.
1125.

995.

Dhserved
5512
5047
5232
7534
5662
7476
7167
8476
4796
7519
5863
5436

HMr{expt})
1074.5439
1032.4974

967.5159
1449.7461
1064.5589
1411.7403
1427.7094
1851.8403

891.4723
1457.7446
1124.5790

994 . 5364

HMr{calc})
1074.5498
1032.5393

967.5240
1449.7365
1064.5113
1411.7129
1427.7078
1851.8275

§91.4814
1457.7263
1124 . 5866

994 .4720

AGNIVYHAEY
DPEQTYYLSH
DAALGNGELG
IFEDWLEEFS
DVPIPGYGTE
CTVLYPGDAT
FPIEVAVOQMIT
VLPEALALEEWS
SILDMNNFOQEF
EFONETNGIT
HEELQSEWAS
LMNILGVVTER
NDVGDVVIID
AGTINMEF AL
EREDGLFEFPD
VGYDFPSYTHD

SPHESPLEF
EYLOGRALLTH
RLASCFLD3N
PWE IVREHDVV
NTISLELWEL
ENGELLRLEQ
DTHPFTLAIFE
QSLMWELLFE
VWVERMANLCWVW
PREWLEFC3F
AKTANEERLL
FEELEEMEFE
PEVIHEYLEWVV
NGCLIIGTLD
PRFEEAKQFV
AQARVDEAYE

EIWNIEACPV P

PEmM
-5 1)
-41
-8
7
45
19
1

7
-10
13
-7
65

- - - - ]

mERERIERED AR

HMiss Seqgquence

.XSPHFSFLK.F
FSPWEIVR.H
-HDVVFEVR.F
-FFGEV(QVHFDGSRE . K
HSOSLMWE.L
HMEITEEIDER.F

LAQYTIER.V
-.EREDGLFEFDFPR.F
-.FEEAK(QFVE.S
VDEAYKDR.K

.HMEITEEIDER.F Oxidation (M)
. QFADHEEL QSEWASAK. T



Spot No.: 34

Mascot score: 240

Sequence coverage %: 49

NCBI accession No.: gi| 4185573

Matched peptides No.: 35

Calculated Mr: 52905

Annotated PMF spectra:

40

35

30

25

20

(109)

Total peptides No.: 84

Calculated pl: 6.09

1001 B85 1363.828
1228 821
910,582
B56 204
2188.130
2097.073
2013.176
15E3.020 1820131
1917.080
1710.043
1582.942
2583440 2854562
l d

1000 1500 2000 2500 iz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

M" L1

229

Probability Based Mowse Score



Matched peptide sequences: shown in Bold Red

1
i1
101
151
201
251
30l
351
401
451

SVGFELGVEE
E33TGTWTTV
EGIVTNMFTS
DELNEYGRFPL
PFMENEDRFL
LGVPIVMHDY
HFRVLAEALLER
RGIFFTQDWN
PUWGHAPGAVL
EVHEE IKFHF

TELTYYTPEY
WTDGLTSLDER
IVGHVFGFEL
LGCTIKPKLG
FCAEATYKS()
LTGGFTANTS
LSGEDHIHAG
SLPGVLPVLS
NRVALEACV()
PTIDKLDGPV

Matched peptides information:

Start
13
24

126
131
138
169
179
186
186
193
193
205
207
219
228
228
228
228
2717
2717
287
295
297
297
311
326
331
331
342
413
427
442
442
458
458

- End Observed Mriexpt)
- 23 1407.8276 1406.8203
- 32 1021.6846 1020.6773
- 130 645.4636 644.4564
- 137 789.5590 788.5518
- 150 1465.9258 1464.9185
- 174 588.3708 587.3635
- 185 910. 5820 909 .5747
- 204 2170.1317 2169.1244
- 204 2186.1797 2185.1724
- 204 1451.8062 1450.7989
- 204 1467.9284 1466.9211
- 208 632.4389 631.4316
- 218 1532.9169 1531.9096
- 227 962 . 5972 961.5900
- 243 1794.9681 1793.9608
- 243 1810.9898 1809.9825
- 244 1951.0861 1950.0788
- 244 1967.0834 1966.0761
- 286 1187.7962 1186.7889
- 294 2097.0733 2096.0660
- 294 928.5763 927.5690
- 303 1170.7667 1169.7594
- 303 898 . 5480 897.5408
- 303 914.5433 913.5360
- 325 1447.9045 1446.8972
- 341 1820.1308 1819.1235
- 341 1249.8438 1248.8365
- 347 2013.1758 2012.1685
- 349 1053.6599 1052.6526
- 422 1116.7421 1115.7348
- 437 1228.8210 1227.8137
- 454 1546.9133 1545.9060
- 457 1917.0601 1916.0528
- 465 0981.6087 O980.6014
- 472 1719.9905 1718.9832

[8:8]

[8:8]

[8:4]

[8:4]

ETEDTDILAL FEVTFQPGWVE PEEAGRAAVLAL
TEGRCYGIEP VPGEENQYIA TWVAYPLDLFE
LRALFLEDLE IFPAYTETF GPPHGIQVER
LSARNYGRAY YECLRGGLDF TEDDEHVHSI()
AETGEIKGHY LHATAGTCEE MIERAVFARE
LAHYCEDHGL LLHIHRAMHA VIDROQEWNHGM
TYVGKLEGDE ESTLGFVDLL RDDYIEEDRS
GGIHNVWHMNFA LTEIFGDDIV LOQFGGGTLGH
ARNEGEDLAY EGHEITROLS FWSPELAAAC
EEFD
Mri{calc) ppm Mi==s Segquence
1406.6605 114 0 K.LTYYTPEYETEK.D
1020.5240 150 0 K.DTDILAAFR.V
644.3493 166 0 R.LEDLR.I
788.4432 138 0 R.IPPAYTK.T
1464.7474 117 0 K.TFQGPPHGIQVER.D
587.3642 -1 0 EK.LGLSAK.NH
909.4378 151 0 R.AVYECLR.G
2168.9797 67 1 R.GGLDFTKDDEHVHSQPFME.W
2184.9746 91 1 R.GGLDFTEDDEHVHS)PFMR.W Oxidation
1450.6147 127 0 EK.DDEHVHSQPFME.W
1466.6096 212 0 EK.DDEHVHSQPFME.W Oxidartion (M)
631.3190 178 1 R.WEDR.F
1531.7493 105 1 R.DEFLFCAEATYK.S
961.4716 123 0 K.SQAETGEIK.G
1793.8076 85 0 K.GHYLHATAGTCEEMIK.R
1809.8026 99 0 EK.GHYLHATAGTCEEMIEKE.R Oxidation
1949.9087 87 1 K.GHYLHATAGTCEEMIER.A
1965.9037 88 1 EKE.GHYLHATAGTCEEMIKR.&A Oxidation
1186.6571 111 0 R.DHGLLLHIHR.A
2096.1061 -19 1 R.DHGLLLHIHRAMHAVIDR.) Oxidation
927.4596 118 0 R.AMHAVIDR.) Oxidation (M)
1169.5512 178 1 R.QENHGMHFR.¥ Oxidation (M)
897.4028 154 0 K.HHGMHFR.V
913.3977 151 0 E.HHGMHFER.V Oxidartion (M)
1446.7579 96 0 R.LSGGDHIHAGTVVGE.L
1818.9476 a7 1 EK.LEGDRESTLGFVDLLE.D
1248.6714 132 0 R.ESTLGFVDLLE.D
2012.0102 79 1 R.ESTLGFVYDLLEDDYIEK.D
1052.4774 166 1 R.DDYIEKDR.S
1115.5757 143 0 R.VALEACVQAR.H
1227.6459 137 0 R.DLAVEGHEIIR.)
1545.7286 115 0 EK.WSPELAAACEVWE.E
1915.9502 54 1 EK.WSPELAAACEVWEEIK.F
980.4967 107 0 EK.FHFPTIDEK.L
1718.8879 55 1 K.FHFPTIDKLDGPYEK.F



Spot No.: 35

Mascot score: 87 Seqguence coverage %: 27

NCBI accession No.: gi| 15226573

Matched peptides No.: 19 Total peptides No.: 108
Calculated Mr: 65977 Calculated pl: 5.95

Annotated PMF spectra:

B35 501
32
31
30
P
28
27
P
25
24
23
22
21
20
12
18 1308 844
17
18
15 1475.941
14 Fp— 1179.748
13
12
11
10
3
B
7 1705031
B
5
1 2163.262
3 2384174 3367 B50
1 2717249 322j-435 ‘
A
(10%)
1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is -10%Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MISFSLTIFTIS FLLESS5STEF ERSVLVAAR) TTAPAESTAS VDADRLEFEWV
51 ELEDGFFILE EEFREGINPQ EEVEIEREPM ELFMENGIEE LARKKSMEELD
101 SEESSEDDID VELFEWLGLFH RREHQYGEFM MRLELPNGVI TSAQTRYLAS
151 VIREYGEDGC ADVITRQNWY IRGVVLPDVE EILEGLASVGE LTSLQSGMDH
201 VEWNFVGHFIA GIDFEEIVDT RFYTHWLLSQF ITANSQGHNFD FINLPREWNV
251 CVWVGTHDLYE HPFHINDLAYM PANEDGRFGEF NLLVGGFFSF KERCEEAIFLD
301 AWVPADDVLE LCEAVLEAYR DLGTRGHRQE TEMMWLIDEL GVEGFRIEVE
351 EBRMPHGELER GSSEDLVHED WERRDYFGVN PQEQEGLSFV GLHVEVGRLY
401 ADDMDELARL ADTYGSGELR LIVEQNIIIF NVETSEIEAL LQEFFLENEF
451 SPEPSILMEG LVACTGSQFC GRATIETELE ALEVTEEVER LVSVPRPIEM
501 HWIGCEWNICG QVQVADIGFM GCLTRGEEGE FVEGADVYVGE GRIGEDSHIG
551 EIYEFGVERVI ELVPLVAEIL IEKEFGAVPEE REEWED
Matched peptides information:
Start - End Observed Mr (expt) Mr (calc) PR Miss Segnence
50 - 60 1308.8436 1307.8363 1307.74389 a7 1 R.VELEDGFFILE.E
g2 - 93 1393.8655 1392,8582 1392,698509 117 0 E.LFMENGIEELAR.E
895 - 106 1365.8211 1368.81383 1368.6078 151 1 K.SHMEELDSEESSK.D
107 - 114 973.6221 972.61438 972.5240 93 1 EKE.DDIDVELE.W
129 - 132 616.3488 615.3415 615.2509 147 0 E.FMMR.L 2 Cxidation (M)
147 - 153 821.5679 820.5606 820.4807 a7 0 R.YLASVIR.K
187 - 172 844.543¢ 843.5363 843.4351 120 0 ER.QMIQIR.G
173 - 184 1278.8376 1277.8303 1277.7555 55 0 R.GVVLPDVPEILK.G
38l - 369 948.5732 947.5659 947 .4560 116 0 R.GSSEDLVHE.Q
370 - 373 618.3565 617.3482 617.2921 92 0 E.QWER.R
384 - 398 1595.0328 1594.0255 1593.8627 102 0 K.QEGLSFVGLHVEVGR.L
410 - 420 1181.7271 1180.71%3 1180.5724 125 0 R.LADTYGSGELR.L
443 - 459 1434.5070 1433.89%7 1433.7337 116 1 EK.NRFSPEPSILMK.G Oxidation (M)
481 - 490 1173.7525 1172.7452 1172.6401 a0 1 R.ALEVTEEVER.L
484 - 490 861.5284 860.5211 860.4239 113 0 E.VTEEVER.L
491 - 499 1036.6694 1035.6621 1035.6553 7 0 R.LVSVFRPIR.M
543 - 555 1446.%082 1445,.9%009 1445.7514 103 1 R.IGSDSHIGEIYEE.GC
573 - 57% T75.5068 T74.4955 T774.4024 125 0 K.EFGAVFPR.E
573 - 581 1060.6825 1059.6752 1059%.5461 122 1 KE.EFGAVFPFEEER.E



Spot No.: 36

Mascot score: 107

NCBI accession No.: gi| 15233349

Sequence coverage %: 15

Matched peptides No.: 15

Calculated Mr: 98774

Annotated PMF spectra:

Total peptides No.: 29

Calculated pl: 5.98

710,497

B56.183

a0 862.534

10 1034.689
g 778.523

1184.856

J-“ 1381 676
(107 . JL, . L. l, R

1565.008

1766.032
i

o nd

2163.050

aak do

2273.154

L

700 800 900 1000 1100 1200 1300 1400 1500 1

Probability Based Mowse Score:

L id
GO0 1700 1800 1900 2000 2700 2200 2300 miz

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

N\

T T T 1
100
Protein Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851

MASENPFREI
TRNCDEFQOVE
LACHRD LMMNIT
FORNEERFAF
¥PDEWVWGTDS
LTGELRDGMT
AMSPEYGAT
SEPESETVYI
WGFEGFAVPE
LGLALVAKEL
SINGTGCTTC
BRANYLASPFPL
AEVVOQISSVLE
PYFEGHTHMIFP
MERGVDREDF
TGEEL3IVFDA
ISKESFERIHER
TEPGODVTVV

LEALEEPLGG
SEDVEEILDW
LGGDINEIHFP
LEWGSHAF HI
HTTMIDGLGV
ATDLVLTWTQ
MGFFPVDHWVT
SCLELNLEDV
ELQSEAVEFN
CDLGLEVERW
IGNSGDIHER
WWVATALAGTV
DMFEATYEAT
PGPHGVEDAY
HSYGSRERGND
AMEYENEGED
SHLYGMGITP
THHNGESFTCT

EFGHNYYSLPL
ENTSFPEQVEI
LYPVDLVIDH
MLVWPPGSGI
AGNGVGSIEL
MLEEHGWGE
LOYLELTGRS
EPCWIGPERF
FHGTTAQLEH
IETSLAPGAG
VASATVINDL
DIDFETQPIG
TEGNIMWNOL
CLLNFGDSIT
EIMARGTFAH
TITILAGLAEYG
LCFEAGEDAE
LEFDTEVELL

Matched peptides information:

Start
45
77

118
139
158
281
281
331
546
587
644
T08
726
811
866

End
52

86

138
153
162
230
290
400
551
591
654
716
732
524
872

s14.
1184.
2298.
1766.
625.
1208.
1224,
1273.
T22.
Ti0.
1381.
245.
T78.
1565.
G84.

Chserved
6920
8555
4311
0324
4351
7385
7334
T167
5221
4367
8761
4897
5226
oDg2
5604

Mr(expt)
913.6847
1183.8482
2297.4238
1765.0251
624.4278
1207.7312
1223.7261
1272.7054
721.5148
T0%. 4854
1380.8688
544.45%25
T77.5154
1564.0009
883.5532

Mr (calc)
913.
1183.
2297.
1764.
624,
1207.
1223,
1272.
721.
T709.
1380.
S944.
777,
1563,
883.

Fpm
137
149

65
122
103
155
153
141
127
139
143

89
131
119
148

5596
6713
2744
8101
3835
5444
5394
5306
4235
3911
6714
3988
4133
8153
4222

LNDFRIDELF
PFEPARVLLO
SVOQVDVARSE
VHOVHLEYL A
EATHLGOPMS
FYEFHGE GME.
DDTVSHMIELT
HOEVPLEEME
GV IALTTS
VWV TEYLALESG
WASAVLIGNE
TGELDGEQIFF
AVASGTLYEW
TDHISPAGST
ITRIVMNEHLEG=
AGISRDWALE
TLGLTGQELY
TFODHGGILOT

Miss Seguence
o]

VHPLTR

OO0 o0Oo0OO0O0O0000000M
AEmERAPRARRRE AR

TIIRTLLESA
DFTGWP AWV
HAVOQANMELE
FANFHNTHGLL
MVLPGVGFE
ELSLADRATI
LEANEMFWVDY
ADWHSCLDHER
CTNTENPEVH
LOEYLNQLGF
NFEGEVWHPLT
BRDIWP3SWEEWV
DPESTYIHEP
HEDSPAAKEYL
EVGPETVHIF
GPMLLGVEAV
TIELFNIVEE
WIRNLIEQ

.ILLESAIR.N
.QVEIPFEPAR.V

. INPLVPVDLVIDHSVQVDVAR. S
. SENAVQANMELEFQR . N
FAFLE.W

FVEFHGEGMR . E
FVEFHGEGMR.E Oxidation (M)
ADWHSCLDNR .V
A
QIFFR.D

. STYIHEPPYFE. G
DFNSYGSR.R
GTFANIR.I
.SNLVGMGIIPLCFE.A Oxidation (M)
.SFTCTLR.F



Spot No.: 37

Mascot score: 94  Sequence coverage %: 19

NCBI accession No.: gi| 14596025

Matched peptides No.: 20 Total peptides No.: 55
Calculated Mr: 113852 Calculated pl: 6.51

Annotated PMF spectra:

rBas.555

130
125 2273609

120
115 931.749 1642.227
110
105
100
95 1320979
90
85
80
75 805.617
70
85
B0
&5
&0
45
40
35
a0
2%
20
15
10
5

1530.182

1179.870

1808.322

(354,452

2702774 3061.967

(1)

1000 1500 2000 2500 3000 iz
Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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78 100
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
T01
T51
g01
851
a01
851
1001

MERARRLAYR
RSVNHTALFG
DHIDSLIDAT
FIGMGYYNTH
ITDLTGLEMS
DVCETRADGF
KNAHANGVEV
AAFLATSQEY
ICTAQALLAN
QELPFFDTVE
VDELFEVFAS
EHELLRYIHK
PFAPVEQLQG
AYHMSRCDHH
VREALELNKD
MNAQVGLTSE
PSHEVIPTGG
DASKIATLNA
PEDVAKRLMD
EEIAQIEKEGN
SSKFWPTTGR

GIVERLVNDT
RHQQTRSISV
VPESIRLDSM
VPTVILRNIM
MASLLDEGTA
DLEVVTSDLK
VMATDLLALT
KEMMPGRIIG
MAAMYAVYHG
IKCSDAHATA
GKPVEFTAES
LQSKDLSLCH
YQEMFENLGD
RNVCIIPVSA
NLAALMVTYE
GFIGADVCHL
IPQPEKTAPL
NYMAKRLEKH
YGFHGPTMSW

ADVONNVLEG
VDHVYGDREL

KRHRNAETPH
DAVEPSDTFP
KFSKFDAGLT
ENPAWYTQYT
ALFEAMAMCNN
DIDYSSGDVC
VLEPPGEFGA
ISVDSSCGRQA
PAGLESIAQR
DAASKSEINL
LAPEVQNSIP
SMIPLGSCTM
LLCTITGFDS
HOTNPASAAM
STHGVYEEGI
NLHETFCIPH
GAISAAPWGS
YPVLFRGVNG
PVEGTLMIEP
LPHPPSLLMA
VCTLLPEEEQ

LVPHAPARYV
RRHNSATPDE
ESQMIQHMVD
PYQAEISQGR
ILEGKEKTEFV
GVLVQYPGTE
DIVVGSAQRF
LRMAMQTREQ
VHGLAGIFSL
RVVDSTTITA
SSLTRESPYL
KLNATTEMMP
FSLQPNAGRA
CCGMRIITVGT
DEICNIIHEN
GGGGPGMGPT
ALILPISYTY
TVAHEFIIDL
TESESKAELD
DIWEEPYSRE
VTAAVSA

S5LSPFISTE
QTHMAEFCGFE
LASENEVFEFES
LESLLNFQTV
ITASHCHEQTI
GEVLDYAEFV
GVPMGYGGPH
HIRRDEATSH
GLNELGVAEW
SFDETTTLDD
THPIFNMYHT
VIWPSFIDIH
GEYAGLMVIR
DAFGHNINIEE
GEOVYMDGAN
GVENHLAFPFL
IAMMGSGEELT
RGFENTAGIE
RFCDALISIR
YTAAFPAPWLE

Matched peptides information:

Start - End Chserved Mr (expt) Mr(calc) pRm Miss Segnence
82 - 96 1739.1921 1738.1848 1737.7853 230 1 R.BRHNSATPDEQTHMAK.F Oxidation (M)
83 - 96 1583.1333 1582.1260 1581.6842 279 0 R.HNSATPDEQTHMAK.F COCxidation (M)

125 - 146 2462.7650 2461.7577 2462.1934 -177 1 EK.FDAGLTESQMIQHMVDLASENE.V
255 - 263 1022.7491 1021.7418 1021.5193 218 1 EK.TRADGFDLE.V
340 - 361 2344 .5557 2343.5484 2343.093%4 132 0 R.FPOVPMGYGGPHAAFLATSQEYE.R Oxidation (M)
363 - 367 623.4294 622.4221 622.2567 266 0 R.MMPGR.I 2 Oxidation (M)
363 - 378 1680.2103 1679.2030 1678.8382 217 1 R.MMPCRIIGISVDSSCK.(Q 2 Oxidation (M)
389 - 393 682 .5155 681.5082 681.3558 224 0 R.EQHIR.R
445 - 460 17%2.1327 1791.1254 1750.9455 100 0 K.LGVAEVQELPFFDTVE.I
476 - 481 731.576%9 T730.5697 T730.3973 236 0 K.SEINLR.V
651 - 656 780.5345 T79.5272 T779.3384 242 0 R.AYHMSR.G Oxidation (M)
657 - 661 621.4541 620.4468 620.2779 272 0 R.GDHER.N
662 - 684 2386.6096 2385.6023 2385.1062 208 0 R.NVCITFVSAHGTHNPASAAMCGME.I
775 - 733 1855.2809% 1854.2736 1853.8917 206 0 KE.TFCIPHGGGGPGMGPIGVE.N Oxidation (M)
870 - 876 931.748%9 930.7417 930.5076 252 0 EKE.HYPVLFR.G
942 - 8950 1094.8137 109%3.8064 1093.5590 226 0 R.FCDALISIR.E
990 - 1000 1320.9786 1319.9713 1319.6662 231 0 R.EYAAFPAPWLR.S

1004 - 1010 864.6285 863.6213 863.4290 223 0 EKE.FWPTTGR.WV

1011 - 1013 937.6605 936.6532 936.4301 238 0 R.VDNVYGDR.E

1011 - 1019 1065.7593 1064.7520 1064.5251 213 1 R.VDNVYGDEE.L



Spot No.: 38

Mascot score: 103

NCBI accession No.: gi| 312281703

Matched peptides No.: 14

Calculated Mr: 38065

Annotated PMF spectra:

Sequence coverage %: 51

Total peptides No.: 70

Calculated pl: 5.48

- 2 2 4 a2 —a —a —x hJ b3 P
S e A T E N SO o B = B B o o TR U R e S (]
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2501.264

2717110
3006.579 3223.396

1000 1500 2000

Probability Based Mowse Score:

2500 3000 mfz

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

1
51
101
151
201
251
301

HMDLRFLASLT
QENIREVELY
QHNNVHNYVDD
RIEVSTAIDM
YTYFSYAGHE
RSGGESLINVY
ETETYLFAMY

TLLGLFFVHS
SPDHDWVLAAL
VEFRYVEVGH
GVLGESYPPS
DRIRLDYALF
VESETGWETEG
DENEEFTEED

HTRAAGQOVEY
RGSDIEVMLG
EVEIFDSYSQ
RGSFRGEVMY
TASPGTVSDE
GTETHNLENAR
VEKFWGLFHE

in Bold Red

CYGRYGDNLP
LPNQDLORIA
FLVEAMENID
IMEPIIRFLY
PRSYQNLFDA
IYSHNNLINHV
NEQPEYEVNF

SPAETIELFE
S5QSEADTHV
BAVLGSGLGG
HEESPLHLNL
MLDAVHSALE
FHNGTPERPGE
G

Matched peptides information:

Start
35
59
T2

115
124
142
154
172
176
188
188
215
252
336

- End
- 50

- 71

- 88

- 123
- 141
- 151
- 171
- 187
- 187
- 152
- 183
- 232
- 280
- 341

Observed

1793,
1469,
1500.
994,
2161.
886.
1866.
1837.
1418.
620.
748.
1906.
2991,
T28.

8150
7564
5030
5064
0110
5640
8517
8761
6834
4245
4395
9376
4420
4120

Mr (expt)
1752,
1468.
1895.

9383,
2160.
885.
1865.
1836.
1417.
619,
T747.
1505.
2950.
T27.

8077
7431
8957
4951
0037
5568
G444
G688
6761
4173
48286
9303
4347
4048

Mr (calc)
1792,
1468,
1899.

993,
2160.
885,
1865.
1836.
1417.
619.
T747.
1505,
2950.
727.

3883
7674
9360
5131
01s7
5032
2081
2478
T309
3693
45643
9472
3741
3177

ppm
-45
-12
-21
-14
-7
&0
-34
-a3
-39
77
24
-9
20
120

Mizs= Segmence

o

oo rFrOoOOQoFOoOOQOOOQOO

APPEEANAPAR DD

LDYALFTASPGTVSDEPR. 5
SGGESLDVVVSETGWETEGGTETNLENAR . I
- YEVNFG. -

(M)

(M)
(M)

YCDNLPSPAETIELFE.Q
LYSPDEDVLAALR. G
GSDIEVMLGLENQDLQR.I Oxidation (M)
YVSVGNEVE. T

IFDSYSQFLVEAMENIDR.A Oxidation
AVLGSGLCGCR. I

VSTAIDMGVLOESYPPSK.G Oxidation
GSFRGEVMVIMEPIIR.F 2 Oxidation
CEVMVLMEPIIR.F 2 Oxidation (M)
FLVNE.E

FLVNEE. &



Spot No.: 39

Mascot score: 86 Sequence coverage %: 43
NCBI accession No.: gi| 312281829

Matched peptides No.: 15 Total peptides No.: 105
Calculated Mr: 43118 Calculated pl: 6.49

Annotated PMF spectra:

1308 655
)
21
o0
19
18
17
16 1128.572
15
4 1475 770
13
12
11
g [E70414
873.520
91| 696 506
i 2383 969
7
B 2501 264
1851 937
5
4
. 2163.058
2 a7 915 1 2717 110
! 3006.575 3223.396
(10%)
1000 1500 2000 2500 3000 iz

Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1 MASSSATLLE ASPVESDWWVE GQSHLLEQPS SVALTREHVA PRALTVRAAS
51 AYADELVETLA ETIASPGRGI LAMDESHATC GERLASIGLE NTEANEQLYER
101 TLLVSAPGLG QYISGATLFE ETLYQSTVDG EEMVDVLVEQ NIVPGIEVDE
151 GLVPLVGSND ESWCQGLDGL ASETAAYYON) GARFLAEWRTV VSIPHGPSAL
201 AVEEAAWGLA BYAATSQDSG LVPIVEFEIL LDGEHGIDET YEVAEEVWAE
251 VFFYLAQHMNYV MFEGILLEPS MVTPGAEAFD RATPEQWVASY TLELLEMEIP
301 PAVPGIMFLS GGQSELEATL NLWNAMWNQGTN PWHVSFSYAR ALQNTCLETW
351 GGEEENVEAA QDTLLTRLER NSLAQLGEYT EEGESEDLAEE CGHMFVEGYTY
Matched peptides information:
Start - End Chserved Mr (expt) Mr (caleo) pom Miss Segnence
37 - 58 2256.1127 2255.1054 2255.1510 -38 1 R.SHVAPSALTVRAASAYADELVE.T
62 - 68 T01.4471 T00.4358 T00.3868 T8 0 K.TIASPGR.G
6% - 83 1638.8058 1637.79%85 1637.7501 30 1 R.GILAMDESHATCGER.L Oxidation (M)
83 - 96 1543.7%00 1542.7827 1542.8114 -15 1 FK.RLASIGLENTEANR.{Q
84 - 96 1387.7160 1386.7087 1386.7103 -1 0 R.LASIGLENTEANR.Q
133 - 147 1669.8744 1668.8671 1668.5120 =27 0 EK.MVDVLVEQNIVPGIK.V OCxidation (M)
174 - 183 1128.5724 1127.5651 1127.535%9 26 0 R.TAAYYQQGAR.F
204 - 211 873.5203 872.5130 872.4504 72 0 K.EAAWGLAR.Y
212 - 239 3006.5790 3005.5717 3005.5346 1z 0 R.YAATSQDSGLVPIVEPEILLDGEHGIDR.T
269 - 281 1358.6695 1357.6622 1357.6660 -3 1 K.PSHMVTPGAEAFDE.A
280 - 293 1578.8222 1577.814% 1577.804% & 1 EK.DEATPEQVASYTLE.L
282 - 293 1307.6782 1306.670% 1306.6769 -5 0 R.ATPEQVASYTLE.L
349 - 358 1175.6006 1174.59%33 1174.5731 17 1 K.TWGGEEENVE.A
359 - 387 988.5580 587.5507 987.534% 16 0 KE.AAQDTLLTR.A
3590 - 399 1194.6135 1193.6062 1153.5427 53 1 K.EGMFVEGYTY.-



Spot No.: 40

Mascot score: 86  Sequence coverage %: 15

NCBI accession No.: gi| 15238686

Matched peptides No.: 12 Total peptides No.: 28
Calculated Mr: 84646 Calculated pl: 6.09

Annotated PMF spectra:

1096.761

a0

45

40

5 2163.551

a0 1412.072

25

659,434
20

18 476.0682  1859.193

805.518
10

1494.051 2075.520
1731.196
i _d i 'l 1-

1000 1500 2000 miz

1307.924 2304 679

(10%)

Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probahility that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.0%).
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T I._|
g0 =4]
Probability Based Mowse Score




Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
a0
a5
601
651
T01
751

MASHIVGYER
AAGTKFIPSN
NASVEPAMEMT
TVEVLVGEVS
TWIQLDEEVL
AYKTLTSLEG
NDFARSLSTL
LAFARQKVVE
AAAALRGSDH
REYKAKKVSE
GEQLSGFAFT
SREMEGMLTG
VIQIDEAALR
SHFNDIIHSI
HSPRIPSSEE
VDAARLIRSQ

MGPKRELKFA
TFAHYDQVLD
KWFDTNYHYI
YLLLSKALKG
VMDLEGQKLQ
VTAFGFDLVR
QALEGIVGKD
VNALAKALAG
RRATNVSARL
EDYVEAIKEE
ANGWVQSYGS
PVTILNWSEV
ECLPLRESEH
IDMDADVITI
IADRVNRMLEA
LASLK

LESFWDGKST
TTAMLGAVEP
VPELGEEVNF
VDKSFELLSL
AFTGAYAELE
GTKTLDLVEZL
KLVVSTSCSL
QRDEALFSAN
DAQOKKLNLE
IKKVVDLQEE
RCVKEEVIYG
RNDQPRHETC
AFYLDWAVHS
ENSRSDEKLL
VLEQNILWVHN

AEDLQEVSAD
RIGYTGGEIG
SYLSHEAVHE
LPFEILPIYEE
STLSGLHVLY
GFPEGEYLEL
LHTAVDLINE
AAATASBRESS
ILPITTIGSFE
LDIDVLVHGE
DWVSEPFRAMTV
YQILTATEDE
FRITHCGVQD
SVFBEGVEYG
FDCGLETEEY

LESSIWEQMS
LDVYFSHARG
YEELEALGVD
VITELEAAGR
ETYFADIFPAE
GEVVDGRNIWL
TELDDEIESW
PEVINEGVQE
PQIVELRERVR
PEENDMVEYFE
FWSAMAQSMT
VEDLEEGGIG
STQIATHMCY
AGIGPGVYDI
TEVEPALENM

Matched peptides information:

Start -
367 -
373 -
401 -
474 -
597 -
611 -
679 -
679 -
689 -
705 -
705 -
745 -

End
387
387
411
493
610
616
684
688
704
714
717
755

Observed
2075.5205
1507.0680
1096.7615
2304.6786
1412.0722

684.4377

734.4973
1147.8516
1659.1978
1116.7512
1458.0740
1157.7578

Mr(calc)
2074.0807
1505.7474
1095.5785
2303.1645
1410.7831

683.3966

733.4487
1146.6761
1657.8213
1115.5458
1456.7521
1156.6274

Mizss Seguonence

1 K.ALAGOEDEALFSANARALASRE.R
E.DEALFSANAAALASRE.R
K. AAMALEGSDHR.R
K. VWDLQEELDIDVLVHGEPER.N
GGIGVIQIDEAALR.E
EGLPLR.K
LLSVFR.E
LLSVFREGVE. Y
YCAGIGPGVYDIHSPR. I
IPSSEEIADR.V
IPSSEEIADEVHE. M
PALFEMMVDAAE. L

Mr (expt)
2074.5132
1506.0607
1095.7542
2303.6713
1411.06459

683.4305

733.4%00
1146.8443
1658.1905
1115.7439
1457.0667
1156.7505

ppm

209
208
160
220
200

50

56
147
223
178
216
106

HEOOoEOOoOOoRO
REEANAEA



Spot No.: 41

Mascot score: 93  Sequence coverage %: 14

NCBI accession No.: gi| 146572852

Matched peptides No.: 9 Total peptides No.: 27
Calculated Mr: 61174 Calculated pl: 6.27

Annotated PMF spectra:

900.541
a0
75
70
B4
B0
764.471
95
a0
45
40
1023.603
3
30 1124.695
1303761
25
1817.105
20
15 1171643
10 1442.868 2185.360
2351.443
5 2017316
1000 1500 2000 miz

Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

DEEITCEENN
WDGFSHRYFPE
SRIIPEGEVS
EYEGFLDRQI
DAPGRCSPHV
KGEIGPVHMIT
MROTVGSRLE
AMMDAGVELT
GDPLIYVTEN
VREGYFAWALG
GIVENSVEQD

PFTCSNIDIL
FAGSDLENGD
RGVHQGGLDY
IQDFEDYADL
DTEHRCYGGH
EWFLEFFDESD
NFTEEEAELV
YDNSRGEFLG
GFS5TPS5ENER
CHYEFCEGFET
FLRSSL55Q5

SSENFGFDFI
TTCESYTRWQ
YHELIDALLE
CFEEFGGEVE
S5TEPYIVAH
FASIERRFRM
AGSYDFLGLN
PLFVEDEVHG
EQATADYERI
VRFGLSYVHW
QEERFADR

Matched peptides information:

Start
28

68

a6
174
195
254
295
297
303

- End Observed Mr (expt) Mr({calc)
- 44 1817.1052 1816.097% 1815.8792
- 78 1303.7608 1302.7535 1302.514¢
- 102 200.5414 899,5341 899,4230
- 180 764.4710 T63.4638 T63.4228
- 205 1077.6568 1076.6495 1076.5251
- 261 202,5995 901.5923 201.5055
- 302 1023.6033 1022.5960 1022.4967
- 302 810.4389 809.4316 809.3742
- 308 659.4433 658.4360 658.3762

FGVASSAYQI
KDVDVMGELN
ENITEFVILF
HWITINQLYT
NQLLAHATVV
NQFFHGWYME
YYVTQYAQPK
NSYYYPKGIY
DYLCSHLCFL
EDLDDRNLEE

Fpm
120 Q
183
117

54
116
9¢
a7
71
91

oo ooOROO

EGGRGRGVNV
ATGYRFSFAW
HWDLEQTLQD
VETRGYAIGT
DLYRTEYKF(Q
PLTEGRYPDI
PNPYPSETHT
YVMDYFETKY
REVIKEEGVN
SGEWYQRFIN

Miss Segnence
DFIFGVASSAYQIEGGR. G
HGDTTCESYTR.W

FEFAWSR.I
EFGGEVK.H

IGEVMITR.W
GEYFDIMR. O

PHARDASAR

QIVGSR.L

GYAIGTDAPGR.C

Oxidation (M)
Cxidation (M)

YEDIMR.( Oxidation (M)



Spot No.: 42

Mascot score: 8/  Sequence coverage %: 17

NCBI accession No.: gi| 152207441

Matched peptides No.: 13 Total peptides No.: 38
Calculated Mr: 62750 Calculated pl: 8.71

Annotated PMF spectra:

1023.425

25
24
23
2 1102.540
2
20
19
13
17
1B 932,362
15
14
13
12 1290.539

"

2352.244
764.2595

1844.813

2154.075

2017.0745

2480.143
1 J‘ Hr 420741 l I
UU% od [ Lsull

1000 1500 2000 2500 mfz

RNW = Mm@ D0

Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

MELLHGLALY
FEJASEAYOT
EDVDVMGELN
FMITPFVTLF
MWITINQLYT
LLAHARRVDYV
FFLGEFMDPL
TTOYACPEFRN
YTYYPEGIYYV
LCSHLCFLERE
LMNDEMLEESG

FLLAARASCEAL
EGGRGRGVIY
ATGYRFSEAW
FWDLPOTLCD
VPTRGYAIGT
YRTEYEF QK
TEGRYPD IMR
PVTWANHTAM
MDYFENEYNI
VIREEGYHIE
EWYO3FINGT

DEEITCEENM
WDGFSHRYPE
SRIIPEGEVS
EYEGFLNETV
DAPGRCSPEWV
KIGPVMITREW
EIVGERLPNF
MDPGAELTYM
PLIY¥ITENGF
GYFAWAL GDH
TENFPAEQDFER

Matched peptides information:

Start
88
116
186
194
215
272
272
287
293
313
313
315
466

- End
- 93

- 122
- 193
- 200
- 225
- 279
- 279
- 292
- 299
- 320
- 320
- 320
- 485

Observed

1303.
aoo.

1031

202

1007

2352

5817
3528

.3714
764.
1077.
gdo.

2984
4758
4160

.4136
677.
G05.

2048
3217

.4397
1023.
§10.

4247
2794

.2441

Mriexpt) Mri{calc)
1302.5744 1302.5146
899.3455 899.4290
1030.3641 1030.4430
763.2912 763.4228
1076.4685 1076.5251
885.4087 885.5106
901.4064 901. 5055
676.1975 676.3140
804.3145 §04.3912
1006.4324 1006.5018
1022.4174 1022,4967
809.2722 809.3742
2351.2368 2351.1045

PFTCENTDIL
K3GSDLEHGD
RGVNQGGLDY
IDDFEDYADL
DERCYGGNIS
FLPFDETD QA
TEAEAELWV A
N3RGENLGPL
STPGEETREE
YEFCEGFTVE
RPHNLSLEMNQE

Ppm
46 1]
-93
=77
-172
-53
-115
-110
-172
-95
-69
-78
-126
56

Ll — T T — T — I — I — I — I — |

A3FNFGEDFI
TTCESYTRWO
YTHELIDALLE
CFEEF GGEVE
TEPYIVAHNG
SPDAAHBMEE
SYDFLGLNYY
FVEDEEMNGIAL
AVADSERIDY
FGLITVNWTD
FMLADA

ARERERERERRARRAREA

Miss Segquence

.HGDTTCESYTR.W

.FSFAWSR.TI

.DY¥ADLCFK.E

.EFGGEVK.H

. GYAIGTDAPGE. C

. IGPVMITE.W

CIGPYMITE.W Oxidsation (M)
.TDQASR.D

.DAAHFMK . E

. GRYPDIME . E

.GRYPDIMR.E Oxidstion (M)
YPDIMRL.E Oxidation (M)

. BVHIKGYFAWAL GDNYEFCK. G



Spot No.: 43

Mascot score: 86

NCBI accession No.: gi| 78096539

Matched peptides No.: 10

Calculated Mr: 23412

Annotated PMF spectra:

23
22
21
20
19
13
17
16
15
14
13
12
1

10

MW = M 3

1

(104

Seqguence coverage %: 37

Calculated pl: 9.37

Total peptides No.: 42

B55.300

902,464

7B4.329

1023.480

1102.5%

12590557

1475780

1844.818

2017.082
4

2163127

A

2352.204

1

2480099
i

1000 1500

Probability Based Mowse Score:

2000

iz

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

N
a0
k

Protein Score



Matched peptide sequences: shown in Bold Red

a1
101
151
201

MAMVWVAAGAR MPVSVLVLVA LVVVCLSANG
FCATWDADME LAWRQRYGWT
THRATGARTV ABVVDQCDES AGSTLTEPCS
S5AARTDHAR DHEMLLHIPT IVAANKYAWE
EGMQEMLE5D SEYLVM

ITHWDLEVAST

Matched peptides information:

Start

104
113
133
156
161
164
133
206
206

- End
- 10

- 112
- 132
- 155
- 163
- 178
- 178
- 201
- 218
- 218

Observed

gel.

S02.
2153.
2185.
1007.
1845.
1421.
1077.
1274.
1290.

3408
T401
3492
4793
Ta690
0664
0422
T9524
8567
G464

Mr (expt)
860.
901,

2152,
2184,
1006.
1544.
1420.
1074.
1273.
1289.

3335
7329
3419
4720
T617
0551
0345
7851
8454
8391

Mr (calc)
860.
901,

2151,
2184,
1006.
1844,
1419.
1076.
1273.
1289.

4538
5054
9637
9805
4693
0osa
8272
4561
5570
55139

ARROORSSVE ATYNLYNFPEE
AFCGPAGRHG QPSCGRCLOV
GERSTPTEAAS PMATSSSTTS
IS5IGENETQ PESISASMEY

Pom Miss Sequmence
-140 0 M.AMVVAAGAR.M Oxidation (M)

248 1 R.ATGARTVAR.V
1786 1 R.VVDRQCDRSAGSTLTSPCSGR.S
-233 0 R.STPTEAASPMATSSSTTSSSAAR.T
251 1 R.TDHARDHR.M
27 1 R.DERMLLEIPTIVAANK.Y Oxidation (M)
146 0 R.MLLEIPTIVAANE.Y
269 0 K.S5ISASMFYR.G Oxidation (M)
230 0 R.MLSSDSEYLVM.-
223 0 R.MLSSDSEYLVM.- Oxidation (M)



Spot No.: 44

Mascot score: 84

Seqguence coverage %: 20

NCBI accession No.: gi| 152207441

Matched peptides No.: 14

Calculated Mr: 62750

Total peptides No.: 51

Calculated pl: 8.71

Annotated PMF spectra:

45

40

35

30

25

20

15

10

5

(10%)

764.370

1023.4M

902.490

1102.604

1290.557

2352.271
1844.854

2154.103

201?096“L
;‘h. B N

1000

1500 2000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

HWumber of Hits
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N

Probability Bazed Mowze Score



Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

MELLHGLALWV
FGVASSAY(QT
EDVDVMGELI
FNITPFVTLF
NWITIMNQLYT
LLAHLAAVIN
FFLGRFMDPL
TTOYLQPEPN
TYYPEGIYYV
LC3HLCFLEE
LNDPMNLEESG

FLLALASCEL
EGGRGRGVIV
ATGYRF SFANM
PWDLPOTLQD
VPTRGYATGT
TRTEYEFQEG
TEGRYPD THR
PVTWANHT AN
MDYFENEYNI
VIREEGVHIE
EWYQ3F INGT

DEEITCEENI
WDhGFSHRYPE
SRIIPEGEVS
EYEGFLNRTV
DAPGRCSPEWV
EIGPVMITREW
ETVGSRLPNF
MDPGLAELTYH
PLITITENGF
GYFAWAL GDH
TENPLEQDFER

Matched peptides information:

Start
48
88

116
186
194
215
272
272
287
293
313
313
315
466

- End Ohserved Mri{expt) Mr{calc)
- 64 1816.9361 1815.9288 1815.8792
- 98 1303.6452 1302.6379 1302.5146
- 122 200.4158 899.4085 899.4290
- 193 1031.4316 1030.4243 1030.4430
- 200 764.,3697 763.3624 763.4228
- 225 1077.5356 1076.5283 1076.5251
- 279 886.4521 685.4448 885.5106
- 279 202.4902 901.4829 901.5055
- 292 677.2677 676.2605 676.3140
- 299 805.3959 §04.3887 804.3912
- 320 1007.4891 1006.4818 1006.5018
- 320 1023.4907 1022.4834 1022.4967
- 320 810.3496 809.3423 809.3742
- 485 2352.2712 2351.2639 2351.1045

PFTCSNTDIL
E3G3DLEHGD
RGVNOQGGLDYT
IDDFRDYADL
DEECYGGN3S
FLPFDETD QL&
TEAELELWVAG
N3RGENLGPL
STPGEETREE
YEFCEGFTVE
RPNLSLENQE

ppm Miss
27 1]
95
-23
-18
-79
3
-74
-25
-79
-3
-20
-13
-39
68

Lol — T el — I — T — I — I R — T — ]

S3FNFGEDFI
TTCESYTRWQ
YTHELIDALLE
CFEEF GGEVE
TEPYIVAHNG
SPDAAHBMEE
SYDFLGLNYY
FVEDEENGIL
AVADSERIDY
FGLITVNWTD
FMNLADA

Sequence

HEd RS EEREDSR DD R R

.DFIFGVASSAYQIEGGR. G
.HGDTTCESYTR.W

.FSFANSR. I

.DYADLCFK.E

.EFGGEVE.H

. GYAIGTDAPGR. C

. IGPVMITR.W

LIGPVMITR.W  Oxidation (M)
.TDQASR.D

. DAANRME . E

. GRYPDIMR.E

.GRYPDIMR.E Oxidation (M)
_YPDIMR.E Oxidation (M)

. GVHIKGYFAWALGDHYEFCK. G



Spot No.: 45

Mascot score: 85  Sequence coverage %: 19

NCBI accession No.: gi| 10177293

Matched peptides No.: 12 Total peptides No.: 33
Calculated Mr: 61812 Calculated pl: 9.60

Annotated PMF spectra:

559,362
20
19
19
17
16
15
14
13 2163 266
12
968 204
1 829 297
10
o] |72
5
7
5 1201 666
1113.705
5
. 1549 959
3
; 1318.755 —
1
1466 635
bl
109 R -
700 8O0 900 1000 1100 1200 1300 1400 1500 1ROO0 1700 1800 1900 2000 2100 miz

Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1

L
101
151
201
251
301
351
401
451
301

MDP3SAAPYTHE
GERGGTGOTE
NFTVESPTWVQ
EATAELGFTE
SAQPRLGQDD
EGFQIRDLEE
GFEPQIREIV
LEANQS TNV
ROLEMDGUWEPL
DIECVWNTDE
ILQEAGOVVE

RYTGGEGEGETE
DR EH TGS
AMTEQDWVAMT
PTPIQAQGWE
GPIVLILAFPT
GVEIVIATPG
SQIFRFDEQTL
IEIVPTPEEY
LATHGDETQS
FHNTLEDYIHE
PTLIALVER3S

P3PVHMAGDIS
GGGRGEIZFER
RTERDISVEG
MALEGEDLIG
RELAVOQIQEE
RLIDMLECQH
LWSATHEREWV
NELLTLLEQL
ERDEVLAEFE
IGRTGFRAGAKE
GIGTGEICGT

GYNEYP3FQF
ELDSVSLPEQ
BRDWEFFMENF
IAETGEGEETL
SFREFGLRIGV
THLERVTYLV
ETLARQFLRD
MDGSEILIFV
SGRIPIMTAT
GMAF TFF THD
FINFEFPRGGGE

P3GGFIVGRG
NFGHNLVHFEE
QDANFPDIIL
AYLLPALWVHV
R3ITCIYGGARP
LDEADEMLDHM
PYEAITGSTD
ETERGCDOVT
DWVALARGLIDVE
HAFFARELWE
GGGFGDERSE

351 STSHEVPHGE ERTUW

Matched peptides information:

Start -
80 -
122 -
132 -
177 -
233 -
252 -
318 -
344 -
471 -
481 -
494 -
551 -

End
89

131
138
188
237
259
328
352
476
493
500
562

Dhserved
1143.6475
1161.6444

830.5137
1160.6395

620.3546

054.5522
1358.7645

917.3328

659.3615
1486.8347

862.4368
1286.7560

Mriexpt)
1142,.6402
1160.6371

829.5064
1159.6322
619.3473
053.54490
1357.7572
916.3256
658.3542
1485.8274
861.4296
1285, 7487

Mr{calc)
1142,
1160.

829,
1159.
619.
953.
1357.
91%5.
658.
1485.
gel.
1285.

ppm Miss Seguence

6295 a 1 .RELDSVSLPK.)
5786 50 . TERDISVEGR.D
4368 84 DVPEPHME .M Oxidation (M)
6085 20 .DLIGIAETGSGK.T
3806 -54 .EFGLR. S

5406 5 .GPQIRDLE.R

7143 32 .QTLLWSATHWPE.E
52290 -215 AITGSTDLE WA
3875 =50 .IGRTGR.A

6711 105 . GMAF TFFTHDHAK . F
5072 -90 .FAREIVEK.I

6527 75 . STSHFVPHGGER . T

O R OORRO O R
TR RAEAERDDEREADODSD D DR



Spot No.: 46

Mascot score: 84 Seqguence coverage %: 24

NCBI accession No.: gi| 34849893
Matched peptides No.: 20 Total peptides No.: 76
Calculated Mr: 89768 Calculated pl: 6.52

Annotated PMF spectra:

1080 552
3
a0
29
28
77
%
2
24
23
22
21
20
19
18 1430.770
17 636,462
18
15
14
13
ﬁ 1308650
10 791 609
g
8
7 2257 1134
B
5
4
3 7384.001
2 1791.763
1 i 271742 TI67 532
P 1 " N L n "
(104
1000 1500 2000 2500 3000 iz

Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751

HELENQMEAFP
HSDVGSTEEC

VCVRWYQQVD
EMEENIESLQ
VEKEEEMALEQ
EREKSSILEN
SELQQVRDDR
TCSLQEERIK
LADTERQLFE
IAYPTSTESL
ALDGYEVCIF
STQCWRYRMQ
HDVNGNTHVS
VFTLRISGVN
SLSALSDVIF
SSTGESLCSL

LPSPNVEREA
GKVEFTEDEV
ETHVQDKENL
EKLSKEKLSK
RVTSLEDMYE
LTTLRGHSKS
DRHVVQSQKEL
MLEQELAFAR
GELLRKKLHN
GRGIDVVQSG
AYGQTGSGKT
VSMLEIYNES
DLTIVDVCSI
ESTEQQVQGV
ALARREDHVE
RFAARVNACE

LSSIPFDRRR
LALLNERAKA
SSSLQSAEER
LDATENHRRE
RLQEYNTSLQ
LQDQLASSRV
AGEILMYEES
EKLEMVDLSM
TILELEGNIR
NKHPFTFDRV
YTMMGRPETPE
IRDLLSTSRT
GQISSLLQQA
LNLIDLAGSE
FRNSELTYLL
IGIPRRQTSA

Matched peptides information:

777

EETQGTGRRQ
GKFDTEGKIE
YSDEKELDAKT
KDCRVVAEKL
QYNTELQTDL
SQDEAVEQED
VGESSHELDI
SHTMTEFEEQ
VFCRVRPLLP
FDHGASQEEV
EQEGLIPRSL
IAIESVRADS
AQSRSVGKTH
RLSRSGATGD
QPCLGGDSET
KLLDSRLSYG

VLSTVNRQDA
OMTDIIRKLK
KEEELRATIT
(VSLREELDE
EVAREAHTRA
SLLMEVNNLQ
LILKSGSLEE
KQCMHELQDR
DDGCGRQEASY
FFEISQLVQS
EQIFETSQSL
STSGRQYTIT
MNEQSSRSHF
RLEETQAINK
LMFVNISEDE

R.NQNRAFPLESPNVE.E

K.EEALSSIFFDK.R
K.EALSSIPFDER.R

K.LQVSLREELDK.V

K.QRVTSLEDMYK.R Oxidation (M)

K.LQTDLEVAREAHTR.A

K.MLEQELAFAK.E

K.QCMEELQDR.L Oxidation (M)

R.VRPLLEFDDGGR.Q

K. TSQSLETQGWEYK. M
K.MOVSMLEIYNESIRDLLSTSR.T

K.SLEALSDVIFALARK.E

— End Obzerved Mr (expt) Mr({calc) ppm Miss Segnence

- 8 897.4349 896.4276 896.4%40 -74 1 M.PLENQNR.A

- 17 1434.7468 1433.739%5 1433.773% -24 1

- 28 1234.6392 1233.631% 1233.6605 -23 1

- 28 1262.6217 1261.6144 1261.6666 -41 1

- 33 1033.5143 1032.5070 1032.4%48 12 1 R.EETQGTGRR.Q
- 97 1090.5312 1089.523% 1089.5740 -46 0 E.IEQMTDIIE.K
- 200 1329.6380 1328.6307 1328.7258 -75 1

- 220 1357.6663 1356.6590 1356.6555 -0 1

- 249 1638.8508 1637.8435 1637.8485 -3 1

- 370 1179.5725 1178.5652 1178.6005 -30 o

- 400 1232.5836 1231.5763 1231.5074 14 o

- 426 1080.5520 1079.5447 1079.6338 -83 0 E.LENTILELE.G
— 445 1154.5784 1153.5711 1153.6517 -67 o

- 4739 891.4628 890.4555 890.4287 30 0 FKE.HPFFTFDE.WV

- 558 1513.7177 1512.7104 1512.7572 -31 1

- 579 2501.2839% 2500.2766 2500.2301 15 1

- 578 791.5093 T90.5020 T790.4185 106 0 R.DLLSTSR.T

- 655 1006.4620 1005.4547 1005.5396 -84 0 R.SHFVFTLR.I
- 715 1562.7460 1561.7387 1561.307% -108 1

- 786 1118.5168 1117.5085 1117.6091 -89 1

R.QTSAKLLDSE.L

Oxidation (M)



Spot No.: 47

Mascot score: 171 Sequence coverage %: 39
NCBI accession No.: gi| 30959098

Matched peptides No.: 25 Total peptides No.: 108
Calculated Mr: 49918 Calculated pl: 6.12

Annotated PMF spectra:

1080.552

18 1430.770
171 596 452

1308.650

10 791.509

2257 .034

2354.001
1791.763

1 i ErAER | 3367 .632
" " i i i

PP L P T

1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05}.
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

SVGFEAGVEE
ESSTGIWITV
EGKVEEMEEX
DELNEYGREL
FFMEWERDRFL
LGVPIVHHDY
HFEVLAFKALE
RGIFFTQDWV
FWGHAPGRAVA

YELTYYTPEY
WIDGLTSLDR
IVGNVFGFEA
LGCTIKPKLG
FCAEALYEAQ
LTGGFTANTS
LSGGDHIHAG
SLPGVLEVAS
NRVALEACVQ

ETEDTDILAA
YEGRCYHIEP
LAAIRIFEDLE
LSAFNYGRAV
TETGEIEGHY
LAHYCRDHGL
TWVWGELEGDER
GGIHVWHMEPA
ABRNEGEDLAWV

FREVIPQEGVE
VAGEENQYTIR
IFPPAYTETEQ
YECLRGGLDF
LHATAGTCEE
LLHTHRAMHA
ESTLGFVDLL
LTEIFGDDSV
EGHEIIREAS

FEELGRAVAD
YVAYPLDLFE
GPPHGIQVER
TEDDENVHSQ
MIFRAVFARE
VIDRQENHGH
EDDYIEEDRS
LOFGGGTLGH
EWSPELARR

Matched peptides information:

Start - End Ohserved Mr (expt) Mr{calc) PRm Miss Sequence
24 - 32 1021.650% 1020.6436 1020.5240 117 0 E.DTDILAAFR.V
120 - 125 614.4258 613.4186 613.3511 45 0 EK.ALAAIR.L
120 - 130 1240.87%8 1239.8725 1239.729% 115 1 EKE.ALAAIRLEDLE.T
126 - 130 645.3686 644.3614 644.3493 19 0 R.LEDLE.I
138 - 150 1465.9758 1464.9685 1464.7474 151 0 E.TFQGFPHGIQVER.D
138 - 152 1709.08%1 1708.0818 1707.86593 124 1 E.TFQGPPHGIQVERDE.L
179 - 185 910.5267 S90%.5195 909.4378 ] 0 R.AVYECLR.G
186 - 204 2170.2273 2165.2200 2168.9737 111 1 R.GGLDFTEDDENVHSQPFMR.W
186 - 204 2186.2217 2185.2144 2184.974¢ 110 1 ER.GGLDFTEDDENVNSQFFMER.W Oxidation (M)
205 - 208 632.3520 631.3447 631.3150 41 1 E.WEDR.F
21% - 227 976.4622 975.454% 975.4873 -33 0 EK.AQTETGEIEK.G
228 - 244 1967.1442 19%66.136% 1965.9037 119 1 EK.GHYLNATAGTCEEMIER.A Oxidation (M)
277 - 286 1187.8122 11686.8049 1186.6571 125 0 ER.DNGLLLHIHR.A
287 - 294 912.544%9 911.5376 911.4647 B0 0 ER.AMHAVIDR.(Q
287 - 294 928.5407 927.5334 927.4596 g0 0 R.AMHAVIDR.(Q Oxidation (M)
295 - 303 1170.7653 11695.7580 1165.5512 177 1 ER.QENHGMHFE.V Oxidation (M)
297 - 303 8958.5056 857.4584 897.4028 107 0 E.NHGMHFR.V
297 - 303 914.5017 513.4945 913.3377 106 0 EKE.NHGMHFR.V Oxidation (M)
311 - 325 1447.5468 1446.539%5 1446.757% 126 0 R.LSGGDHIBAGTVVGE.L
326 - 341 1520.1888 1819.1815 1815.9476 129 1 EKE.LEGDEESTLGFVDLLE.D
331 - 341 1245.83768 1248.8305 1245.6714 127 0 R.ESTLGFVDLLR.D
331 - 347 2013.2321 2012.2248 2012.0102 107 1 R.ESTLGFVDLLEDDYIEE.D
342 - 349 1053.6126 1052.6053 1052.4774 122 1 ER.DDYIEEDR.S
413 - 422 1116.7105 1115.7032 1115.5757 114 0 R.VALEACVQAR.N
427 - 437 1228.8208 1227.8135 1227.645%9 137 0 R.DLAVEGNEIIR.E



Spot No.: 48

Mascot score: 8/  Sequence coverage %: 23

NCBI accession No.: gi| 312282657

Matched peptides No.: 11
Calculated Mr: 53947

Annotated PMF spectra:

Total peptides No.: 38

Calculated pl: 6.43

35
953.542

30

25

20
829.406

1043 660

1242 666

(109

1381.750

1555.768
2185147

e

1465.765 1722.999

700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 2200 2300 mfz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.03).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401
451

MAGTGIFTEI
TQEEVNEVME
KEIAKPAKDS
YCLTSKIPLG
CLHMVHCFHL
SISKEAGMIE
VEVVLVMESV
LVMDAKEKGA
RINSVEEGIN
RGPDHFPFQG

LDGDVYEYYS
MAFSLOFSWHA
VTEVVRSGDL
VVLATPPFNY
AGFPEGLISC
LOMELGGEREDL
ADELVEEVERL
TFCOQEYEREG
HCHASNEGLR
LEDSGIGSQG

DGEWENS55G
KTPLWERAEL
ISYCAREGVE
FVHNLAVSKIL
ITGEGSEIGD
CIVLEDADLD
EVAFLTVGEP
NLIWFLLLDHN
GCVETEDINE
VINSINLMTE

Matched peptides information:

Start
18
32
77

109
117
137
289
303
359
387
452

- End Obse
- 25 1047.
- 41 1043.
- 83 866.
- 116 904.
- 130 1555.
- 148 1381.
- 2587 G958 .
- 317 1675.
- 387 1103.
- 401 1722.
- 482 1242,

rved Mr (expt)
5201 1046.5128
6601 1042,.6528
6239 865.6166
5488 903.5415
7681 1554.7608
7501 1380.7428
5418 957.5345
9081 1674.5008
5332 1102.5259
9389 1721.9316
6661 1241,6588

Mr(calc)
1046.4345
1042.5771

865.5134
903.4662
1554. 6984
1380.6674
4957.4304
1674.8750
1102.4753
1721.3505
1241.6193

ESVATVNEST
LEFAAATLED
ILGEGKFLLS
PALIAGHSLY
FLTHHPAVHC
LVLSNITEGG
EEHNCDITAVV
VEPFIMEIAWE
AMMISDAMET
VEITTVINLET

Ppm
75 0
73

115
83
40
55

109
15
46
24
32

o000 0000O

W R A AR R AR NN

RETQYKVQAC
NEAPIAESLV
DSFPGNERTK
LKPPTQGAVS
ISFTGGDTGI
FSYSGQRCTA
SESSANFIEG
EPFGPVLEVL
GTVQINSAPA
ESYSMG

Miss Segquence
YYSDOEWR . N

SVAIVNESTR.K
RAELLHE.A
DSVTEVVR.S

.SGDLISYCAREEGVR.I
.FLLSDSFPGHNER.T
.GGFSYSGOR.C
VVILVMESVADELVEK.V Oxidation (M)
.GATFCQEYKE.R
. IAWEEFFGFVLEFVLR. I
.GPDHFPFQGLE.D



Spot No.: 49

Mascot score: 82  Sequence coverage %: 14

NCBI accession No.: gi| 4210334

Matched peptides No.: 7 Total peptides No.: 13
Calculated Mr: 50272 Calculated pl: 6.00

Annotated PMF spectra:

§55.375

14 743 449

9585.461

1207 B51

2319.193

L N
1000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

N
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Matched peptide sequences: shown

Lin |
101
151
201
251
301
351
401
451

FA33GSDDND
GCIPSEALLH
TRGVEGLFEE
SDVESLPGIT
LG3EVTVVEF
DEVELIVERL
ILVYHERF 3T
DEVPGWWVYTY
GIVEILADEE
HFTHSEAIEE

WWIIGGEP GG
S3HMYHEAKH
NEVNTVECY G
IDEEEIVIST
AADIVPANDG
EGGEQTTLEL
VAGUTLIGDV
PEVASVCGETE
TDEILGVHIN
AAMATYDEPI

TVALTKALOL
VF ANHGVEVS
KFLSPSEVSY
GALSLTEIPK
EIRKQFQRSL
DVVLVSAGRT
IPGPHLLHEL
EQLEKEGVST
SPNAGEL IHE
HM

Matched peptides information:

Start
34
122
224
280
291
3ol
385

- End
- 39

- 143
- 228
- 290
- 300
- 306
- 392

Dbhserved
751.
2319.
706.
1207.
1031.
743.
985.

HMri{expt
750.3618
2318.1861
705.3504
1206.6440
1030, 5254
742 .4413
984 .4535

3691
1934
3667
6513
5327
4486
4607

} Mr{calc)
750,3582
2318.2006
705.3922
1206.6132
1030, 5407
742.,4337
084 .4487

in Bold Red

GLETTCIEEER
SVEVDLPANL
DTIDGEHVYY
ELIVIGAGYI
EFQEMEFHNLE
PFTSGLDLEK
EEDGVACVEF
NVGEFPFMAH
AVLATNYDAS

Ppm
] 1)

-6
-46
26
-13
10

5

== =N

GALGGTCLIN
AQEDTAVENL
EGEHIIVATG
GLEMGEVIIGE
TEANTGVD33G
IGVETDEGGR
TAGEHGHVDY
SRAELATIDTAE
SEDILARVCHL

Miss Seguence

.TICIEK.R

.KOF(R.S
.TPFTSGLDLEK. I
.IGVETDKGGR. I
ILVHER.F

REREZARR

-FLSPSEVSVDTIDGENVVVEGE . H

-FPFHMAHSR.A Oxidation (M)



Spot No.: 50

Mascot score: 150  Sequence coverage %: 39

NCBI accession No.: gi| 3033398

Matched peptides No.: 18 Total peptides No.: 57
Calculated Mr: 59890 Calculated pl: 5.89

Annotated PMF spectra:

B59.431

g5

2163202
g0

78

1023 525  1226.781
70

Jata]
60

jata)
1395.879

&0 805.471

45
40
a5 2273314

30

25 1660904

a0 906.543 475.838

15

1874108

10 2545 418

5

)

1000 1500 2000 2500 miz
Probability Based Mowse Score:

Protein score is -10%Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
301

MAESQTAQRN
GETASTLENA
HMEALNEHET
RAALKNHEDV
DSAVSEWLWEK
AEVNAGGIAT
COVASRDDIL
DGETEMFYEI
GGWLAQDSDD
TARNNCMLGM
VEEACQMGIG

QPQSSGESSGE
GVSVTKEVEKL
STFDVVVVHL
LIVVDSEDYQ
QTEGKEKFPE
ATQHHCREMS
EAYRLAVKAD
VVAPEYTARG
LTPEDISENS
GSGQENRVES
VIREPGGSIR

KQATLISLSDE
THFPEMLDGER
YEFYEEVTAP
AVLEYLEGGD
SFIVPLVLES
YHHYLDADAR
PVESAFGGIVA
LEVLEGESET
VSDEIPTESE
LEIAFFEAGE
DQDATDCCEE

Matched peptides information:

ROLASLGNGL
VETLHENIEG
GOISFEDGIE
SDQOFRRELA
SLRYGENFPHQ
WHCVSEFENP
FNVEVDEVLA
LEILEAKEND
LADAKFAWLC
EARGAALASD
YGVSLLFTHV

QELGYTIVST
GILARRDVEH
NIDIGGPAMI
WEKAFQHVALY
RAAFYVDESL
TCVVVEKHTNP
REIREFRSET
QGKLSLRQVG
VEHVESNATIV
AFFPFAWKDE
RHFRH

Start - End Chserved Mr (expt) Mr{calc) pRm Miss Segnence
1-3 1037.5782 1036.570% 1036.4607 106 0 -.MAESQTAQR.N Oxidation (M)
83 - 95 1398.8785 1397.8712 1397.783%2 59 0 E.TLHPNIHGGILAR.R
127 - 151 2545.4182 2544.4109 2544.2530 62 0 K.VTAPGGISFEDGIENIDIGGPAMIR.A COxidation (M)
178 - 186 1022.5378 1021.5305 1021.4577 71 0 E.GGQSDOOFR.R
234 - 241 972.5302 971.5229 971.4461 79 0 R.YGENPHQE.A
242 - 248 813.4564 812.44392 812.4068 52 0 E.AAFYVDE.S
249 - 267 1874.1085 1873.1012 1872.9806 64 0 E.SLAEVHNAGGIATATIQHHGE.E
297 - 308 1098.5943 1097.5870 1097.5036 76 0 EK.HTNPCGVASR.D
307 - 314 994.5604 993.5531 993.47a67 77 0 R.DDILEAYR.L
319 - 341 2375.3715 2374.3642 2374.2169 62 0 E.ADPVSAFGGIVAFNVEVDEVLAR.E
348 - 355 862.4622 861.4550 861.3828 84 0 R.SPTDGETR.M
356 - 365 1212.679%3 1211.6720 1211.6260 38 0 R.MFYEIVVAPKE.Y Oxidation (M)
366 - 375 1121.6440 1120.6367 1120.64392 -11 1 E.YTAEGLEVLE.G
443 - 453 1179.6819 1178.6746 1178.7135 -33 1 E.HVESHAIVIAE.N
454 - 467 1567.8017 1566.7944 1566.6337 103 0 E.NNCMLGMGSGQPNR.V 2 Oxidation (M)
484 - 498 1598.8870 1597.8797 1597.7929 54 0 E.GAALASDAFFPFAWE.D
531 - 541 1268.7698 1267.7625 1267.6925 55 0 EK.YGVSLLFTHVR.H
542 - 545 596.3379 595.3306 595.2979 55 1 R.HFERH.-



Spot No.: 51

Mascot score: 111

Sequence coverage %: 34

NCBI accession No.: gi| 22417145

Matched peptides No.: 15

Calculated Mr: 41355

Annotated PMF spectra:

135
130
125
120
115
110
105
100
95
an
g5
80
75
70
65
60
55
a0
45
40
35
30
25
20
15
10
8

(10}

Total peptides No.: 66

Calculated pl: 10.68

1475 767
1179638
1993903
2162.994
1635.859 2363.654
1307 694
745472
595 508 251008672 7
2273.079
3264 458
|
| il 2872.271
| ; 3052478
1000 1500 2000 2500 3000 iz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

5
101
151
201
251
301
351

MOQQLYRQTI
GISSLESHEY
LGASLSPSDI
TEYPSILHMH
ITFLERLGVE
FNTWR(GAGE
YRPGRLFP AR
ERLORFMALH

RHQHQLLHAR
ERAFLSIGVS
GOVLLATPOL
VEGOLRPOVA
RS (MHRMLES
AGRRMVD CHA
KAPGIGAHME
TGPRRWLCEW

Matched peptides information:

Start
1

1
12
128
137
153
212
256
265
299
311
312
312
344
357

- End
-7

- 11
- 20
- 136
- 147
- 162
- 219
- 264
- 280
- 303
- 328
- 328

- 331
- 352
- 365

Dhserved

982.
1464.
1139.
1118.
1316.
1194.
10%0.

829.
1716.

&32.
1851.
1707.
2064.
1033.

996.

4867
8502
5504
5578
5907
6216
3682
3700
8163
5422
8810
7387
0289
5514
5082

Mriexpt)

981.
1463.
11386,
1117.
1315.
1193,
1089,

B828.
1715.

831.
1850.
1706.
2063.
1032.

995,

4794
8429
5431
5505
5834
6145
3609
3627
8090
5350
8737
7314
0216
5441
5009

HMr{calc)
981.
1463.
1138.
1117.
1315.
1193.
1089.
828.
1715.
631.
1850.
1706.
2062.
1032.
995,

4702
7667
6108
6244
5827
[N
3172
4314
§123
4715
&880
7981
97869
5022
5083

Ppm
9
52
-59
-66

40
-83
-2
76

-39
21
41

GP3LASTIGR PCARPAGDEER R3ILRCYIYTT
PNDLERAARL EP3VLAVDEL DRLHGMIDLL
FOLSLDEARE VLDFLEDDMH LSESQVRTVL
YLNSLGVYWEFE SLPELVLSEP LVLGPGIDTV
CPLDYREVOQFE SFIAAAPGES 3I335353GGMG
PLAATAAAPR HVECT3IAVNI LLLSGC3FLA
CAHVGAPRSP RW3ILERVGDD QRECIQASGL
QP

Miss Sequence

1]

HOoOHOFEFQOQKEKEOOQORAQQM

—.MQQQLYR.() Oxidation (M)
.MQQOLYRQTIR.H

.HQHQLLHAR .G

.AREVLDFLR.D

.DDMHLSESQVR.T

YPSILHMHVK.G Oxidation (M)
LSQMHRMLR.S 2 Oxidation (M)

. 0GAGGAGRR .M

R.MVDCWAPLAATARAPR.H Oxidation (M)
R.LAYRPGR.L

R.EAPGIGAHMECRHVGAPR.S Oxidation (M)
K.APGIGAHME CAHVGAPR . S

K.APGIGAHME CAHVGAPRSPR.W Oxidation (M)
R.CIQASGLER.L

R.MAAHTGPRR .W

mEmEEEE



Spot No.: 52

Mascot score: 92  Sequence coverage %: 17

NCBI accession No.: gi| 30693102

Matched peptides No.: 12 Total peptides No.: 30
Calculated Mr: 82214 Calculated pl: 6.24

Annotated PMF spectra:

569.458
115
110
105
100

a0 1472813 4peg gm0
45 744022

1862.025

985.643
1133.710

2667 309

1360.523

1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
i1
101
151
201
251
301
351
401
451
a01
a51
601
651
701

MGLGILAIRT
TQILFPPENFV
DIPFFCYHSE
AFEAREGVHE
SVVDENL GPL
TWEELMT3EL
SNIERVDSRGE
D3DGRFEAVS
HEMGSDITVIC
AAMVHARTCE
PFCTALENAE
NFLLOYTALQL
YY(QGHHGDEL
RDDWEIVEALL
SLEPECEELN

IFPASRELLOQS
GG ALRVHF 3P
L5TAGHCRMC
FLLMMNHFLIC
YETVHTRCIQ
SGNVIDICEV
EVHMEIIFFLH
WEDAL AV GD
EGTLAAGVDAD
TWVRASHAENVG
NPATIWVGAGL
AALDLGL I
VTRANYILPA
JEVSGVELPY
ATTPFQTVVE

QTSNFFLETI
EDATEVFVDG
LWVEVEESFEF
PICDOGGECD
CTRCWVRFASE
GALTSEFFAF
EDIHEEWISD
ITHOWVEFPDET
LETSYLMINTS
TWGPPLEFNY
FRTDEIMAIL
JAKALESAEF
SAFTERKEGTY
N3IEGVREIRI
HNFTHTNSITE

Matched peptides information:

Start
105
111
201
319
319
398
449

- End
- 110
- 118
- 212
- 331
- 333
- 402
- 457

Observed
869,
§90.
1268.
1604,
1862.
650.
976.

4882
5136
7294
9052
0254
3375
6086

8686 .
§389.
1267.
1603.
18e61.
649,
2975.

4810
5063
7221
§979
0181
3302
6014

HMr{expt)

HMr{calc)
868.3650
889.4440

1267.7500
1603.7365
1860.8853
649.3184
975.4807

VSKPELQSPE
TAVEVPEGFT
VASCAMPALP
LODOSMAFGS
VAGVODLGIL
EARNWELEAT
KTRFCYDGLE
VGVAGOLSDA
ISGLENADLF
DCEHLGTGED
SSVES TAQALN
VYLMGADDVH
ENTEGFTQQT
KSVAPHLVHT
ASKIMAQCSA

ppm Miss
134 1]
70
-22
101
71
18
124

3LLVSEFPEPE
VLOACEVAGY
GHEIETDTPI
DERGEFTEMEE
GRGSGEEIGT
ETIDVIDAVG
FORLSDFMIE
ESHMMVLEDEY
LLIGTOPEVE
TLEETAEGRH
MWV RFPDUTGL
VDEIPEDAFY
VYPAVE TV GDA
DEREFALFGP
VYLLEE

Sequence
.FCYHER.L
.LSTAGHCR.M

.DEVHE. .M
VEAAMVHAR . T

. SYVDENLGPLVE.
.LHEDIHEEWISDK.T
LHED INEEWISDETR.F

T

Oxidation (M)

597
614 -
627 -
682 -
734 -

- 609
626
651
693
744

1472,
1360.
2667 .
1337.
1249,

8129
8234
3086
7121
7812

1471.
1359.
2666,
1336.
1248.

8056
§161
3013
T648
7139

1471.6844
1359.7398
2666.2460
1336.6735
1248.6570

82
56
21
6
94

.DAFVVY(GHHGDK . A
.ARVILPASAFTEK.E
.EGTYEHTEGF T(QQTVPAVE TYGDAR . D
. SYAPHLVHTDER . E
K.IMAQCSAVLLE.K Oxidation (M)

CoooDooQRORD
AAREREEREZRRAZEA



Spot No.: 53

Mascot score: 85

NCBI accession No.: gi| 152207441

Matched peptides No.: 10

Calculated Mr: 62750

Sequence coverage %: 19

Total peptides No.: 19

Calculated pl: 8.71

Annotated PMF spectra:
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35
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04LLld,

559,171
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900.171
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1077.235

Y

1715.499

15596.353

1420].350

1820445

2152.602

2351737

2238677

th |

1000

1500

Probability Based Mowse Score:

2000

2500
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Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

MELLHGLALW
FGVASSAY(QT
EDVDVMGELI
FWNITFFVTLF
HWITIHQLYT
LLAHARAWTA
FFLGEFMDPL
TTOTAQPEFN
TYYPEGIYYV
LCSHLCFLRE
LNDEMLEESG

FLLAAASCEL
EGGRGRGWI
ATGYEF SEANM
FUWDLPOTLQD
VYPTRGYATGT
TRTEYEF QEG
TEGRYPDIME
PVTWMANHTAM
MDYFENEYHNI
VIREEGYHIE
EWTQSF INGT

DEEITCEENI
WDGFSHRYPE
SRIIPEGEVS
ETYEGFLNETV
DAPGRCSPEWV
EIGPVMITRW
ETVGSRLPNF
MDPGALELTYI
PLITITENGEF
GYFAWAL GDH
TEMNPLEQDFER

Matched peptides information:

PFTCSNTDIL
E3G3DLENGD
RGVNQGGLDYT
IDDFRDYADL
DEECTGGNIS
FLPFDETDOL
TEAELELWVAG
N3RGENLGPL
ATPFGEETREE
YEFCEGFTVE
RPHNLSLEINQE

S33FNFGEDFI
TTCESYTRWC
THELIDALLE
CFEEF GGEVE
TEPTIVAHNG
SRDALANENEE
SYDFLGLNYT
FVEDEEINGIAL
AVADSERIDY
FGLITVNWTD
FIMLADA

Start -
48 -
B8 -

116 -
201 -
215 -
272 -
272 -
448 -
166 —
471 -

End
o4

o8

122
214
225
279
286
459
485
485

ODhzserved
1816.4417
1303.2597

900.1711
1718.4988
1077.2347

886.2540
1820.4485
1596.3534
2351.7368
1840.3942

Mr{expt})
1815.4344
1302.2524

899.1638
1717.4915
1076.2274

885.2467
1819.4412
1595. 3461
2350.7295
1839. 3869

Mri{calc)
1815.8792
1302.5146

899.4290
1717.9151
1076.5251

885.5106
1818.9855
1595.7588
2351.1045
1839.7926

pPpm Mi=z=s Seguence

-245 0 DFIFGYASSAY(QIEGGR. G
-201 .HGDTTCESYTR.W

-295 .FSFAWSR.I

-247 .HHITIHQLYTVPTR.G
-276 . GYATIGTDAPGR. C

-298 . IGPVMITR.W

251 . IGPVMITRHFLPFDK. T
-259 . IDYLCSHLCFLR.K

-159 . GYHIKGYFAWAL GDHYEFCK. G
-221 . GYFAWALGDHYEFCK. &

== I — I I
AR AR AR DORRA



Spot No.: 54

Mascot score: 122  Sequence coverage %: 21

NCBI accession No.: gi| 15226573

Matched peptides No.: 16 Total peptides No.: 38
Calculated Mr: 65977 Calculated pl: 5.95

Annotated PMF spectra:

2162.909

120
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

MT3FSLTFTS
ELKDGFFILE
SEESSEDDID
VIFKYGEDGC
VRNPWVGNPIL
CVWGTHDLYE
ATNPADDVLE
KEFMPHGELER
ADDMDELART
SPEPSILMEG
HUTFCPNTC G
EIYEEGVEVT

PLLPSSSTEP
EKFREGINPQ
VRLEWLGLFH
ADVTTROHWQ
GIDPEEIVDT
HPHINDLAYH
LCKAVLEAYR
GSSEDLVNEQ
ADTYGSGELR
LVLCTGSQFC
CVOVADIGFH
ELVPLVAEIL

ERIVLVALAD
EFVEIEREFH
RREHOYGEFHM
IRFAYLEDVE
RPYTHNLLZQF
PANEDGRFGF
DLGTRGNEROE
WERRD¥F GV
LTVEQNIIIF
GOLATTETELER
GCLTRGEEGE
IFEF GAYPRE

Matched peptides information:

Start
54
124
129
154
167
314
353
370
399
410
437
450
481
484
491
573

- Eni Obhserved HMri{expt)
- 62 1096.5306 1095.5233
- 128 632.1762 631.1689
- 132 616.1673 615.1600
- 166 1471.6892 1470.6819
- 172 844.3762 843.3689
- 320 821.4000 820.3928
- 360 960.4351 059.,4278
- 373 618.1882 617.1809
- 409 1292.6038 1291.5965
- 420 1181.5678 1180.5605
- 447 1288.7068 1287.6995
- 459 1164.5655 1163.5582
- 490 1173.6210 1172.6137
- 490 861.3721 860.3649
- 499 1036.5015 1035.4942
- 579 775.3327 774.3254

HMr{calc)
1095, 5964
631.3078
615.2509
1470.6409
§43.4351
§20.4443
959,4858
617.2921
1291.5714
1180.5724
1287.7074
1163 . 5896
1172.6401
860.4239
1035.6553
774.4024

TTAPAESTAS
ELFMENGIEE
MBRLELPNGVT
EILEGLAZVG
ITANIQGNPD
NLLVGGFFIP
TEMMWULIDEL
POEQEGLEFW
NVETZETEAL
AL E¥TEEVER
PVEGADWVY VG
REENED

Pym
-67 1
-220
-148
28
-78
-63
-60
-180
19
-10
-6
-27
-22
-69
-156
-99

(=T =T — I — T — I — I — T — I — T — T — =]

RERmOdoRDOdoDROdRD-DHERRNR

VDADRLEPEW
LAFKESMEELD
T3AOTRYLAS
LT3LOSGMDN
FTHNLPREWIY
KRCEEATPLD
GVEGFRTEVE
GLHVPWGRELQ
LOQEPFLENEF
L¥SYPRPIRH
GRIGEDIHIG

Miss Sequence

.DGFFILKEK.F

.HQY¥GK.F

FMMR.L 2 Oxidation (M)
.K¥GEDGCADVTTR. ()

.QHWQIR. G

.AVLEAYR .D

MPHGKLER.G Oxidation (M)
.OWER.R

.LQADDMDELAR.L Oxidation (M)
.LADTYGSGELR.L
.TEALLQEPFLK.H
.FSPEPSTIMK.G Oxidation (M)
ALKVTEEVER. L

VTEEVER . L

.LVSVPRPIR .M

.EF GAVPR . E



Spot No.: 55

Mascot score: 143  Sequence coverage %: 34

NCBI accession No.: gi| 23397093

Matched peptides No.: 22 Total peptides No.: 87
Calculated Mr: 65878 Calculated pl: 5.85

Annotated PMF spectra:

892622 1130.762
40

742551

35
1218.811

£59.516

30
1705.142

25

245,863
0 2163 406

12
906 634
7r1.212

952.911

10 1457.082

1278.942

2364.557

1821.255

(109)

1000 1500 2000 miz
Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.035).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

MT3FSLTFTS
ELKDGFFILE
SEESSEDDID
VIFKYGEDGC
VYRNPVGNPIL
CVWGTHDLYE
ATPALADDVLE
KFMPHGELER
ADDMDELARL
SPEPSILMEG
HUTFCPNTC G
EIYEEGVEVT

PLLPSSSTEP
EKFREGINPQ
VRLEWLGLFH
ADVTTROHWQ
GIDPEEIVDT
HPHINDLAYH
LCKAVLEAYR
GSSEDLVNEQ
ADTYGSGELR
LVLCTGSQFC
CVOVADIGFH
ELVPLVAEIL

ERIVLVALAD
EFVEIEREFH
RREHOYGEFHM
IRFAYLEDVE
RPYTHNLLIQF
PANEDGRFGF
DLGTRGNEROE
WERRD¥F GV
LTVEQNIIIF
GOLATTETELER
GCLTRGEEGE
IFEF GAYPRE

Matched peptides information:

Start
54
124
129
154
167
314
353
370
399
410
437
450
481
484
491
573

- Eni Obhserved HMri{expt)
- 62 1096.5306 1095.5233
- 128 632.1762 631.1689
- 132 616.1673 615.1600
- 166 1471.6892 1470.6819
- 172 844.3762 843.3689
- 320 821.4000 820.3928
- 360 960.4351 059.,4278
- 373 618.1882 617.1809
- 409 1292.6038 1291.5965
- 420 1181.5678 1180.5605
- 447 1288.7068 1287.6995
- 459 1164.5655 1163.5582
- 490 1173.6210 1172.6137
- 490 861.3721 860.3649
- 499 1036.5015 1035.4942
- 579 775.3327 774.3254

HMr{calc)
1095, 5964
631.3078
615.2509
1470.6409
§43.4351
§20.4443
959,4858
617.2921
1291.5714
1180.5724
1287.7074
1163 . 5896
1172.6401
860.4239
1035.6553
774.4024

TTAPAESTAS
ELFMENGIEE
MBRLELPNGVT
EILEGLAZVG
ITANIQGNPD
NLLVGGFFIP
TEMMWULIDEL
POEQEGLEFY
NVETSETEAL
AL E¥TEEVER
PVEGADWVY VG
REENED
Pym
-67 1
-220 0
-148 0
28 1
-78 0
-63 0
-60 1
-180 0
19 0
-10 0
-6 0
-27 0
-22 1
-69 0
-156 0
-99 0

RERmOdoRDOdoDROdRD-DHERRNR

VDADRLEPEW
LAFKESMEELD
T3AOTRYLAS
LT3LOSGMDN
FTHNLPREWINY
KRCEEATPLD
GVEGFRTEVE
GLHVPVYGERELQ
LOQEPFLENEF
L¥SYPRPIRH
GRIGEDIHIG

Miss Sequence

.DGFFILKEK.F

.HQY¥GK.F

FMMR.L 2 Oxidation (M)
.K¥GEDGCADVTTR. ()

.QHWQIR. G

.AVLEAYR .D

MPHGKLER.G Oxidation (M)
.OWER.R

.LQADDMDELAR.L Oxidation (M)
.LADTYGSGELR.L
.TEALLQEPFLK.H
.FSPEPSTIMK.G Oxidation (M)
.ALKVTEEVER.L

.VTEEVER .L

.LVSVPRPIR .M

EFGAVPR.E



Spot No.: 56

Mascot score: 98  Sequence coverage %: 21

NCBI accession No.: gi| 5817375

Matched peptides No.: 9 Total peptides No.: 20

Calculated Mr: 49130 Calculated pl: 6.74

Annotated PMF spectra:

70
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

VYGFEAGVEIY
SITGTWTTVW
GIVTNNFTSI
ELNEYGRPLL
FMRWEDEFLF
P IVHMHD YL
FEVLAKALLERHM
GITFTOQDINWS
WGHMAPGAN A

KLTYYTPEYE
TDGLTSLDRY
VGNVFGFELL
GCTIKPELGL
CAEATYKAOL
TGGFTANTSL
SGGDHIHSGT
LPGVIPVASG
RVALEACVQA

TEDTDILALLF
EGRCYNIEPY
FALELEDLEI
SAFNYGRAVY
ETGEIEGHYL
LHYCRDMNGLL
VWV GELEGERD
GIHVITHHF AL
BNEGEDLALE

Matched peptides information:

EVTPOQPGVEP
FGEPDOYICY
FPLYTETEQG
ECLEGGLDET
MNATALAGTCEEN
LHIHRAMHALY
ITLGFVYDLLE
TEIFGDDESVL
GHYVITRELCKE

EEAGAAVALE
VAYTPLDLFEE
PPHGIQVERD
EDDEHVHS (P
MERATFAREL
IDRQFNHGIH
DDFIEQDESE
QF GGG TLGHP

Start
1

12
137
178
185
330
341
412
426

End Observed
L] 805.4645
22 1407.7148
149 1465.7711
184 910.4837
203 2186.0387
340 1261.6879
345 637.3738
421 1116.6649
436 1170.6871

HMr{expt)
504.4572
1406.7075
1464.76386
909.4764
2185.0314
1260.6806
636.3665
1115.6576
1169.6798

Mri{calc})
§04.4858
1406.6605
1464.7474
909.4378
2184.9746
1260.7078
636.3119
1115.5757
1169.6404

ppm HMiss Segquence
-35 1 -.VGFEAGVE.N
33 K.LTYYTPEYETK.D
11 K.TFQGPPHGIQVER.D
42 B.AVYECLR. G
26 B.GGLDFTEDDENVHSQPFMRE.W Oxidation (M)
-22 R.DITLGFVDLLR.D
&6 BR.DDFIK.Q
73 B.VALEACVQAR.H
34 BR.DLAAEGHVIIR.E

oo oO=OoOoo



Spot No.: 57

Mascot score: 112  Sequence coverage %: 43

NCBI accession No.: gi| 13431553

Matched peptides No.: 19 Total peptides No.: 114
Calculated Mr: 44111 Calculated pl: 6.24

Annotated PMF spectra:

1308.738
404 712370
¥ 1179.675
501,472 1475.858

30

25

20

897 466
15
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1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MASH33TLLS 3IPTFAFPF3SH RLHY3PMNPIT LEFSHEPIBRNME PHLALRC3VS
51 IEEEWVPETER FFTFLEDSDD WTPSS55555W BARFETMIRA AQDSWCDATE
101 ATEGGPEFEE DVWSRPGGGE GISEVLODGH WEFEEAGVINVS VWWYGWVMPPEA
151 YRAAEGIAZD QEPGPVFFFA AGVISVLHPE WPFAPTLHFM YRYFETDAFPE
201 DVPGAPROWW FGGGTDFTRA YIFEEDVEHE HSIQEQACDE FDPSFYPRFE
251 EWNCDDYFYIE HEDERERGLGG IFFDDLNDYD QEMLLSFATE CANSVWVPAYI
301 FPIVEEFFDME FTEQHEAWQD LEREGEYVEFH LVYDRGTTFG LETGSRIESI
351 LYSLFLSARW EYDHEFEEGT EEWELLDACI HPEEWI
Matched peptides information:
Start - End Obhserved Mr{expt) Mri{calc) pPpm Mis=z Segquence
33 - 38 775.4127 774.4054 774.4500 -58 0 R.FSRPIR.H
54 - 66 1620.9589 1619.9516 1619.8308 75 0 K.EVPETERPFTIFLER.D
67 - 81 1525.8362 1524.8289 1524.6540 115 0 R.DSDDVTPSSSSSSVR.A
82 - 89 1039.5751 1038.5678 1035.5280 38 1 R.ARFETMIR.& Oxidation (M)
64 - 89 §12.4280 §11.4207 §11.3898 38 0 R.FETMIE.& Oxidation (M)
90 - 107 1830.9694 1829.9621 1829.8465 63 0 R.AALQDSVCDAIEATEGGPK.F
108 - 124 1505.0124 1804.0051 1803.9016 57 1 K.FEEDVWSEPGGGGGISR.V
125 - 134 1148.6390 1147.6317 1147.5873 39 0 R.VLQDGHVFEK.&4
229 - 235 596.4969 §95.4897 §95.4664 26 0 K.HFHSIQK.Q
236 - 248 1630.8638 1629.8565 1629.7246 81 1 K.QACDKFDPSEFYPR.F
241 - 248 1028.5438 1027.5365 1027.4763 59 0 K.FDPSFYPR.F
252 - 262 1602.9262 1601.9189 1601.7085 131 1 K.WCDDYFYIEHR.D
261 - 265 T12.3698 T11.3625 T11.3412 30 1 EK.HRDER.R
307 - 316 1308.7381 1307.7308 1307.5816 114 1 R.EDMEFTEQHE.A Oxidation (M)
308 - 322 1962.93683 1961.9310 1961.9054 39 1 EK.DMEFTEQHEAWQQOLER.R Oxidation (H)
317 - 322 801.4715 500.4642 800.4293 44 0 EK.AWQQLE.R
326 - 335 1317.7425 1316.7352 1316.6401 72 0 R.YVEFHLVYYDR. G
347 - 359 1397.9308 1396.9235 1396.8289 1] 0 R.IESILVSLPLSAR.W
375 - 383 1043.5719 1042.5646 1042.5481 16 0 K.LLDACIHPK.E



Spot No.: 58

Mascot score: 146  Sequence coverage %: 23

NCBI accession No.: gi| 15223226

Matched peptides No.: 15 Total peptides No.: 27
Calculated Mr: 63670 Calculated pl: 5.56

Annotated PMF spectra:

2162.909
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MVIFEVILVS TIPIDGOEPG TSGLEEEVEYW FEQPNYLENF VOALTFMNALTT
51 EEVEGATLVY SGDGRYYSEQ ATOIIVEMAA AHGYVREVIIVG CQNSLLITPAV
101 SATTIRERVGE DGSEATGAFI LTASHWPGGE TEDFGIEYWM ENGGPAPEST
151 TDEIYENTET IEEYFIAEDL PEVDISTIGI T3IFEGPEGEF DWEWFDSADD
201 YYELMESTFD FESIEKLLSY PEFTFCYDAL HGVAGAYALHR IFVEELGAPE
251 35LLNCVFPEE DFGGEHPFDFN LTYAEELWAE MGLIETDDAG GEPPEFGRLR
301 DGDADENMIL GERFFVTPSD SVATTRAAWNAY GATPYF33GL KGVARSHMPTS
351 AALDVVAEKNL GLEFFEVPTG WEFFGHNLMDA GHCIVCGEES FGTGIDHIERE
401 EDGIWAVLAW LSTLAHENEE TLDGNAEILVT VWEDIVEQHWA TYGRHYYTRY
451 DYENMNVDATARZ KELMGLLVEL QSSLPEVHEI IEGIHPEVAN VASADEFEYE
501 DPVDGEVIEH QGIRYLFEDG SRLVFELSGT GSEGATIRLY IEQYEEDASE
5351 IGRD3QDALG PLVDVALKELS EMOQEFTGRSS PTVIT
Matched peptides information:
Etart - End Ohserved Mri{expt) Mr{calc) Ppm Miss Segquence
55 - 635 1031.4202 1030.4129 1030.5407 -124 0 K.GATLVVSGDGR.Y
78 - 85 805.3199 804.3127 804.3912 -98 0 K.MAAAHGYR.R Oxidation (M)
190 - 203 1648.5717 1647.5644 1647.7305 -101 0 K.FDVEVFDSADDYVE.L
207 - 216 1213.5092 1212.5019 1212.6390 -113 1 K.SIFDFESIEK.L
400 - 417 2049.7377 2048.7304 2049.1411 -200 1 R.EFDGIWAVLAWLSILAHK.H
428 - 436 1043.4989 1042.4916 1042.6023 -106 0 K.L¥IVEDIVE.Q
437 - 444 1018.3739 1017.3666 1017.4781 -110 0 EB.QHHATYGR.H
445 - 449 739.2609 738.2536 738.3449 -124 0 R.HYYTR.Y
470 - 479 1114.4232 1113.4159 1113.6030 -168 0 K.LQSSLPEVHK.I
510 - 514 610.2531 609.2458 609.3347 -146 0 K.HQGIR.Y
515 - 522 986.3524 985.3452 985.4505 -107 0 R.YLFEDGSR.L
527 - 538 1148.4660 1147.4587 1147.5833 -109 0 PBR.LSGTGSEGATIR.L
539 - 546 1085.4151 1084.4078 1084.5440 -126 0 R.LYIEQYEK.D
539 - 550 1486.5899 1485.5826 1485.7351 -103 1 R.LYIEQYEKDASK.I
572 - 578 884.2879 883.2806 883.3858 -119 0 K.MOEFTGR.5 Oxidation (M)



Spot No.:

59

Mascot score: 124  Sequence coverage %: 31

NCBI accession No.: gi| 15223226

Matched peptides No.: 16 Total peptides No.: 52

Calculated Mr: 63670 Calculated pl: 5.56

Annotated PMF spectra:

105
100

B559.475

7359.443

936.533

g379.812

1464 912

1179670

1085 644

1985.134
2163.159

1277712
1635.925

2075.023
308.711 2301.249

1791.641
23684.079

2566.381

1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*¥Log(P}), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=0.03).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

MV3FEVILVI
EEVEGATLYY
SATIRERWGAL
TDEIYENTET
YVELMESIFD
33LLNCVFPEE
DGDADEMNMIL
BALDAVWAENL
EDGIWAVL AT
DYENVDATLL
DPVDGIVIEH
IGEDIQDALG

T3PIDGOEPG
SGDGRYY3IEQ
DGIEATGAF T
IKEYPIAEDL
FESIKELL3Y
DFGESHPDPI
GERFFWTEP3ID
GLEFFEWPTG
L3ILAHEMEE
FELMGLLWV¥EL
QGIEYLFEDG
PLVDVALELS3

T3GLEEEVEWY
AIQITVEMAL
LTASHHP GGF
PREVDISTIGI
PEFTF CYDAL
LTYAEELWAE
SVATTAATTAS
WEFFGHNLMDA
TLDGHNAELWT
Q55LPEVHEL
SRLVFELSGT
EMQEFTGR33

Matched peptides information:

Start
55

115
190
207
207
223
281
364
428
437
445
462
515
527
572

- End Ohserved HMr{expt) Mr{calc}) PPmM
- 65 1031.6030 1030.5957 1030.5407 53
- 85 805.5024 804.4951 804.3912 129
- 137 2301.2487 2300.2414 2300.1437 42
- 203 1648.8205 1647.8132 1647.7305 50
- 215 1085.6438 1084.6365 1084.5441 i
- 216 1213.6912 1212.6839 1212.6390 37
- 240 2056.0269 2055.0196 2054.9421 38
- 306 2566.3811 2565.3738 2565.0925 110
- 372 1110.6272 1109.6199 1109.5546 59
- 436 1043.6788 1042.6715 1042.6023 66
- 444 1018.5670 1017.5597 1017.4781 80
- 449 739.4432 738.4359 738.3449 123
- 479 1998.1084 1997.1011 1997.1231 -11
- 522 986.5326 985.5254 985.4505 76
- 538 1148.6588 1147.6515 1147.5833 59
- 578 884.4948 883.4876 883.3858 115

FEQPNYLENF
AHGYREVIVG
TEDFGIKYNH
TSFEGPEGEF
HGVAGAYAHR
MGLSKTDDAG
GAIPYFSSGL
GMCSVCGEES
VED IVRQHWA
IEGIHPEVAN
GSEGATIRLY
PTVIT

Miss Segquence

VOATFMALTT
QM3LLITP AV
ENGGPALAPESI
DYEVFDSADD
IFVEELGAFPE
GEFPPEF GAADL
EGVARSMPTS
FGTGSDHIRE
TYGRHYYTRY
VAIADEFEYE
IEQYEEDASE

0 K.GATLVVSGDGR.Y

-HYIY¥TR.X

[=I = — T — I — I — T — T — I — N — I — = ]
AEHRHdEER IR AR

K.MAABMGVR.R Oxidation (M)
K.ATGAFILTASHHPGGP TEDF GIK. Y
K.FDVEVFDSADDYVK.L
.SIFDFESIK.K

SIFDFESIKK.L
.FTFCYDALHGVAGAYAHR . T
.MGLSKTDDAGGEPPEFGAAADGDADR.H  Oxidation (M)
.FFEVPTGWK.F
.LVIVEDIVR.Q
. QHWATYGR.H

-ELMGLLYELQSSLPEVHE. I
.YLFEDGSR.L
.L5GTGSEGATIR.L
K.MQEFTGR.S

Oxidation (M



Spot No.: 60

Mascot score: 93  Sequence coverage %: 24

NCBI accession No.: gi| 22328910

Matched peptides No.: 14 Total peptides No.: 57
Calculated Mr: 54154 Calculated pl: 6.25

Annotated PMF spectra:

B59.416
65
715,480
B0
55
1075.632
a0
45
1165.618 EA022
40
16358.868
35
1234.650
30
§79.489
25 990.5853 2273.068
1776.002
1993.940
2755.087
|
1000 1800 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MAEISATIFFP
L¥GHAVVYTGH
LAYIGGLDTS
3QLVVEDLTE
AEVGADAVAH
IEYAKFKHHVE
VDPEDAFPDQP
IDMVEMELVG
FYIAFMUYAGR
PHSLYRODIS

33355LALVIE
YTGSRICENQ
VIVPWLEENY
EFVEDFIFPC
GCTGEGHDOA
YP¥TEESTYS
EYIETIGIESG
MESRGVYETE
WFDFPLRESHMD
IFEGSEIYNG

SSHHGSLECQ
ATIRAVLIGDG
GCEVVCFTAD
LEAGATYERE
FFELTFFSLH
RDEMNLWHL3H
LPVALMGEAL
GGTILF ARG
AFMEEITETT
ADAAGFIRLY

Matched peptides information:

Start
21
48

173
181
222
248
257
257
266
390
396
402
441
441

- End
- 28

- 65

- 179
- 194
- 234
- 256
- 265
- 266
- 271
- 401
- 410
- 410
- 448
- 456

ODhserved

629,
1837.
T19.
1535.
1584.
1066.
990.
1118.
753,
1344.
1716.
1075.
T62.
1707.

3871
9523
4507
8073
7888
6319
5527
5826
4338
7283
8687
6324
4502
7906

Mr{expt)
828.
1836.
778.
1534.
1583.
1065.
989,
1117.
752,
1343.
1715.
1074.
761,
1706.

3798
9450
4434
s000
7815
6246
5455
5753
4265
7210
6614
6251
4430
7833

Mri{calc)
§28.4090
1836.9919
778.3973
1534.8541
1583.8235
1065.5342
989.5658
1117.6608
752.4181
1343.7660
1715.8552
1074.4804
761.4032
1706.8700

MNVAVPETTZ2 FOELSLERSQ
TALTTDSKELZ GLEGELEEVWY
VEOSIKELEG LEQEAKASZGA
YLLGTSMARP WIAKAMVDVA
PELEVVAPWE EWEIQGREEDA&
EGDLLEDPAN EFPEEDMYHMMI
SPATLLAELN TIGGEHGIGE
ELESLTLDEE SIQVEDTLAL
TEIVTLELYE GSWSWIGEQDS
GLPMETRAML EEIS
pPpm Mis=z Segquence

-35 0 R.SSHHGSLK.C

-25 1 EK.RSQLYGHAVVTIGHYTGSR.S

59 0 R.AGAIYER.K

-35 0 EK.YLLGTSMARPVIAK.A Oxidation (M)
-27 0 R.FELTFFSLHPELK.¥

85 1 R.EDAIEYAKK.H

-21 0 KE.HHVPYPVTK.K

-76 1 EK.HHYPVPVTEEK.S

11 1 EK.KESIYSR.D

-33 1 R.ESIQVEDTLALK.Y

4 1 E.DPTLALEYAFMVYAGR.W Oxidation (M)

135 0 K.YAFMVYAGR.W Oxidation (M)

52 0 K.GSVSVIGR.Q

-51 1 K.GSVSVTGROSPHSLYR.(



Spot No.: 61

Mascot score: 112

Sequence coverage %: 24

NCBI accession No.: gi| 15242093

Matched peptides No.: 13

Calculated Mr: 57763

Total peptides No.: 31

Calculated pl: 5.59

Annotated PMF spectra:

125
120
115
10
105
100
95
a0
i
a0
75
70
B3
B0
a5
a0
45
40
34
30
25
20
15
10

£59.392

1015.692

1174708

805.436

929823

1320.750

1526.878

14498485

1977176

2272431 2627443

1000

16800 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0. 05
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Matched peptide sequences: shown in Bold Red

1 MPIDEIFEDD ASEEEGERLR MASFVGAMAT SDLVESTLGP EKGMDEILQST
51 GRGHAVTWVTH DGATILESLH IDHPAAEVILV DISEVQDDEY GDGTTSVYYL
101 AGELLRELEE LVASEITHPMT ITAGYRMASE CARHATLERYV IDNEDNAEEF
151 RSDLLETIAMT TLCSEILIQD EKEHFAEMAVD AVFRLEGSTHN LEATQITEEF
201 GGSLEDSFLD EGFILDEEIG IGOPERIENZ NILVANTAMD TDEVEIVGAR
251 VEVDSMTEVL EIEGAEEEEM EDEVEEITIGH GINCFUNEQL I¥NFFPEELFA
301 DAGILATEHL DFEGIERLGL VTGGEIASTF DHPESVELGH CELTEEIMIG
351 EDELIHFSGC EMGQACSIVL BEEASHHVLDE AERSLHDALC VLIQTVIDTER
401 VLLGGGWPEM VMAKEVDELL BETAGEESHA TEAFSRALVA IPTTIADNMNAG
451 LDSAELVAQL RAEHHTEGCN AGIDVITGAYV GDMEERGIYE AFEVEQAVLL
501 SATEASEMIL RVDEIITCAP EREEDRM
Matched peptides information:
Start - End Obhserved HMriexpt) Mri{calc) ppm Miss Segquence
46 - 52 774 .4096 T13.4023 773.4395 -48 0 K.ILQSTGR.
68 - 717 1065.5784 1064.5711 1064.5614 9 0 K.SLHIDHPAAK.V
85 - 106 2272.4307 2271 .4234 2271.1595 116 0 EK.V)DDEVGDGTTSVVVLAGELLR.E
116 - 126 1287.8006 1286.7933 1286.6805 88 0 K.INPHTIIAGYR.M Oxidation (M)
134 - 139 714.4092 T13.4020 T713.4548 -74 1 ER.HALLER.V
206 - 217 1398.7478 1397.7405 1397.6715 49 0 K.DSFLDEGFILDK.EK
206 - 218 1526.8776 1525.8703 1525.7664 68 1 K.DSFLDEGFILDEK.I
318 - 337 2034.2125 2033.2052 2033.0317 85 0 R.LGLVIGGEIASTFDHPESVE.L
343 - 353 1305.7513 1304.7440 1304.6533 il 0 EK.LIEEIMIGEDE.L Oxidation (M)
372 - 383 1320.7496 1319.7423 1319.6218 a1 0 E.GASHHVLDEAER.S
427 - 436 1145.6951 1144.6878 1144.5989 T8 1 K.ESHAIEAFSE.A
428 - 436 1017.5753 1016.5680 1016.5039 63 0 K.S5HAIEAFSE.A
487 - 493 827.4165 826.4092 826.4225 -16 0 R.GIYEAFK.V



Spot No.: 62

Mascot score: 145

NCBI accession No.: gi| 18391066

Matched peptides No.: 18

Calculated Mr: 60770

Annotated PMF spectra:

65
60
55
a0
45
40
35
30
25

20

(109)

Sequence coverage %: 31

Total peptides No.: 47

Calculated pl: 5.32

Probability Based Mowse Score:

1547.730
1188.639
656.104
2163.055
912.447
1304.636
1407 696
2335.166
1834 676 L l 2735.215
oy lx L i s al .‘
1000 1500 2000 2500 miz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

MATSSAMELD
LEHGAFPDTUWT
DOALASGEIF
GILAERGAERI
SCGEHMYVTL
GANDQYLFPF
FDEFDEVEYF
STFACIETVE
EALEIGEELER
VEMIFDAIE®D
TLEFWVPIALIG
TLIEVWVE

DHFELFPEGET
LIEAHGTAVG
EGEGFETVIE
FYHILTDGRD
DRYENDWEVY
VIVDESGELV
EIFYAGHML QY
FGHVTFFUWLNG
DAILSGEFDQ
VEGIYVVTAD
GPGLAQGVERF

IAVIVLDGWG
LPSEDDMGHS
SFETNTLHLY
VLDGSSVGFV
KRGHDAQVLEG
GPIVDGDAVY
DGELKLPSEY
NRSEYFHEKL
VRV IPHNGDH
HGHAEDMVER
REDLETPGLA

Matched peptides information:

Start

64
142
162
206
213
222
223
295
314
314
330
373
380
411
418
463
463

- End Observed
- 8 750.3794
- 91 2735.2152
- 150 1083.6350
- 169 910.4892
- 221 2075.9609
- 222 1337.6451
- 235 1563.7875
- 235 1407.6957
- 306 1547.7303
- 325 1387.6445
- 323 1403.6412
- 339 1188.6391
- 379 844.3492
- 399 2251.0688
- 422 1348.7089
- 422 664.3384
- 479 1834.8760
- 480 1990.9394

Mri{expt) Mr{calc) pPpm
749.3721 749.3708 2
2734.2079 2734.2365 -10
1082 .6277 1082.6699 -39
909.4820 909.5032 -23
2074.93536 2074.9670 L]
1336.6378 1336.6411 -2
1562.7802 1562.7954 -10
1406.6884 1406.6943 -4
1546.7230 1546.6940 19
1386.6372 1386.6489 -8
1402.6339 1402.6438 -7
1187.6318 1187.6186 11
843 .3420 843.3763 -41
2250.0615 2250.10356 -20
1347.7016 1347.7147 -10
663.3312 663.3340 -4
1833.8687 1833.8367 T
1989.9321 1989.9578 -13

EZAPDQTINCT
EVGHHAL GAG
GLLIDGGVHS
ETLEADLWVAL
EAPHEF FITAV
TFHNFRALDERITY
LYSPPFEIDRT
EEXVEIFPSDS
VGHTGDIEAT
DESGEPALDE
IVALTVHMILE

Miss Seguence
0 M.ATSSAWK.L

HINAPTEAMDS
RIFLOGAELC
RLDQLQLLIK
RENGVDAQIL
EAVETLRKEP
MHAKALEYED
SGEYLTHNGY
GISFHVQPKN
VVACEALADLA
EGELQILTSH
GFVAPSDYEP

K.AHGTAVGLPSEDDMGHSEVGHHAL GAGR . T
R.LDOLOLLIK.G
R.VHILTDGR.D

R.MYWILDRYEHDWEVVK.R Oxidation (M)

HFOoOOQFEFOOQOOOQOQOKEORKEKFEOOO

R.YEHDWEVVER. G

K.RGWDAQVLGEAFPHE.F

R.GWDAQVLGEAFPHK.F
K.ALEYEDFDEFDR.V
R.YAGMLQYDGELE.L

R.¥YAGMLOYDGELK.L Oxidacion (M

R.YLV¥SPFEIDR.T
R.5GYFHEK.L

K.LEEYVEIPSDSGISFAVQPK .M

R.DAILSGKFDQVR.V
K.FDQVR.V¥

Oxidation (M)

K.GIYWVTADHGHAEDMVE.R Cxidation (M
KE.GIYWVTADHGHAEDMVER.D Oxidation (H



Spot No.: 63

Mascot score: 8/  Sequence coverage %: 49

NCBI accession No.: gi| 30690323

Matched peptides No.: 19
Calculated Mr: 39646

Annotated PMF spectra:

Total peptides No.: 169

Calculated pl: 9.44

339.521
B596.486

1308.750

1232684

945 516

1475.850

1584 802

1786.982

2354.062

2154 084 2501 317

1000

1500

Probability Based Mowse Score:

2000 2500 miz

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.0%).
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Matched peptide sequences: shown

1
51
101
151
201
251
301
351

MVEEAQLDPE
AQAAGVPY(QG
EGTLDVFYEL
FTTEKSPSLT
LPGVWETLVD
RRESIQIAMGE
HTDRAMTMTT
VEYGLHNFHQ

SKSIPHENLK
SCRLGCFDTH
IRQEGFSRLY
VYVPLVAGTI
VWNPVEGSHH
EPRAGSIIGA
ROTLAEITWRD
Q

FGERALIAGE
3TLVHDLESH
RGTHASLTLA
ARSTACTSCY
GYRMIWTGL
NFAAGFWAGE
GCMEGHME 5 G

Matched peptides information:

Start
13
49
79

110
146
156
173
187
189
194
217
224
236
297
301
312
320
325
353

- End Ohzerved HMri{expt)
- 20 914.5674 913.5601
- 63 1605.8422 1604.8349
- 87 995. 5140 994, 5068
- 118 1105.6110 1104.6037
- 155 1241.6179 1240.6106
- 172 1743.8455 1742.8382
- 186 1638.9328 1637.9255
- 193 §97.4624 696.4551
- 197 1082.6132 1081.6059
- 200 802.4749 801.4676
- 223 T67.4083 T66.4012
- 235 1316.6343 1315.6270
- 251 1591.0119 1890.0046
- 304 1003.5488 1002.5415
- 311 1329.6886 1328.6813
- 319 1016.5601 1015.5528
- 333 1369.6993 13638.6920
- 336 1165.6081 1164.6008
- 361 1143.5871 1142.5798

HMri{calc)
913.4869
1604.7729
994.3960
1104.6040
1240. 5645
1742.9931
1637.7905
896.4538
1081.5339
801.4457
766.3358
1315.7071
1889.9346
1002.5094
1328.5813
1015. 5451
1368.6027
1164.5822
1142.5257

in Bold Red

LAFISAVIVN
SAPGMCRITG
IPTVGITHPC
PVELARTRM(Q
AQLARDVPFS
VALAATCPLD
GARVGRAGES

Ppm
80 1}
39

111
-0
37

-89
82

1
67
27
83

-61
37
32
75

&
65
16
17

SHrHEFoOHFFHFoOoSHHHKEooFEFOES

REREREERARDRARERA DR

PLINVETELQ
FAIVCIDIOT
TDYFEHIMEE
AFEGTQRHVE
ATCHSILEPT
VAETREQIEK
WATWWEFYEW

Miss Seguence

SIPHEHLEK.F

LOAQAARGVPY)GSCR . L

SHSAPGMCR. I
ITRQEGFSE.L
HIMEEFTTEK.S

Oxidation (M)

SPSLTVIVPLVAGTIAR. S

SLACISCYPVELAR .

T

TEMQAFK.G Oxidation (M)
MOAFEGTQR.H Oxidation (M)

GTQRHVE.L
GEHHGYR .M
MINTGLGAQLAR.D

DVPFSAICWSILEFTR.R

QIEENTDR.A
HTDRAMTMTTR.
QTLAETWR.D

2 Oxidation (M)

DGGMRGMF 5 GAGAR . W

GMF S GAGARVGR . &
¥GLHHFHQQ. -



Spot No.: 64

Mascot score: 108  Sequence coverage %: 32

NCBI accession No.: gi| 15228194

Matched peptides No.: 16 Total peptides No.: 87
Calculated Mr: 42787 Calculated pl: 6.17

Annotated PMF spectra:

937.531
B0

55
a0
586449
45
40
35
1202.698
30

25

pil
851.497 1828124

1475911

1649.993

1964.140  2163.205 2304 082

(10)

1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant {p<0.05).
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Matched peptide sequences: shown in Bold Red

Oxidation (M)

1 METSIALCYIR GILPPEWVIEQ RISTLVISPPS YITIZSFERL E335IFGDIL
51 RLAPESQLER TEAESNGAST WTHKCEIGOSL EEFLAQATPD KGLRTLLMCH
101 GEALRTIAFE VRTASCGGTA CVMNIFGDEQL AVDMLADELL FEALQYIHWVC
151 EY¥ACSEEVPE LOQDMGGPVEG GFIVAFDPLD GESIVDTHFT VGTIFGVWPG
201 DELTGITGGD QVAAAMGIYG PRTTYVLAVE GFPGTHEFLL LDEGEWQHVE
251 ETTEIAEGEM FSPGHLRATF DHSEYSKELID YYVEEEYTLR YTGGMYPDWH
301 QIIVEEEGIF THYTSPTAEA ELELLFEVAP LGLLIENAGS FS3DGHESVL
351 DETITHLDDE TOVAYGSEHE ITRFEETLYG TIRLEMNVPIG VTL
Matched peptides information:
Start - End Ohzerved Mri{expt) Mr{calc}) ppm Miz=z Seguence
203 222 1964 .1404 1963.1331 1962.9833 76 0 K.LTGITGGDQVAAAMGIYGER.T
223 - 230 894.5613 §93. 5540 893.5222 36 0 R.TTYVLAVE.G
231 245 1659.9916 1658.9843 1658.8304 93 0 K.GFPGTHEFLLLDEGK.W
246 - 250 697.4007 696.3934 696.3707 33 0 K.WQHVEK.E
260 267 921.5304 920.5231 920.4538 75 0 K.MFSPGHLER.A
260 - 267 937.5308 936.5233 936.4487 80 0 K.MFSPGHLR.A Oxidation (M)
268 277 1161.6052 1160.5979 1160.4986 86 0 R.ATFDHSEYSE.L
278 - 284 913.5527 912.5455 912.4957 55 0 K.LIDYYVK.E
278 286 1170.7138 1169.7065 1169.6332 63 1 EK.LIDYYVEEK.Y
285 290 809.4838 G06.4766 806.4443 40 1 K.EEKXTLR.X
291 - 305 1649.9934 1648.9861 1648.8495 83 0 R.¥YTGGHMVPDVHQIIVE.E Oxidation (M)
308 - 319 1235.7491 1234.7418 1234.6558 70 0 K.GIFTHVTSPTAE.A
308 321 1434 .9022 1433.8949 1433.7878 75 1 EK.GIFTHVTSPTAKAK.L
333 360 959.5977 956.5903 936.5083 86 0 K.TIIHLDDR.T
353 368 1794 .1065 1793.0992 1792.9319 93 1 K.TITHLDDRTOVAYGSK.H
369 373 644 .4071 643.3998 643.3653 54 0 K.HEIIR.F



Spot No.: 65

Mascot score: 84  Sequence coverage %: 29

NCBI accession No.: gi| 15234171

Matched peptides No.: 29 Total peptides No.: 106
Calculated Mr: 87227 Calculated pl: 5.06

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MEDLETTDAL 3LPVVEDNGE ITIEFELQLPQ AIPTELENNE EENGTIQOIQ
51 3JEED3JAENGE IYTMDDTEFLPS KE3IOVEETQDS PTTPSFVEFPI AEIVLPEVHT
101 EYEAEGTTRN AVEFRFLYSF R3IGIPRALL 3IPRFAGIISPE L3NGTFISHD
151 SFRD3SIDTAS FFEIVEEAVI EFGGITDWEA HRMEVLEFREH FYEQELDEIQ
201 EEIFPEYEEES EMVEMRFMLA VEELESTEERL IEELELNLEE AETEEQQAKQ
251 D3ELAFKLEV] EMEQGIADEA SWASKAQLEV AQAFHTSAIS ELESWEEELQ
301 TLONEYDALYV FEFDLAVWEEL EEAVIASEEYV EREVEELTIE LIATEESLEC
351 AHSSHLEAEE HEIGAAMIED QETHRWEKEL EKQAEEELQRL EKQHLVITEEL
401 OVELEFASAL LLDLEEELAD HEESSEVEEE T3IETVVTIHIE ISLOQEETTDI
451 QEAVASAKKE LEEVIHNANVEE AT3IEVNCLEV AISILELEID EEESALDILE
501 QREGMASVTYV AISLEAEIDIT RCEIALVESIE EEETREEMVE LPEQLQOAIQ
551 EADEAESFAE LABREELRESQ EEAEQAEKAGL ITMEIRLFAL QEKEIEATEAS
601 ERLALAATEA LOESESSSKEE NAVDIPRTVT LTIEEYYELI ERAHEAEEALL
651 NAFVAAAWSE VGEAKETEEER SLEELEEVNE EMVEREATLA GAMEKAEEALE
701 EGELGWVEQEL EREWREVIEEKE BRENGIZHGEZ IQGSKEKEAE TIVINETETH
751 FPIPOVNPVEE EEELFFPEFFM FLMEEESHE
Matched peptides information:
Start - End Dhserved HMri{expt) HMri{calc) ppm HMiss Sequence
61 - 71 1329.7001 1328.6928 1328.6322 46 0 K.IYMDDTFLPSK.S
98 - 109 1368.6938 1367.6865 1367.6681 13 1 R.VHTEYEAEGTTR.H
172 - 182 1287.6776 1286.6703 1286.6520 14 1 EK.FGGITDWEAHR.M
189 - 198 1277.6978 1276.6905 1276.6411 39 1 R.RHFVEQELDK.I
190 - 198 1121.5666 1120.5593 1120.5400 17 0 R.HFVEQELDEK.I
218 - 228 1249.6508 1248.6435 1248.6271 13 0 K.MLAVEELESTK.R
218 - 228 1265.6499 1264.6426 1264.6220 16 0 K.MLAVEELESTK.R Oxidation (M)
241 - 249 1033.5272 1032.5199 1032.4723 46 0 EK.AETEEQQAK.]
259 - 275 1791.8231 1790.8158 1790.8356 -11 0 R.VQEMEQGIADEASVASKE.A
285 - 296 1300.6140 1299.6067 1299.6670 -46 0 BR.HTSAISELESVK.E
312 - 318 §02.4502 801.4429 601.4596 -21 1 K.EEKDLAYK.E
334 - 345 1358.7618 1357.7545 1357.7704 -12 0 K.¥VEELTIELIATK.E
363 - 375 1497.8309 1496.8236 1496.7518 48 1 R.IGAAMILEDQETHR.YW
404 - 415 1332.6919 1331.6846 1331.7700 -64 0 EK.LEFASALLLDLE.K
417 - 422 712.3650 711.3577 711.3551 4 0 EK.ELADHK.E
447 - 458 1232.6332 1231.6259 1231.6772 -42 1 K.TTDIQKAVASAK.K
522 - 528 §32.4753 831.4680 831.4524 19 0 R.CEIALV¥K.S
557 - 663 793.4058 792,3985 792.4130 -18 0 K.SFAFELAR.E
557 - 567 1320.6810 1319.6737 1319.6833 -7 1 EK.SFAFELAREELR.K
593 - 602 1145.5637 1144.5564 1144.6037 —-46 1 EK.EIEATKASER.L
599 - 609 1142.5800 1141.5727 1141.6819 -96 1 K.ASERLALAATK.A
603 - 609 699.4271 608,4198 608.46900 -70 0 R.LALAATK.A
610 - 619 1065.5361 1064.5288 1064.4986 28 0 K.ALQESESSSK.E
654 - 665 1130.5620 1129.5547 1129.5979 -38 0 R.VAAARVSEVGEAK.E
681 - 685 679.3751 678.3678 678.3007 99 0 EK.EMVER.K Oxidation (M)
681 - 686 607.3885 806.3812 806.3956 -18 1 EK.EMVERK.A Oxidation (M)
768 - 774 263.4684 962,4612 262.4758 -15 0 R.FFMFLHK.EK
768 - 774 995.5084 994, 5011 994.4656 36 0 R.FFMFLME.E 2 Oxidation (M)
768 - 175 1107.5590 1106.5517 1106.5657 -13 1 R.FFMFLMEE.K Oxidation (M)



Spot No.: 66

Mascot score: 82  Sequence coverage %: 40

NCBI accession No.: gi| 6093122

Matched peptides No.: 19 Total peptides No.: 108
Calculated Mr: 65243 Calculated pl: 9.01

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

MIGENVVEVA
FASCVETLEFP
FHNEAVLDYC
NYQTDCLDDI
VEDFENMTGG
ETGIPTWVSG
WVHACPEENEG
SVELSPGITT
AVIFNCRFDG
VEREGHEGQFHN
LGRPWEEFST
ATTHREVHWV

SILLIVGVAT
WVESDDPHNELI
EEVFHMYALED
EEDDLEETIG
IFAPSDEGAA
ADBFIMAFAG
RCITHTKAGT
SLEGTIVQVES
YRDTLYVHNG
IVTADGHNEEG
TWVIINSEIGD
FIARSARAFVH

GVVAYTHENG
FAFMLATREDA
LSTIVEEMGE
EGIASSEILT
FVHEGTEEVA
RGENDGGART
YREQVITPEE
EGFHAEWIGE
RQFYENIVWVS
LAMETGIVLGY
WVIRPEGWEIW
DFTVANWLGE

DANLSPOMER
ITQSSHNEFTGE
DLNQIGSEID
SHAIDIFHTV
DDEPVADEDG
RATEVVAFDG
FHMHIFMFGDG
ENTAGEMGHD
GIVDFIFGES
HCEIVPDEEL
DGESFHESCR
INWIQEANVE

VRGICEATSD
TEENLGSGIS
QLEQWLIGVY
VSAMARLNLK
PARRLLEDID
SGOFRTVOQA
ARRTVISYNR
AVATRVNGDR
ATVIQNSLIV
ARFRLIVESY
YVEYNNRGEG
VTLGL

Matched peptides information:

Start - End Ob=served Mr (expt) Mr(calc) pom Mis=s Sequnence

29 - 42 1516.7710 1515.7637 1515.7464 11 1 E.NGDANLEPOMEAVE.G O=xidation (M)

57 - &8 1342.7524 1341.7451 1341.8776 50 1 E.TLEFVEEDDFNE.L

63 - 71 1025.6295 1028.6222 1028.5502 0 1 E.SDDFNELIE.A

69 - 78 11795.6601 1178.6528 1178.6845 -27 1 E.LIEAFMLATR.D Oxidation (M)

72 - 78 809.499%0 808.4917 B08.4265 81 0 E.AFMLATR.D

91 - 111 2309.1274 2308.1201 2308.1005 9 1 E.TEENLGEGISPNNEAVLDYCE.E
187 - 177 10%0.5915 1085.5842 1089.6030 -17 1 ER.ETIGEGIASSE.I
178 - 196 2047.0786 2046.0713 2046.0820 -5 0 E.ILTSHAIDIFHTWVWSAMAK.L O=xidation (M)
206 - 224 1890.9918 18895.9845 1889.5%305 29 1 E.NMTGGIFAPSDEGAAPVNE.G Oxidation (M)
218 - 243 2471.2484 2470.2411 2470.2088 13 1 E.GAAPVNEGTPEVADDSEFVADPDGPAR.R
245 - 263 2087.0282 2086.0209 2086.0219 -0 0 ER.LLEDIDETGIPTWWSGADE.E
265 - 271 T46.4933 745.4861 T45.4268 79 1 E.LMARAGR.G
289 - 307 2064.1742 2063.1669 2062.9742 93 1 E.DGEGQFETWVQOAVHNACPEE.N
332 - 342 1241.6377 1240.6304 1240.5659 52 0 E.NNIFHMFGDGAR.E
332 - 343 1369.7272 1368.7159 1368.6608 43 1 E.NNIFMFGDGARE.T
377 - 385 2054.0916 2053.0843 2053.0680 8 1 E.WIGFENTAGPFMGHQAVAIR.V
440 - 452 13995.7358 1358.7285 1398.8195 -65 0 E.SATVIQNSLIVVER.E
495 - 503 1045.5827 1048.5754 1048.5917 -15 0 R.LIVESYLGR.P
508 - 523 1763.8590 1762.8517 1762.9465 -54 0 E.FSTTVIINSEIGDVIR.P



Spot No.: 67

Mascot score: 81

NCBI accession No.: gi| 302608108

Matched peptides No.: 14

Calculated Mr: 109709

Annotated PMF spectra:
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Sequence coverage %: 13

Calculated pl: 5.88

Total peptides No.: 41
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
301
351
601
631
701
751
801
851
a01
851

MASSERHHSI
IREFVQDCYE
NLANLAEEVQ
EEVFEALRNQ
EKKEIDEDLH
FLRRVDTALK
LLSRMMAANL
EFWKQIPLSE
QEFLEPLELC
ERHTDVIDAT
EIADVLGCEFR
PVVELFERLEA
RLSAAWQLYR
PEDTINGSIR
KPEWRKLMDE
PAKRKPQGGI
QELKEMYREW
LRNKYLETQQ
KLMRDENFQV
KGIAAGMQNT

DAQVRNLAPG
LSAEYEGDRN
IAHRRRNKLK
TVDLVLTAHP
RAIQAAFRTD
NIGIDERLEY
YFSGLEDLMF
PYRVVLGHNVR
YKSLCESGDK
TTHIGIGSYR
VLAELERDSF
DLQNAPASME
AQEELAQVAK
VIVQEEVIEH
MAVVATEEYR
TSLRAIPWIF
PFFRVTIDLL
FLLQIAGHEE
KKQPPLSKEF
G

KVSEDDELVE
AARLEELGSR
SGDFLDEGSL
TQSVRERSLLQ
EIRRAQETEQ
NVELIQFCSW
ELSMWRCHDE
DELYNTRERA
TIADGSLLDF
SWEEERRQEW
GPYIISMATA
RLESVDWYLE
RYSVELTMFH
SFGEEHLCFR
SIVVREPREV
SWIQTRFHLE
EMVEARGDES
ILEADPFLEQ
SDERKPAGLV

Matched peptides information:

Start
28

— End
- 38

1365.

Obhserved
6647

Mr (expt)
1364.6574

Mri{calc)
1364.7010

YDVLLMDRFL
LASLAPADAT
TTESNIEETI
KHARIRNCLT
DEMRYGMSYT
MGGDRDGNER
LRARAQETHS
RQLLTNEVSD
LRQVTAFGLS
LLSELRGKRP
PSDVLAVELL
RINGEQQVMI
GRGGTVGRGG
TLERFTAATL
EYFRSATPET
VWLGVGAAFQ
IAALYDELLV
SLRLRNPYIT
ELNEASEYAP

Ppm Miss

-32

[=]

DILQDLHGPG
LVAGSTQHMIL.
KRLVDLGESE
QLMAKDITDD
HETIWEGVEE
VIPEVIRDVC
APFFAOFHYT
IPEESVESHV
LVELDIRQES
LLAPDHEQTE
QRECHVEEFPL
GYSDEGEDAG
GPSHLAILSQ
EHGHMHPEVSPE
EYGEMNIGSE
SARIETDSENI
ADDLEPFGEQ
TLHVEQAYTL
GLEDTLILTHM

Segunence
LVEYDVLLMDR.F

145 -
327 -
421 -
453 -
471 -
586 -
602 -
702 -
745 -
745 -
808 -
870 -
886 -

158
334
432
476
476
597
610
705
750
750
814
8759
204

1179.6158
1033.5170
1320.6270
2725.5368
T775.3743
1312.6262
1107.5548
587.2878
677.3478
693.3537
881.4321
1174 .6735
2286.3819

1178.6085
1032.5097
1315.6197
2724.5285
774.3670
1311.6189
1106.5475
586.2806
676.3405
692 .3464
§80.4248
1173 . 6662
2285.3746

1178.6183
1032.4771
131%.7085
2724.3507 1]
774.3548 16
1311.6129 5
1106.5873 -36
586.2863 -10
676.3326 12
692.3275 27
880.4232 2
1173.6281 32
2285.2242 1]

-8
3z
-&7

SEEEVFEALE.N

CHDELRAR. A

.TIADGSLLDFLR.Q
CHTDWVIDAITTHIGIGEYRSWEPEEE.R
. SWPEEE.R

QOVMIGYSDEGE.D

LSAAWQLYR. A

.PEWER.E
MNIGER.P
MNIGER.P
.EWPFFR.V
.EILEADFFLE.Q
CHEYITTLNVEQAYTLEIMR.D

Oxidation (M)

HFooooooooakr o
WREAR RSP R YRR



Spot No.: 68

Mascot score: 236  Sequence coverage %: 33

NCBI accession No.: gi| 7525018

Matched peptides No.: 19 Total peptides No.: 29
Calculated Mr: 55351 Calculated pl: 5.19

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

MVTIRADEIS
GELVEFEEGT
SEAYLGRVIN
LIAIDSMIPT
QEASSVAQVY
MYREQHTLII
RLAKLISOLG
NAGIRPLINV
SDLDEATQH]
IGOVREFLY]
FLLQEEY

HIIRERIE(QY
IGIALNLESN
ALANPIDGRG
GREQRELIIE
TSLOERGAME
YDDLSKQADA
EGSMTALPIV
GISVSREVGSA
LARGORLEEL
LETYLETHEP

HREEVTIVHTE
NVGVVLHGDG
EISASESELI
DROTGETAVA
TTIVVAETAD
YRQMSLLLER
ETOSGDVSAY
LOTEAMEQVA
LEQSOSAPLT
QFQEIIASTK

Matched peptides information:

Start
[
15
17
23
95
108
166
203
254
267
2713
280
285
406
456
457
467
492
501

— End Obserred Mri{expt) Mri{calc)
- 14 1030.4945 1029.4872 1029.5454
- 22 1107.5012 1106.4939 1106.5468
- 22 822.3564 821.3491 §21.4031
- 41 1942.0950 1941.0877 1941.0531
- 107 1416.7442 1415.7369 1415.7772
- 119 1252.6660 1251.6587 1251.6935
- 172 815.4101 814.4028 §14.4548
- 216 1474.7530 1473.7457 1473.7787
- 266 1574.8424 1573.8351 1573.79838
- 272 736.3195 735.3122 735.3664
- 279 876.4255 875.4183 §75.4899
- 284 582.2973 581.2900 581.3398
- 297 1553.7381 1552.7308 1552.7310
- 413 901.4334 900.4261 900.4777
- 462 903.4931 902.4858 902.5702
- 462 775.4216 774.4144 774.4752
- 480 1604.9052 1603.8979 1603.8569
- 500 1101.4873 1100.4800 1100.5462
- 506 777.3843 776.3771 776.4432

TVLQVEDGIA
LUIQEGSSVE
ESPAPGIISE
TDTILHOOGO
SPATLOYLAP
PPEREAYPGD
IPTHVISITD
GELELELAQF
VEEQIMTIYT
TLTAEAESFL

BpmM
-57
-48
-66

18
-28
-28
-64
-22

23
-74
-82
-86

-0
-57
-93
-79

26
-60
-85

[ — T — T — I — I — I — T — Y — N — I — I — I — T — I — I — )

RITSLDEVHA
ATSEIADIPY
RSVYEPLOTS
NVICVYVAIG
TTSALLLEYF
VFYLHSRLLE
QIFLSADLF
AELEALFSOFS
STHNGYLDGLE
FEGIQEQLER

Miss Segquence

ADEISHIIR.E
.ERIEQYHR.E

.IEQY¥HR.E
.EVTIVNTGTVLQVGDGIAR.T
.IAQIPVSEAYLGR.V
.VIHALAWPIDGR.G
.ELIIGDR.(
ASSVAQVVTSLQER, G
.EQHTLIIYDDLSK. (
.QAQAYR.Q

RPPGR.E
.EAYPGDVFYLHSR.L
.ATQHOLAR.G
.KFLVQLR.T
.FLVQLR.T

. THEPQFQEIIASTE. T
.EGIQEQLER.F
.FLLQEK.V

AREEARIIORAREO RO DR

JQMSLLLE.R Oxidation (M)



Spot No.: 69

Mascot score: 82

Sequence coverage %: 31

NCBI accession No.: gi| 157830716

Matched peptides No.: 8

Calculated Mr: 27386

Total peptides No.: 103

Calculated pl: 6.23

Annotated PMF spectra:
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Probability Based Mowse Score:
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Protein score is -10%Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p-<0.05).
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Matched peptide sequences: shown in Bold Red

1 YPIFAQQHYE HPREATGRIV CANCHLASEP WVDIEVPOQAVL PDTWFELVVE
ITPYDMOLEQYV LANGEEGLLN VGAVLILFPEG FELAPPDEIS PEMEEKIGHL
SFONYREPNEE HILVIGPVPG QEYSEITFFI LAPDPATNED VHFLEYPIYY
GGHRGRGOIY PDGIESNNTY YNATAGGIIS KILRKEEGHY EITIVDASHE
ROVIDIIPRG LELLYSEGES IELDQPLTIN PHNVGGFGQGD AEIVLODFLE

51
101
151
201
251

Matched peptides information:

Start

51
111
146
186
148
202
210

- End
- 13

- 58

- 122
- 154
- 201
- 201
- 209
- 222

Obhserved

1639.
1023.
1234.
1038.
1780.
1523.

933.
1373.

8944
5653
6917
6123
9733
8261
6410
7862

Mriexpt)
1638.
1022.
1233.
1037.
1779.
1522,

952,
1372.

8871
5580
6844
6050
9660
8183
6338
7789

Mri{calc)
.7790

1022.
1233.
1037.

1638

1779
1522

5107
7445
5294

.8639
L7263

2532,
1372.

3706
7449

Ppm
66
46

-49
73
57
61
66
25

Mis=s Segquence

1]

=0 =T — I T — T — I ]

HHRERRERNR

.YPIFAQQHYEHER.E
JIPYDMOLK. () Oxidation (M)
.HILVIGPVPGQK.Y
.YPIYVGGHR . G
.EKGGYEITIVDASHER. ()
.GGYEITIVDASHER. 0
.QVIDIIPR.G
.GLELLVSEGESIK.L



Spot No.: 70

Mascot score: 84  Sequence coverage %: 46

NCBI accession No.: gi| 222640350

Matched peptides No.: 14 Total peptides No.: 104
Calculated Mr: 23549 Calculated pl: 11.42

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant {p<0.03).
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Matched peptide sequences: shown in Bold Red

1 MIGQTSGCOGR LRIFLHLEVH IVEGRAFLEL ASSTEFRTED DPFEFFPWANEL
51 ATHARYAART ITHMALMMWAH DOQEGASHNSGE DLARQEGEVGE GGSFMGELARI
101 FENEGEAEETA VGGHGRRTLL RCVGHIGGGE DASARATLGATE VERGGCEDYY
151 GGGRVECGHRE EFMTATTIQG AQRRGTDRDD 3GGERCGALES EGTALAVTGEG
201 NGRQDGERFI WELITEW

Matched peptides information:

Start

13
23
50
87
89
104
106
131
131
163
163

Enid
12
14
12
18
37
59
94
99
116
117
143
154
173
174

Observed

1254,
1495.
1107.

119,
1179.
1139.

745.
1092.
1329,
1300.
1157.
2201.
1232,
1388.

6864
7433
5605
4091
6192
5299
42854
5432
6686
5944
6105
0251
6360
7162

HMriexpt)
1253,
1494 .
1106.

778.
1178.
1138.

744 .
1091.
1328.
1299,
1156.
2200.
1231,
1387.

6811
7360
5532
4018
6119
5226
4211
5359
6613
5871
6032
0178
6287
7109

Mr{calc)
1253.
1494.
1106.

778.
1178.
1138.

744 .
1091.
1328.
1299.
1156.
2200.
1231.
1387.

5493
7283
5139
5177
6407
5917
3991
5142
6837
6684
6200
0655
6309
7320

Ppm
105
5
36
-149
-24
-61
30
20
-17
-63
-15
-22
-2
-15

Miss Seguence

1]

H O R ORKRERRERS R

- .MTGOTSGCGALR.I Cxidation (M)
- MTGOTSGECGALRIK.L Oxidation (M)
.TGOTSGCRALR . T

.IKLHLR.¥

.LRLASSTEFR. T

LATMARYAAR.W Oxidation (M)
.GRVGGGSR .M

VGGGSEMGEAR.H  Oxidation (M)

. GKAEE IAVGGWGR . R

.AEETAVGGHGRR . T

.DASAAL GAIGVGR. G

.DASAAL GAIGVGRGGCEDVVGGGR . W
MTATTIQGAQR.R

WTATTIQGAQRR. G

AR d R DD DR



Spot No.: 71

Mascot score: 81

Seqguence coverage %: 20

NCBI accession No.: gi| 44190501

Matched peptides No.: 15

Calculated Mr: 84907

Annotated PMF spectra:
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20

Probability Based Mowse Score:

Total peptides No.: 65

Calculated pl: 5.69

745438

1060.534

1475.735

1179.588

1308.639

1701.583

23563.959

1993.946

2163.031

2501.195

5101202705117

3312.315

29072 406
PN N 14 J

1000

1500

2000

2500

3000 iz

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751

MLSMSHSSIL
VTARLEKGKK
PLVELEKKIV
VNILRHPNRE
MFIGHQRGRN
PGLYADLKSE
ANKMLMLENL
LDGIIPEPLG
RKIGVFIENL
SSSEDQPSSE
SEEEHLVHPI
ALEAASVENE
KEKVLETEGE
LNREISEKIE
QIKQKILDLL
SESERPEIIN

LCGLSASASH
FDHEWASNED
DVRKMALETG
TFLDHIHNIT
TRENIMRNEG
ELGQGEAIAN
VEYVASPELC
GAHLDPSWTS
EVEPE IKVHM
VLNEMIRKLE
LIERIERKLEE
INKRFQELVD
VEAEMAGVLE
EVVRLAPEIKS
SMSGLQERQE
PHFL

SDHLRSSTNG
ENVEGGVLSY
LDFTDQIITL
DEFMELHGDR
MPTPHGYREL
NLRTMFGLEV
AATLWNSSKL
QQIKIAINEN
KRRDAVVSNS
SEIDDEYTEL
EFNTRLSELF
RPEVREKVEL
SMALELEAVE
MVELLEVENL
ELERELAVAR

Matched peptides information:

Start
199
200
274
340
375
423
447
483
500
518
548
607
621
T19
T43

- End Obse
- 207 1179.
- 207 1023.
- 279 712.
- 347 945.
- 386 1379.
- 431 1003.
- 447 2308.
- 4594 1407.
- 517 2113,
- 525 1036.
- 558 1058.
- 820 1477.
- 630 10%0.
- 724 T75.
- 755 1455.

rved
5676
3867
4539
5091
6308
5800
8913
6182
8344
5256
5068
6103
5327
5136
5994

Mr (expt)
1178.5603
1022.3754

Til.4466

944.5018
1378.6235
1002.5727
2307.8840
1406.6109
2112.8271
1035.5183
1057.4985
1476.6030
1089.5254

T74.5063
1454.5921

Mr ({calc)
1178.6019
1022.5008

T711.3625

944.5655
1378.6551
1002.5206
2308.0740
1406.7010
2113.141%9
1035.5349
1057.6131
1476.7494
108%.5740

T74.375%9
1454.4805

VSLRTLGRAM
LSTFEPLGDT
GETEYRQALED
AGYDDPAIVT
LEMMYYADHH
PILSIVIGEG
APELLFKLET
MHEFGEMSGE
RELEGEVEEL
ARTHMGLEEEREL
NYESLESEKELD
IFLEVASSGL
FHVAEQIFVE
KASQTPGDTE
EVALVESEES

ppm
-35 1
-119
118
-67
-23
52
-82
-64
—149
-16
-107
-99
-45
168
77

COORRERERERREOROO

ARAAADARADYR DR DODA

VASTERNNLY
QKPVTLDFEK
LYTDLTPIQR
GIGTIDGKRY
GFPIVIFIDT
GSGGALAIGC
TSRELVELNV
ELLEHRMAKY
KEQILKARET
TAMRGEFSEA
MLRDFSRARA
SSFEELSDEL
SENIQEKVEE
VSQRIETLEQ
LEEDDDDDDG

Miss Sequmence

RYMFIGHQK.G
YMFIGHQK.G

TMFGLE.V Oxidation (M)

ITSRELVE. L
IAINENMNEFGE. M
RDAVVENSR. K

ARETSSS5EDQPSSEVLINEMIK. K

THMGLEERLTAMR. G

ASEEEHLVHPILIEEIEK. L

LEEEFNTR. L
AFAALEAASVE.N

TEGEVEAEMAGVLE. &

SMALELEAVE. P
QEELEK.E
EDDDDDDGEEZEK. P

Oxidation (M)



Spot No.: 72

Mascot score: 102  Sequence coverage %: 28

NCBI accession No.: gi| 15220329

Matched peptides No.: 11 Total peptides No.: 34
Calculated Mr: 50194 Calculated pl: 4.93

Annotated PMF spectra:

1701.967

555,456

55 805.488

€ 1599.798
a0 1398.772

25 1007 523

o 1153615 1475.810

1977.930

2163.101

2346.068

1000 1500 2000

Probability Based Mowse Score:

miz

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).

W

L

T T T
S0 ) g0 =l 106
Probability Based Mowse Score

Number of Hits

-l
L=




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MRECISTHIG
TFFEETGAGE
HHFARGHYTI
SLLLERLSVD
SILLDNEATY
DNTEFQTHNLWV
MMALECDPRHG
FECGINYQFFE
FERAFWVHWIVG

QRGIQVGNAC
HVPRAVFVDL
GKEIVDLCLD
YGRESKLGFT
DICRRSLSIE
EYPRIHFMLS
KYMACCLMYR
TVVEGGDLLK
EGMEEGEFSE

WELYCLEHGI
EFTVIDEVRET
RIRKLADNCT
VIPSPQVSTS
RPFTYTHLHEL
SYLPVISAEE
GDVWVEEDVHL
VQRANVCHMISH
AREDLAATEE

Matched peptides information:

Start -

41
a5
80
&5
a7
113
216
374
395
403
403

QPDGQMESDK
GTYRQLFHEPE
GLQGFLVFNLA
VVEBYNSVLS
VSQVISSLIL
LFHEQLSVAE
AVGTIKTKRT
STSVAEVFSR
DYEEVGLEGG

TVGGGDDAFH
QLISGEEDARA
VEEETIGSGLG
THSLLEATDV
SLEFDGEALNV
ITHSAFEFAS
IQFVDWCETG
IDHEFDLMYA
DDEDDEGEEY

R.QLFHPEQLISGE.E

R.SLSIERPTYTHLNR. L
R.AVCMIZNSTEVAEVFER. I
K.FDIMYAK.R Oxidation (M)
R.AFVHWYVGECGMEEGEFSEAR.E

End Ob=served Mr (expt) Mr(calc) prom Miss Segnence
- 60 1977.5%300 1576.9227 1576.8752 24 o
- 79 1701.95674 1700.9601 1700.8985 36 ]
- 84 597.3727 596.3655 596.29138 123 0 R.TGTYR.{
- 96 1396.7665 1395.75%2 13895.7510 8 o
- 105 1007.5230 1006.5157 1006.4468 68 0 EK.EDAANNFAR.G
- 121 1132.6111 1131.6038 1131.5594 39 0 EK.EIVDLCLDR.I
- 223 1663.9185 1662.9112 1662.8689 25 o
- 350 1873.9314 1872.9241 1872.8710 28 o
- 401 S03.5040 902.49a7 S02.4208 g4 o
- 422 2330.0971 2329.08%8% 2329.0110 34 ]
- 422 2346.0676 2345.0603 2345.0059 23 o

K. TVGGGDDAFNTEFFSETGAGE . H
R.AVFVDLEPTVIDEVR.T

Oxidation (M)

R.AFVHWYVGEGMEEGEFSEAR.E Oxidation (M)



Spot No.: 73

Mascot score: 82  Sequence coverage %: 15

NCBI accession No.: gi| 110738696

Matched peptides No.: 11 Total peptides No.: 27
Calculated Mr: 71308 Calculated pl: 6.47

Annotated PMF spectra:

1457 744

so 863412

&5 1362686
&0 991 514

15 666.246
10 10593, 495 1756905
5 ?zgf_m ] 1252 8680 1553.748
E n

1884.013
'y

Inr

2163107

700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1800 2000 2100 2200 miz

Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MSFLETAAVE ATSEVEDAAT

i1
101
151
201
251
30l
351
401
451
a0l
551
601

INGHVDIGET
EADAKLEVEG
IESLNLLEME
HLRLEEIINE
LWOQIAQKTHV
IVACGLOGPT
LEHATAGTIL
LG3LELLLEF
AFDVEVTTEL
GEAVFPCVLO
GRIASTENNH
ISERRSIDILE

ELLDCIRGTIV
LLVIDTPGHE
NTEFITIALNE
FOEQGLNTEL
EELTYWVDEWVQ
VTTIEALLTFE
HWGPDDDIE
LETPAVHIFY
FELADEMGVE
ILPHNCVFNER
EPVDTALAEEGD
ADYHMEEM3TE

QTERLKEGEC
VOEGEAGGIT
AFTHLESRGS
VDELYGWETC
TYENEDMGET
CTVLEVEVIE
HFMEELEVEG
AMEESAMEDH
SGIGIGEVHE
IFCADITIYQL
DPFIILGVEVH
EVAIEIVASH
EWELLLELER

Matched peptides information:

Start

- End

ODbhserved

Mri{expt

] Mricalc)

LAFPNEFIEEG
QOTGATYFRA
SLCDLATLNY
FITLF IVELME
F3IVPT3AIS
GHGTTIDVVL
TYLHHEEIEL
ESVLSRIDES
KD IMEAGVHL
FHNQFCOVTIEN
DGILEIGTPI
REEQEMFGEH
IFEIF

pPpm Miss

GEKLRSIICC
FNIRERTREL
DITHSLOPQT
QQHKDVIHEF
GEGVPDLLLW
VNGELHEGD(Q
LOGIKITAOG
GEGVYVOTST
EKKKETATIL
IKEEKKKESL
CVPGREFTDI
FDMEDELVSH

Sequence

1 -
11 -
174 -
188 -
195 -
413 -
413 -
436 -
462 -
536 -
576 -

i0

23

178
194
203
430
431
443
470
545
581

1093.
1362.
666 .
863.
1119.
1755.
1884.
891.
991.
1069.
659.

4962
6864
2461
4120
6192
9061
o127
4351
5141
4869
2958

1092.4889
1361.6791
665.2388
862.4047
1118.6119
1754.8988
1883.0054
§90.4278
990. 5068
1068.4796
658.2885

1092.5849 -88
1361.6674 9
665.3537 -173
862.4331 -33
1118.5720 36
1755.0043 -60
1883.0993 —-50
890.4895 -69
990.4692 38
1068.5750 -89
658.3762 -133

=

- .MSKLETAAVK.A Oxidation (M)
K.AISEVEDAAT(TE.R
R.LYGWE.T

K.BMEQQHE.D Oxidation (M)
K.DVIHEFHLR.L
K.TPAVHIPVSGIGIGPVHK . K
K.TPAVHIPVSGIGIGPVHEE. D
K.AGVMLEEK.K Oxidation (M)
R.ELADEMGVE. I
K.IGTPICVEGR.E

K.IVASHR.E

(=T = — T — R — T — =]



Spot No.: 74

Mascot score: 170  Sequence coverage %: 32

NCBI accession No.: gi| 2493132

Matched peptides No.: 17 Total peptides No.: 31
Calculated Mr: 53806 Calculated pl: 5.12

Annotated PMF spectra:

B67. 246
110

1203.461

1331.576

2163.106

0 842,330 1663.754

1127 454
1715.926

937.320

Ll e |,

700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 miz
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

\

S BN

T
100 150
Probability Based Mowse Score

Number of Hits
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& ]
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451

MAPEMEEGTL
RRGOVLEVDG
FNGSGEP IDN
STARGQKIPL
LIVFLLMGVN
ALTTAEYLAY
TTDLATIYER
TIDRQLHHRQ
IGKDVOAMEL
DLAWTLLRIF

EIGHETRTVS
EKAVVQVFEG
GPPILPEAYL
FSLAGLPHNE
METLQFFERD
ECGKHVLVIL
LGRIEGREGS
IYPPINVLPS
VVGEELLSSE
PRELLHRIFPAL

GVAGPLVILD
TSGIDHEYTT
DISGSSINES
TAAQTCROQAG
FEEHGSMERV
TDMISYTADAL
ITQIPILTHF
LSRLMESATG
DLLYLEFLDE
ETLDOFYSRD

Matched peptides information:

Start
37
63
a0

219
220
230
245
250
282
2886
355
360
377
386
434
435
472

- End Ohserved Mriexpt)
- 44 1034.4811 1033.4738
- 77 1563.7544 1562.7471
- 99 1104.4748 1103.4675
- 229 1369.6825 1368.6752
- 2290 1229.5081 1228.5008
- 244 1715.9261 1714.9188
- 249 599,2486 598.2413
- 264 1702.8528 1701.8455
- 287 632.1809 631.1736
- 294 §42.3296 641.3223
- 359 667.2461 666.2388
- 373 1596.8824 1595.8751
- 385 937.3198 936.3125
- 403 2050.9949 2049.9876
- 444 1255.5724 1254.5651
- 444 1127.4541 1126.4468
- 479 1029.4018 1028.3945

Mri{calc)
1033.5556
1562.7941
1103.5645
1368.5728
1228.4666
1714.9254

598.3802
1701.8283
631.3289
G41.4406
666.3561
1595.9035
936.4335
2049.9868
1254.6357
1126.5407
1028.4927

EVEGPEYQEL
VOFTGEVLET
ERTYPEENIQ
LVERLEQSEH
TLFLHLAHDF
FEVSAAREEW
NDDITHFTFD
EGMTREDHSD
FEFEFVAQGL
ATH

) 2 L
-79 1]
-30
-88

Th
28
-4
—-232
10

-246

-141

-176
-18

-129

0
-56
-83
-95

oEFOoOOQoOFOoOOQOoOoQOREOQ

FREERREREBRRZERARAERANR

VYHIRLGDGTT
FYSLIMLGRI
TEISTIDVHMI
AAEGGEEDINF
TIERIITFRI
PGRRGTPGTH
LTGYITEGQL
VSHQLYANYA
YDTRMIFOQ3IL

Miss Segquence

.YQEIVHIR.L
AVVOVFEGTSGIDHK. ¥
LTPYSLDMLGR.I Oxidation (M)
RDFEEHGSMER . ¥
.DFEEHGSMER.¥ Oxidation (M)
VTLFLHLAHDPTIER. I

LIITPR.I

IALTTAEYLAYECGK . H

.EVSAAR.E

.EEVPGRR. G

.QLHHR.Q

.QI¥PPIRVLPSLSR.L
.SAIGEGMTR.R Cxidation (M)
.RDHSDVSHOLYAWYAIGK.D
.KFVAQGAYDTR.H
.FVAQGAYDTR.H

.TLDQFYSR.D



Spot No.: 75

Mascot score: 109  Sequence coverage %: 52

NCBI accession No.: gi| 7708185

Matched peptides No.: 25

Calculated Mr: 52907

Total peptides No.: 157

Calculated pl: 5.21

Annotated PMF spectra:

55
a0
45
40
35
30
25
20
15

1a

(109

1476 618
1328754
1045 655
— 1617 885
1955.099
757 406
S 1791.833

i 1716.944 2384.055

' | 2079.012

1000 1500 2000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

T T
100 110 120
Probability Bazed Mowse Score




Matched peptide sequences: shown in Bold Red

1
5
101
151
201
251
301
351
401
451

DPGYSTLEEEK
INVTCEVQOL
RIFHVL GEFY
LAPYRRGGEI
GHDLYMEMEE
TFRDVHE QDY
LOQERITZTEE
EGIYPAVDPL
GLDELZEEDER
QLILSGELDG

NLGRIVQIIG
LGNNEVRAVL
DHLGPYDTRT
GLF A GYGE
SEVINEQNIAL
LLFIDHIFRF
GIITSIOAVY
DSTSTMLOPR
LTVARALAREKTIE
LPEQAF YLV

PVLDVAFPEG
MSATDGLREG
TSP IHRSAPA
TYL IMEL THH
ESEVALVYG)
VQAGSEVSAL
VPADDLTDFA
IVGEEHYETL
RFLSOPFFVA
NIDEATAKAM

Matched peptides information:

Start

15

L1
i02
127
138
147
147
157
160
171
164
198
224
224
254
270
284
347
352
352
385
479
479

End Ohserved Mr{expt) Mr{calc) PpmM
9 945.5447 944.5375 944.4815 59
31 1763.0201 1762.0128 1762.0393 -15
42 1277.7074 1276.7001 1276.6649 12
78 1107.5975 1106.5902 1106.5390 46
119 1955.0991 1954.0918 1954.0160 39
137 1190.6719 1189.6646 1189.6343 26
146 1007.5959 1006.5886 1006.5699 19
155 1045.6550 1044.6477 1044.5968 49
156 1201.7316 1200.7243 1200.6979 22
170 1217.6770 1216.6697 1216.6928 -19
170 975.5933 974.5860 974.5549 32
183 1487.8371 1486.8298 1486.8429 -9
197 1328.7538 1327.7465 1327.6633 63
209 1518.7923 1517.7850 1517.6490 a0
238 1601.8531 1600.8458 1600.8031 27
238 1617.8847 1616.8774 1616.7981 49
269 1950.0526 1949.0453 1948.95894 29
283 1433.8371 1432.8298 1432.7674 44
304 2328.1795% 2327.1722 2327.0773 41
370 2501.3058 2500.2985 2500.2995 -0
370 2061.0818 2060.0745 2060.0248 24
370 2077.0899 2076.0826 2076.0198 30
389 645.4026 644.3954 644.3606 54
490 1407.7605 1406.7532 1406.6897 45
490 1439.7727 1438.7654 1438.6796 60

KMPHIYHALY
MDVIDTGALL
FIQLDTKLSI
IAKAHGGVSY
MHEPP GARME
LGRMP SAVEGY
PATTFAHLDA
ORVEQTLQRY
EVFTGSPGEY
HLEME SHLEK

Mis=s Segquence
o

LSIFETG.

GGEIGLF
IGLFGGA

RERRRAARARRRARNOARRERARNADR D RS

QTLQR.¥

HEOQOQOFEFOOOQOFEFOOOQOHEHFEFOOoOOQOOQOOoOOQOOo

YEGRD TV Q0
SVPVGEATLG
FETGIEVVYDL
FGGYGERTRE
VELTALTHMAE
QPTLSTEMGT
TTVLSEGLAL
EELODITATL
VGLAETIRGE

-DEGVSTLEK.K
IVQIIGPVLDVAFPPGE .M
MPHIYHALVVE.G Oxidation (M)
AVAMSATDGLE.R Oxidation (M)
IFHVL GEPVDHLGFVDTR. T
SAPAFIQLDTE.L

IE. WV

VVDLLAFYR.R
VVDLLAFYERR.G

GGAGVGE. T
GVGE. T

TVLIMELTHHIAK.A Oxidation (M)
AHGGV SVFGGVGER . T
TREGHDLYMEME . E
VALVY GQMNEPP GAR . M
VALVYGOMHEPPGAR.M Oxidation (M)
DVHEQDVLLFIDHIFR.F
FVQAGSEVSALLGR.M
MPSAVGYQPTLSTEMGTLQER. I
GLAAKGIYPAVDPLDSTSTMLQPR. I
GIYPAVDPLDSTS TMLQPR. I
GIYPAVDPLDSTS TMLQPR. I

2 Oxidation (M)

Z Oxidation (M)

Oxidation (M)

2 Oxidation (M)



Spot No.: 76

Mascot score: 81  Sequence coverage %: 12

NCBI accession No.: gi| 22328910

Matched peptides No.: 10 Total peptides No.: 22
Calculated Mr: 54154 Calculated pl: 6.25

Annotated PMF spectra:

B55.343
g0

75
778.373

70

B5 85,405
B0

55

a0

45 1075.448

2163.118
40

* 727375

30 2016.028

1175.891

1813.808
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Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

L
101
151
201
251
301
351
401
451

MAEISALTSFF
LVGHAVVTGH
LATIGELDTS
S3QLVVEDLTE
AEVGADAVAH
IETAKEHNVE
VYDPEDALPDOQF
IDMYEHNRLV
EYAFMVYAGR
PHSLYRODIS

S333F5ALVIE
VWTGIRICENQ
VWIVFWLEENT
EFYKEDFIFFPC
GCTEEGHDO
VWPVTEESIYS
EYIEIGIESG
MESRGVYETFE
WEDPLRESMD
AFEGSEITHG

SEHHGELECQ
ATIRAVLAGDG
GCEVVCFTAD
LEAGARTYERE
RFELTFF3LM
BRDFMNLWHLSH
LPVALNGEAL
GGTILF ARV
AFMEEITETT
ADAASFIRLY

Matched peptides information:

Start
21
157
173
235
267
351
4102
402
411
441

- End
- 28

- 164
- 179
- 240
- 271
- 357
- 410
- 410
- 416
- 448

829.
280.
779.
727.
625.
892,
1059.
1075.
833.
762.

Dhserved

2838
4511
3732
3751
2654
3813
4817
4495
3919
3714

828.
979,
778.
726.
624,
891.
1058.
1074.
832.
761.

2765
4439
3660
3679
2582
3740
4744
4422
3846
3641

Mri{expt)

Mri{calc)
828.4090
979.4862
778.3973
726.4177
624,.3231
891.4120

1058.4855
1074.4804
832.4232
761.4032

in Bold Red

MVAVPETTIQ
TALTTDSEEL
VEOGIEELEG
TLLGTSMARF
PELEVVAPHWE
EGDLLEDP AT
SPATLLAELIM
ELESLTLDEE
TEIVTLELTE
GLFMETRANL

ppm Miss
-160 1]
-43
—-40
-69
-104
-43
-10
-36
-46
-51

=2 == — I = — I — = ]

FQELSLER3IQ
GLEGELEEWT
LEQELEAIGL
VWIAKAMVDWVA
EWETQGREDL
EPEEDMYHNHNS
TIGGEHGIGE
SICVEDTLAL
GEVSVTGROS
EEI3

Segquence
SSHHGSLK.C
.DLTEEFVK.D
AGAIYER.K
VVAPHER.E
SIYSR.D

YAFMVYAGR . W

WFDPLR.E
.BSUSYTGR.Q

mERARERRERR

LIDMYVEHR.L  Oxidation (M)

YAFMYVYAGR . W Oxidation (M)



Spot No.: 77

Mascot score: 94

Seqguence coverage %: 21

NCBI accession No.: gi| 15218090

Matched peptides No.: 15

Calculated Mr: 54539

Total peptides No.: 45

Calculated pl: 5.94

Annotated PMF spectra:

145
140
135
130
125
120
115
11a
104
100
95
50
85
80
75
70
55
60
55
a0
45
40
35
30
25
20
15
10
a

am

559.353

9798527

2185.19F2163.155

1731.872

1509.864

1135.575 1841.893 1559.968
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

MYRTALSREAR
AALTSLDMPL
IGLYVDCGS I
SASASRE(QMS
EIAELAKNFM
ENFTALREMVL
OHTGGELTHF
HSWLYRRVLHN
KELEDVLGGE
REPVDOQFLES
KFR

ALEGVLTRIL
QSLPPPLA
TELPYFHGALT
YTIDATKETYWV
GFLLEATH3A
AL SGVEHEEL
L AFEVE G
ETQEWVOICTA
VIOLHLDEAE
VDOLTLEDIL

FPARYRA3IIIL
DEVEPSELQI
HLLEEMAFES
FEIVEVLIDS
GT3GPLASPL
LEVALEPLTSD
HNEEEAVTATWV
FT3IFNDTGL
L ATESAVIMH
DFTSEVI3IER

Matched peptides information:

Start
130
142
157
183
183
198
258
258
292
425
425
435
444

- End Ohse
- 134 590.
- 156 1462.
- 167 1314.
- 196 1731.
- 197 1859.
- 207 1147.
- 272 1625.
- 272 1641.
- 300 1028.
- 434 1119.
- 434 1135.
- 443 991.
- 451 979,

rved HMriexpt)
2720 589.2647
7445 1461.7372
6385 1313.6312
8719 1730.8646
9634 186586.9611
6213 1146.6140
8654 1624.8581
8976 1640.8903
5154 1027.5081
5605 1118.5532
5746 1134.5673
4978 990.4906
5271 978.5198

HMri{calc})
589.3184
1461.7059
1313.6173
1730.8264
1858.9213
1146.6318
1624 .8494
1640.8443
1027.4723
1118.5754
1134.5703
990.4804
978.5134

WAETSSSTPA YL3WL3IGGSR
TTLFMNGLEIA SETTPNFPALS
TLHERTHFELV FEIEATGGHT
VFHPAFL.DWE VHEELREMEY
TAPESALDRL NGELLEEFHMT
LPIVFPPOLAF ESDYIVGGDER
LONLMGGGE3 FIAGGPGEGH
FGITGCISPO FAAEATELAL
LESEMIAAFD IGROILTYGE
LTHGSFGDVL AVPF3IYDTISS

ppm Mig=s Segquence

-91 0 K.STLHR.T

21 0 R.EIEAIGGHTSASASR.E

11 0 R.EQMSYTIDALK.T Oxidation (M)
22 0 R.HPAFLDWEVHEELR.E

21 1 R.HPAFLDWEVHEELEE.M

-16 1 EK.MEVEIAELAK.H Cxidation (M)
5 0 R.MVLAASGVEHEELLE.V

28 0 R.MVLAASGVEHEELLE.V Oxidation (M)
35 0 K.SOYYGGDFR.Q

-20 0 K.SAVIMHLESE.M

-3 0 K.SAVIMHLESR.M Cxidation (M)
1o 0 R.MIAAFDIGR.[ Oxidation (M)
7 0 R.QILTYGER.K



Spot No.: 78

Mascot score: 86  Sequence coverage %: 54

NCBI accession No.: gi| 19769

Matched peptides No.: 15 Total peptides No.: 112
Calculated Mr: 25251 Calculated pl: 9.78

Annotated PMF spectra:

1464 577

1107 579

£55.429

2163.141

10 722,425

926.556

1638895
805,449 1036.547 1755 g7 1891.000 2384 037
2064.179

2309.150

1000 1500 2000 miz

Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201

SHEFDPSPAS KIARKGRPLD DAWQHATEVD GEEQRTICEY CGFVES5GGIL
TYLETHLGGE DPTGSLEGCE NVPPEVEEVIM TEWLQGTIRG VHAPQLEDIER
TDMEARTSEEK SVERGRPLDA AWEHATEVDA EREQRLVCEYC GFISSSGGEIT
HLEAHLAGGD PEGPSEGCEN WVPPEVEEVMA ESLNRIVEGY FAMOPEEIRR
FMELENDWSE PESDDYSLNQ HRIVEINE

Matched peptides information:

Start
4
40
68
78
50
115
117
154
163
177
178
189
152
182
152

- End Observed Mr (expt) Mr ({calc) ppm Miss Segmence

- 11 829,.3884 828.3811 828.4341 -64 1 K.EDPFSPASK.T

- 54 1633.8859 1637.8786 1637.7760 83 0 K.YCGFVSSSGGITYLE.T

- 78 1252.6371 1251.6298 1251.6394 -8 1 K.GCENVPPEVER.V

- 8BS 1505.785%0 1504.7817 1504.7320 -0 1 EK.BEVMTEWLQGTIR.G Oxidation (M)
- 106 1514.5500 1913.5427 19513.5%2a5 il 1 R.GVHAPQLEDIRTDMEAR.T

- 131 1833.9478 1832.9405 1832.9169 13 1 R.GRPLDAAWEHATPVDAR.R

- 131 1620.8763 1619.8690 1619.7944 46 0 R.PLDAAWEHATPVDAE.R

- 166 1234.6609 1233.6536 1233.6466 G 1 K.AHLAGGDPEGPSE.G

- 176 145%3.7802 1452.772% 1452.7457 18 1 FK.GPSKGCFNVFEEVE.R

- 185 1075.6082 1074.600% 1074.5604 38 1 R.EVMAESLNR.T

- 185 919.4626 918.4553 918.4593 -4 0 R.VMAESLNR.T

- 189 1273.6407 1272.6334 1272.6456 -13 1 K.GVEAMQPEEIR.R Oxidation (M)
- 189 573.5543 572.5471 972.4698 79 0 KE.AMQPEEIR.R

- 199 989.5195 988.5122 988.4648 48 0 K.AMOQPEEIR.R OCOxidation (M)

- 200 1129.6383 1128.6310 1128.5709 53 1 K.AMQPEEIRR.F



Spot No.: 79

Mascot score: 81  Sequence coverage %: 32

NCBI accession No.: gi| 308799665

Matched peptides No.: 21 Total peptides No.: 114
Calculated Mr: 71166 Calculated pl: 10.62

Annotated PMF spectra:

1308.729

a0
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40
1475860

35 837 456

30

5 1179.646

6596406
1028.599 2073.186

2354.085
1852.057

277224 3264 6543
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1000 1500 2000 2500 3000 miz
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501
551
601

XHSVHTLTGF
VSRRVDGGRE
GRTERRRGAG
WWWVTRTHLLG
LGAFGALRGY
LVYDLEDVSEA
VEPAAVSEMAS
INEQHENVTFR
FEGTGETLLA
SQPATTFIDE
ATHRFDALDE
VWCDVISEAT
DGIATSGHERL

AHSVHTLTGF
ERERGGTFELRR
TARTRAATREE
VVVERLFAVVY
SARFMAAVEA
FSASASATAG
RGMFTVLAMN
DVAGVEDAFA
REAVAGESGVE
LDAVGESERGR
ALLEPGRLTR
FGFIGAELAN
DAHMFRELRESR

AHSVRTLTGE
RERTRRSDRAR
SGAVSGANDA
LVVCFSGALR
APPTAMYSAF
RVRTTFQTER
LEIIPLIIIM
ELFELVQIME
FFEVLASEFY
GLNEERD{TL
RVFVGEPS00
VCHEARLLSY
FMGNYEDIPG

ARRVHTLTGF
SRDAARGVVD
DGNSDDSMEP
VVGGIARNRF
LEDLRAGRIS
LMCDLE LMREK
RNAINRQQGG
NSDKYRNVRG
ELFVGRGAAR
NQLLVEMDGF
GRAQILGVHL
RDERQFVSID
SPGDVANGIE

AHEVRTLTGF
ARDGDATWDE
IEREFPFSVMR
GRIGMMIGLA
SVRFEEGSTR
LEFAGVEFGA
GGEEERFEALAD
RLPSGCLLVG
VEELFARARK
SFEDQSILILA
RGLDLEEDVD
DLLDGVSRTE
EEFGSEEFAD

651 GWPISMGES

Matched peptides information:

Start - End Chserved Mr (expt) Mr (calc) PRm Miss Segnence
46 - 54 1036.5401 1035.5328 1035.5825 -4 1 ER.TLTGFVSER.V
145 - 155 1393.7775 1352.7702 1392.T7336 26 1 E.PFSVMBWVVTR.T Oxidation (M)
156 - 164 1003.5595 1002.5522 1002.5896 -37 0 R.TMLLGVVVR.R O=xidation (M)
156 - 1a5 1143.5521 1142.5848 1142.6558 -97 1 ER.THMLLGVVVER.L
153 - 208 1591.0104 1550.0031 1589.8786 78 0 ER.ICMMIGLALGAFGALR.G
215 - 232 1868.0297 1867.0224 1866.9736 26 1 FK.MAAVEAAPPTAMYSAFLE.D
220 - 232 1383.7435 1382.7362 1382.6504 33 0 E.AAPPTAMYSAFLE.D Oxidation (M)
233 - 238 659, 3881 658 . 3808 658.3762 7 1 E.DLEAGR.I
262 - 271 878.4961 877.4888 877.4253 T2 0 K.SASASATAGR.V
281 - 289 1065.5437 1064.5364 1064.5246 11 0 R.LMGDLEIMK.E Oxidation (M)
294 - 311 1791.854% 1750.847¢ 1790.9097 -35 1 E.AGVEFGAVPAAVSEMASR.G Oxidation (M)
347 - 356 1130.5554 11295.5481 112%.5727 —-22 1 EK.EAADINEQNE.V
370 - 380 1320.6845 1319.6772 131%.T715%9 -28 0 E.AELFELVQIME.N
385 - 389 679.3696 678.3623 678.3813 -28 1 E.YENVR.G
441 - 4495 10%0.5648 1089.5575 108%.5%31 -33 1 R.VEELFAEAR.K
477 - 492 1838.0674 1837.0601 1836.8528 91 0 ER.DOQTLNQLLVEMDGFSE.D
522 - 532 1171.6734 1170.6661 1170.6146 44 0 R.VEVGPPSQQGR.A
533 - 541 1006.522% 1005.5156 1005.6083 —-592 0 ER.AQILGVHLR.G
601 - 609 B62.4420 861.4347 861.4192 18 0 E.DGIATSGNE.A
627 - &40 1339.6878 1338.6805 1338.6779 2 0 E.DIPGSPGDVANGIE.E
647 - 659 1300.6178 1259.6105 1299.6453 -30 1 K.EFAQGVPISMGES.-



Spot No.: 80

Mascot score: 203  Sequence coverage %: 39

NCBI accession No.: gi| 157336951

Matched peptides No.: 17 Total peptides No.: 31
Calculated Mr: 47196 Calculated pl: 5.42

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MASLEFPERS
LEFIDIQEEY
GIVGETTGIN
ISLL3Q3EEP
GYLLYGPPGT
FELAFKEHAPO
OTVIWVEY ML
EMNLSDEVDL
EGYRTHNVEEP

SEFPPPEFFP3ST
WEDEQENLEFR
THEILSTIN
DN TYND IGGC
GETHML AEAVA
ITFIDEVDAT
THRADTLDPA
EDTFVSRPFDETL
DTDFEFYEK

RSDIQGFSDO
ELLELOEEVE
RELLKPSASY
DIOKQEIREA
HHTTAAF IRV
ATARFDAQTG
LLRPGRLDEK
SAAETAATICH

S333FSDEDDL
RIQSVPLVIG
ALHRHZMNALW
YELPLTHHEL
YGESEFVQEYL
ADEEVORILH
IEFPFLFDERQ
E4GMHAVRET

TGRLESLORO
QF MEMWV DN
ISLPPELADSS
YEQIGIDPPR
GEGPEMVEDV
ELLNOMDGFD
FRLVFOWCTA
FTVILPEDFE

Matched peptides information:

Start - End Observed Mr{expt) HMr{calc) ppm HMiss Sequence
122 - 134 1420.9554 1419.9481 1419.8198 a0 0 PB.ELLEPSASVALHR.H
179 - 192 1679.0177 1678.0104 1677.8726 82 0 PR.EAVELPLTHHELYK.(
193 - 200 895.4890 §94.4818 §94.4923 -12 0 K.QIGIDPPR.G
201 - 212 1158.7103 1157.7030 1157.6445 51 0 R.GVLLYGPPGTGK.T
218 - 229 1271.7867 1270.7794 1270.6782 80 0 K.AVANHTTAAFIR.V
230 - 238 992, 5735 991.5662 991.5339 33 0 R.VYGSEFVQK.Y
239 - 245 791.4250 700.4177 790.3973 26 0 K.YLGEGPR.M
256 - 274 2029.2409 2028.2336 2028.0527 89 0 K.EHAPATIFIDEVDAIATAR.F
275 - 283 980.5018 979.4945 979.4359 60 0 FR.FDAQTGADR.E
275 - 287 1492.6399 1491.8326 1491.7066 G4 1 R.FDAQTGADREV(QR.I
307 - 313 620.4229 §19.4156 §19.4273 -14 0 K.VIMATHR.A oOxidation (M)
314 - 326 1394.8818 1393.8745 1393.7677 17 0 R.ADTLDPALLRPGR.L
330 - 338 1114.7099 1113.7026 1113.6182 76 1 R.KIEFPLPDR.R
331 - 338 986.5401 0985.5328 0985.5233 10 0 K.IEFPLPDR.R
331 - 339 1142.6831 1141.6758 1141.6244 45 1 K.IEFPLPDER.(
370 - 389 2142.2002 2141.1929 2141.0721 56 1 K.ISAAFTAATCQEAGMHAVEE.H Oxidation (M)
409 - 418 1289.6973 1288.6900 1288.5976 72 0 HK.KPDTDFEFYK.-



Spot No.: 81

Mascot score: 172  Sequence coverage %: 43

NCBI accession No.: gi| 312281677

Matched peptides No.: 26 Total peptides No.: 73
Calculated Mr: 57475 Calculated pl: 6.24

Annotated PMF spectra:

727333

80 715,283 505,380

70 1033.393

1370.543

a0 2162.920

1625.708
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Probability Based Mowse Score:

Protein score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
a01

MASHMAATEAL
TVSRERESVA
GAGTRLYPLT
ASLHERHL.SRA
WLFEEHNVLE
TAFGLMETIDE
SMGIYVVSED
EDIGTIEAFY
TDSVIGEGCWY
SLLTAFGSVE
GYFIESGIVT

EVEBALSCSDS
RGREVENPMIV
EFRAFPAVEL
YTATHMGGYEN
YLILAGDHLY
EGRIVEFAEE
VHMLELLENTF
NANLGITEEFR
TENCEIHHSV
IGIGESSHIE
VIEDALTPTG

TRIVTEAVER
SEEAVSDSON
GANYRLIDIP
EGFVEVLAAQ
RMDYEKFIQA
PRGEQLEAME
PCANDFGSEV
VEDFSFYDRS
VGLRSCISEG
RATIDENART
TLI

RTLSF555VGE
SQTCLDEDAS
VSHCLHNSHNIN
QSPENENWEQ
HRETDADITV
VDTTILGLDD
IPGATSLOLR
APTYTQPRYL
ATIEDSLLMG
GDHVEIINSD

LSDEFKLSLES
RSVLGIILGG
ETYVLTQFHNS
GTADAVEQYL
AALPMDEERA
ERAFEMPYTR
VRAYLYDGEYW
PESEMLDADV
ADYYETASEK

HNVOEAARETE

Matched peptides information:

Start - End Chserved Mr (expt) Mr(calec) Ppm Miss Seqnence
92 - 105 1270.6042 1269.5969 1269.7405 -113 0 R.SVLGIILGGGAGTR.L
106 - 111 T34.3071 T33.2993 T33.4374 -188 0 R.LYPLTE.K
106 - 112 862.2992 861.2919 861.5324 -27% 1 R.LYPLTEE.R
114 - 135 1256.5662 1255.5589 1255.7037 -115 1 ER.AFPAVPLGANYR.L
11 - 125 1057.4450 1056.4377 1056.5716 =127 0 E.PAVFLGANYR.L
142 - 155 1625.7078 1624.7005 1624.8573 -96 0 E.IYVLTQFNSASLNR.H
160 - 169 1091.3732 1050.3659 1090.4753 -100 0 ER.AYATHNMGGYE.N Oxidation (M)
227 - 232 T71.3355 T70.3282 T70.4187 -117 0 E.FIQAHR.E
233 - 24% 1891.6908 18950.6835 1890.8517 -89 0 ER.ETDADITVAALFMDEER.A Oxidation (M)
250 - 257 §54.3034 853.2961 853.4368 -165 0 R.ATAFGIMK.I Oxidation (M)
258 - 263 T18.2578 T17.2505 T17.3293 -110 0 E.IDEECR.I
264 - 272 1060.4417 1059.4344 1059.5964 -153 1 R.IVEFAEEFE.G
281 - 292 1345.581% 1344.5746 1344.724% -112 1 E.VDTTILGLDDER.A
310 - 317 988.4052 987.3373 987.5423 -14a 0 E.DVMLELLR.N
310 - 317 1004.4015 1003.39242 1003.5372 -142 0 E.DVMLELLR.N Oxidation (M)
318 - 340 2320.0447 23195.0374 2319.1495 —-48 0 R.NTFPGANDFGEEVIPGATSLGLR.V
369 - 379 1370.542% 1369.5356 1369.6667 -9a 1 E.EFVEFDFSFYDR.S
380 - 388 1032.4244 1031.4171 1031.5400 -113 0 R.3APIYTQPR.Y
416 - 424 1017.4799 1016.4726¢ 1016.5880 -113 0 KE.IHHSWVVGLR.S
457 - 465 827.3362 826.3290 826.4913 -196 0 E.GSVPIGIGE.S
466 - 471 T27.3334 T26.3262 T26.4137 —-1z20 1 E.SS5HIER.A
471 - 476 T15.2835 Ti4.2762 T14.4388 -228 1 E.RATIDE.N
472 - 479 S00. 4063 899.3950 899.5188 -133 1 R.ATIIDENAR.I
486 - 497 1329.5379% 1328.5306 1328.6684 -104 0 E.IINSDHNVQEAAR.E
438 - 505 986.3837 985.3764 985.4756 -101 0 R.ETEGYFIK.S
506 - 513 816.3540 815.3468 815.5117 -202 0 E.3GIVTVIE.D



Spot No.: 82

Mascot score: 8/  Sequence coverage %: 25

NCBI accession No.: gi| 168054422

Matched peptides No.: 5 Total peptides No.: 17
Calculated Mr: 13541 Calculated pl: 5.36

Annotated PMF spectra:

120
115
110
108

100 1362.571

951 659,263
a0

g5
a0
75
70
55
B0
95
a0
45
40
35
30
25
20
15
10

5

1453653

1114576

1847 579 2070897 N 5073 sy

700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 2200 2300 miz
Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1 MDSQEIDTHF YELS(QPTSSE BEPRDEEPPY PERERRILSH RELVIVFEZE
51 PAYDGOQLEGI FAGOFHMEDT EVHAWIEVEG VGHYRWLOQGP VNYLPREQOL
101 EFIADVMPOQI FIFLE

Matched peptides information:

Start
1

2

2

21

37

- End

- 12
- 12
- 20
- 24
- 41

Dhserved

1453.
1306.
2162.
584.
602,

6930
6153
9763
3655
3414

Mri{expt)
1452.
1305.
2161.

583.
601.

6857
6080
9710
3582
3341

Mri{calc)
1452,
1305.
2162.

583.
601.

6225
5871
0274
3666
3547

Ppm
44
16

-26
-14
-34

MHMiss Sequence

1]

1]
1
1
1]

- .MDSQEIDTHPVR.L 2 Oxidation (M)
M.DSQEIDTMPVR.L Oxidation (M)
M.DSQEIDTMPVRLSQPTSSR.R Oxidation (M)
R.RRER.D

R.ILSHR.S



Spot No.: 83

Mascot score: 93  Sequence coverage %: 27

NCBI accession No.: gi| 312281815

Matched peptides No.: 13 Total peptides No.: 29
Calculated Mr: 47893 Calculated pl: 5.55

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<20.05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401

MATITHVEAR
LRDGGSDYLG
ONEWGWCKQK
EVEAFNVING
IKKKYGQDAT
VALSEFYSSD
DEFDQDDWEH
LEVNQIGSVT
QIKTGAPCRS

QIFDSRGHET
KEGVSEAVGEHV
LGLANATLAVS
GSHLGNELAM
HVGDEGGFAFP
ETYDLMNFEEE
YAFMTGECGE
ESIEAVEMSE
ERLARYMNQLL

VEVDVHTSTG
HSIIGPALIG
LAVCEAGAVV
QEFMILEVGL
HIQENEEGLE
HHHGSEKISGE
EVQIVGDDLL
RAGWGVMASH
EIEEELGARA

Matched peptides information:

Start
11
126
138
189
189
353
372
372
382
404
416
422
4389

- End Observed Mr (expt) Mr (calc)
- 16 765.3091 764.301% 764.3817
- 137 1174.5424 1173.5351 1173.6758
- 147 1034.4379 1033.4306 1033.5668
- 158 1189.4716 1188.4643 1188.5961
- 138 1205.4707 1204.4634 1204.59%910
- 367 1573.7179 1572.7106 1572.8359
- 381 1071.3973 1070.3%00 1070.5080
- 381 1087.39%7 1086.3%24 1086.5029
- 403 2268.0449 2267.0376 2267.1169
- 409 661.2507 660.2434 660.3013
- 421 806.3685 805.3612 805.4446
- 438 1838.7661 1837.7588 1837.8846
- 444 705.2303 704.2230 T04.3381

VQVRAAVESG
KDPTQQTAID
SGIPLYRHIA
SSFREAMEMG
LLKTAIEEAG
EALKDLYESF
VINPKRVAKR
RSGETEDTFI
VYAGANFRTP

ppm
-104 0
-120
-132
-111
-106
-80
-110
-102
-35
-88
-104
-68
-163

oo Ooeeaogaeaa

ASTGIYEALE
NFMVHELDGT
NLAGHNPELVL
VEVYHNLESWV
YTGEVVIGHMD
VAEYPIVSIE
ISEFSCHALL
ADLESVGLETG
VEFY

Misz Seqnence

QIFDSR.G
AGAVVSGIPLYR.H
HIANLAGNPEK. L
MGVEVYHNLE. §
MGVEVYHNLE. §
VNQIGSVTES IEAVE. M
AGWGVMASHR. §
ACVGVMASHR., §
SGETEDTFIADLSVGLSTGQIK. T
TGAPCR. §

YNQLLR. T
IEEELGARAVYAGANFR. T
TEVEFY. -

PRARRANRRARNARR

Cxidatcion (M)

Cxidatcion (M)



Spot No.: 84

Mascot score: 162

Sequence coverage %: 26

NCBI accession No.: gi| 15223186

Matched peptides No.: 16

Calculated Mr: 53980

Total peptides No.: 34

Calculated pl: 6.21

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 M3LEALDYES LNENVENCOY AVEGELYLEA SELQEEGEEI IFTHVGHNFPHA

51 LGOQEFPLTFPER OWVWVSLCOQAPF LLDDPWVGMI FPADATARALE HYL3ILT3IGSL
101 GAYSD3IEGLE GVBEEVAEFT ERRDGYPSDE ELIFLTDGAS EGVMOILINCY
151 IRGOQEDGILY PVPOYPLYIA TISLLGGTLYV FYYLEEIENW GLDVHNNLEDS
201 VAQARIOGIT VEAMVIINFPG WPTGQCL3IEL NIREILRFCC DERLVLLGDE
251 VYQUWNITODE RPFISSEKEEVL MDMGAPISEE VOLISFHTVI EGYWGECGOR
301 GGYFEMTHIFP PRTVEEIYEW ALSTALIPNVS AQIFMGLMVI FPPEFPGDISYD
351 OFVEE3EGIL ESLRREARMM TDGFHNICENYV VCNFTEGALAMY SFPOIELP3E
401 ATQLAKOQAGE VPDVEYCLEL LEATGISTVE GIGFGOFEGY FHLETTILPA
451 EEEMFEIMDS FEEFNDEFMI OTADWNFGYIE M

Matched peptides information:
Start End Ohserved Mr{expt) Mr{calc) ppm Miss Sequence

24 29 750.3506 749.3433 749.4072 -85 0 R.GELYLR.A

24 35 1406.6264 1405.6191 1405.7565 -98 1 PR.GELYLRASELQK.E
108 113 598.3033 597.2960 597.3598 -107 0 R.GLPGVR.K
114 122 1120.5439 1119.5366 1119.5924 -50 1 R.KEVAEFIER.R
115 122 992.4408 991.4335 991.4974 -64 0 K.EVAEFIER.R
115 123 1148.5470 1147.5397 1147.5985 -51 1 K.EVAEFIEER.D
124 141 1924.8911 1923.8838 1923.9102 -14 0 PR.DGYPSDPELIFLTDGASK.G
199 205 759.34862 756.3409 756.4035 -83 0 R.(SVAQAR.S
234 243 1397.6129 1396.6056 1396.6227 -12 1 R.EILRFCCDER.L
292 300 1112.3997 1111.3924 1111.4505 -52 0 EK.GYWGECGQR.G
301 312 1381.6232 1380.6159 1380.6496 -24 0 PB.GGYFEMTHIPPR.T
358 364 787.3918 786.3846 786.4599 -96 0 K.GILESLR.R
358 365 943.4657 942 .4584 942, 5610 -109 1 K.GILESLER.R
411 419 1140.4852 1139.4779 1139.5685 -80 0 HK.VPDVFYCLK.L
438 444 857.4066 856.3993 856.4555 -66 0 EK.EGVFHLE.T
445 462 2112.9671 2111.9598 2111.9642 -2 0 PR.TTILPAEEEMPEIMDSFK.K

2 Oxidation (M)



Spot No.: 85

Mascot score: 125  Sequence coverage %: 19

NCBI accession No.: gi| 68655456

Matched peptides No.: 11 Total peptides No.: 21
Calculated Mr: 49960 Calculated pl: 5.81

Annotated PMF spectra:
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Probability Based Mowse Score:

miz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red
1 MPGLMACRTE FGP3IQPFEGAL RIZGILHMTI QTAVLIETLT ALGAEVRIWCS
51 CHNIF3TQDHRA AAATARDSAA WFAWKGETLE EYWWNCTERCL DWFAGEFSEFDL
101 IVDDGGDATL LIHEGVEAEE EFERSGEVED PESTDHNFEFE IVLTIIRDGL
151 ETDASEYREM EERLVGYSEE TTTGVERLYQ MQESGTLLFR ATNNVHNDIVTE
201 SEFDHLYGCR H3LPDGLMEA TDVMIAGEVA VWWOGYGDVGE GCALLALEOQAG
251 ARVIVTEIDP ICALQALMEG IQILTLEDWVYV SEALADIFVTTT GNEDITMYVDH
301 MBEMEMNAIV CHIGHFDWNEI DMWGLETYPG VERITIEF(QT DEWVEFETET
351 GIIVLAEGRL MMNLGCATGHP 3FVM3ICIFTH OVIAQLELWN EEASGEYEEE
401 VYVLPEHLDE EWVAALHLGEL GARLTELTES Q3DYISIPIE GPYEPALYRY
451
Matched peptides information:
Start - End Ohserved Mriexpt) Mr{calc) pPpm Miss Segquence
1 -5 935.4678 934.4605 934.4187 45 0 -.MPGIMACR.T
67 — 15 994 .4772 993.4700 993.4920 -22 0 R.DSAAVFAWE.G
118 - 124 881.3795 880.3722 880.35814 -10 0 K.AFFFEFEK.S
118 - 127 1153.5627 1152.5554 1152.5298 22 1 K.AFFEFEESGK.V
164 - 177 1475.7631 1474.7558 1474.7991 -29 1 R.LVGVSEETTTGVER.L
201 - 210 1259.6090 1258.6017 1258.5764 20 1 K.SEFDHLYGCR.H
203 - 210 1044.4684 1043.4611 1043.4495 11 0 K.FDHLYGCR.H
294 - 302 1145.5487 1144.5414 1144.5369 4 0 K.DITMYVDHMR.E Oxidation (M)
334 - 342 1071.5983 1070.5910 1070.6084 -16 0 R.ITIEPQTDR.W
343 - 349 906.4379 2905.4306 905.4647 -38 0 R.WYFPETK.T
350 - 359 1028.5998 1027.5925 1027.6026 -10 0 K.TGIIVLAEGR.L



Spot No.: 86

Mascot score: 81  Sequence coverage %: 14

NCBI accession No.: gi| 30688330

Matched peptides No.: 9 Total peptides No.: 15
Calculated Mr: 53780 Calculated pl: 6.49

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p-<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MALRALDYDT
LGOEPLTFER
GAYSDSRCGLP
IRGNGDGILY
VAQRRSQGIT
VYQONIY(DE
GGYFEMTNLP
QFLRESECIL
ALQAARQAGK
EDEMPEIMDS

LNENVEECQY
QVVALCQAEF
GVREEVAEFI
EVEQYPLYSA
VRAMVIINEG
REFISSEEVL
PRVVEEIYEV
ESLRRRARLM
VEDVFYCLEL
FEEFNDEFMT

AVRGELYLRA
LLDDPNVGEML
QRRDGYPSDE
TISLLGGTLV
HETGQCLSEL
MEMGSPFSEE
ASIALSPHVS
TDGFNSCENV
LEATGISTVE
QYDNNFGYSE

SELQFEGEEI
FEADATARAK
ELIFLTDGAS
PYYLDESENW
HIREILEFCY
VOLVSFHTVS
AQITFMGLMVH
VCHFTEGAMY
GEGFGQEEGV
M

IFTHVGHNEPHA
HYLSLTSGGL
EGVMQILNCV
GLDVANLEQS
HEELVLLGDE
EGYWGECGOR
PEEPGDISYD
SFEPQIRLPTG
FHLRTTILEA

Matched peptides information:

Start - End Obhserved Mr (expt) Mr{calc) prm Miss Segqunence

18 - 23 T796.2213 795.2140 T795.3698 -15%6 0 K.CQYAVR.G

24 - 28 750.289% T74%.2828 T74%.4072 -166 0 R.GELYLR.A

55 - 60 730.3282 729.3209 729.4174 -132 0 EK.PLTFPR.{

108 - 113 598.2109 597.2037 597.3598 -261 0 R.GLPGVR.K

280 - 291 1373.6760 1372.6687 1372.7351 -48 0 EK.EVQLVSFHTVSE.G
292 - 300 1112.3%34 1111.3861 1111.4505 -58 0 E.GYWCGECGOR.G
301 - 312 1397.6131 1396.6058 1396.6445 -28 0 R.GGYFEMTHLPFR.V
358 - 364 787.3150 786.3078 T786.4599 -153 0 EKE.GILESLR.R

438 - 444 857.3810 356.3737 356.4555 -596 0 K.EGVFHLR.T



Spot No.: 87

Mascot score: 96  Sequence coverage %: 26

NCBI accession No.: gi| 30688330

Matched peptides No.: 9 Total peptides No.: 27
Calculated Mr: 46598 Calculated pl: 5.55

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0_05).
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Matched peptide sequences: shown in Bold Red
1 MALVMHTYEG HEGAHEALTA AFYAGVEIEE SADFMGYVTH ESPEFLEMHP
51 IGEVEVLETF EGPIFESHATI ARYVIRENGD MNILMNG3I3LIE YAHIEQWIDF
101 S5LEIDANML EWFAPRMGYA PF3IAPAEEAL T3ALEKRGLEL LNTHLA3INTEF
151 LVGHSVTLAD IVTICHLNLG FATVHMTEEFT 3AFPHVERYF WTMVNOPEFE
201 EVLGDAEQTE AVPPVPTEEALA FOPAKPEEEFP EEKLAPVAELP KFPAEEEELFPE
251 FPEAENFPLDLL FPIFMVLDDW ERLYSWNTESN FREVAIEGFW DMYDPEGYSL
301 WFCDYEYNDE WNMVIFVTLHNE VGGFLOQRMDL AREY3IFGEML ICGIEGPFEV
351 EGLWLFRGFE IPEFIMDEVY DMELYEWTEV DISDELOKEER VSQMIEDAEP
401 FEGEALLDAK CFE
Matched peptides information:
Start - End Observed Mri{expt) Mr{calc) ppm Miss Segquence
2 - 12 1277.6751 1276.6678 1276.6598 6 1 M.ALVMHTYEGHE.G Oxidation (H)
13 - 27 1475.7990 1474.7917 1474.8143 -15 1 K.GANKALTAAFYAGVE.I
28 - 47 2286.2870 228§5.2797 2285.08685 g4 1 K.IEESADFQMGYVTHESFEFLE.M Oxidation (M)
48 - 53 659.3788 658.3715 658.3472 37 0 K.MHPIGEK.V
54 - 72 2039.1368 2038.1295 2038.0735 27 0 K.VPYLETPEGPIFESHAIAR.Y
112 - 116 676.3860 675.3787 675.3493 44 0 K.WFAFPR.HM
321 - 327 776.4695 TT5.4622 775.4341 36 0 EK.VGGFLOR.M
352 - 357 791.4821 790.4749 790.4490 33 0 K.GLWLFR.G
391 - 410 2208.1152 2207.1079 2207.0303 35 0 R.VSQMIEDAEPFEGEALLDAK.C

Oxidation (M)



Spot No.: 88

Mascot score: 83  Sequence coverage %: 40

NCBI accession No.: gi| 76782076

Matched peptides No.: 9 Total peptides No.: 61
Calculated Mr: 19172 Calculated pl: 5.70

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MOALALRALA VESPINATLE CWELPERXAL ISTHTXPRLS YNISRSVHAS
QEELSD5Q54 MDAHFEADAR AGAWTFHSDE DDMADSFGDA YSTRSSDEGE
GORYTEHTKC GPALSEGAEA TVEEDADFHV EVREREYDESQ GSEVREEEEEL

a1
101
151

RHATEHTAFL AHNEPTPRGV

GGETAT

Matched peptides information:

Start
2
2

g5 -

13
a6
a7
75
95
125

End

7
12
23
23
74
80
94
103
134

Obzerved

a71.
1153,
1797.
1314.
g60.
1475,
2310.
982.
1183,

3785
7147
1264
3304
5463
9452
4357
6394
T383

Mr (expt)
&670.
1152.
1736.
1313.
#59.
1474.
2309.
981.
1132,

3712
T074
1191
8231
5330
9379
4284
6322
7310

Mr (calc)
670.
1152,
1785.
1313.
859.
1474.
2308.
981.
1182,

4126
7342
9767
6550
4393
6801
9291
4152
5943

ppm
-62
-23
79
128
115
175
216
221
114

Miz=z Seqgmence

o}

R N

M.QALALR.A
M.QALALRALAVE. S
R.ALAVKSPINATLPCWR. L
K.SPINATLPCWR. L
K.KADARAGAK.T

K. ADARAGARTFHSDR.D

K. TFHSDRDDMADSFGDAYSTR. 5
R.SSDEGFGQR.Y
E.DADPFHVEVER.E

Oxidation (M)



Spot No.: 89

Mascot score: 96

Seqguence coverage %: 20

NCBI accession No.: gi| 116787113

Matched peptides No.: 10

Calculated Mr: 53356

Total peptides No.: 22

Calculated pl: 5.66

Annotated PMF spectra:
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Probability Based Mowse Score:

rniz

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451

MALAAAVAIE
ERIEWEEIET
THGCTGPESY
DTIEIVEEYS
HGDWFPALLN
EXCMEVTPET
FHTHHLWWHL
FEYRLTGVIN
PIIELGFEFE
VELEQGGELE

AVETDOQISEL
PTDEVWWVEPTD
IEVEFHGLTFL
R3NIDIHIFN
3GELGELLSIQ
LADWEGGTL I
KAIKELVELD
PESEFLFVEL
EVGHFLERFE
IFDESVIENE

QAEVTELHQI
THLAVGEDPL
DLIVEQIESL
Q30YPRLVEE
GEEYTVF IANS
3YEGEVQLLE
ALLFMETITPHE
T3DLLLWVQ3ID
3IPSIIDLDS
WSHNLEDI AL

SDHEEIGFVE
ETEQLLDELV
NNEYD3IEVFPL
DLTPWFTEGE
DNLGLIVDLE
IAOVPEEHVG
KEVDGVEVLQ
LYTWVEEGFVI
LEVIGDVIWFG

LV3RHLSGEE
VLELHGGLGT
VLMNSFNTHD
TODEEGWYPFG
ILNHMVENEH
EFESIEKFEI
LETALGAATER
FIMF ARVHE AT
SEIILEGEVT

Matched peptides information:

Start -
27 -
24 -
115 -
250 -
287 -
300 -
324 -
351 -

End
35

114
125
265
297
311
331
354
417
417

ODhserved
1060.5698
2163.2293
1232.6503
1914.1257
1302.8018
1475.8665

941.5747

632.3148

805.4198

677.3244

Mri{expt)
1059.5625
2162.2220
1231.6430
1913.1184
1301.7945
1474.8592

940.5674
631.3076
804.4125
676.3171

HMr({calc)
1059. 5196
2162.0824
1231.7176
1912.8910
1301.6615
1474.7932

940. 5052

631.3118

804.4858

676.3903

ppm Miss Sequence
40 0 K.LHQISDHEK.I
65 K.LHGGLGTTMGCTGPESVIEVR .M Oxidation (M)
-61 R.HGLTFLDLIVE.
119 K.HEY(MEVTPETLADVE.G Oxidation (M)
102 K.EHVGEFKSIEK.F
45 K.IFHTHHLWVHLE.A
66 K.MEITFHPK.E
-7 R.FFYR.A

-91 K.EVGHFLK.R

-109 K.VGHFLE.R

411
412

OHEHOQOQKEKEQM



Spot No.:

90

Mascot score: 93

Seqguence coverage %: 23

NCBI accession No.: gi| 15234354

Matched peptides No.: 8 Total peptides No.: 19

Calculated Mr: 43627 Calculated pl: 5.67

Annotated PMF spectra:

765.279

35

0

871.308 2377 875
25
A 2162.751
1209.310
979295
15
10
1141.380]1 275,448
2072648
51 B59.240
1839 575
(109 g 1R : "
1000 1500 2000 méz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
il
101
151
201
251
301
351

METFLFTIES
VIVFGEITTE
PDIAQGVHGH
FLTEVREINGT
YTHDEIARDL
GREIIIDTYG
RALVOVETAT
HNLDLERGGHG

VIHEGHPDELC
ATIDYEEIVE
FTERPEDIGL
CENLEFDGET
EEHVIEFIIF
GUGAHGGGAF
GVPEPL3VEV
RFOETAAYGH

DOISDAVLDA
DTCRSIGEIS
GDOGHNF GTAL
OV TWETYIDI
EEYLDDETIF
IGEDPTEVDE
DTYSTGELIFD
FGRDDFDFTW

CLEQDPDSEV
DDV GLDADEC
TDETPELMPL
GAIVPVEVHT
HLHFPSGREVI
SEAYTVROLL
EEILEIVEET
ESAEPLEWDE

ACETCTETHH
EVLVIIEQQS
SHVLATEIGAL
YLISTQHDET
GGEPHGDAGLT
EZVTANGHAE,
FDFEPGHMTI
PR

Matched peptides information:

Start - End Ohservred Mr{expt) Mr{calc}) ppm Mi=ss Segquence
75 - 91 1839.5784 1838.5711 1838.8720 -164 1 BPR.SIGFISDDVGLDADKCK.V
152 - 156 617.2275 616.2202 616.3544 -218 0 R.LTEVR.K
163 - 169 871.3079 870.3007 870.4712 -196 0 R.WLRPDGK.T
188 - 208 2377.8746 2376.8673 2377.1874 -135 0 R.VHIVLISTQHDETVTHDEIAR.D
228 - 237 1141.3881 1140.3808 1140.6040 -196 0 K.TIFHLWPSGR.F
238 - 252 1453.4929 1452.4856 1452.7474 -180 0 R.FYIGGPHGDAGLTGR.K
281 - 287 765.2791 764.2719 764.4181 -191 0 R.SGAYIVR.(Q
365 - 373 979.2949 978.2876 978.4672 -183 0 K.TAAYGHFGR.D



Spot No.: 91

Mascot score: 88  Sequence coverage %: 18

NCBI accession No.: gi| 30691729

Matched peptides No.: 9 Total peptides No.: 30
Calculated Mr: 47767 Calculated pl: 5.93

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

M3LLELLLAWW
ISQAEPL3ILE
SEWTHHFLOQAL
VYL3FVFDEE
GERSFPWWLV I
BGGIAEGIAN
EALALEFRLVYEE
EAGGETSEPE
REYLEGIEVY

VWLHLSAVAG
3OTIEFVEGE
HMDHHGDITA
IGGHDGREEF
EAKGPPGHGL
SVIMAFLELG
WAPAARNMIF
IFPASTDARTY
VITIIEAYASY

DDATVIFFQE
PLLLLEWWVGS
BGIQDMECYE
AESQLFESLN
FLYDHSAMEH
TPIPTGFVIT
EFEQELTGER
FREAGWFALFG
E3ESGSRDEL

Matched peptides information:

Start
28

34
128
198
222
243
306
307
356

End
33

45

138
203
233
250
316
316
369

Observed
855.5532
1465.9184
1355,.7895
770.5005
1426.8158
921.5810
1297.8189
1141.7309
1519,.9419

Mriexpt)
854.5459
1464.9111
1354.7822
769.4932
1425.8085
920.5738
1296.8116
1140.7236
1518.9346

Mricalc)
854.4286
1464 .7249
1354.6373
769.3759
1425.6809
920.4967
1296.6938
1140, 5927
1518.7678

YLRINTV(PH
DPFTLPAFLLI
HMOYLEATREL
IATVLDEGLE
LLESIESIEER
LOPSEAELGEF
FLTLADDIIFE
F3PISHMTFPSL

Ppm

127
107
152
89
84
91
115
110

oo oooe

AEERERER=

PEYYEAVDFI
SHTDVWVFFED
QAIGFEFPLES
IPTESTEVEY
FEASQFDLLE
DIRVPP3VDAL
WITGLLENAVE
LHDHMEYLGE

Miss Seguence
137 o R.

FQEYLR.I

. INTVQPHPEYYK.A
L CYGMOQYLEAIR.K Oxidation (H)

VYFYGER.S

.LYDHSAMEHLLE. S
ASQFDLLE.A
.RLVEEWAPAAR . H
. LVYEEWAPALR . H

. ITSEPETFPASTDAR . ¥

Oxidation (M)



Spot No.: 92

Mascot score: 84  Sequence coverage %: 23

NCBI accession No.: gi| 116057683

Matched peptides No.: 20 Total peptides No.: 89
Calculated Mr: 99984 Calculated pl: 6.39

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
Lin |
101
151
201
251
301
351
401
451
a01
551
601
651
701
751
g01
851
a01

M3A3TAARGY
DFAISSEPEF
VEEGGEIEAWV
ERLFEEREER
EVEEQNERLE
LPVDQPNGDT
LNELEDSTTW
VEAFDESFPY
BATFHVALZSG
SRHTEIFEEF
KDQISALEAE
ILAPQONDADI
MTCHGOMDGD
RGRVGEAGRO
IHMGIRGVGTH
VEVETLGYEF
GEFPDEFEL3C
ELLVEGTHNGL
FVEYL

AAPRABAZL L
REVAREVPRG:
AO3ELFAS3S
GHMGMYBDEFIT
EGYIESEFGV
FHEPFLFLEY
DLREEETELT
ELTPDOVELYW
GEIFMMAPTT
EEGTVQIIVG
VDVLTLEATF
TRAIEHELNE
QIDDAMEAFS
AYAYTHFYI3D
FGEKQ3GDVD
GITPFYIATT
LFAFEMQTILA
YDVEIMDNGI

NSLAPPKLAR
DGDGAKAS LS
VVGTADELIE
DGGAVEDEYS
SNSIDPFELY
QODALTAKISPE
IRRLYVHQMY
EDITIDLSRED
VL AKQHALNL
THELVNLDSE
IPRTLHMAMS
HGQVYYIVPR
SGTADVLILT
ESELTPALOE
NVGADLYLEL
QANDEVELLT
GDLGIKAILL
RFETMTDMTH

AHARLSPRVL
GSELKASAPK
TALREETSTE
DASFGLDSEE

AGEFVVHRKY
L3RRLLYRFC
I¥YLORLOTIR
LPMDRLVIGD

AARFRPLGIN
TYRELKLLVI
GFRDASLVOT

VSMMKE LSER
TIVESGLDIP
FLLALEECCG
LYEQLQRIDN
DSITVHEHIH
DYPEDPPIID
HGEVMYVVSI

RAVTSE3DGA
VYREVERELZLL
DGGESAGERL
YTVEEMLEZ AL
GIGQYLGLEY
SPGALVEPPE
NPYELPPAES
VGF GETEVAM
YELVTRHVVE
DEEQRFGVEH
PFPEREPINT
LHRLFPELRI
NCHNTIIIENL
LGEGFELSER
LERIETIAAZD
AMLELLOQDTF
LITDASIMVE
LRQITSEIPS

Matched peptides information:

Start

28

86
141
161
229
240
262
289
324
386
425
434
571
591
697
701
815
835
684

- End
- 16

- 34

- 92

- 151
- 166
- 239
- 249
- 269
- 300
- 335
- 401
- 433
- 446
- 585
- 599
- 105
- 714
- 834
- 850
- 892

Oh=erved
797.4802
794.4985
T7286.4917
1118. 5996
666.3402
1254.6949
1111.6308
1006. 5569
1300.6732
1475.6439
1707.8720
951.5634
1513.8298
1784.9581
1157.6698
1092.6072
1497.8172
2201.1440
1740.8823
1095.6100

Mr{expt)
796.
793.
T27.
1117.

665,
1253,
1110.
1005.
1299,
1474,
1706.

950.
1512,
1783.
1156.
1091.
1496.
2200.
1739.
1094,

4729
4912
444
5923
3330
6876
6235
5496
6659
8366
8647
5562
8225
9508
6625
5999
G099
1367
8750
6027

Mr{calc)
T96.
793.
T27.
1117.

665,
1253,
1110.
1005.
1299,
1474.
1706.

a50.
1512,
1783.
1156.
1091.
1496.
2200.
1739.
1094.

4668
4671
4341
5363
2989
7244
6073
6011
7009
8330
9026
5046
8776
9113
6716
5393
7116
2177
9379
6158

Ppm Miss Seguence

8 1 R.GVAAPRAR.A
30 1 K.LARAHAR.A

69 1 K.ASAPKVR.K

50 1 K.DGGESAGERLK.R

51 0 R.GMGMWVR.D Oxidation (M)
-29 1 K.LVAGEFVVHRK.Y

15 0 K.¥GIGQYLGLK.V¥
-51 0 K.HEKPFLFLK.Y
-27 0 R.FCSPGALVEPPK.L

2 0 R.LVVHOMVIYLQR.L
-22 1 R.LVIGDVGFGKTEVAMR.A Oxidation (M)
54 0 K.QHAAHLAAR.F
-36 0 R.FRPLGIHVELVTR.H

22 1 R.HGQVYYIVPRVSMMK.E

-8 1 R.LHRLFPELR.I

56 1 R.LSERDMGIR.G Oxidation (M)

66 1 R.DMGIRGVGTMFGEK.(Q
-37 1 R.EMQILAGDLGIKAILLDYPK.D
-36 0 K.DPPIIDLITDASIMVE.E
-12 0 K.VMYVVSILR.) Oxidation (M)



Spot No.: 93

Mascot score: 177  Sequence coverage %: 33

NCBI accession No.: gi| 15232704

Matched peptides No.: 13 Total peptides No.: 20
Calculated Mr: 52824 Calculated pl: 7.60

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MALASTTLPA ETGLILWCFT SFSLARRLPA RF3PIGIRIL SRGWVVTLSFAL
51 WNENFEFYITG GGHAAGYAAR TFVENGMADG RLCIVTEEAY APYERPALTE
101 AYLFFPEEEF ARLPGFHTCYW GGGGEROTFD WYEEEGIEMTI YEDEVTGADE
151 EEQTLTTHTG EKQLEYGSLITI ATGCTASRFF DETGGHLPGY HYIREWVADALD
201 SLISSLGESE EVWIVGGEGYI GMEVALALAVA WHLDTTIVFF EDQLLQELFT
251 P3LAQEYEEL YROQNGVEFVE GASTHHLEAG SDGRVTAVEL ADGITIEADT
301 VWIGIGAKPA IGPFETLSMN ESIGGIQWDG LFRTSTPGIF ATIGDVALFPL
351 EIYDEMTEVE HVDHARRSAQ HCVESLLTAH TDTYDYLPYF YT3EWFEYEGS
401 SREVTWOQF TG DIWVGETVEWG NFDPETATEFW IDSGRLEGYL VESGSPEEFI)
451 LLPELARSQFP IVDEAKLASL 33VEEATIETA QAATOS
Matched peptides information:
Start - End Observed Mriexpt) Mricalc) ppm Miss Sequence
55 - 70 1565.8882 1564.8809 1564.7998 52 0 R.EFVIIGGGHAAGYRAR.T
88 - 100 1508.8410 1507.8337 1507.7670 44 0 K.EAYAPYFRPALTK.A
101 - 108 964 . 5550 963.5477 963. 5065 43 0 K.AYLFPPEK.K
113 - 126 1443.7356 1442.7283 1442.6725 39 0 R.LPGFHTCVGGGGER.Q
136 - 152 1913.9457 1912.9384 1912.8764 32 0 K.GIEMIYEDPVTGADFEEK. )
165 - 178 1469.8005 1468.7932 1468.7344 40 0 K.¥YGSLITATGCTASR.F
183 - 194 1295.8038 1294.7965 1294.7146 63 0 K.IGGHLPGVHYIR.E
257 - 262 872.4697 871.4625 871.4075 63 0 R.YEELYR.Q
271 - 284 1360.7141 1359.7068 1359.63786 51 0 K.GASIHHLEAGSDGR .V
322 - 333 1261.7661 1260.7588 1260.6826 60 0 K.SIGGIQVDGLFR.T
394 - 402 1073.5694 1072.5621 1072.4825 74 0 R.VFEYEGSSR.K
426 - 435 1165.6674 1164.6601 1164.5928 5 0 K.IATFWIDSGR.L
438 - 454 1829.0214 1828.0141 1827.9618 29 0 K.GVLVESGSPEEFQLLPEK.L



Spot No.: 94

Mascot score: 170  Sequence coverage %: 24

NCBI accession No.: gi| 15383744

Matched peptides No.: 18 Total peptides No.: 24
Calculated Mr: 62192 Calculated pl: 6.26

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
101
451
501
551

MYRVFLSRAL
LEVOSFVOGE
PEHGLHNFFE
QQAAGEVFVT
TIVTPFNFFL
LPAEDVDF IN
EDAGFDWKYVL
TPLVSKLKEL
GKELKNHS IFP
EYKKD(QLPLY
GRTTGAPQHH
ELFFST

RAESLCDESS
WIGSSHHNTL
3PERYLLYGD
REFLEHF CGID
ETPLLOLMGA
3DGETMNEIL
GPDVQEVDTY
LEREELEDLT
3ITGALEPTA
LDATERMHALH
WFGPAGDPRG

T3LASLTLSE
LDPLNGEFFI
ISTEALHMLA
DVRFLARIFAL
LTHMGHNEFLLE
LEAHPEMTLF
ATQCDODATA
IGPVLTFTTE
VTWVPIEEILE
LTLAVVINDE
AGIGTPEATE

Matched peptides information:

Start
115
149
149
162
163
235
235
269
277
277
298
300
441
454
455
503
520
531

- End Ohserved HMriexpt)
- 124 1172.6099 1171.6026
- 161 1455.7871 1454.7798
- 162 1583.8900 1582.83827
- 173 1512.8063 1511.7990
- 173 1384.6953 1383.6880
- 244 1255.5955 1254.5882
- 244 1271.6134 1270.6061
- 276 925.4959 924 .4896
- 285 999 . 4640 998.4567
- 285 1015.4631 1014.4558
- 308 1349.7172 1348.7099
- 308 1080.4911 1079.4838
- 453 1570.8880 1569.8307
- 466 1509.9186 1508.9113
- 466 1381.8024 1380.7951
- 519 1808.9243 1807.9170
- 530 1013.5194 1012.5121
- 537 957.4330 956.4258

HMri{calc)
1171.6125
1454.7154
1582.8103
1511.7191
1383.6241
1254. 5770
1270.5720

924.5392

998.4855
1014.43804
1348.6775
1079.4924
1569.8079
1508.8562
1380.7613
1807.8391
1012.5553

956.4651

LIHSIFFATV
ESAEVDESIGT
LPEVADFFAER
IPGNHLGQOS
VDIEWSTVHME
TGSSEVAEEL
CAGOECIAQS
LMLEHMENLL
INETYELVTE
TFLOQEVIGHS
LVYWSCHREVI

ppm

-8
44
46
53
46
9
27
-54
-29
-24
24
-8
46
37
25
43
-43
-41

0

[ — I — I — I T — I — I — I — I — I — I — I — I i — ]

RERRRRORARRRRRORRD

DAEELSGIHE
QPFVDEL3QC
LIOEVAFPESY
HGYREWP TGPV
DMMBLLHYCG
ALDLEGEIRL
MLFVHENWSE
QIPGSELLFG
EIFGPFQIVT
VIGTTYAGLE
TDTGPVE QG

Hiss Seguence

YLLYGDISTK.A
SYQQARGEVFVTR . K
SYQQARGEVFVTRE . F
KFLENFCGDQVR . F
FLEHFCGDQVR . F
VSIVMEQMME . L
VSIVMEQMME . L
ILLEAHPR .M
MTLFTGSSR .V

MTLFTGSSR. ¥  Oxidation (M)

IRLEDAGFDWE .V
LEDAGFDWE . W
EIFGPFQIVTEYK.K
KDQLPLVLDALER .M
DOLPLVLDALER .M

TTGAPQHHWE GPAGDPR . G

GAGIGTPEATE.L
LYWSCHR.E

2 Oxidation (M)
3 Oxidation (M)



Spot No.: 95

Mascot score: 82 Sequence coverage %: 18

NCBI accession No.: gi| 18394801

Matched peptides No.: 9 Total peptides No.: 14
Calculated Mr: 53718 Calculated pl: 6.15

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301
351
401
451

HSLMIRSSYY
THOSVSENTY
DLEWVHVISE
AIDDDTEEQT
SPSLEYVEEY
NEQADAVFAF
EADDVPLLVER
ARINAGLINFY
PFRVALLYDTI
SGUNVLVEYY

SHITLFQPEN
E3SLIDPDGS
GUWLSEPLEGFH
GISENVALVC
ITPEGHWLIG
DLENPVHIIGH
HEQHSEVLED
IVGEDPAGHS
EFFHMAFFDPS
E3LOESELED

SEPSSFTHQI
ELVELIVFET
FEDEYLQSLH
POSDITGILE
GDLEVFEPIE
ALLMMDTREE
GVLDPETTIV
HFTEERDLYD
BRLFEFLFISG
(SENTETICH N

Matched peptides information:

SFLISSNNIP
EIGVEKLESE
FHSLELEHGT
SVEIYKHNEE
YHDGLDHYRL
LLEMGYEIPV
SIFPSPMHTAL
PDHGERVLIH
TEMETYALRTS

FLNLVYERIL
THPEVELNGQI
FYHMSLPIVL
ERTARTWGTT
SPEQLREEFD
LLLHPLGGFT
GPTEVOWHLE
LAPGLEKLHIL
ENFPPLGFHCP

Start
122
138
231
253
302
397
414
414
4124

End
135
157
239
263
310
403
421
421
432

ODhservred
1750.4456
2162.6274
1152.2667
1265.3612

009, 2843

872.3244

970.1961

986.1825
1041.2897

Mri{expt)
1749,4383
2161.6201
1151.2594
1264.3539

298.2771
§71.3172
969.1888
285.1752
1040,2824

Mricalc)
1749.8322
2162.0929
1151.4996
1264.6564

0995. 5033
871.5280
969.4378
985.4328
1040, 5542

Miss Sequence

i} .EDEYLQSLHFHSLR.L
CHGTFYHMSLPIVLATIDDDTE.E
. YHDGLDHYR.L
. QADAVFAFQLR.H
ADDYPLDVE.M
.LHILPFR.V
.MAFFDPSE.A
MAFFDPSR.A  Oxidation (M)
.EFLFISGTK.M

PEmM

-225
-219
-209
-239
-227
—-242
-257
-261
-261

cooocoooo
mRERERARARA



Spot No.: 96

Mascot score: 253  Sequence coverage %: 33

NCBI accession No.: gi| 125857763

Matched peptides No.: 22 Total peptides No.: 36
Calculated Mr: 48871 Calculated pl: 6.13

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

i1
101
151
201
251
301
351
401

YGeFEAGVEEY
SAITGTUTTVW
GIVTHMFTII
KELMEYGRFLL
FMEYNBDERFLF
GVFIVHHDYL
FRVLAEALEL
GIFFTOQDIVS
WG AP AV AT

KLTYYTPEYE
TDGLTSLDRY
VGNVFGFEAL
GCTIKPELGL
CAEATYKSQA
TGGFTANTSL
SGGDHIHAGT
LPGVLEVASG
RVALEACV(QA

TEDTDILALAF
EGRCYHIEFRY
AR RIEDLRI
JAFNYGRAVY
ETGEIEGHYL
AHYCRDNGLL
WGELEGDRE
GIHVITHHFLL
RINEGEDLAVE

BVTPOQPGVEE
LGEETQFIAT
FPAYTETEQG
ECLEGGLDET
HNATAGTCEEM
LHIHEAMHAY
STLGFVDLLE
TEIFGDD3VL
GHEITREAC

EEAGAAVAAE
VAYPLDLFEE
PPHGIQVERD
EDDEHVHS QP
IERAVFRAREL
IDEQEHHGMH
DDTVEEDRSE
QF GGG TLGHE

Matched peptides information:

Start - End Obhserved Mri{expt) Mr{calc) ppm HMiss Sequence
1 -8 §05.4515 604 .4442 804.4858 -52 1 -.¥GFEAGVE.E
12 - 22 1407.7014 1406.6941 1406.6605 24 0 EK.LTYYTPEYETK.D
23 - 31 1021.5563 1020.5490 1020.5240 25 0 EK.DTDILAAFR.V
119 - 124 614.4116 613.4043 613.3911 22 0 E.ALAAIR.L
119 - 129 1240.7704 1239.7631 1239.7299 27 1 EK.ALAALRLEDLE.I
125 - 129 645.36568 644.3615 644.3493 19 0 R.LEDLE.I
137 - 149 1465.7924 1464.7851 1464.7474 26 0 EK.TFQGFPHGIQVER.D
137 - 151 1708.9547 1707.9474 1707.8693 46 1 EK.TFQGFPHGIQVERDE.L
178 - 184 910.4741 909 .4668 909.4378 32 0 R.AVYECLE.G
i85 - 203 2170.0168 2169.0095 2168.9797 14 1 BR.GGLDFTEDDEHVHSQPFMR.W
185 - 203 2186.0581 2185.0508 2184.9746 35 1 R.GGLDFTEDDEHVHSQPFHMR.W Oxidation (M)
192 - 203 1451.6736 1450.6663 1450.6147 36 0 EK.DDEHVHS(QFFME.W
204 - 207 632.3552 631.3479 631.3190 46 1 R.WRDR.F
208 - 217 1261.6560 1260.6487 1260.6213 22 0 R.FLFCAEATIYK.S
218 - 226 962.5187 961.5115 961.4716 41 0 EKE.SQAETGEIK.G
294 - 302 1170.6700 1169.6627 1169.5512 a5 1 R.QEHMHGMHFER.V Oxidation (M)
296 - 302 898.4362 897.4289 897.4028 29 0 K.HHGMHFR.V
296 - 302 914 .4400 913.4327 913.3977 38 0 E.HHGMHFER.V¥ Oxidation (M
325 - 340 1619.58855 1818.8782 1818.9476 -38 1 EK.LEGDEESTLGFVDLLE.D
330 - 340 1249.7580 1248.7507 1248.6714 64 0 R.ESTLGFYDLLR.D
412 - 421 1116.6145 1115.6072 1115.5757 28 0 R.VALEACVQAR.H
426 - 436 1228.6912 1227.6839 1227.6459 31 0 R.DLAVEGHEIIR.E



Spot No.: 97

Mascot score: 88 Sequence coverage %: 32

NCBI accession No.: gi| 308810769

Matched peptides No.: 24 Total peptides No.: 130

Calculated Mr: 77406 Calculated pl: 6.47

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
T01

MEFHADLDER
ERDFHLPPCR
TEAYVRDGERC
EALGADASEE
WVORRRLALTSE
ALLAFRCLFL
ESEALT.DERAC
SPHNAETHSLE
LDHGVEFKLCL
EPLEAAGLES
ALFADAATER
ETPFLEPEVE
APS5PATHLE
SAPGSLLEGA
PARRSSELAD

LDELAVLEEQ
ADVDRLHETF
VLDWVEESLE
GATIGGSEETE
GDDLLGRLLA
YFLLDSGLPH
ETLPRVAHPL
VSIRLACGLI
EQVLALPFND
RARNEGRLVD
DLVVDRANDG
LAQFARASSL
TTESGLEVEE
QRELTGESSF
ETADA

SLAQTPTLRE
DACARGETES
RARSTLDAGH
RLGEVEDAVV
GVGEHRPAYP
DGSPMEYARR
LEFVEFIASLY
SEAFLCVEDA
ATERLLLDLL
ERAGHLERARL
DLHNETANAMY
DRATSHLASS
STEYRSPEGRL
PAFLSPTPRE

Matched peptides information:

THARLERDANC
ARTHYREEVC
GREESAERCH
CRELHDAGGR
FESIARAAFRS
ARTHPRLYQE
NEQRPTTALM
FHAFPELERES
WDEREDIPVE
QECLARLEIE
LADEFKREFQS
SILGSPGRFL
IPVRERPAHAD
ATRAWTTDREFE

BODVLT QRCVD
GDEQATSDDR
ETLDACRRAD
HGGPAAWAGH
IFVDGSAGEL
TRRAVLLDDFE
WSRARGALTS
FAGTHLVELL
FGIVYLLNRG
QEALVADIGE
VLEGEPGTEG
TEVRPHEERSD
ASTTTTHPEFR
TEGSTATQAS

Start - End Observed Mr (expt) Mr({calc) Ppm Miss Seguence
1-9 1118.5814 1117.5741 1117.49875 69 0 -.MHFNADLDR.A

31 - 386 T65.3798 T64.3725 T64.4769 -137 1 EKE.IHARLR.D
122 - 132 1033.5762 1032.5689 1032.4836 83 0 ER.AESTLDAGGGE.E
161 - 170 948.4999 947.4926 947.4560 39 0 K.GAIGGSEETE.R
191 - 203 1277.7617 1276.7544 1276.6425 88 0 ER.HGGPAAWAGAVQR.R
218 - 228 551.5317 950.5244 950.5298 -6 0 R.LLAGVGEHR.P
227 - 239 1392.7297 1391.7224 1391.7449% -16 1 E.PAYPFESIAEAAR.S
257 - 279 2717.1714 2716.1641 2T716.2665 -38 0 R.CLFLYFLLDSGLPHDGSPMEYAR.R Oxidation (M)
281 - 286 T49.4131 T743.4058 T48.4456 -53 1 R.ARIHFE.L
316 - 324 973.564%9 972.5577 972.6120 -56 0 R.VAHPLLFVE.F
333 - 343 1259.7181 1258.7108 1258.6816 23 1 R.QRPTTALMVSE.A
379 - 388 1179.6747 1173.6674 1178.5720 81 0 R.DAFNAFPELR.E
379 - 391 1523.8760 1522.8687 1522.7416 83 1 R.DAFNAFPELRESE.A
450 - 461 1273.6411 1272.6338 1272.6938 —-47 1 R.GRPLEAAGLFSR.A
452 - 461 1060.6193 1059.6120 1059.5713 38 0 R.PLEAAGLFSR.A
452 - 463 1287.7025 1286.6952 1286.7095 -11 1 R.PLEAAGLFSRAR.N
433 - 510 1740.8828 1739.8755 1739.9570 -47 0 E.ALVADIGGALFADAATPR.D
589 - 594 732.3413 731.3340 731.4330 -135 0 R.PLTFVR.P
635 - 649 1584.8513 1583.8440 1583.7726 45 1 R.BPAHADASTTTTMPE.P
636 - 649 1428.7810 1427.7737 1427.6715 T2 0 E.PAHADASTTTTMPE.P
650 - 662 1300.6471 1299.6398 1299.6935 -41 0 K.PSAPGSLLFGAQR.F
668 - 680 1434.8375 1433.8302 1433.7667 44 1 K.SSFPAFLSPTPEK.A
690 - 704 14597.8699 1496.8626 1496.7695 62 1 ER.PTPGSTATQASPARR.S
708 - 715 832.5164 §31.5091 §31.4086 121 1 RE.LADRTADA.-



Spot No.: 98

Mascot score: 96

Seqguence coverage %: 24

NCBI accession No.: gi| 226461739

Matched peptides No.: 48

Calculated Mr: 188682

Annotated PMF spectra:
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Total peptides No.: 111

Calculated pl: 6.11
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

=

N

10

N\

N

N
A0

)

N

5

N
o h T T T

L&)
[=
oy |
=
e
k=]
L]
L=

T
a0 100

Probability Based Mowse Score



Matched peptide sequences: shown in Bold Red

Start - End Obhserved Mr{expt) Mr{calc) ppm Migs Sequence
107 - 114 851.5387 850.5314 850.4773 64 1 ER.RAPPSPAR.R
214 - 221 982.5710 981.5637 981.4992 66 1 PR.EHDARLHK.E
318 - 325 897.5373 896 . 5300 896.4464 93 1 K.AEHDAAREK.A
329 - 340 1357.7907 1356.7834 1356.6561 94 1 EK.AVAEGKYAEYEEK.A
355 - 360 788.5358 787.5285 787.4188 139 1 ER.(QLEEKDR.R
368 - 373 749.4843 T748.4771 748.4232 12 1 R.GEFKIR.V
4851 - 491 1157.6901 1156.6828 1156.6815 1 1 K.LLISHAAKAFEK.A
459 - 499 1232.7175 1231.7102 1231.6044 g6 1 HK.AEKAILFEEESAR.G
500 - 508 905.5963 904 . 5390 904.4436 161 0 R.GAAMIEAAR.E Oxidation (M)
514 - 519 703.4970 702.4897 702.3660 176 1 R.EREAAK.L
523 - 530 832.5813 831.5740 831.4338 169 0 R.EETLAAAK.EK
532 - 541 1074.6208 1073.6135 1073.5353 13 1 HK.DLHDAEAJFKE.A
597 - 604 948, 5482 947.5409 947.5474 -7 0 R.TVIMSLLR.S COxidation (M)
622 - 631 1257.7100 1256.7027 1256.6183 67 1 R.VERAEMIEHE.& Oxidation (M)
625 - 634 1127.6301 1126.6228 1126.5604 38 1 R.AFEMIEHELAK.E
635 - 645 1287.7226 1286.7153 1286.6214 13 1 HK.ERAEQALEDAR.A
646 - 656 1283.6743 1282.6670 1282.5897 60 1 PR.ASQEEMIEGME.A 2 Oxidation (M)
705 - 718 1493.8566 1492.8493 1492.7997 33 1 EK.HLEEAKILAQHAAAK.EK
711 - 719 914.6360 913.6287 913.5345 103 1 EK.LAQHAAAKEK.WV
736 - 745 1179.6976 1178.6903 1178.6594 26 1 R.FRTVLMGSLR.S
760 - 768 1165.6768 1164.6695 1164.5193 129 1 K.MERTEQSER.L
63 - 773 1273.6830 1272.6757 1272.7037 -22 1 R.TEQSERLALVK.E
187 - 797 1234.7109 1233.7036 1233.6135 13 1 R.KAHQETVAAMR.S Oxidation (M)
788 - 797 1090.6347 1089.6274 1089.5237 95 0 K.ANQETVAAMRE.S
817 - 821 631.4615 630.4543 630.3337 191 0 K.Q¥QEK.Q
822 - 828 819.5001 818.4928 818.4498 53 1 K.(QDSTIEK.L
836 - 645 1130.6230 1129.6157 1129.6203 -4 1 K.QTHATLRAQE.Q
877 - 886 1201.7128 1200.7055 1200.5995 88 1 ER.FETVMMGSLR.A 2 Oxidation (M)
929 - 940 1316.6892 1315.6819 1315.6732 7 1 R.AQEDAVASLEEE.]
960 - 971 1265.6931 1264.6858 1264.6663 15 0 K.ASTYAEQLAATK.R
983 - 994 1406.7643 1405.7570 1405.6209 a7 0 R.EEELDSTADIER.R
1030 - 1038 1092.6257 1091.6184 1091.5182 92 1 R.KSFEMASHR.H
1053 - 1064 1307.7696 1306.7623 1306.6265 104 1 K.ADEAQEAY(QGAR.A
1115 - 1119 659.5092 658.5019 658.3762 191 1 R.KEIHR.L
1180 - 1192 1393.8231 1392.8158 1392.6667 107 1 K.THAAMSDRESLAK.E
1206 - 1220 1513.9040 1512.8967 1512.7532 95 0 R.QAAATVAHSPASEER.EK
1281 - 1291 1262.7144 1261.7071 1261.5422 131 0 K.HDEVTDEDVAR.A
1347 - 1353 847.5462 846.5390 846.4997 46 1 R.CETLVVEK.G
1354 - 1360 686.5301 685.5229 685.4235 145 1 K.GEAALAR.I
1361 - 1375 1584.8403 1583.8330 1583.8770 -28 0 R.IVALEVELASAVHEEK.E
1419 - 1431 1345.7831 1344.7758 1344.6409 100 0 R.STEAEDVDPIAAK.A
1446 - 1460 1431.8134 1430.8061 1430.7365 49 0 R.DAAAASATTIAEIAR.E
1446 - 1462 1716.9930 1715.9857 1715.8302 62 1 R.DAAMSATTIAFTARER.D
1468 - 1474 865.5161 864.5088 864.4341 86 0 R.ELV¥GYER.R
1495 - 1501 T45.5429 744 .5356 744.4204 155 0 R.LGMTPVE.A
1579 - 1588 1006.5610 1005.5537 1005.4879 65 0 R.SDAFATAALPR.F
1616 - 1623 945.5937 944.5864 944.5403 49 1 K.LDLSEV¥SE.S
1621 - 1629 1016.6325 1015.6252 1015.5047 119 1 R.¥SRSPGEER.D



Spot No.: 99
Mascot score: 92  Sequence coverage %: 20

NCBI accession No.: gi| 15232704

Matched peptides No.: 10 Total peptides No.: 22

Calculated Mr: 52304 Calculated pl: 7.11

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 ML3Z3TSAGL 333FVS3RFL S3GIF33GLS RNEVTFRVOF HRAZAVECFL

51 33GG3DRICY ONPIVEMDGD EMTEVIWIMI KEKLILPYLD LDIEYFDLGI
101 LHRDATDDEV TVESAEAALE YNWAIKCATI TPDEGREVEEF GLEIMWRIPN
151 GTIRHILDGT WFREFIMCSN IPRLVPGUWEE PICIGRHAFG DOYRATDTVI
201 EGPGELEMVF EDGNAPVELD VYLDFEGPGWA LAMYHVDEST RAFAESSMAM
251 ALTEEWPLYL STENTILEEY DGRFEDIFQE VYEANWEDEF EEHSIWYEHR
301 LIDDMWVATAV ESEGGEYVWAC ENYDGDWVOSD LLAQGFGELG LMTIVLLIAD
351 GETLESEAAH GTVTRHFRLH QEGIETSTHES IASTFAWTERS LEHRAKLDEN
401 EELMDFVEEL E33CVHNTWET GEMTEDLALL THGPEVSRDL FLNTEEFIDL
451 VASKLKTQFE ELPLV

Matched peptides information:

Start - End Observed HMri{expt) Mri{calc) ppm HMiss Sequence

95 - 103 1110.5406 1109.5333 1109.5869 1 0 EK.YFDLGILHE.D

155 - 163 1034.5375 1033.5302 1033.5356 -25 0 R.HILDGTVFE.E

187 - 194 993.4127 992.4054 992.4464 -41 0 R.HAFGDQYR.A

226 - 241 1691.8977 1690.8904 1690.86348 33 0 EKE.GPGVALAMYHVDESIR.A

226 - 241 1707.7885 1706.7812 1706.6298 —-28& 0 E.GPGVALAMYHVDESIR.A Oxidation (M)

288 - 300 1788.68014 1787.7941 1787.8379 -25 1 EKE.QKFEEHSIWYEHR.L

290 - 300 1532.6580 1531.6507 1531.6844 -22 0 EK.FEEHSIWYEHR.L

312 - 321 1156.5251 1155.51786 1155.5019 14 0 EKE.SEGGYVWACK.H

353 - 365 1371.7262 1370.7189 1370.6790 29 0 EK.TLESEAAHGTVTR.H

373 - 389 1868.68818 1867.8745 1867.9064 -17 0 EK.GQETSTHSIASTFAWTR.G



Spot No.: 100

Mascot score: 97

NCBI accession No.: gi| 312281543

Matched peptides No.: 11

Calculated Mr: 50983

Total peptides No.: 32

Calculated pl: 6.67

Annotated PMF spectra:

Sequence coverage %: 31
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451

MSSTHQLTSS
EXIEYETHVS
TTEPIPEVIT
GIGDDDIFVS
GOFNTDVQEY
TREQLEQLVE
LSFSKVAGET
QAGALACLTE
WVHFENQSSW
EACRRFEQLY

LIS5555TFL
ENSHMSELOA
SATARFAHRL
DGARCDISEL
GHIEYMECTE
FARFNGSIIV
GVRLGWIVIE
EGLEAMHEWVT
DVFAEILEKET
K

APSNFHMEERR
GYLFPEIARRE
STIEGYSGYG
QVMFGSEVTI
ENGFFPDLST
YDSAYAMYMS
EQLLYSDGEE
GEFYEENTNII
HVWWTTPGSGE

NECLEMAKERWV
RSAHLLEYED
PEQGARPLEDS
AVQDESYPRY
VGRTDIIFFC
DDNPRSIFEI
VARDFNEIIC
IDTFTSLGYD
GEGGEGEVEY

NTCECVATEQR
AQITSLGIGD
ATRAKTFYSGL
VDS5VIMGRT
SPHNPTGAAN
PGAEEVAMET
TCEFHNGASHLS
VYGGENAPYWV
SAFGHEENIL

Matched peptides information:

Start - End Observed Mr (expt) Mr (calc) rpm Miss Sequnence
68 - 79 1377.848% 1376.8416 1376.7452 70 0 E.LQAGYLFPEIAR.R
117 - 136 2094.1568 2093.1495 20%2.%701 86 0 KE.AHELSTIEGYSGYGPEQGAE.P
145 - 164 2077.095% 2076.0886 2075.9688 58 0 EKE.TFYSGLGIGDDDIFVSDGAE.C
218 - 233 1796.888% 1795.8816 1755.8200 34 0 EKE.CTPENGFFPDLSTVGR.T
234 - 252 2053.1050 2052.0977 2051.3%735 61 0 R.TDIIFFCSPHNPTCAAATR.E
306 - 313 870.4710 869.4637 869.435%6 28 0 EK.YAGFTGVE.L
322 - 333 1337.7687 1336.7614 1336.7027 44 0 EKE.QLLYSDGFEVAR.D
420 - 439 1%59.0586 1958.0513 1957.9647 44 0 E.TEVVTTPGSGFGPGGEGFVR.V
440 - 446 TT73.4222 T72.4149 772.3980 22 0 R.VSAFGHR.E
447 - 454 1004.5606 1003.5533 1003.4756 77 0 R.ENILEACE.R
447 - 455 1160.6340 1159.6267 11559.5768 43 1 R.ENILEACER.F



Spot No.: 101

Mascot score: 90

NCBI accession No.: gi| 297807495

Matched peptides No.: 13

Calculated Mr: 42647

Annotated PMF spectra:

Seqguence coverage %: 24

Total peptides No.: 41

Calculated pl: 7.64
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Probability Based Mowse Score:
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Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351

MAMRQATRRA
KNENFLGCVE
STEFHEAYVT
SNVVSVAEDE
GTVGAGRIGK
LEECDVVVIN
EAVESGHIGG
AAGTRDMLER

IRLCVE5555
HALGIRDWLE
AERIFFAFRNL
LMETLTIMEN
LLLORLEFPFG
MPLTEETRGHM
YSGDVHDEQE
YFEGEDFEPAD

GYFARRQFNA
SQGHQYIVTID
KLLLTAGIGS
FVEGYNQVVE
CNLLYHDRLQ
FNRKELIGKLEK
APKDHPWRYM
NYIVEDGELA

Matched peptides information:

Start
2
38
83
1a4
1a4
192
211
225
291
324
350
364
376

— End Observed Mr (expt)
- 8 805.4180 804.4107
- 44 §25.4544 §24.4872
- 51 1076.5447 1075.5374
- 169 T58.4226 757.4153
- 165 T74.45913 T773.4841
- 198 795.3877 794.3804
- 215 642.4243 641.4170
- 237 1058.57%1 1057.5718
- 298 678.3009 677.2937
- 328 T1i0.3415 T09.3342
- 360 1270.7262 1269.T7189
- 375 1380.8021 1379.7948
- 384 1048.5862 1047.578%9

Mr ({calc)
804.4276
§24.47%6

1075. 44582
T57.4884
T73.4833
T794.3810
641.4224

1057.5477

677.3166

T09.3296
1269.6023
1379.6721
1047.4985

S55GDSERIVG VEYERNEYAT
DEEGFDCELE EHIPDLHVLI
DHIDLQRAAAR AGLIVAEVIG
GEWNVAGIAY RAYDLEGETI
MAPELEEEIG AKFVEDLNEM
EGVLIVHNHAR GATIMDROAVV
FHQBMTPFHTS GITIDAQLREY
POYR
ppm Miss Segnence
-21 1 M.AMBQATE.A
k] 0 E.IVG/EYE.A
82 0 EKE.EGPDCELEE.H
-98 0 R.ILILME.N
1 0 R.ILILMR.N Oxidation (M)
-1 0 R.AYDLEGE.T
-8 0 E.LLLgR.L
23 0 R.LOMAPELEK.E
-34 0 R.GAIMDE.Q Oxidation (M)
& 0 E.DEFWR.Y
92 1 R.
89 0 E.GEDFPAQNYIVE.D
77 0 E.DGELAPQYR.-

YAAGTFDMLER.Y Oxidation (M)



Spot No.: 102

Mascot score: 8/  Sequence coverage %: 41

NCBI accession No.: gi| 255611315

Matched peptides No.: 17 Total peptides No.: 82
Calculated Mr: 37517 Calculated pl: 7.64

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301

MLVOYTREAP
HGGCLCVHEL
DEQFLEGEVE
GGEADTERLG
QRETLAERATE
LAGLNESGHL
GVGEIGLERE

CRLNAVGRAR
HGVALLGGFA
MHGRCKLFAP
HDAVEVGGRD
VERSVDQCAG
RTGREEQAMR
LLECGAHVVA

QIGEQHADVY
RAIDDGDEFEF
ARFHARREMV
HALAHQIDAF
CLRIRHHLDE
REGEFDGCEE
ERLQSRHGLC

Matched peptides information:

Start
1

1
42
91
91
127
128
145
146
159
170
214
214
224
226
237
323

— End Obhserved Mr (expt)
- 12 1491.8564 1490.8491
- 12 1507.8403 1506.8330
- 435 973.6154 972 .6082
- 106 1791.8446 1790.8373
- 114 2705.3165 2704,3092
- 134 1065.6075 1064.6002
- 135 1037.6078 1036.6005
- 158 1458.8265 1457.81%2
- 158 1302.7925 1301,7852
- 1869 1109.5772 1108.5699
- 184 1707.8855 1706.8782
- 223 1165.6717 1164.6644
- 225 1434.8715 1433.8642
- 231 1075.6494 1074.6421
- 235 1365.7514 1364.7441
- 248 1405.5420 1404.9347
- 331 1107.6242 1106.6169

Mr(calc)
1490.7486
1506.7435

972, 4737
1790.9567
2704.3795
1064.4743
1036.4681
1457.6859
1301.5848
1108.5625
1706.8125
1164.5016
1433.6868
1074.5683
1364.6367
1404.6303
1106.5403

SFAVERDDEW RADAQBEQRL
VACFGQLCHE AVATAAFDLL
DEMBEFALTAR AQMEROEGSY
AFRNBRLQATC DESVDFLAYF
ROOMERIEEM PDDETAGERLH
SGLEVGAFERR VLLHEIRVGH
H
PEm Miss Seguence
&7 0 —-.MLVQYTRPAPCR.L
59 0 - .MLVQYTRPAPCR.L Oxidation (M)
138 1 R.ADAQREQR.L
-&7 0 R.AVAIAAFDLLDEQFLR.G
-26 1 R.AVATAAFDLLDEQFLRGFVEMHGR.C
118 1 R.EEMVDEMR.K
128 1 R.EMVDEMRE.A
21 1 E.RQEGEVGGPADTER.L
154 0 R.QEGSVGGPADTER.L
7 0 R.LCGHDAVEVGCR.D
39 0 R.DHALAHQIDAFAENR.R
140 0 R.SVDQCAGCLR.TI
124 1 R.SVDRQCAGCLRIR.H
69 1 R.IRHHLDER.{Q
KE 1 R.HHLDERQOMR.R Oxidation (M)
217 1 R.IERMPDDETAGR.L Oxidation (M)
69 1 R.LQSRHGLCH.-



Spot No.: 103

Mascot score: 83  Sequence coverage %: 28

NCBI accession No.: gi| 22326744

Matched peptides No.: 9 Total peptides No.: 35
Calculated Mr: 40647 Calculated pl: 8.79

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MESAISS3LF FN3FNLLNFN PLSRFISLES MNFLPEL3IFRI ITSHTLELFPS
51 35T3ALRII3 S3MAZSFNPE QALRVPSALPL PAPFPLTEFNI GLCQLIVTSD

101 EEFFNI3HAFE ATEEAASKEGA ELVLLPEIWH 3PY3IWND3IFFV YAEEIDLGGD

151 AZPSTAML3E V3IERLEITIT GGSIFERVGD FLYHTCCVEG SDGELELEHE

201 ETHLFDIDIP GEITFMESEKET LTAGETPTIV DTDVWGRIGIG ICYDIRFQEL

251 AMIYAARGLH LLCYPGAFNM TTGPFLHWELL QRARATDHOQL YVWATCSPARD

301 SGAGYTAWGH 3ITLVGFFGEV LATTEHEEAT ITAEIDYIIL EQRETILFPLH

351 BROQFRGDLYNL VDWVQRLD3IE

Matched peptides information:

Start - End Ohserved HMr{expt) HMr{calc) ppm Hiss Sequence
111 - 121 1074.4992 1073.4919 1073.5716 -74 1 K.AIEEAASKGAK.L
167 - 177 1155.6261 1154.6188 1154.6659 -41 0 EK.ITIIGGSIPER.V
182 - 196 1762.7917 1761.7844 1761.7702 8 0 R.LYHTCCVFGSDGELE.A
201 - 212 1395.7500 1394.7427 1394.7922 -35 1 R.KIHLFDIDIPGK.I
220 - 236 1745.8874 1744.8801 1744.8843 -2 0 EK.TLTAGETPTIVDTDVGE.I
247 - 257 1328.6342 1327.6269 1327.6594 -24 0 R.FQELAMIYAAR.G Oxidation (H)
285 - 299 1666.7603 1665.7530 1665.7781 -15 0 R.ATDHQLYVATCSPAR.D
354 - 365 1461.7407 1460.7334 1460.7736 -27 1 R.BGDLYQLVDWVQR.L
355 - 365 1305.5979 1304.5906 1304.6725 -63 0 R.GDPLYQLVDVQR.L



Spot No.: 104

Mascot score: 8/  Sequence coverage %: 20

NCBI accession No.: gi| 9294283

Matched peptides No.: 8 Total peptides No.: 23
Calculated Mr: 42298 Calculated pl: 5.20

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MEEVLTHPEA
GREPEREVHNLVE
QHONLECTDE
ALPVHOFOQTO
CTWATPEERE
SDILOATREH
TO30OFLGELG
EQTPIGMGTE

GEYMHRDVF
LGPGRGTLMA
SS55EEEAVIS
YLOESTRGWC
EMEHVEISPE
EFVNILDDPG
INFEVDALLQ
YLAMSTVIEI

LOGDFITSFPE
DLLRGTSEFE
LAGTPVHUHA
EKMVDVGEDS
SMDLTQEMAK
SADLSAYVDF
NCMNDEQAESL
QGIPAPFQ

Matched peptides information:

Start
1

107
173
182
184
210
221
221

- End Dh=served HMri{expt)
- 16 1931.9015 1930.8942
- 116 1170.4983 1169.4910
- 183 1282.6042 1281.5969
- 199 2079.0283 2078.0210
- 200 1947.9113 1946.9040
- 220 1326.6296 1325.6223
- 230 1153.5889 1152.5816
- 231 1309.6448 1308.6375

Mr{calc)
1930.8917
1169.4870
1281.6023
2078.1387
1947.0652
1325. 6649
1152.5155
1306.6166

VIOMFGEMIG
NFTEZLHIHL
TLOQEVPIGVE
EFREVLSPQP
RIGIDGEAL
PZIEHZAEEL
RAGYWOLYVGD

3 1
-4 1
-57 1
-&3 1
-32 1
57 1}
16 1

YWTVCLWEQH
VYECSPLLOEL
TLIIAHEFYD
TPALAL YT MER
IIDY¥GMMNATI
SENVSVHGFH
GEAPFWEGFM

Miss Sequence
1 1 - .MEEVLTHPKAGFYMNR.D
K.CTDESSSEEE. 4
K.MYD¥GEDSEFR.F
K.FRFVYLSP)PTPAALYIME.R
R.FYLSPQPTPAALYIMER.C
R.EKMEHVEISPE. S
K.SMDLTQEMAK.R
K.SMDLTQEMAEKR.TI

2 Owidation (M)

Oxidation (M



Spot No.: 105

Mascot score: 84  Sequence coverage %: 25

NCBI accession No.: gi| 75149864

Matched peptides No.: 9 Total peptides No.: 21
Calculated Mr: 50562 Calculated pl: 6.43

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

M3IATLTGIGT
ESEEAFNALLE
IDTWGIWGPA
VP3IEMVEFY
AGSGVATLGL
LEPVWGIIGE
YFGITPFDLTT
LAMTAGIHTL
GHFGFFFAEG
SLAHTIED I

BLGFSC33EKETI
HLMF GGVHSE
IIGHADDEWVL
HSGTELACMGY
PDSPGYVPELL
ITPTPEF ING
LGEIIGGGLE
ERLEQPGTYE
PVYNF LD AEE
FTISAAERWL

IEPVSS55PST
VYRAFESVGGO
BALAETMEEG
LELARAFTHE
T3DTLTAPYN
LEQLTEDHGR
VYGAYGGRED I
TLDEITEELT
SDTEEFGEFF
GRI

Matched peptides information:

RCSTIKMIWIV
PVLIDSVEGS
T3FGAPCLLE
EEFIEFEGCYT
DIEAVAELFE
LLIFDEVMTG
MEMVAPAGPH
HGILEAGEET
RGHMLEEGVYF

DEEEESFTLQ
EMWDL IDGHET
NVLAEMVISA
HGHANAFLVE
AHEGETISAVI
FRLAYGGAQE
TOAGTLIGHE
GHPMCGGYIS
APEQFEAGFT

Start - End Dhserved Mri{expt) Mricalc) ppm HMiss Seqgquence
24 - 35 1308.6864 1307.6791 1307.6503 22 1 R.VSS5SPSTRCSIK.M
61 - 72 1256.6068 1255.5995 1255.6343 -28 0 K.HIMPGGVHSPVR.A Oxidation (M)
159 - 172 1540.6894 1539.6821 1539.7174 -23 0 R.FYHSGTEACHMGVLE.L
159 - 172 1556.6753 1555.6680 1555.7123 -28 0 R.FYHSGTEACHGVLRE.L Oxidation (M)
201 - 218 1622.8367 1621.85294 1621.8676 -24 0 EK.AGSGVATLGLPDSPGVPE.A
277 - 292 1813.8578 1812.8505 1812.8716 -12 0 E.DHGALLIFDEVMIGEFR.L Oxidation (M)
293 - 313 2215.0999 2214.0926 2214.1208 -13 0 R.LAYGGAQEYFGITPDLTTLGE.I
314 - 327 1286.7051 1285.6978 1285.7143 -13 0 K.IIGGGLFYGAYGGE.R
378 - 389 1272.6205 1271.6132 1271.7085 -75 1 EK.ELTHGILEAGEK.T



Spot No.: 106

Mascot score: 96  Sequence coverage %: 18

NCBI accession No.: gi| 77556926

Matched peptides No.: 10 Total peptides No.: 23
Calculated Mr: 45918 Calculated pl: 7.99

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MALAQPPLEW
PELFFPLFWL
RDGGCSLLITP
MVTIESVLIS
QIPGLNFTREF
IADDFNOQHEY
HDETRGFEVEF
IQQDCIYFMH
SELRWERQYL

GDLPADLLGL
ALRDGGLVDL
L333AZALTL
FLDZSPDPLYV
SDIAFLGGIL
TIDGESTEHES
LA TSDGHGD
RIYDNPTEEC
TWFFPSDE

VLLFLPSLFPD
DGEPIRCPFTE
ATITPLPWLIL
LA TSGGEHY
YTTLTMAEGLL
LYLEYIVGSH
WEVDILGDO
HGP CYDPLGD

Matched peptides information:

Start
25
48

179
268
270
275
294
294
369
398

- End Dhserved HMriexpt)
- 31 797.3482 796.3409
- 52 622.2700 621.2627
- 186 881.3734 880.3661
- 274 829.3323 828.3251
- 274 587.2406 586.2333
- 287 1493.8278 1492.8205
- 303 1234.7275 1233.7202
- 305 1475.8999 1474.8926
- 387 2163.2927 2162.2854
- 404 805.4483 804.4410

HMri{calc)
796.4443
621.3459
880.4589
828.5181
586.3802
1492.8184
1233.4972
1474.6511
2161.8980

804.4164

BVELEAVCERS
IPRHGVWVGHL
AAVDGATGOP
AVAPCERRGY
VLDLGENGD
GRLILMVYERERTIM
LIFLSZECSKE
SCGVYHMRIDGT
ppm
-130 0 R.
-134 1 R.
-105 0 R.
-233 1 K.
-251 0 K.
1 1 R
181 0 R
164 1 R
179 0 K.
31 0 R.

WRAGALLRGRH
LVDNLAFLIH
GVFIGIGATV
VTIVSGLMAP
DPPNASHRRC
NCRQQYYAGD
SVTASQCADG
INLLEPRAVM

Miss Sequence

LPSLFDR.V
GRHPR.L
HVAVAFPCE.R
HESLVLR.Y
SLYLR.XY

JYLVYGSHGELLMYR.R Oxidation (M)
-QOYYAGDMDE.T

-QOYYAGDMDETIR. G
ECHGP CVDPLGDSGVYHME . D

AVMSELR.W

Oxidation (M)



Spot No.: 107

Mascot score: 91  Sequence coverage %: 24

NCBI accession No.: gi| 710400

Matched peptides No.: 13 Total peptides No.: 31
Calculated Mr: 43460 Calculated pl: 6.84

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MALSRLSSRES NIITEFFSAA FIRLISTDTT PITIETILFF TAHLCDFPPSER
51 3VE3SSQELL DFFETHMALME RMEIAADILY EANVIRGFCH LYDGOERVAT
101 GMEALATTEED AITITAYRDHC IFLGRGGSLH EVESELMGRD ALAGCIEGEGGES
151 MHFYEEES3F YGGHGIVGAD VPLGCGIAFA QEYWEEEAVT FALYGDGARI
201 OGQLFEALNI SALWDLPAIL VCENMHYGMG TAEWRAAESFE 3YYERGDYVE
251 GLEVDGHMDAF AVEQACEFAEK OQHALEEGPII LEMDTYRYHG H3MIDPGSTY
301 ETRDEISGVE DEBRDPIERIE ELVLSHDLAT EEELEDMEEE IREEVDDATIAL
351 EAEDCPMPEFP 3ELFTHNWVYVE GFGTESFGPD REEVEASLF
Matched peptides information:
Start - End Dhserved HMri{expt) HMri{calc) ppm HMiss Sequence
1-9 1036.38392 1035.3766 1035.5495 -167 1 - .MALSRLSSR.S Oxidation (M)
110 - 117 922.4050 921.39786 921.4920 -102 0 K.DAIITAYR.D
118 - 125 1017.4119 1016.4046 1016.4862 -60 0 R.DHCIFLGR.G
126 - 139 1518.6931 1517.6858 1517.7297 -29 0 R.GGSLHEVFSELMGR.(
126 - 139 1534.6932 1533.6859 1533.7246 -25 0 R.GGSLHEVFSELMGR.( Oxidation (H)
148 - 155 926.3702 925.3629 925.4116 =53 0 K.GGSMHFYK.EK
148 - 155 942.3386 941.3314 941.4065 -&0 0 K.GGSMHFYK.K Oxidation (M
245 - 253 1004.4716 1003.4643 1003.5451 -60 1 K.BGDYVPGLEK.V
277 - 287 1307.5923 1306.5850 1306.6591 -57 0 K.GPIILEMDPTYR.Y
302 - 310 1032.4433 1031.4360 1031.35360 -7 1 R.TEDEISGVR.(Q
311 - 318 1042.4185 1041.4112 1041.5203 -105 1 ER.QERDPIER.TI
371 - 381 1169.4463 1168.4390 1168.5149 -65 0 K.GFGTESFGPDR.EK
371 - 382 1297.5532 1296.5459 1296.6099 -49 1 K.GFGTESFGPDRE.E



Spot No.: 108

Mascot score: 108

NCBI accession No.: gi| 15226690

Matched peptides No.: 12

Calculated Mr: 43724

Sequence coverage %: 24

Calculated pl: 8.29

Annotated PMF spectra:
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Total peptides No.: 29
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MSILOWSTSS LSSSTLLSIS PRESLISTES CRIVRCIVEG TTWTEREWIA

51 TSEFLLLEAV EGEVVDRPPY WLMBOQAGRYM E3YOTLCEEKY PSFRDESENAL
101 DLVVEISLOP WEVFEPDGYI LF3DILTPLS GMMNIFPFDIVE GEGPIIFHNEP
151 OQSAADVACWE EFVPEESVPY VGEALRRLEMN EVHNNEAAVLG FVGAPFTLES
201 YVIEGGEISEN FTOIFRLAFS (PEVLHALLQ EFTTSMITYI RYQADSGLAQL
251 VOIFD3WATE L3PVDFEEFS LPYLEQIVEAL VEQTHPNLPL ILYASGEGGL
301 LERLARTGVWD VWWSLDWHTVDM AEGEDRLGRD TAVOGHNVDPG VLFGSEEFIT
351 SRIHDTVEEL GRDEHILNLG HGIEVWGTPEE NWVAHFFEWVAO EIRY

Matched peptides information:
Start End Ohserved Mri{expt) Mri{calc) ppm Miss Sequence
2 22 2163.0194 2162.0121 2162.1794 -77 0 HM.SILQVSTSSLSSSTLLSISPR.K

30 - 35 790.3277 789.3204 789.4279 -136 1 K.S5CRIVR.C

62 - 74 1569.6845 1568.6772 1568.8133 -87 0 EK.GEVWDRPPVWLMR.() Oxidation (M)

a0 94 669.2677 668.2604 668.3282 -101 0 K.¥YPS5FR.D
Pl 223 946.4203 945.4130 945.5396 -134 1 K.BLAFSQFEK.V
224 231 021.4327 020.4254 920.5807 -169 0 K.VLHALLQE.F
232 241 1232.5050 1231.4977 1231.6271 -105 0 EK.FTTSMITYIR.Y
232 241 1248.4858 1247.4785 1247.6220 -115 0 EK.FITSHITYIR.¥ oOxidation (M)
307 - 324 1949. 3088 1948.8015 1948.9201 -61 0 R.TGVDVVSLDWTVDMAEGR.D
307 - 324 1965.8684 1964.8611 1964.9150 -27 0 R.IGVDVVSLDWIVDMAEGR.D Oxidation (M)
307 326 2237.1431 2236.1358 2236.0430 41 1 R.TGVDVVSLDHTVDHMAEGEDR.L Oxidation (M)
347 352 752.2869 751.2796 751.3864 -142 0 K.EFITSR.I



Spot No.: 109

Mascot score: 118  Sequence coverage %: 42

NCBI accession No.: gi| 312282695

Matched peptides No.: 13 Total peptides No.: 30
Calculated Mr: 35946 Calculated pl: 6.33

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

N

iy
o

L
N

L=

Number of Hits
[
Ed

o

IIIIII'I T T T T I.1_|

75 100 125
Protein Score

L=




Matched peptide sequences: shown in Bold Red

1 MAREDFVEVLY TGRLGOQTIGYL LWVEFMIARGIM LGADQFVILH MLDIFFLAER
51 LHGVEMELVD AAFPLLEGVWV ATTDAVEGCT GVHVAVMVGE FPFREEGMERE
101 DWMSENWVSIY ESQARATEEH AAPNCEVLVY ANFPANTHALI LEEFAFPSIFE
151 ENITCLTRLD HNRALGQWVSE BRLEWVEWVSDVE HVIIWGHHSS TQYPDWNHNHAT
201 VETSSGEEFYV BRELVENDEWL NGEFISTWVQL RGRALTIFKLRE LSS5ALSLASS
251 ACDHIRDWVL GIPEGIFVSM GVYSDGSYNW FS5GLIYSFFV TCEHNGEWSIWV
301 QGLPIDEWVSE EEFMDLTAEEL EEEEDLAYSC L5
Matched peptides information:
Etart - End Observed Mr (expt) Mr (caleg) pEpm Miss Seguence
56 - 67 1362.5865 1361.579%92 1361.7265 -108 0 H.MELVDAAFPLLE.G Oxidation (M)
95 - 100 765.2871 T64.2799 T64.3487 -50 1 EK.EGMERK.D Oxidation (M)
127 - 142 16495.8180 1648.8107 1648.9876 -107 0 E.VLVVANPANTHALILE.E
143 - 151 1017.3746 1016.3673 1016.5178 -1438 0 HK.EFAPSIPEE.N
152 - 158 877.3595 876.3523 876, 4487 -110 0 E.NITCLTR.L
159 - 163 654.2545 653.2472 653.3245 -118 0 R.LDHNR.A
164 - 171 859.3711 858.3638 858.4559 -107 0 R.ALGQVSER.L
172 - 180 943.3753 942.3720 942, 5386 -177 0 R.LSVPVSDVE.N
181 - 202 24801777 2479.1704 2475.2244 -22 0 HE.NVIIWGHNHSSTOYPDVNHATVE.T
203 - 211 %960.4038 959, 3965 959,5036 -112 1 E.TSEGEEPVR.E
212 - 231 2406.0923 2405.0850 2404.2023 367 1 R.ELVENDEWLHNGEFISTVQQOR.G
216 - 231 19836.7763 1935.7650 1534.9122 443 0 K.NDEWLNGEFISTWVQOR.G
294 - 310 1899.7937 1898.7864 1897.59534 439 0 R.NGEWSIVQGLPIDEVER.H



Spot No.: 110

Mascot score: 163 Sequence coverage %: 57
NCBI accession No.: gi| 312282121

Matched peptides No.: 19 Total peptides No.: 50
Calculated Mr: 36888 Calculated pl: 6.20

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

Cxidation (M)

Cxidation (M)

1 MTGAKIEIGI HGFGRIGRLWV ABVVLORDDYV ELVAVHNDPFI TTEYMIYMFE
51 YDSVHGQWRH HELKVKDERT LLFGERPVTV FGIRNPEDIP WGEAGADEVV
101 ESTGVFTDED EAARHLEGEA EEVVISAPSE DAPMEWVWVEH EHEYESDLDI
151 VSNASCTTDC LAPLAKVIND RFGIVEGLMT TVHSITATQR TVDGPSMEDW
201 RGGRAASFNI IPSSTGAARR VGEVLEQLMNG ELTGMSFEVE TVDWVSWVWVDLT
251 VRLERAATYD EIRRAIREES EGRKLKGILGY TEDDVVSTDF VGDSRSSIFD
301 ARAGTALSEN FVELVSWYDH EWGYSTRVVD LIVHMSER
Matched peptides information:
Start End Chserved Mr (expt) Mr(calc) PRm Mis=s Sequence
g 15 §33.5105 §32.5033 §32.4555 27 0 K.IGINGFGR.I
23 27 614.4461 613.4388 613.3911 78 0 R.VVLOR.D
51 59 1115.6001 1118.5928 1118.5145 70 0 K.YDSVHGOWE.H
a7 76 1179.7037 1178.6964 1178.6183 1] 1 K.DEKTLLFGEK.FP
70 84 1649.1241 1648.1168 1647.9600 95 1 K.TLLFGEEFVTVFGIK.N
131 145 1750.9%69 1745.985%6 1745.8032 107 0 K.DAPMFVVGVHNEHEYEK. S
187 171 616.3935 615.3863 615.3340 85 0 K.VINDR.F
172 150 20495.2815 2048.2742 2048.0612 104 0 R.FGIVEGLMTTVHSITATQE.T
191 198 §34.5240 §33.5167 §33.3953 146 0 K.TVDGPSME.D
205 213 1434.8747 1433.8674 1433.7514 81 0 R.AASFNIIPSSTGAAR.A
232 238 §27.4488 §26.4415 §26.4007 49 0 K.LTGMSFR.V Oxidation (M)
239 252 1498.9932 1457.9859 1497.8403 a7 0 R.VPTVDVSVVDLTVR.L
239 255 1869.235%4 1868.2321 1868.0619 a1 1 R.VPTVDVSVVDLTVRLEEK.A
256 264 1038.59%7¢ 1037.59%03 1037.5393 49 1 K.AATYDEIEK.A
265 273 990.5377 989.5304 589.5029 28 1 K.AIEKEESEGK.L
276 295 2145.2205 2144.2132 2143.9910 104 0 K.GILGYTEDDVVSTDFVGDER.S
296 302 T767.4106 T66.4033 T66.3861 22 0 R.SSIFDAK.A
303 313 1148.7073 1147.7000 1147.6237 a7 0 K.AGIALSENFVE.L
314 327 1776.0152 1775.0075% 1774.7351 120 0 K.LVSWYDNEWGYSTR.V



Spot No.: 111

Mascot score: 109  Sequence coverage %: 35

NCBI accession No.: gi| 166702

Matched peptides No.: 12 Total peptides No.: 29
Calculated Mr: 37937 Calculated pl: 7.00

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.03).
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Matched peptide sequences: shown in Bold Red

Lin |
101
151
201
251
301
351

NGS5 GLYREG
GGUVEQLSHLL
WEELGIDIVI
NADALYSHDEP
RLLDASHRDL

VTELELEVAT
E¥YD3TLGIFD
EGTGVFVYDRE
IISMASCTTI
RRARLLALNI

TPHAVSVVIDLY VOVSEETFAE

RC3DFSTTID

SILTHVMGDD

NGFGRIGENF
ADVEPEGETA
GAGEHMEAGL
CLAPFVEVLD
VPTSTGALEL
EVHAAFRD3 A
MVEV LAWYDH

Matched peptides information:

Start
2
33
87
103
188
230
242
249
266
267
324
338

- End Ohzerved Mriexpt)
-9 811.2828 810.2755
- 37 715.1768 714.1695
- 94 928.4151 927.4078
- 119 1831.8466 1830.8393
- 201 1571.5391 1570.5318
- 239 1037.4606 1036.4533
- 248 756.3273 755.3201
- 265 1779.8339 1778.8266
- 277 1382.5814 1381.5741
- 277 1254.4878 1253.4805
- 337 1786.7127 1785.7054
- 350 1456.6131 1455.6058

HMri{calc})
810.3984
714.3020
927.5502
1830.9727
1570.6682
1036.6644

755.4653
1779.0142
1381.6990
1253.6040
1785.8111
1455.7722

LERCWHGREDS PLDITAINDT
ISVDGEITOQW VSHENPILLP
EEVIITAPGE GDIPTYUVGY
QEFGITEGTM TTTHSYTGDO
VALVILPHLEG FLHGIALPWVE
EFEELEGILDYV CDEPLVIVDF
EWGYSQREVVD LADTVAHHWE

ppm
-152
-186
-153
-73
-87
-204
-192
-105
-90
-99
-59
-114

Hiss Segquence

1

[ — I — T — I — I — I — I — I — ]

FEERETRERRREDS

.G55GGYRE. &
. CWHGR . K
.IIQVVSHR.H

.ELGIDIVIEGTGVEVDR.E
.GTMTTTHSYTGDQR.L Oxidation (M)

AVALVLPHLE. G
.LHGIALR.V

VYPTPHVSYVDLYV(QVSK.K

.KTFAEEVHAAFR.D

. TFAEEVHAAFR.D
VIAWYDHEWGYS(QR.V
YVYDLADIVANHWE . -



Spot No.: 112

Mascot score: 95  Sequence coverage %: 21

NCBI accession No.: gi| 15238762

Matched peptides No.: 11 Total peptides No.: 21
Calculated Mr: 44781 Calculated pl: 6.38

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.03).

N

Number of Hits

e o

T T T T -_l
75 106
Probability Based Mowse Score




Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MMALARTHNEN
FYGERVOHDN
AEGGIGCDES
AWILDEY3IEF
GETISGORFY
PALLEHTEEH
EIKAEFIIEL
HNIQGFMWEEE
BOLATILRGG

FELAARLLGL
ARGPMEGGIER
FLSISELEREL
HGYIPAVV TG
IQGF GRWVGIT
RGVEGFDGAD
ANHPTDFDAD
FEVNDELETYM
bl

DIKLEESLLI
YHPEVDFDEY
TEVFTQETIHD
EPIDLGGILG
BAFLIZEEGS
FPIDPMNSILVE
EILSERGVVI
TESFEDLEEHN

Matched peptides information:

Start
27
44
96

112
182
188
232
368
383
390
390

- End Dh=erved Mr{expt)
- 33 645.4249 §44.4177
- 55 1284.5497 1283.5424
- 102 705.2441 704.2369
- 119 946.4189 945.4116
- 187 590.1253 589.1180
- 202 1618.7050 1617.6977
- 243 1186.5951 1185.5878
- 372 687.1946 686.1873
- 389 8838 .2897 887.2824
- 399 1065.4272 1064.4199
- 399 1081 .4485 1080.4412

HMr{calc)
844.5171
1283.6146
T04.3857
945.5131
589.2820
1617. 7621
1185.6969
686.3058
887.3920
1064.5437
1080. 5386

Oxidation (M)

PFREIEVECT IPFDDGTLAS
NALAQLMTWE TAVAKIPYGG
LIGIHTDVPA PDMGTGPOTH
FDAATGRGVM FGTEALLHEH
EIVAVSDITE ATENEDGIDT
DCDILVPLAL GGVINREMNAN
LPDIYANSGE VTWIYFEWVGO
CETHSCDLPEM GAFTLGYVHRY
ppm Mi=s= Sequence

-118 0 K.SLLIFFR.E

-56 0 K.DDGTLASFVGFR.V

-211 0 K.IPYGGRAK.G

-107 0 EK.LSISELER.L

-278 0 R.DAATGR.G

-52 0 R.GVMFGTEALLHNEHGK.T

-92 0 K.IVAVSDITGAIK.H

-173 0 EK.TYMTR.S COxidation (M)
-123 0 K.THSCDLER.M

-116 0 R.MGAFTLGVHR.V

-90 0 R.MGAFTLGVHR.¥ Oxidation (M)



Spot No.: 113

Mascot score: 149  Sequence coverage %: 36

NCBI accession No.: gi| 312281829

Matched peptides No.: 14 Total peptides No.: 24
Calculated Mr: 43118 Calculated pl: 6.49

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MASSS5ATLLE ASPVESDWVE GQSHLLROPS SVAATRSHVA PSALTVERAAS
51 AYADELVETA ETIASPGRGI LAMDESHATC GERLASIGLE NTEANERQRYR
101 TLLVSAPGLG QYISGAILFE ETLYQSTVDG EEMVDVLVEYD NIVEGIEVDE
151 GLVPLVGEND ESWCQGLDGL ASRTAAYYOD GARFARWRTY WSIFMGESAL
201 AVEEAAWGLA BYAATSQDEG LVPIVEPEIL LDGEHGIDRET YEVAEEWVWAE
251 VFEFYLAQNNYV MFEGILLEPS MVIPGAELED BATPE{WVARY TLELLENRIF
301 PAVPGIMFLS GGQSELEATL NLNAMMQGTH PWHVSFSYAR ALONTCLETW
351 GGREENVEAA QDTLLTERARA NSLAQLGEYT EEGESEDAFE GHMEVEGYTY
Matched peptides information:
Ztart - End Observed Mr (expt) Mr (calc) Prpm Mis=s Segnence
62 - 68 701.3016 T00.2944 700.3868 -132 0 E.TIASPGR.G
84 - 96 1387.6231 1386.6158 1386.7103 -68 0 R.LASIGLENTEANE.{Q
133 - 147 1653.7862 1652.778% 1652.9171 -84 0 E.MVDVLVEQNIVEGIE.V
133 - 147 1669.7978 1668.79%05 1665.9120 =73 0 E.MVDVLVEQNIVPGIE.V OCxidation (M)
148 - 173 2772.2068 2771.193%5 2771.3549 -56 1 E.VDEGLVPLVGSMNDESWCOGLDGLASR.T
151 - 173 2430.048% 24295.0416 2429.1645 -51 0 E.GLVPLVGSNDESWCQGLDGLASE.T
174 - 183 1128.4664 1127.45%1 1127.5359 -68 0 B.TAAYVQOGAR.F
204 - 211 873.3766 872.3693 872.4504 -593 0 E.EAAWGLAR.Y
212 - 233 3006.482% 3005.4756 3005.5346 -20 0 R.YAATSQDEGLVPIVEFEILLDGEHGIDR.T
212 - 248 3826.7598 3825.7525 3825.9312 -47 1 R.YAATSQDSGLVPIVEFEILLDGEHGIDRTYEVAEE.V
280 - 293 1578.6916 1577.6843 1577.304% =76 1 E.DRATPEQVASYTLE.L
282 - 283 1307.5568 1306.5495 1306.6769 -97 0 R.ATPEQVASYTLE.L
349 - 358 1175.45954 1174.4881 1174.5731 -T2 1 E.TWGGREENVE.A
359 - 387 988.4520 987.4448 987.5349 -91 0 E.AAQDTLLTR.A



Spot No.: 114

Mascot score: 86  Sequence coverage %: 49

NCBI accession No.: gi| 219563256

Matched peptides No.: 5 Total peptides No.: 17
Calculated Mr: 9397 Calculated pl: 5.33

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 VSVFGHDVDA YYEELLSGES GISLIDEFDA SEFFTRFGGD IRGEFSESEGYL
51 DGEMEEELDD CLEYCIVAGE EALESLNLGE DELNT

Matched peptides information:

Etart - End Obhserved Mr (expt) Mr (calec) Pom Miss Segqunence
15 - 27 135%9.7214 1358.7141 1358.7405 -19 0 E.LLSGESGISLIDE.F
28 - 36 1068.501% 1067.4546 1067.5400 -42 1 R.FDASEFPTR.F
37 - 42 677.3347 676.3275 676.3657 -56 0 R.FGGRIR.G
43 - 53 115%.4607 1158.4534 1158.51393 -57 0 R.GFSEEGYIDCH.M
43 - 5@ 1558.6%14 1557.6841 1557.7059 -14 1 R.GFSSEGYIDGENER.R



Spot No.: 115

Mascot score: 116  Sequence coverage %: 20

NCBI accession No.: gi| 15231702

Matched peptides No.: 12 Total peptides No.: 26
Calculated Mr: 46629 Calculated pl: 6.41

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

MAEESFEYII
SEGYLFPEGA
SAKSLVIATG
ADKIVEATELR
RLFTADTAAF
EADIVIVGIG
FPLEMYGDWER
SFDLEWOF ¥
GDENEALAEWY

LGGEVIAGTL
ARLPGFHCCY
DVFEYOTLIT
EEGGEAVV G
TETTYTHNEGY
AFKPLTELFEG
PVEHVDHIRE
DIV GDEVLEG
AFKARPSAESL

AKEF ANQGVQ
GSGEEKLLPE
ATGSTVLELT
GGYIGLELSA
EIIEGTVASG
CGVEEDKEGGIK
SAEQAVEKLIK
DSNPSNPEPR
DELVEQGISF

Matched peptides information:

Start
40
53
63
77

129
141
147
147
281
305
305
321

- End Observred Mri{expt) Mricalc)
- h2 1430.8114 1429.8041 1429.7565
- 62 1080.5705 1079.5632 1079.5400
- 76 1504.7349 1503.7276 1503.6599
- 83 649.4244 848.4171 648.4643
- 135 779.3783 778.3710 778.4225
- 146 791.4518 790.4445 790.4701
- 153 805.3919 804.3846 804.3501
- 159 1458.8399 1457.8326 1457.7613
- 286 728.3374 727.3301 727.3541
- 310 740.3357 739.3284 739.3323
- 310 756.3039 755.2966 755.3272
- 327 732.3551 731.3479 731.3813

PGELAVISKE AVAPYERPAL
SYROQEGIELI LETEIVELDL
DFGYEGLDSE HILYLEEIDD
VLEINNLDVT MVFPEPWCHP
FTLOPNGEVE EVQLEDGRTL
TDAFFETIVEF DVYAVGDVAT
AAEGGLAVEE YDYLPFFYSE
FGATIWVOGGE VWGAFMEGES

LARAKT

Ppm
33
22
45

-56
—-66
-32
43
49
-33
-5
-41
1

Miss Sequence

0

=D — N — I — I — I — I — I — I — i — |

A RRE RN R RS AR

EAVAPYERPALSE. G
GYLFPEGRAR.L
LPGFHCCVGSGGEE.L

.LLPESYK. ()

.LTDFEVK. G

.HILYLR.E

.EIDDADK.L
.EIDDADKLVEAIE.A
.TDAFFK.T

.MYGDVE .R

MYGDVR.R Oxidation (M)
.SAEQAVE.A



Spot No.: 116

Mascot score: 113

NCBI accession No.: gi| 15231702

Matched peptides No.: 11

Calculated Mr: 46629

Annotated PMF spectra:
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Sequence coverage %: 26

Total peptides No.: 25

Calculated pl: 6.41

677 291

791.441

728.309 | 560.981

1080.520
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386 467
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1000 1500

Probability Based Mowse Score:

2000 rrfz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MAEESFEYII
SEGYLFPEGR
SAESLWVIATG
ADKIVEATEL
FELFTADIALF
EADIVIVGVG
FPLEMTGIDNE
SFDLSWQF TG
GDENE AL LEW

LGGoWIAGTL
ARLPGFHCCY
DNFEYQTLIT
EEGGELV G
TETYYTHEGY
LEPLTILFEG
BYEHVDHSRE
DINGDAVLEG
AEARPSAESL

AFEF ANQGVQ
G5GGEKLLPE
ATGSTWLELT
GoTIGLEL3A
EITEGTVASG
OWEEDEGGIE
SJAEQAVEATE
DSNFPSHFPERE
DELVEQGISF

Matched peptides information:

Start
40
53
63
77

141
147
225
270
281
311
391

— End Dhserved Mr{expt)
- 52 1430.7323 1429.7250
- 62 1080.5204 1079.5131
- 76 1504.6171 1503.6098
- 83 849.4025 848.3952
- 146 791.4414 790.4342
- 159 1458.7461 1457.7388
- 240 1562.7090 1561.7017
- 276 804.2585 803.2513
- 286 728.3087 727.3015
- 319 1134.5621 1133.5548
- 405 1512.6267 1511.6194

Mr{calc)
1429. 7565
1079.5400
1503.6599

848.4643

790.4701
1457.7613
1561.7737

803.3661

727.3541
1133. 5690
1511.6562

FGELAVISEE
SYKEQEGIELT
DFGVEGADSE
VLEINNLDWVT
FTAQPHGEVE
TDAFFETIVE
LAEGGAAVEE
FGATIVOGGEE
LAKT

Miss Se
K.

Ppm
-22 0
-25
-33
-81
-45
-15
-d6

-143
-2
-13
-24

K
R
K
K
R.
K
K
K
R

[T T — T — T — T — I — I — I — ]

AVAPYERPAL
L3TEIVEADL
HILYLEEIDD
MVFPEPUCHE
EVOLEDGERTL
DWVYAVGDWAT
TDYLPFFY3E
YVGAFMEGGS

quence
EAVAPYERPALSK.

- GYLFPEGAAR.L
.LPGFHCCVGEGGEK.L
LLPESYK.Q
-HILYLR.E

EIDDADELVEAIK.A

- GTVASGF TAQPHGEVE . E
. GQVEEDE. 7
-TDAFFK.T
-RYEHVDHSR . K
K. VYWGAFMEGGSGDENK . A Oxidation (M)



Spot No.: 117

Mascot score: 81  Sequence coverage %: 17

NCBI accession No.: gi| 15226489

Matched peptides No.: 6 Total peptides No.: 13
Calculated Mr: 35330 Calculated pl: 6.16

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1

L
101
151
201
251
301

MEITLNSGFE
TEVGDALTEL
LDLFLVHFFWV
MGLYRSIGIS
HGICVTAHTE
FIQRETVWVIF
EFWMIDLYA

MFP IVGL VR
FETGLVERED
ATEHTGVGTT
HYDVFLTRDC
LGGATANAET
ET3EPLRLEE

MEEEGIRDLI
LEITTELWITS
D3ALGDDGVL
LAYIEIEPAV
FGTWSCLDDE
NFQVFDFELS

Matched peptides information:

Start
11

68
148
156
242
250

- End
- 20

- 76

- 155
- 168
- 249
- 254

1143.
1122,
§90.
1484.
685.
659.

Observed

4733
4540
3793
6118
4319
2794

1142,
1121.
889.
1483.
G64.
658.

4660
4467
3720
6045
4246
2721

Mriexpt)

Mricalc)
1142.6270
1121.6081

889.5055
1483.7671
884.5444
658.3551

LMAIKIGYEH
DHGHVIEACKE
DIDTTISLET
NQIETHPYFQ
VLEDWVAEETE
EEDHMEVIESH

ppm Miss
-141 0
-144
-150
-110
-135
-126

=== = ]

LDCAADTRNE
DSLEKLQLDT
TWHDMEKLVS
RDSLVEFCOK
ETVAQVVLEW
ERKTRTHQPA

Sequence

E.MPIVGLGVWR.M Oxidation (M)

K.REDLFITTK.L
K.LVSMGLVYR. 5

K. TVAQWVVLRE.W
R.WGIQR.K

Oxidation (M)
BR.SIGISHYDVFLTR.D



Spot No.: 118

Mascot score: 97  Sequence coverage %: 38

NCBI accession No.: gi| 312281559

Matched peptides No.: 14 Total peptides No.: 49
Calculated Mr: 38617 Calculated pl: 5.90

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301

MADSCGLERM
DSGITFLOTS
IFGDPAYWVED
EGEIEYIGLS
LGIGIVAYSE
EEVCAMSEEEK
ELTFEEMAEL

KELGSQGLEVS
DMYGPHTHEL
SCELSLERLD
EASASTIRRA
LGEGFFASGE
GCTPAQLATD
EATSQPESVE

AQGLGCHMSLS
LVGEALENGH
VECIDLYYQH
HAVHEITAVQ
ELVENLHNHHD
WVHHQGDDVC
GERYMAMVET

Matched peptides information:

Start
75
84
S0

103
118
119
156
170
189
200
214
222
222
288

- End Ch=erved
- 81 805.3887
- 98 1682 .8561
- 98 1055.5399
- 109 T77.3403
- 131 15875.9907
- 131 1723.8652
- 168 1367.7067
- 188 2185.1561
- 199 1318.5768
- 213 1416.8016
- 221 810.3715
- 232 1347.6402
- 233 1475.7471
- 301 1546.8067

Mr (expt) Mr (caleo)
B804.3814 804.4276
1681.8488 1681.95291
1054.5326 1054.5699
T76.3331 T76.3817
1578.9834 1878.9046
1722.8579 1722.8B035
1366.699%94 1366.7092
2184.1488 2184.1592
1317.5695 1317.5871
1415.7943 1415.8024
809.3643 809.4072
1346.6329 1346.6579
1474.739%8 1474.7528
1545.79%4 1545.8151

AFYGVEKPET
REKVELASEF
RIDTCVEIEI
LEWS LWARDV
FRERLPRFQQ
PIEGTTRIEN
YENSDTEPLS
ppm

-7 1

-48 1

-35 o

-63 o

42 1

32 o

-7 o

-5 a

-13 o

—& o

-53 1]

-19 o

-9 1

-10 1]

EATAT.L.HAAT
GIIYTDVELE
TMGELEELVE
EDDIVETCEE
ENLDHNETLY
FHONIGALSY
SWETL

Miszs=s Sequmence
K.

ALFNGME.E Oxidation (M)

K. VELASFFGIIYTDVE. L

PAAARPOARSARA

FGIIYTDVE. L
GDPAYVE. A
BRLDVECIDLYY(QHR. I
LDVECIDLYYQHR. I
YIGLEEASASTIR.R
AHAVHPITAVQLEWSLWAR.D
DVEDDIVETCR.E
ELGIGIVAYSPLGE.G
GFFASGFE. L
LVENLNHNNDFE . K
LVENLNNNDFEE. R
IENFNQNIGALSVE. L



Spot No.: 119

Mascot score: 129

Sequence coverage %: 30

NCBI accession No.: gi| 15226610

Matched peptides No.: 13

Calculated Mr: 39815

Calculated pl: 5.80

Annotated PMF spectra:

65
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a0

45

40

35

30

25

Total peptides No.: 33

£56.212

756.547

979613

1068.653

1221.663

1441.897

1708.656

1906.941

r2163.0458

2361.033

1000

1500

Probability Based Mowse Score:

2000

rrfz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

1
51
101
151
201
251
301

MAESQIWFGF
WCGHCEELAP
QUFPEGSLEP
FDEIVLDONE
ADAHKALGEE
TIRDSEGQOLT
ATTRYGELYL

ALLALLLVSA
EYEKLGALSFE
QKYEGPRHAE
DVLVEFTAPW
YGVSGFPTLK
SKLGIVESLD
ELLESYIEKG

VADDWWVVLTD
EAESVLIAEYV
AL AFYVHEE G
CGHCESLAPT
FFPEDNELGH
ALVEELVAAS
SDYASKETER

in Bold Red

DSFEKEVGED
DCDEQESVCT
GTHVKL LLVF
YEKVATVFEK(
DYDGGRDLDD
EDEKELVLSER
LGRVLGESIS

EGALVEFYAF
EYEISGYPTI
CIAAATL TR DI
EEGVVIAHLD
F¥sFIHNEE3G
IEEELASTLEG
PVEADELTLE

351 ENILTTFVAI 3

Matched peptides information:

Start - End Ohserved Mr{expt) Mri{calc) ppm HMiss Seguence
58 - 64 849. 5003 848.4931 848.4279 77 0 K.LAPEYEK.L
106 - 112 758.5469 757.5396 757.3970 188 0 K.GSLEPQK.Y
106 - 117 1360.7583 1359.7510 1359.6783 54 1 K.GSLEPQKYEGPFR.H
113 - 117 621.4037 620.3964 620.2918 169 0 K.YEGPR.H
118 - 128 1221.6631 1220.6558 1220.6037 43 0 R.HAEALAFYVHK.E
118 - 135 1906.9411 1905.9338 1905.9432 -5 1 R.HAEALAFEYVHKEGGTHVK.L
176 - 183 208 . 5459 907.5386 907.4651 81 0 K.SLAPTYEK.V
184 - 205 2354.2067 2353.1994 2353.2278 -12 1 K.VATYFEQEEGVVIAWLDADAHE.A
190 - 205 1708.8858 1707.8785 1707.8428 21 0 K.QEEGYVIANLDADAHE.A
211 - 220 1068.6532 1067.6459 1067.5652 76 0 K.YGVSGFPTLK.F
237 - 248 1441.6966 1440.6893 1440.6773 8 0 R.DLDDFVSFIHEK.S
275 - 284 1090.6325 1089.6252 1089.5190 28 0 K.ELVAASEDEK.K
315 - 326 1347.7004 1346.6931 1346.6354 43 1 K.SYIEKGSDYASK.E



Spot No.: 120

Mascot score: 85

Seqguence coverage %: 14

NCBI accession No.: gi| 1145344987

Matched peptides No.: 11

Calculated Mr: 76292

Calculated pl: 5.49

Annotated PMF spectra:

55
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35
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25

20

Total peptides No.: 17

743.340

|

316.464

989.439

L

1194.532

T

1407.604

2163.007

2502945

1000

1500 2000

Probability Based Mowse Score:

2500

miz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501
551
601
651

MGICYILPDA
LVECEFDAET
EYCHANEECS
EAWNVYELYE
LGEVESILVE
ATAKLEERTY
LIFQDFVPYI
TZEIDVEEFK
AFHYYESELF
ADLNAHEESF
IFRDALAEEFPEL
KAKEAAFELALE
LEAEEALAET]
DAVDAVEDALT

LADEARTLAT
LAKAFRLSYT
FELEMNWVALCY
ESEYDYRF AL
LFERETITELE
TLADATTALE
ELIFGPDEMH
RMVEEFEQWVY
NFVHPPIGDE
DILF IKEDST
EEVIEVFPEVD
KARCVATREE
AFFEAFAEKE
IKETLARLSS

LAGTQUSNGL
REMLFEQIAL
CNASALHAEY
ETSEDEEENL
NF AEECHQER
HATVDHGLPE
IFADEL CEKI
HTECHTVSSH
LAKFNDDELL
FHSFIIVAIE
FSOADASOEE
NEAEQEVLLE
VAELAEALEQ
VEEVS IANLE

Matched peptides information:

GLISARRAKA
WEAWTIAGTLE
VNFHMTETFIE
IFEGEMETIFL
ERTSEELAIAT
QLHETHAKLD
DGEESLEKAL
ATAYTVEISLID
WHNGALEDAQD
MNACATVTEAH
AEVEELEAEL
KLAEEAKKALL
VS IAEKEKAE
AITGTEL

ARKAKLTEYA
LD¥YSVLMHWS
GIDETIDVIE
QEAFEATHEC
AAKFERAMNESV
EMFRHGMAL AL
AETHDEIQAL
IVEAERALEER
AVTIAKERIV
KTIFAWEARD
KMEEAEEAEY
EEAKAKQEAE
KEASMAAZ QO

Start -
66 —
72 -

184 -
271 -
289 -
319 -
329 -
401 -
437 -
492 -
609 -

End
71

82

194
288
294
328
334
406
446
497
616

Observed
743.3400
1407.6035
1275.5158
1951.9251
§07.3289
1256. 5284
707.2374
723.2428
1031.3963
659.2690
916.4640

Mri{expt)
742.3328
1406.5962
1274.5085
1950.9178
806.3216
1255.5211
706.2301
722.2356
1030.3890
658.2618
915.4568

Mricalc)
742,4813
1406.7268
1274.6540
1951.0010
§06.3956
1255. 5577
706.4014
722.3599
1030. 5295
658.4377
915, 5025

ppm Miss Sequence
-200 1 .BLS¥IR.E
-93 .EMLFEQTALWE.A&
-114 . GEMEIKLQEAE . K
-43 CHATYDHGLPEQLHETHAK.L
-92 LDEMER.H Oxidation (M)
-29 MHNIFADELCE.K Oxidation (M)
-242 .KIDGFK.S
-172 AFHVYEK. S
-136 DAQDAVTIAK.E
-267 .TIEAVE.A
-50 . INAEEKEAK . A

HEODOoORHORORS
mERzERRARRANR



Spot No.: 121

Mascot score: 83  Sequence coverage %: 22

NCBI accession No.: gi| 26450910

Matched peptides No.: 10 Total peptides No.: 48
Calculated Mr: 68864 Calculated pl: 8.70

Annotated PMF spectra:
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35

30

25
21683.132

2035.972

151 743412 1589695

2531.256

1122.580 1407 e

1685.685

(109
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501
551
601

MLESLLLRES
RFFFPPPATAL
RYAPLPEDLH
PVGSGLEPNG
ATEDYGLTLQ
AFKGTIELSRE
LOEIKENHEE
TTDELVOHVE
ALDPLHDWVHY
FPAGTLANPS
F3TIEDDIF3
YTEHWAKIETF
EELFPV3TTA

VGHSLETLSP
SELQFREYLG
TVSNWSGTHE
IGLSRSGMVH
NFLSIREQQI
KDPELFHLAR
LLS ANEHVEY
DLYRESIVEY
AKVNQAELEF
MEDLEYIEEL
WWGIIMYLET
KDEKEELEALGQ

S55TIRSSFS
TALALATF3GY
VOTENFHNOFPE
LATMDEVLEY
GGITOVGAHG
CGLGGLGVL
L¥IPYTDTVY
PVODSGEESP
WEESEGYRVG
EF¥LIEEEATP
ADPEHREDIT
ARIRERFFPVD

Matched peptides information:

FPHRTLZTTGO
LTYFSFFFPE
NLADLEALVE
DEEEEEVTWVQ
TGARLPFIDE
EVTLQCVARH
VWTCNPVSEW
DSSEPDIQEL
WIDEILGFDC
APAPTEQRUT
DEFFHYRHLT
A¥NEARFELD

TLTFPFPFFFP
MAEHEELQIF
EZHEEELEIE
LAGIRVQOLYD
OV ISHMELVTE
ELVEHTYWVIN
SGPPEDEPEY
SFTELERDELL
GGOOISESC
ARSESPISPAL
QEQLWDOFSA
PHEILSMNMNMY

Start -
10 -
166 -
217 -
340 -
361 -
378 -
397 -
463 -
473 -
588 -

End
26

182
234
349
369
396
412
471
488
593

Dhserved
1685.8849
1878.0779
1791.85954
1139. 5509
1122, 5886
2178.0767
1760.9208
1151.5470
1774.9018

743.4123

HMriexpt)
1684.8776
1877.0706
1790.8881
1138.5436
1121.5813
2177.0694
1759.9135
1150.5397
1773.8945

742.4050

Mri{calc)
1684.
1876.
1790.
1138.
1121.
2177.
1759.
1150.
1773,

T4z,

ppm HMi=ss Segquence

8744 2 1] SYGHSLGTLSPSSSTIR. S
9638 57 SCMYHLAIMDEVLEVDK.E Oxidation (M)
09388 -28 EQQIGGIIQVGAHGTGAR.L
6135 -61 WSGPFEDEPE. Y

6080 -24 DLYRESIVK.Y

0488 9 KSEPDSSEPDIQELSFTELR.D
9532 -40 DELLALDPLHDVHVAK .V
5757 -31 DLEYIEELK.K

0988 -59 LIEKEATPAPAPIEQR.W
3609 59 ELDFHE.I

ER - -
HERDEDE DD



Spot No.: 122

Mascot score: 126 ~ Sequence coverage %: 40

NCBI accession No.: gi| 207667274

Matched peptides No.: 11 Total peptides No.: 26
Calculated Mr: 42520 Calculated pl: 8.51

Annotated PMF spectra:

'E37 415
1347 838
30
pid
1711885
20
' 1623.894 2772586
o 1171.685
1008 580
£99.285
5
1905 036 2374317
1463.780 : 2057 577
j l J 2894.?301
109 il odi N J N o I
1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

Probability Based Mowse Score



Matched peptide sequences: shown in Bold Red

1 MARAASETETG STVPRASSSS 3333LPOQ3RA QAVNFNTILF RFTALRISTL
51 LSGLD333FA EKE3LRGEVTEFRP QOSTDTEPYGL NINASYEVAYV LGAAGGIGOE
101 LSLLTEMSPL V3TLHLYDIA NVEGVAADLS HCHTPSQVRD FTGFAELADC
151 LEDWHVVVIP AGYPREFGMT EDDLFHIHAG IVETLVEAVA DINCPMNAFIHI
201 ISNPVIITWEF IAAEVLEREKG VYDPEELFGY TTLDWWRANT FWIOQEENLEL
251 IDVDVWPVIGE HAGITILPLL SETEPSVSFT DEEIEELTVR ICQHNAGTEVVD
301 AFAGAGSATI SMAYAAARFY ESSLREALDGD GDUWYECSFYD STLTDLPFFA
351 SRIEKIGENGY EAVIESDLOQG LTEYEHEALE ALKFPELEAST EEGVAFANEP
401 AN

Matched peptides information:

Start - End Ohservred HMr{expt) Hr{calc) ppm HMiss Segquence
88 - 106 1777.1096 1776.1023 1776.0873 8 0 K.VAVLGAAGGIGQPLSLLIK.M
124 - 139 1711.8653 1710.8580 1710.8108 28 0 K.GVAADLSHCHTPSQVR.D
153 - 165 1334.7995 1333.7922 1333.7718 15 0 EK.DVHVVVIPAGYPR.K
172 - 183 1318.6895 1317.6822 1317.6929 -8 0 R.DDLFHIHAGIVK.T
226 - 237 1347.8376 1346.8303 1346.7922 28 1 K.KLFGVTTLDVVR.A
227 - 237 1219.7223 1218.7150 1218.6972 15 0 K.LFGYVTTLDVVR.A
250 - 272 2340.4358 2339.4285 2339.3828 20 0 K.LIDVDVPVIGGHAGITILPLLSK.T
273 - 290 2079.1512 2078.1439 2078.0895 26 1 K.TEPSVSFTDEEIEELTVE.I
303 - 318 1468.7600 1467.7527 1467.7140 26 0 K.AGAGSATLSMAYAAMAR.F
319 - 325 837.4154 836.4081 836.4392 -37 0 R.FYESSLR.A
326 - 352 2997.5770 2996.5697 2996.3386 77 0 R.ALDGDGDVYECSFYDSTLTDLPFFASR.I



Spot No.: 123

Mascot score: 88

Sequence coverage %: 30

NCBI accession No.: gi| 9454574

Matched peptides No.: 11

Calculated Mr: 33474

Total peptides No.: 43

Calculated pl: 7.03

Annotated PMF spectra:

40

35

3a

25

20

(109

1439.850
1202 624 2163295
BE1.124
1928.087
2034152 i qgg 2843430
i & il i
1000 1500 2000 2500 iz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Probability Based Mowse Score



Matched peptide sequences: shown in Bold Red

Start

169
178
178
178
209
212
271
271
280
293

Matched peptides information:

Start

169
178
178
178
209
212
271
271
280
293

End
22

177
195
201
201
220
220
279
279
292
304

End
22

177
195
201
201
220
220
279
279
292
304

Dhserved

1439,

947.
1928.
2627.
2643.
1425,
1065.
1186.
1202.
1609.
1365.

5495
4864
0870
3398
4299
8104
5484
6396
6240
9718
7121

Dhserved

1439,

947.
1928.
2627.
2643.
1425,
1065.
1186.
1202.
1609.
1365.

5495
4864
0870
3398
4299
8104
5484
6396
6240
9718
7121

Mr{expt)
1438.
946 .
1927.
2626.
2642,
1424.
1064.
1185.
1201.
1608.
1364.

Mr{expt)
1438.
946 .
1927.
2626.
2642,
1424.
1064.
1185.
1201.
1608.
1364.

5422
4791
0797
3325
4226
8031
5411
6323
6167
9645
7648

5422
4791
0797
3325
4226
8031
5411
6323
6167
9645
7648

Mr{calc)

1438.

946.
1926.
2626.
2642.
1424,
1064.
1185.
1201.
1608.
1364.

7304
4720
8781
1857
1806
6653
4743
5488
5437
8035
7048

Mr{calc)

1438.

946.
1926.
2626.
2642.
1424,
1064.
1185.
1201.
1608.
1364.

7304
4720
8781
1857
1806
6653
4743
5488
5437
8035
7048

Ppm

78
&
105
56
92
97
63
70
61
100
44

Ppm
78

105
56
92
97
63
70
61

100
44

Miss Segquence

0

Lo =T — I — I — B T — I = |

Hiss

(=]

Lo =T — I — I — B T — I = |

REARRRREEERR

STSLFSSHPTISAK.I
TGLSDAIDR.A

AHLYMEAGADASFVEAPR.D Oxidation (M)

AHLYMEAGADASFVEAPRDDDELE.E
AHLYMEAGADASFVEAPRDDDELE.E
GYRLCHMLEGGR. T

LCHMLEGGR.T Oxidation (M
MITFEEFHE.L

MITFEEFHR.L Oxidation (M)
LYHLDSWYELETK. X
YSHLEHALGETE. -

Sequence

REARRRREEERR

STSLFSSHPTISAK.I
TGLSDAIDR.A

Oxidation

AHLYMEAGADASFVEAPR.D Oxidation (M)

AHLYMEAGADASFVEAPRDDDELE.E
AHLYMEAGADASFVEAPRDDDELE.E
GYRLCHMLEGGR. T

LCHMLEGGR.T Oxidation (M
MITFEEFHE.L

MITFEEFHR.L Oxidation (M)
LYHLDSWYELETK. X
YSHLEHALGETE. -

Oxidation

28]

28]



Spot No.: 124

Mascot score: 94  Sequence coverage %: 22

NCBI accession No.: gi| 22330196

Matched peptides No.: 8 Total peptides No.: 12
Calculated Mr: 41927 Calculated pl: 6.56

Annotated PMF spectra:

1978.950
65

60

559.333

55

a0

45

40

38

30

25

2162.993

20
2240971

b7y 268 1453635

805.395 1864.580

1209.607

innn 1800 “nnn T

Probability Based Mowse Score:

Protein score is - 10¥Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0_05).

[N
k=3

Number of Hits

G

M

T T T T T 1
il 1i

Probability Bazed Mowse Score

L=




Matched peptide sequences: shown in Bold Red

1
5
101
151
201
251
301
351

M3LLSPLPLL
FNDERDEDPIF
EYGITIEIGE
AGFHCFAPDW
LWVWQGFLVGS
FGEFTCQHAT
KEKINFGDTLS
NVELELTEGA

H3F35TVATE
NPFGFVTDNP
LEWEVRETGS
IGFGFEDEFRQ
TGLTWALENF
LAFRFIEGGS
QIANGFI3GE
GHLPQEDWEPE

STASRITATF
SIRSAIQLPE
KE3RRGTIVF
PGYGFNYTEE
SEVEELATILN
PYVLEMNEELD
WDEPTLLAWS
KW VLALRAFF

Matched peptides information:

Start
74

74

a5
113
248
265
335
356

- End Ohse
- 04 2275,
- 94 2291.
- 100 677.
- 116 607,
- 264 1978.
- 275 1209.
- 346 1453.
- 371 1818.

rrved
0747
0753
2677
3344
9501
6073
6345
8680

Mri{expt)
2274.0674
2290.0680

676. 2604
606,3271
1977.9428
1208. 6000
1452 . 6272
1817.8616

Mri{calc)
2274.0950
2290.0899

676.3302
606 ,.3278
1977.9982
1208. 6441
1452.7136
1817.89048

SEIRFEVINL TRENGNIGES
SPAFDGHYG) MLYRTEDEGE
VHFAPTOQEFS YRTVM3IELSD
EYHEAFDELL EVLEVESFPFF
SPLTVESPVP GLFEQLEIPL
YYRLPYLE3G GPGFALLETA
IADEYLPQSI AEEFEECQNFPQ

ppm Miss Sequence

-12 0 R.SAIQLPESPAEDGHVGOMLYR.T

-10 0 R.SAIQLPESPAEDGHVGOMLYR.T
-116 1 ER.TEDKGK.E

-1 0 R.¥FVR.E

-28 0 R.IPLFGEFTCQHATILAER.F

-36 0 R.FIEGGSPYVLK.H

-59 0 K.YLPQSIAEEFEK.Q

-18 0 PR.LIEGAGHLPQEDWPEK.V

Oxidation (M)



Spot No.: 125

Mascot score: 98  Sequence coverage %: 25

NCBI accession No.: gi| 5903052

Matched peptides No.: 10 Total peptides No.: 28
Calculated Mr: 42000 Calculated pl: 6.98

Annotated PMF spectra:

1097 559
160

185
150
145
140
135
130
125
120
114
10

91,189 1980.415

1209.808

505,448
35 942624

2163.576
1453.966

1753.152
1631.190 l 1 2242700
" bl " TR T P i L Ad

70

[}

500 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 2200 miz
Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

il
101
151
201
251
301
351

M3LLSPLPLL
FIMDERDEDPIF
ETGITIEIGE
AGFHCFAPDW
LVWOWVEMCET
GEFTCONLIL
EINFGDTL3Q
VELFLIEGAG

H3FSSTVATE
HNFPFGFWVTDIE
LEMEVRETGS
IGFGFSDEFQ
GLTWALEINFPS
LEFFIEGGSE
IANGFS3G3W
HLFQEDWFPEE

STASRITATFE
33RSAINLPE
EESERGTIVFEF
PGYGFITTEE
EVEELAILITS
IVLENEEADY
DEFPTLLAWGI
VYVALTLRBAFF

SEIRF3VINL
SPAEDGHV GO
VHGAPTQIFS
EYHEAFDELL
FLTWVSSFVEP G
YRLPYLISGG
ADEXYLPQSIO

TIENGM3GGS
MLYBRTEDEGE
TRTWVMIELSD
EVLEVESFFF
LFEQLRIPLF
PGFALLETAE
EEFEEQNE QN

Matched peptides information:

Start - End Ohservred Mriexpt) Mr{calc) ppm Miss Segquence
74 - 94 2275.6566 2274.6493 2274.0950 244 0 R.SAIQLPESPAEDGHVGOMLYR.T
95 - 100 677.3239 676.3166 676.3392 -33 1 R.TEDEGK.E
113 - 116 607.3615 606.3542 606.3278 44 0 R.WFVR.E
181 - 188 1038.5660 1037.5587 1037.4454 109 0 K.EYHEAFDE.L
189 - 196 942 .6240 941.6167 941.5797 3o 0 HK.LLEVLEVE.S
264 - 274 1209.8080 1208.8007 1208.6441 130 0 R.FIEGGSPYVLEK.NW
278 - 282 623.3410 622.3337 622.3075 42 0 K.ADVYR.L
334 - 345 1453.9665 1452.9592 1452.7136 169 0 K.YLPQSIAEEFEK.(Q
355 - 370 1819.2999 1818.2926 18517.8945 219 0 R.LIEGAGHLPQEDWPEEK.V
371 - 376 628.3909 627.3836 627.4068 -37 0 K.VWAALR.A



Spot No.: 126

Mascot score: 91  Sequence coverage %: 28

NCBI accession No.: gi| 15242351

Matched peptides No.: 10
Calculated Mr: 41377

Annotated PMF spectra:

Total peptides No.: 18

Calculated pl: 5.76

105 839572
100
95
a0
g5
g0
75
70
65
60
55
50
45
40
35
30
25
20
15

10
5 1178.814

1624.080

1768.038

3140.061
2380331

1896.166
bbb coii ik e iimc i .

(10) aptrann it Ao Ao

1000 1500

Probability Based Mowse Score:

2000 2500 3000 miz

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

N

Mumber of Hits

e T

— 1

falu] Qi
Protein Score




Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351

MVEPANTVGL
QDGDEPSEEIH
SEREYIFTID
REGADEVRGY
DAVMTIPEGT
WCIEVICDHL
QHARLSFREAV
LHFPRARSGEL

PVNPTELLED
VPEGYDYELY
DDCEVAKDES
PFSLREGVST
LFFMCGMNLEA
SLGVKTGLPY
TVQQCYIELS

ELDIVIPTIR
NRNDINRILG
GEAVNALEQH
AVSHGLWLNI
FDRDLIGEAM
IYHSKASNEF
RMVERERLSSL

Matched peptides information:

Start
1
58
59
59
133
159
266
274
308
322

- End Obhserved
- 19 1989.1779
- 72 1896.1659
- 72 1768.0380
- 77 2380.3810
- 151 2351.2985
- 165 839.5719
- 275 1178.8140
- 284 989.6581
- 321 1668.0968
- 326 650.1518

Mr ({expt)

1988.
1895.
1767.
2375,
2350.

B838.
1177.

588.
1667.

649,

1706
1586
0307
3737
291z
5646
8067
6509
0855
1445

Mr{calc)

1989.
1894.
1766.
2379.
2350.

838.
1177.

988.
1666.

6459,

D969
89213
8264
1243
1052
4337
6131
5342
B236
3469

HLDFLEMWEE
PEL4SCISFED
TFHNLLCESSE
PODYDAPT QLY
YFGLMGDGEQFE
VHLEEEYEGI
DEYFDELADS

ppm
-266
125
116
105
77
156
164
118
160
-212

FLQPYHLITIV
SACRCEFGYMV
FFFHNTLYDFEY
KPEERNTRYV
IGRYDDMWAG
FWQEEIIPFF
MVIWIEAWDE

o}

H O OoOoOoOoOR O

ARARAAARAA

Miss Segnence
MVEPANTVGLPVNPTPLLE.D

KIEVFEGYDYELYNR.N
IHVPEGYDYELYHNR.N
IHVPEGYDYELYNENDINR. I
NLLCPSSPFFFNTLYDFYR.E
GYPFSLR.E

TGLPYIYHSKE.A
ASNFPFVHNLE.K
EAVTVOQCYIELSK.M
MVEEK.L O=xidation (M)



Spot No.: 127

Mascot score: 81  Sequence coverage %: 90

NCBI accession No.: gi| 115443951

Matched peptides No.: 12 Total peptides No.: 55
Calculated Mr: 27078 Calculated pl: 9.30

Annotated PMF spectra:

1368.791

14594 550

16 2216.245

10 1657.908

1165.670

2064.109

715519 2367 246 2948.382
1890.983 2604293

L s B = 7 B B s B {w]

3528.087
3 2J| 2m

(109

1000 1500 2000 2500 3000 rniz
Probability Based Mowse Score:

Protein score is -10¥Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits
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Protein Score




Matched peptide sequences: shown in Bold Red

a1
101
151
201

Matched peptides information:

Start
1

2
40
50
66
70
70
106
123
132
157
203

MMPSASDAAA AARAIRLQOES GWEELERERELR EFLEGDLDVEL S5YARLAARS
SHAADAASAS SPEERSSWES MEFEIQSLLD FLOQDVNDAMS RCALSTAFPTT
SVEQELARHR DILHEFAQEF RRTRGHNLS5I EEHADLLSSW RDDITESELT
GGMSPEVHLL RERASTHGST NQIDEVIGQA QSTEVALSHNQ RALFGDVQGE
VEQLGEEFPV IRGLLGATKR FESEDIIILS AVIRACTIFL ITIYWLSKE

End
26
26
43
65
81
81
91
110
131
148
161
212

Obhserved

2705.
2574.
1107.
1480.
1527.
1435,
2585.

652.
1003.
1914.

637.
1186.

16357
2489
6084
T894
9153
7769
3710
4408
S6el
G844
3811
6415

Mr (expt)
2704.
2573.
1106.
1479.
1926,
1438.
2584.

651.
i002.
1913.

636,
1185.

1624
2416
6011
7821
5080
7656
3637
4336
5587
8771
3738
6346

Mr(calc)
2704,
2573.
1106.
1479,
1926,
1438.
2584.

651,
1002,
1913.

636.
1185.

2472
2087
6196
6437
89337
T014
2145
3525
5570
9330
4071
6870

ppm
-31
14
-17
94
-16
47
58
62

-29
-52
-44

Miss Segunence
— . MMPSASDAAAAAAAIELOESGWEELR. R
M. MPSASDAAAAAAAIFRLOESGWEELR.R

0

o
1
o
1
o
1
1
1
1
0
1

LSSYARLAAR. S
S5SAADAASASSPSER. S
SESWESMEFEIQSLLDE. L
SMEFEIQSLLDE.L
SMEFEIQSLLDELODVHNDAMSR . C
LARHR.D

TRGNLSSIR.E
.EHADLLSSVRDDITESK.A
R.VHLLR.E

K.QLGEEKFFVIR.G

BHAAAD DA

Oxidation (M)



Spot No.: 128

Mascot score: 95 Sequence coverage %: 34
NCBI accession No.: gi| 312281543

Matched peptides No.: 14 Total peptides No.: 49
Calculated Mr: 50983 Calculated pl: 6.67

Annotated PMF spectra:

2163427
25
4 B70.577
2
2
21
20
19 773.513
18
17
16
15
14
13
12
" 1377.974
10 1959314
9
8
7
B
5
4 1179787 1476.001
3 1799.125 2053316
? 1637.134
(104)
1000 1500 2000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401
451

MSSTHQLTSS
EXIEYETNVS
TTEPIPEVIT
GIGDDDIFVS
GQFNTDVQEY
TREQLEQLVE
LSFSEYAGET
QAGALACLTE
WVHFPNQSSW
EACRRFEQLY

LIS5555TFL
ENSHMSELOA
SATAREFAHRL
DEAKCDISEL
GHIEYMECTE
FARFNGSIIV
GVELGWTVIE
EGLEAMHEVT
DVFAETLEKT

APSNFHNEEAR
GYLFPEIARR
STIEGYSGYG
QVMFGSEVTI
ENGFFFDLST
YDSAYAMYMS
EQLLYSDGFE
GFYEENTNII
HWWTTPGSGE

K

Matched peptides information:

Start
31
68

117
210
218
234
257
306
314
322
369
420
440
447

- End Chserved
- 38 906.6143
- 79 1377.9744
- 136 2094.3036
- 217 1033.6347
- 233 1797.1237
- 252 2053.3161
- 263 834.5486
- 313 870.5775
- 321 913.6077
- 333 1337.8834
- 374 T26.4701
- 439 1959.3139
- 446 T773.5129
- 454 1004 .6406

Mr (expt) Mr(cala)
905. 6070 905. 4099
1376.9671 1376.7452
2093.2963 2092.9701
1032.6274 1032.4586
1796.1164 1795.8200
2052.3088 2051.9735
833.5413 833.4647
869.5702 869.4396
912. 6004 912.5433
1336.8761 1336.7027
T725.4628 725.4112
1958.3066 1957.9647
772.5057 T772.3980
1003.6333 1003.4756

NGCLEMAEEWV
RSLHLLEYFED
PEQGAKPLEL
AVQDPSYFPAY
WVGRTDIIFFC
DDNPRSIFEI
WVARDFNEIIC
IDTFTSLGYD
GPGGEGEVEY

Fpm
218 0
16l
156
164
165
163

a2
150
63
130
71
175
138
157

L R I T s Y e Y s R s Y o Y o o

HICECVATFEQ
AQITSLGIGD
ATAKTFYSGL
VD53VIMGQT
SPHNFTGAAA
PGAEEVAMET
TCFHNGASHLS
VIGGENAPYV
SAFGHEENIL

PEAAAPAACARAAR

Miszss Seqmence

NGCLPMAK.R Oxidation (M)
LOAGYLFPELAR.R
AHELSTIEGYSGYGPEQGAK. P
YGNIEYME.C Oxidation (M)
CTPENGFFPDLSTVGR. T
TDIIFFCSPNNPTGAAATR.E
QLVEFAK.E

YAGFTGVR.L

LOWTVIPK.Q
QLLYSDGFPVAK.D

VIGFYR.E
THVVTTPGSGFGPGGEGEVR .V
VSAFGHR.E

ENILEACR.R



Spot No.: 129

Mascot score: 156  Sequence coverage %: 40

NCBI accession No.: gi| 15239282

Matched peptides No.: 18 Total peptides No.: 43
Calculated Mr: 40643 Calculated pl: 8.32

Annotated PMF spectra:

776.369
135
130
125
120
115
110
105
100
55
50
85
o0 1138 458
75
70
BE 1475 BE4
B0
&5
]
45
40
3 1390.471
a0
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Probability Based Mowse Score:

Protein score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301
351

MALATSALANS
TTDTTELPPV
GETWHIVFTT
FGDSETWVILC
MLMFPEDFMNAT
FT3SSLLYEE
AFELWELLEEK

REEQWHVYEVY

LP33ES35LL
KWWEESEEQE
EGEVPYREG]
VERLVYTHDG
IIMLGTGTGI
EFEEMEEENF
DHTEVIMCGL

TEIZSVIPQR IFLEEITVCY
EGIVVHEFKF FHEYTGRCLL
SIGVIPEGID ENGEKPHELEL
GEIVEGYCSH FLCDLEFPGDE
APFRSFLWEM FFEEHEDYEF
DNFFLDFAVWS REQTHNEEGEE
EGHEEGIDDI MYWSLAAFDGL

Matched peptides information:

Start
69
82

118
140
176
225
230
230
215
291
297
297
310
310
326
338
338
351

- End Obhserved Mri{expt)
- 17 1015.4746 1014.4673
- 87 707.3550 706.3477
- 131 1441.6547 1440.6474
- 155 1630.6885 1629.6812
- 192 1909.7993 1908.7920
- 229 680.3747 679.3674
- 239 1374.4809 1373.4736
- 239 1390.4706 1389.4633
- 281 807.4221 806.4148
- 296 827.3824 826.3751
- 309 1640.6884 1639.6811
- 310 1768.7718 1767.7645
- 321 1475.6642 1474.6569
- 321 1491.6536 1490.6463
- 337 1232.5462 1231.5389
- 346 1138.4575 1137.4502
- 347 1266.5367 1265.5294
- 360 1309.5316 1308.5243

Mr{calc) ppm
1014.5346 -66 0 K
706.3398 11 0 K
1440.7460 -68 0 R
1629.7886 -66 0 R
1908.8710 -41 0 K
679.3693 -3 0o ER.
1373.5598 -63 0 K.
1389.5547 -66 0 K
806.4286 -17 0 R.
826.4007 -31 0 K
1639.7803 -60 0 R
1767.8733 -63 1 R
1474.6949 -26 1 K
1490.6898 -29 1 K
1231.6482 -89 0 K
1137.5342 -4 0 K
1265.6292 -19 1 K
1308.6098 -65 1 K

RRVVEVELOY
NTEITGDDAP
Y¥STASSATGD
AETITGPVGEE
NGLAWLFLGY
MYTQTEMAEY
DWLEYEEQLE

Hiss Sequence

.QEEGIVVHEK.F
.HPYTGR.C
.EGQSIG¥IPEGIDE.H
LYSTASSATGDFGDSK.T
. GVCSHFLCDLEPGDEAK. I

SFLWEK.M
MFFEEHEDYK.F

-MFFEEHEDYK.F Oxidation (M)

LDFAVSR.E

MYIQTR.M Oxidation (M)
MAEYAFELWELLE.K Oxidation (M)
MAEYAFELWELLEK.D Oxidation (M)
-KDHTFVYMCGLE. &

-EDHTEVYMCGLE. G Oxidation (M)
-GIDDIMVSLALK.D

-DGIDWLEYEK.K

-DGIDWLEYEK. ()

-REEQWHVEVY . -



Spot No.: 130

Mascot score: 94

Seqguence coverage %: 21

NCBI accession No.: gi| 11228579

Matched peptides No.: 8

Calculated Mr: 36905

Annotated PMF spectra:

Total peptides No.: 20

Calculated pl: 5.39
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Probability Based Mowse Score:
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Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 ESAPILAVVG VTGAVGOEFL 3IVLADEDFPY S3TEMLASER SAGERVAFDG
51 HEYTVEELTL DEFNGVDIAL F3AGGIISEE FGPLAAFKEGT ITVVDHSSAFR
101 MVDGVPLVIFP EVNPEALAMEGI EVGMGEGALT ANPNCITIIC LMAVTPLHHH
151 AEVERMVVIT YTQAARGAGAL AMEELVQOTE EVLEGEPPTC NIFGQOYAFN
201 LFSHWNAPILD NGYWNEEEMEL VEETREIWHD TEVEVTATCI REVPVMBRLHLE
251 SVNLQFENPL DENTAREILE EAPGVYIIDD BASNTFPTPL DVINEDDVALY
301 GREIRRDVS()D GHEGLDIFYVC GDOIREGLAL NAVOQIAEMLL
Matched peptides information:
Start - End Ohserved HMri{expt) Mri{calc) ppm HMiss Segquence
80 - 88 961.3836 960.3766 960.4916 -120 0 K.EFGPLAAFK.
89 - 100 1265.5303 1264.5230 1264.6412 -93 0 K.GTIVVDHSSAFR.M
226 - 234 1132.4595 1131.4522 1131.5924 -124 1 R.KIWHDTEVE.V
235 - 241 820.3312 819.3239 519.4273 -126 0 K.VIATCIR.V
242 - 246 617.2216 6l6.2144 6l6.3367 -198 0 R.VPVMR.A Oxidation (M)
271 - 281 1246.5550 1245.5477 1245.6717 -100 1 K.EAPGVYIIDDR.A
272 - 281 1118.4414 1117.4341 1117.5768 -128 0 K.APGVYITIDDR.A
306 - 325 2254.9270 2253.9197 2254.0325 =50 0 R.DV¥VSQDGHFGLDIFVCGDQIR.K



Spot No.: 131

Mascot score: 96  Sequence coverage %: 8

NCBI accession No.: gi| 116060520

Matched peptides No.: 11 Total peptides No.: 17
Calculated Mr: 106933 Calculated pl: 6.77

Annotated PMF spectra:
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Probability Based Mowse Score:

miz

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1
5
101
151
201
251
301
351
401
451
501
551
601
651
701
751
g01
851
a01
951

MEPEFRARIS
KELTRALIREG
EIRRFVMNETAL
DVEAFFEDLA
IVYLAQYERD
FGLLNHISIQE
ATLTALVPHAL
TASLGEVNAD
ERVOSLTHAL
EDGEVARKALN
WIKENZANLE
ISHDLEMAFH
VWVIPATHVLD
TLGREVLTWCL
NTHNSIFNCAH
ANTTOLVOLA
LIWVLDEIIGE
PVWPFLFFRE
VNPUEILASG
ITENEILS

LEVARASRFPT
WIENERRALY
KEERRTPEIG
SEVELZELEQ
VDACEMNAWTE
DLVDTALAEIFD
S03HEDSTIEL
AFISAPREQG
SPAVIATEVH
VINVLCIWAYD
QEDDEIGRIS
RYLIDIVEDD
F33DEEERLLC
MHDATELGLF
WEMCAAFDRW
KE3THNIAHECL
TWWEESAEDI
LSSYWELAL3E
ASSDRSELID

IELGERIDAL
MESTGDDGTH
ARDRSEYGRG
FVPHGVRERE
DILGHALDIL
EVLRFVHERS
AQEVAVCLEG
LDWVWOELRTE
NLVELLHEYL
AIDDAVNERD
GLLIQLLQGD
NAEREILDDS
T3IFAEVI YA
AEIVGDMGPE
KEFARSLVDFQ
HIWTRILWWVI
TAESDMGETL

VEPPFLTRAE
VNPMALRETL
MTEADCEPWS
LIENLHAYEV
RDALLTPESL
LAASESCIGT
AVINGSARAD
SERROMPLEH
DESGDELMMS
BYTREVFLNEL
VIRMQOLLDF
TAQTARQLIG
LASEVAELEG
VTEDVLIYVS
LCLLHNVPEG
PLIGYVLM3IA
VDRLVALF3V

SIESESIAGH VCVELQRAIS

AEKAEFWL QG

Matched peptides information:

TVRRPGGHLA

ARDGERFPTE
LELANZETLER
APELVHASAD
S3HRGVWHVE
EDQETELECY
AALVLARZMA
GHLVTELIEV
RLCOVIDDVE
ELZQEFINAD
TOSPRPLILH
ITAEGILEER
SESEEKENTEV
ALNASATZHE
MNDVLSVENLE
KRAVAEGLVE
SASNEFZQLI
VIVGOIPETL
LPLTELRTES
WONCHAEPTF

Start - End
1 -6
39 - 46
425 - 432
480 - 484
511 - 518
713 - 719
856 - B65
876 - B84
885 - 895
888 - 897
906 - 915

ODhserved
805.4094
903.4320
943.4750
659.3374
960.5118
870.4022
1175.7474
992.5152
1239.7298
1111.6574
976. 5137

Mr{expt})
804.4021
902.4247
942.4677
658.3301
959.5045
869.3949

1174.7401
991. 5080
1238.7225
1110.6501
975.5065

Mr{calc) pPpm Miz=z Segquence
804.3800 28 1 -.MEPEER.A Oxidation (M)
902.4206 5 AEARDGER.F
942, 5386 -75 .LLNEVLDK. S
658.3875 -87 .QBYTR.V
959.4672 39 . JEDDKIGR. I
869.3524 49 .MCAAFDR..W
1174.6710 59 .LPFRELSSVK.L
991.4943 14 . STAGHMVCVR.L
1238.7710 -39 .LORATSLPLTK.L
1110.7124 -56 ATSLPLTKLR.T
975.4985 8 ILASGASSDR. S

F - -]
F ? TR RE DD RA



Spot No.: 132

Mascot score: 133  Sequence coverage %: 32

NCBI accession No.: gi| 2317731

Matched peptides No.: 13 Total peptides No.: 39
Calculated Mr: 41875 Calculated pl: 5.93

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351

MVEPANTWVGL
QDGDPEFKEIH
SEEEXYTIFTID
FEGADFYRGY
DAVMTHPEGT
WCIEVICDHL
CMNAKLSFKEAY
LNPPAASGES

PVNPTPLLED
VPEGYDYELY
DDCFVAKDPS
PFSLREGVST
LFPMCGMNLA
SLGVETGLPY
TYQQCYIELS
LELV

ELDIVIFTIE
HEMNDINRILG
GEAVHAL EQH
AVIHGLWLNI
FDRDLIGPAM
IYHSEASHMPF
EMVEEELSSL

Matched peptides information:

Start
58
59
83
90

105
123
152
159
199
244
266
308
327

- End Obh=erved HMri{expt) Mr{calc)
- 12 1895.8537 1894.8464 1894.9213
- 12 1767.7695 1766.7622 1766.8264
- B89 812.3390 811.3317 811.3898
- 94 608.1921 607.1848 607.2384
- 117 1606.6572 1605.6499 1605.7385
- 132 1122.5363 1121.5290 1121.6193
- 158 793.3104 792.3031 792.3766
- 165 839.3653 §38.3580 838.4337
- 208 1153.5164 1152.5091 1152.5485
- 254 1460.5353 1459.5280 1459.5901
- 275 1178.5237 1177.5164 1177.6131
- 321 1667.7394 1666.7321 1666.8236
- 336 1184.5086 1183.5013 1183.5761

HLDFLEMWEF
PEASCISFED
IFNLLCPISE
POYDAPTOLY
YFVLMGDGOR
VHNLEEEYEGT
DPYFDELADA
ppm Mizss

-40 1

-36 1}

-72 1}

-88 1}

-55 1}

-80 1}

-93 1}

-90 1}

-34 1}

-43 1}

-82 1}

-55 1}

-63 1}

FLOPYHLIIV
SACRCFGYMY
FFFNTLYDPY
KPEERNTEYY
IGEYDDMWAL
FWQEETIIFPFF
MVTWIEAWDE

Segquence

.KITHVPEGYDYELYHR.H

. INWPEGYDYELYHR.H
ASCISFE.D

DSACR.C

XIFTIDDDCEVAE.D
AVHALEQHIE.H

.EGADFVE. G

.GYPFSLE.E

YVDAVMTHPE .G Oxidation (M)
YDDMHAGHCIK. Y  Cxidation (M)
.TGLPYIYHSE.A
.EAVTVQQCYIELSKE.M
LSSLDPYFDE.L

mRREZERIRRERRRRARR



Spot No.: 133

Mascot score: 174  Sequence coverage %: 26

NCBI accession No.: gi| 18391442

Matched peptides No.: 15 Total peptides No.: 27
Calculated Mr: 42878 Calculated pl: 5.40

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
il
101
151
201
251
301
351

NT3RTWWIL
SLLALGDDLL
TLTREVWDEL
HATHREQSGS
ETLTDYVWFE
EQ3SVEALAQETE
TFAESINMNEYG
DAGAMAGLAG

PVEDSASSLY
ESHSFVEGVS
KYPTMSPLEE
LAVRDLSNLY
SSKELFEDNE
EQELAFLVQD
LPPAFLACYL
DSETHPYVSF

NRLQEQISEH
QKIRRQIEEL
VVDNIQSOVA
EPEDIVESEH
TALYTVTLFT
QESLRSSLLO
SPAVESEKEV
TINLA

SFDTEVYIRFH
ERISGVESHA
EIEDDLEVEY
LVTLLAVVFE
FEVADHFRIAL
WCYTSYGEVE
RSILERLCD3

IPHLEVCGTLD
LTVDGVEVDS
AEYHHIRGQL
TIQEDWLACT
FEEGE QWRDF
S3WHHF CAVE
TH3LYWESEE

Matched peptides information:

Start - End Ohserved Mriexpt) Mricalc) ppm HMiss Seguence
30 - 38 1121.6103 1120.6030 1120.5302 65 0 EK.HSFDTPVYR.F
39 - 45 873.5577 872.5505 872.4868 73 0 R.FHIPHLR.V
62 - 72 1181.6174 1180.6101 1180.5724 32 0 K.SHSEFVEGVSQK.I
15 - 82 1072.6099 1071.6026 1071.5672 33 1 R.RQIEELER.I
76 - 82 916.5278 915, 5205 915.4661 59 0 R.QIEELER.I
105 - 111 §904.4897 893.4824 893.4283 61 0 R.FYWDEAE.Y
112 - 119 952.5311 951.5238 051.4735 53 0 K.¥YPTMSPLE.E Oxidation (M)
140 - 147 978.5567 977.5404 977.4930 58 0 R.VAEYHHIR.G
148 - 155 885.5243 884.5170 684.45828 39 0 R.GQLHAIHR.K
157 - 164 817.4690 816.4617 816.4454 20 0 K.QSGSLAVR.D
232 - 237 721.4246 720.4173 720.3555 86 0 R.VADHFR.I
242 - 248 863.5164 862 . 5002 862.4661 50 1 R.EEGFQVR.D
244 - 248 606.3957 605.35584 605.3286 a9 0 K.GFQVR.D
267 - 275 1087.6380 1086.6307 1086.5669 59 0 EK.L¥QDQESLR.S
332 - 336 617.3872 616.3500 616.3544 41 0 R.SILER.L



Spot No.: 134

Mascot score: 97 Sequence coverage %: 31
NCBI accession No.: gi| 312281543

Matched peptides No.: 11 Total peptides No.:32
Calculated Mr: 48352 Calculated pl: 6.81

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0_0%).

2 1 N
%15
BN

Protein Score




Matched peptide sequences: shown in Bold Red

1 MSS5THQLTSS LISS5S555TFL LPSHFHNERLGE NGCLFMAERY NICECVLATEQ
51 EETEYETHWVS ENSHMSELQA GYLFPETARE ERSLHLLEYFD AQITISLGIGD

101 TTEFIPEWIT S4TLFEAHEL STIEGYSGYG PEQGARFLELD LILGETFYSGL

151 GIGDDDIFVS DGAFCDISREL WMFEFGSEWTII AVQDESYPAY VDSSVIMGOT

201 GRFENTDVQEY GHNIEYMECTFE ENGFFFDLST WGRTDIIFFC SPHNHNPTGAAR

251 TREQLEQLVE FLARENGSITIV YDSAYAMYMS DDNFRSIFEI PGLEEVLMET

301 ASFSEYAGFT GVRLGWIVIF EQLLYSDGFF WVAEDFHNRITC TCFHGASHLS

351 QAGALACLTF EGLEAMHEWI GFYEENTNIT IDTFISLGYD VYIGGENLFEYWV

401 WWVHFPHQSS5W DVFLEILEET HVWVTTPGSGF GPGGEGFVEY SAFGHREENIL

451 EACEREFEQLY K

Matched peptides information:

Start - End Chserved Mr (expt) Mr (calc) prm Miss Seqmence
68 - 79 1377.8489 1376.8416 1376.7452 70 0 K.LQAGYLFPEIAR.R
117 - 136 2094.1568 2093.1455 209%2.9701 86 0 E.AHELSTIEGYSGYGPEQGAE.P
145 - 164 2077.0959 2076.0886 2075.9688 58 0 E.TFYSGLGIGDDDIFWVSDGAE.C
218 - 233 1756.888% 1755.8816e 17955.8200 34 0 FK.CTPENGFFPDLSTVGR.T
234 - 252 2053.1050 2052.0%77 2051.9735 61 0 R.TDIIFFCSPHNPTGAAATR.E
306 - 313 870.4710 869.4637 869.4396 28 0 E.YAGFTGVE.L
322 - 333 1337.7687 1336.7614 1336.7027 44 0 E.QLLYSDGFPVAE.D
420 - 439 1359.0586 1958.0513 1957.9647 44 0 E.THVWTTPGSGFGPGGEGEVR.V
440 - 44a T73.4222 T72.4149 T72.33%80 22 0 R.VSAFGHR.E
447 - 454 1004.5606 1003.5533 1003.4756 77 0 R.ENILEACE.R
447 - 455 1160.6340 1159.6267 1159.5768 43 1 ER.ENILEACER.F



Spot No.: 135

Mascot score: 104  Sequence coverage %: 34

NCBI accession No.: gi| 4139264

Matched peptides No.: 12 Total peptides No.: 42
Calculated Mr: 41888 Calculated pl: 5.29

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MADGEDIQPL
QFDAYVYGDES
EEHPYLLTERA
TGIVLDIGDG
MFTTTAEREI
TIGAERFRCE
L3GGETHMFPG
LETFQQNWIS

VCDNGTGMVE
QSFRGILTLE
PLHPEANEEE
VIHTVPIYEG
VRDIKEELAY
EVLFQPILVGC
IADFMEEELT
EGEYDESGE S

AGFAGDDAPR
YTPIEHGIVIN
MTHIMFETFN
YTALPHATILERL
VALDYEQELE
MEAFPGIHETT
ALAPSSMEIE
IVHRECF

Matched peptides information:

Start
21
42
53
98

186
194
199
241
287
315
331
362

- End Dbhserved Mriexpt) HMri{calc)
- 30 976.,4043 975.3970 975.4410
- 52 1176.5546 1175.5473 1175.5427
- 64 1338.6523 1337.6450 1337.6211
- 115 1954.0234 1953.0161 1953.0571
- 193 938. 5626 937.5554 937.4426
- 198 631.2904 630.2831 630.3701
- 208 1192.4877 1191.4804 1191.5230
- 256 1774.8647 1773.8574 1773.8897
- 293 905,4110 904.4037 904.4436
- 328 1493.7152 1492.7079 1492.7629
- 337 767.3690 766.3617 766.4337
- 374 1445.6520 1444.6447 1444.6583

AVFPITIVGRE
WOLDMENIWHH
VPAMYVATOQL
DLAGEDLTDS
TAEZRBZSVEK
Y3 IMEKCDVD
YYAPPEREYS
ppm HMiss

-45 1]

4 1]

18 1

-21 1]

120 o

-138 o

-36 o

-18 1]

—44 1

-37 1

-94 1]

-9 1]

FHT VMY GHMG
TFYNELEVAP
VL3ILYARGRT
LHEILTERGY
HYELFDGOWVI
IRKDLYGI IV
VWWIGESILAS

Segquence
K.AGFAGDDAPR.A
.HTGVMVGMGDE . D

DLTDSLME.T
ILTER.G

CDVDIRK.D

VVAPPER.K

REERAEARERD

.DAYVGDEAQSKER. G
VAPEEHPYLLTEAPLHPE.&
Oxidation (M)

.GEYDESGPSIVHRE . K

2 Oxidation (M)

GYMFTTTAER.E Oxidation (M)
HYELFDGOVITIGAER.F

MSKEITALAPSSME. I



Spot No.: 136

Mascot score: 95  Sequence coverage %: 27

NCBI accession No.: gi| 145327759

Matched peptides No.: 13 Total peptides No.: 47

Calculated Mr: 41079 Calculated pl: 5.44

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MVYHDYATTTH GTSERCSALP TTNTWDVISY 3DLFEFIC3G PLVNEIGITE
51 QBVGOQIIDEW LLYGSOLCEL FOLHELELTI POQEARLYHYY IPVFIWCEDOQ
101 TALHMSEFED GDDVFPLVIG F3IAPQGCGET TLVFALDYLF ETTEEESLTI
151 SVDDFYLTAE GQAELEEFNF GNALLEYRGH AGSHDLEL3IWV ETLEALSELT
201 EEGLEMEVWFER YTHESAYSGHRG DRADIITWPE VEGPL3VILF EGWHMLGFEFPL
251 PADVWVEAVDF QLEVVNEHLE AYYDAWDEYI DAWMYVWIEIQD PSYWYRIERELID
301 AETAMRODGD AGHMSDEEVID FVW3IRYLPAYHK AYLPTLYAFEG PSGSDEDEVL
351 ATDIDEEEMF ILAL

Matched peptides information:

Start - End Ohserved HMri{expt) Mr{calc}) ppm Miss Segquence

1 - 14 1541.6594 1540.6521 1540.6828 -20 0 -.MVHDYATTTHGTSK.R Oxidation (M)
2 - 15 1550.5195 1549.5122 1549.7485 -152 1 M. VYHDYATTTHGTSKR.C

46 - 52 784.3154 783.3081 783.4603 -194 0 K.IGITPQR.V

70 - 17 1004.4830 1003.4757 1003.5702 -94 0 R.LFOLHELEK.L

70 - 83 1684.8484 1683.8411 1683.9923 -90 1 R.LFOLHELELTIPQE.&

206 - 210 646.2557 645.2484 645.3632 -178 1 EK.MEVPR.Y Oxidation (M

214 - 219 640.2194 639.2121 639.2976 -134 0 K.SAYSGR.G

268 - 278 1387.5521 1386.5448 1386.6092 -46 0 K.HLEAYYDAWDE.Y

288 - 296 1140.5280 1139.5207 1139.5611 —-35 0 EK.IQDPSYVYR.W

299 - 306 931.4116 930.4044 930.4957 -98 0 R.LQAETAHME.Q

299 - 306 947.4067 946.3994 946.4906 -96 0 R.LQAETAME.() Oxidation (M)

325 - 330 754.3030 753.2957 753.4061 -147 0 R.YLPAYK.A

331 - 348 1908.8467 1907.8394 1907.8901 -27 0 K.AYIPTLYAEGPSGSDPDR.V



Spot No.: 137

Mascot score: 163  Sequence coverage %: 37

NCBI accession No.: gi| 27752799

Matched peptides No.: 23 Total peptides No.: 100

Calculated Mr: 47920 Calculated pl: 6.12

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
i1
101
151
201
251
30l
351
401

ELTYYTPEYE
TDGLTSLDRY
VGHNVFGFEAL
GCTIKPELGL
CAELITESOL
TGGFTANTSL
SGGDHIHAGT
LPGVLEVASG
FVALEACV QA

TEDTDILAAF
EGRCYHIEPV
AATRIEDLRI
SAENYGRAVY
ETGEIKGHYL
SHYCFDHGLL
YVGELEGDRE
GIHVITHMPAL
BNEGEDLAVE

Matched peptides information:

Start
13
109
109
115
127
127
168
175
175
194
217
217
266
276
276
284
286
286
300
315
320
402
416

- End
- 21

- 114
- 119
- 119
- 139
- 141
- 174
- 193
- 193
- 197
- 233
- 233
- 275
- 283
- 283
- 292
- 292
- 292
- 314
- 330
- 330
- 411
- 426

Dhserved

1021.
614.
1240.
645,
1465,
1709,
910.
2170,
2186,
632.
1951.
1967.
1187.
912.
928.
1170.
898 .
914,
1447,
1820.
1249,
1116,
1228.

7192
5770
9074
5211
9745
n9g2
6204
2591
2950
4821
1448
1767
8352
6357
6206
7794
5647
5761
9248
1763
§243
7520
G415

Mr{expt)
1020.
613.
1239.
644,
1464.
17086.
909.
2169.
2185.
631.
1950.
1966.
1186.
911.
927.
1169.
897.
913.
1446.
1619.
1248.
1115.
1227.

7119
5697
001
5138
9672
nao9
6132
2518
2877
4748
1375
1694
§279
6284
G134
7721
5575
5688
9175
1690
&170
7447
G342

RVTPQPGVFP EEAGAAVAAE 33TGTUTTVW
FGEETQFILY VAYPLDLFEE G3VTNHMFTSI
FPAYTETFQG PPHGINVERD EKLNEYGRFLL
ECLRGGLDFT EDDERAVHS(QF FMEWRDRFLF
HATAGTCEEM TERAVFAREL GVPIVMHDYL
LHTHRAMHAY TDRQEHHGMH FRVLAKALERL
STLGFVDLLE DDYVEEDR3IR GIFFTQDINS
TEIFGDDIVL QFGGGTLGHP WGNAPGALVILN
GHETTIREALCE
Mri{calc) ppm HMiss Sequence

1020.5240 184 0 EK.DTDILAAFR.V

613.3911 291 0 K.ALAAMLR.L

1239.7299 137 1 K.AIAMRIEDLR.TI

644.3493 255 0 ER.LEDLER.I

1464,.7474 150 0 K.TFQGPPHGIDVER.D

1707.8693 130 1 K.TFQGPFHGIQVERDE.L
909.4378 193 0 BR.AVYECLR.G

2168.9797 125 1 R.GGLDF TEDDEHVHSQPFME.W

21684.9746 143 1 ER.GGLDFTEDDEHVHSQPFME.W Oxidation (M
631.3190 247 1 BR.WEDR.F

1949.9087 117 1 K.GHYLHATAGTCEEMIER.A

1965.9037 135 1 E.GHYLHATAGTCEEMIER.A Oxidation (H)

1186.6571 144 0 PB.DHGLLLHIHRE.A

911.4647 160 0 B.AMHAVIDE.Q

927.4596 166 0 B.AMHAVWIDR.( Oxidation (M

1169.5512 189 1 EB.(JEHHGMHFE.V OCxidation (M
897.4028 172 0 K.HHGMHFR.V

913.3977 187 0 E.HHGMHFR.YV Oxidation (M

1446.7579 110 0 R.LSGGDHIHAGTVVGE.L

1815.9476 122 1 K.LEGDRESTLGFVDLLE.D

1248.6714 117 0 R.ESTLGFYDLLR.D

1115.5757 152 0 R.VALEACVQAR.H

1227.6459 153 0 R.DLAVEGHEIIR.E



Spot No.: 138

Mascot score: 140  Sequence coverage %: 38

NCBI accession No.: gi| 15222551

Matched peptides No.: 17 Total peptides No.: 31
Calculated Mr: 44721 Calculated pl: 5.71

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351

MAVSTITITQ
IVIGLAADSG
LDDYHSLDRY
VWTGLLDFFEL
EICRDMAERG
PDDNEGEVLE
EFHYEFPDSYF
MILEHADFPGS

ALNSTHFLTS
CGESTFMREL
GREEQEVTAL
IQFPFEILVIE
HSLESTEAST
VELIMEEGVE
DHEVSVLEMD
MMGTGLFQTI

SEEBEOVFLY
TIVFGEALEP
DPRAHDEDLM
GLHFMEDER'
EARKPDFDAF
TF3PVYLFDE
GOFDELDELI
VELETRDLYE

RROPQTHRRF
PKGGHPDSHT
YEQVKALKNG
RDLLDFSIYL
IDPOKQYADAL
GSTISWIPCG
YVESHLSHLS
QLIANKATAR

NTLITCAQET
LISDTTTVIC
IAVEKP ITNH
DISMNEVEF AW
VIEVLPTTLI
RELTCSYPGI
TKEYGEVTQQ
AELKAL

Matched peptides information:

Start - End Observed Mr{expt) Mr{calc) ppm Mis=s Seguence
64 - 68 657.3046 656.2973 656.2952 3 0 EK.STFMR.R Oxidation (M)
83 - 109 2979 .6342 2978.6269 2978.3564 91 0 K.GGHPDSHTLISDTTTVICLDDYHSLDR.Y
124 - 135 1472.6747 1471.6674 1471.6653 1 0 R.AHNDFDLMYEQVE.A
124 - 135 1488.6843 1487.6770 1487.6602 11 0 R.ANDFDLMYEQVE.A Cxidation (M)
166 - 179 1668.8171 1667.8098 1667.8705 -36 0 EK.ILVIEGLHPMFDER.V
166 - 179 1684.8915 1683.8842 1683.8654 11 0 K.ILVIEGLHPMFDER.V Cxidaticon (M)
205 - 209 621.3171 620.3098 620.2588 82 0 R.DMAFR.G
205 - 209 637.2711 636.2638 636.2537 16 0 R.DMAER.G Oxidation (M)
210 - 217 870.4720 869.4648 869.4607 5 0 R.GHSLESIK.A
218 - 223 646.3613 645.3540 645.3446 15 0 K.ASIEAR.K
224 - 235 1420.6985 1419.6912 1419.7034 -9 0 R.EPFDFDAFIDFQE.Q
302 - 325 2939.5152 2938.5079 2938.2392 91 0 K.FHYEPDSYFDHEVSVLEMDGQFDR.L
302 - 325 2955.5042 2954.4969 2954.2341 89 0 EK.FHYEPDSYFDHEVSVLEMDGOQFDR.L Oxidation (M)
326 - 342 1961.0503 1960.0430 1960.0153 14 0 R.LDELIYVESHLSHLSTK.F
343 - 353 1343.6355 1342.6282 1342.6591 -23 0 EK.FYGEVTQQMLE.H
343 - 353 1359.6527 1356.6454 1358.6540 -6 0 EK.FYGEVTQQMLE.H Cxidation (M)
375 - 386 1475.7386 1474.7313 1474.8143 -56 1 EK.IRDLYE(QLIAHK.A



Spot No.: 139

Mascot score: 93  Sequence coverage %: 48

NCBI accession No.: gi| 13926291

Matched peptides No.: 15 Total peptides No.: 122
Calculated Mr: 35335 Calculated pl: 5.55

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MARST.QSTAT
FOSDFEDFTG
TYMEVEGTGT
SFHAFPPEFON
VQLPGGEEVE
TGYDHAVALP
GVFESLQESD

FLOSAFKTATR
ECSDAVEIAG
ANQCPTIDGG
TELMTRLTYT
FLFTVEQLDS
AGGRGDEEEL
TDLGAENEED

PSRCSSHLRS
FALATSALVY
SETFSFEEGE
LDEIEGEFEV
SGEPDSFTGE
VEENVENSAA
VEIQEVWYGEQ

Matched peptides information:

Start
24
47
21
92

101
147
153
190
209
224
231
248
265
273
292

- End Observed Mr (expt)
- 36 1327.6472 1326.6359
- 56 1232.597% 1231.5906
- 100 1252.6651 1251.6578
- 100 1096.5341 1095.5268
- 106 786.4501 785.4828
- 152 606.3794 605.3722
- 162 1145.5487 1144.5414
- 208 2018.9%649 2017.%576
- 216 950.5348 24%9.5275
- 237 1613.7542 1612.7469
- 237 881.5445 880.5373
- 264 1562.7964 1561.7891
- 276 1388.6855 1387.6782
- 288 1659.7999 1658.7926
- 316 2604.3037 2603.2964

Mr({calc)
1326.7004
1231.5543
1251.6459
1095.5448

T85.3629
605.3020
1144.5513
2017.9583
249.5637
1612.8250
830.4807
1561.7485
1387.6831
1658.8839
2603.2966

TOAVGESFGL
SGASAEGAFE
YAGEEFCEFEE
ASDGESVNEEE
FLVPSYRGSS
SVGEITLENVT
LE

PEm Miss
-46
29
10
-16
153
116
-9
-1
-38
-48
64
26
-3
-55
-0

[u

[l i = N o o ) = = = = i = I = |

ETS55ARLTCS
ELTYDEIQSE
TSFTVEADSV
EDGIDYAAVT
FLDPEGRGGS
KESEPETGEVI

Sequence

GESHLRETQAVGE. 8
LTCSFQEDFE.D
BLTYDEIQSK.T
LTYDEIQSK.T

TYMEVE.G Oxidation (M)
ADSVEK. N

HNAPPEFQNTE. L
EEDGIDYAAVTVOLPGCGER. WV
VEFLFTVE.Q
PDSFTCEFLVESYR. G
FLVEEYR.G
GGSTGYDHNAVALPAGGR. G
GDEEELVEENVE.N
ENVENSAASVCGEITLR.V
SHPETCEVIGVFESLQPSDTDLGAR.V

AAEEAARARAARAE D



Spot No.: 140

Mascot score: 103  Sequence coverage %: 20

NCBI accession No.: gi| 154017627

Matched peptides No.: 8 Total peptides No.: 23
Calculated Mr: 47865 Calculated pl: 6.04

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hitzs

Ui,

R A A T A

T
75 106
Probability Based Mowse Score

o
Ll




Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MAQILAPSMQ
ASLOSDHGTV
EPVEHPSELFP
CDAYTTPAGEP
PLGWPVGATP
EVHPGOWEFQ
DWNGAGCHTH
LTGEHETADT
VWTGLLAETT

COMELSEGLT
HEVEQLLHLD
EWNYDG33TS
IPTHNERHELA
GPOGPYYCGT
WGPIVGIELG
TITETHMREEG
HTF SWGHYAHR
ILWEFTLELAE

SSMTPSPWTS
YTPYTDEIIA
QLPGODSEVT
ETFNMOEVAS
GADESFGRIV
DHVIC ARYLL
GFEVIEEATIL
GCSIRVGRDT
ALAROKLSLM

Matched peptides information:

Start
2

15

63
278
328
355
371
386

End
17
34
17
282
335
370
375
391

1849,
2162.
1747.
693 .
899,
1817.
592.
732,

Ohserved
7922
9815
8633
3967
5485
7971
3017
3533

Mr{expt)
1848.7849
2161.9742
1746.8580

692.3594
898.5412
1816.7898
591.2944
751.3460

Mr{calc)
1848.9260
2162.1657
1746.9040

692.3857
898. 5600
1816.85493
591.2799
751.3501

Ppm

TLLEQGQEGS
EYIWIGGTGI
LYPQATFEDF
EVPWFGIEQE
SDAHYEACLY
ERITEQIGVVY
HLSLERHEDHI
EEEGEGYLED
W

-76 1
-89 1
-26 o

5 1]
-21 1]
-33 1]
25 1]
-3 o

IECSTEFEVC
DLER3SESETL3
FRGGMNNILWVI
TTLLOPNWETT
AGINISGTHG
MTLDFPEFIEG
3AYGEGHERE
BREPASHNMDPY

Mis=s Segquence
M.AQILAPSMQCOMELSK.G Cxidation (M)
K.LSEGLTSSMTPSPWTSILLK.Q Oxidation (M)
R.VEQLLHLDVTPYTDK.I
R.YLLER.I
K.ATLHLSLE.H
K.HETADINTFSWGVANR. G
R.GCSIR.V
K.GYLEDR.R



Spot No.: 141

Mascot score: 114  Sequence coverage %: 28

NCBI accession No.: gi| 15233888

Matched peptides No.: 13 Total peptides No.: 27
Calculated Mr: 46526 Calculated pl: 6.08

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

il
101
151
201
251
301
351
401

MASLLGTIIS
EFNESRYHVS
LCLLLNVIDF
PIDPEFMGVE
ALTEGVEAFE
PEGISISHPA
IVEERLFFD S
SEVCSELHVD
LEEDPLESID

AIWASP3ILIS
VIMITWVATE IS
EIGHHIMGD
VRERVEEGEDQ
PGLLAKANEG
RFILIG3GIE
HPEDFEDTYE
GLEGD IV THR
SGVLVESEEKF A

PSSKEPSSSPI
TEQVVGEFDS
RGTEKSTTVE
VPVIATKINM
ILYVDEVNLL
EEGELRPQLL
TEQDKLQDQI
AAKALALALEG
EIFS

Matched peptides information:

CFRPGELFGS
EESARPVYEF
SLVDLLPEIN
VDLPLGATED
DDHLVDVLLD
DRFGMHAQVG
STARANLSSV
EDRVTPDDVA

ELMNAGIQIRF
AATVGODEME
VWAGDPYNID
BVCGTIDIEE
SAASGUNTVE
TVEDADLEVE
QIDEELEVEI
TWIFNCLEHE

Start - End Ohserved HMri{expt) Mr{calc) ppm Miss Segquence
112 - 125 1391.5753 1390.5680 1390.7061 -949 1 K.IGGVHMIHMGDRGTGE.S
178 - 191 1559.6747 1558.6674 1558.7661 -63 0 E.IHMVYDLPLGATEDR.V Oxidation (M)
208 - 216 945.4066 944.3994 944.5331 -142 0 EK.AFEPGLLAK.A
252 - 261 1066.4485 1065.4412 1065.5567 -108 0 R.EGISISHPAR.F
283 - 293 1218.4854 1217.4781 1217.5975 -98 0 R.FOMHAQ¥GTVR.D Oxidation (M)
294 - 298 589.1955 588.1882 588.2867 -167 0 R.DADLE.¥
301 - 305 645.2508 644.2435 644.3493 -164 0 EK.IVEER.A
308 - 313 T07.2008 706.1936 T06.3286 -191 0 R.FDSHPE.D
321 - 334 1632.7068 1631.6995 1631.8115 —-69 1 K.TEQDELQDQISTAR.A
326 - 334 1031.4367 1030.4294 1030.5407 -108 0 K.LQDQISTAR.A
353 - 363 1261.5227 1260.5154 1260.6132 -78 0 R.¥CSELHVDGLE.G
364 - 370 774.2940 713.2867 773.4032 -151 0 R.GDIVIHR.&
404 - 418 1587.7119 1586.7046 1586.8039 -63 0 K.DPLESIDSGVLVSEK.F



Spot No.: 142

Mascot score: 101  Sequence coverage %: 34

NCBI accession No.: gi| 297841979

Matched peptides No.: 12 Total peptides No.: 28
Calculated Mr: 32482 Calculated pl: 5.03

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
i01
151
201
251

MATHNGSAS5L QLSQEELADVE MMCAREVHLG
YIFHNLGETWD ELOMAABNTYV ATENPODIIV
HATAGEHTPG TETHQMOTSFE SEPRLLILTD
FCDIDSEMEF VDIGIPAMME GEHSIGCLEW
VMVDLFEFYRE PEETEPEDED EARPQREYGL
RAWPGERQAP ISRAPRAGEW SDSARRPADG

Matched peptides information:

Start
33
33
46
47
58
62
68
85
94

107
125
160

- End Ohserved Mr (expt) Mr ({calc)
- 40 1114.54%6 1113.5423 1113.4331
- 40 1130.5271 1129.51%8 1129.4281
- 57 1409.8755 1408.8682 1408.7463
- 57 1253.7313 1252.7240 1252.6452
- &7 1219.7069 1218.69%6 1218.6179
- &7 705.3059 T04.2987 704.3639
- 84 1865.1899 1864.1826 1864.0418
- 89 620.2695 619.2622 619.3078
- 106 1339.7878 1338.7805 1338.6680
- 124 2082.0874 2081.0801 2080.95273
- 132 940.6075 939.6003 939.5753
- 170 1187.6857 1186.6784 1186.6346

TENCNYQMER YVFERRNDGI
QSARPYGQRA VLEFAQVTGA
PRTDHQPIKE GALGNIPIIA
LLARMVLOMR GTIGAAQEWD
PAPEYGMVEG DQWTTAQIED
GWDTAVEEEG APAAGWE

ppm
53
81
87
63
a7
-93
Té
-74
84
73
27
37

Miss Segnence

o]

oooooooHFoFo

K.HCNYQMER.Y

K.NCNYQMER.Y Oxidation (M)

R.BNDGIYIFNLGE.T
R.NDGIYIFNLGE.T
E. TWDELOMAAR .V

K.LQMAAR.V Oxidation (M)

R.VIVAIENPQDIIVQSAR.P
R.PYGQR.A
K.FAQYTGANATAGR.H
R.HTPGTFTNQMQTSFSEFR. L
R.LLILTDER.T
R.FVDIGIPANNE.G

COxidation (M)



Spot No.: 143

Mascot score: 191  Sequence coverage %: 37

NCBI accession No.: gi| 15228149

Matched peptides No.: 16 Total peptides No.: 23
Calculated Mr: 42787 Calculated pl: 6.17

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1 METSTACY3IR GILFPPAVISQ RIITLVIPFS Y3IT3ISSFERL E335IFGD3L

51 RLAPESQLEA TEAESNGAIT VTECEIGOSL EEFLAQATFD KGLETLLMCH
101 GEALRTIALFE VRTAZCGGTA CVWN3IFGDEQL AVDMLADKLL FEALQYSHWC
151 EYACSEEVPE LOQDMGGPVEG GF3IVAFDPLD G3IFIVDTHFT VETIFGVWPG
201 DELTGITGGD QVAAAMGIYG PRTTYVLAVE GFPGTHEFLL LDEGEWQHVE
251 ETTETAEGEM FSPGHLRATF DHSEYSELID YYVEEEYTLER YTGGMYPDWH
301 QITVEEEGIF THVTSPTAKL KLRLLFEVAF LGLLIENAGG FS3DGHESVL
351 DETITHLDDR TOVATGSEHE ITRFEETLYG TSRLEIWFPIG VTA

Matched peptides information:
Start End Dhserved Mri{expt) Mr{calc) PP Miss Sequence

95 105 1326.6365 1325.6292 1325.6142 11 0 R.TLLMCMGEALR.T 2 Oxidation (M)
139 151 1607.8453 1606.8380 1606.8177 13 0 K.LLFEALQYSHVCK.Y

203 222 19248.1061 1947.0988 1946.9884 57 0 K.LTGITGGD(VAAAMGIYGPR.T

203 222 1964.1334 1963.1261 1962.9833 73 0 K.LTGITGGD(VAAAMGIYGPR.T Oxidation (M)
223 230 §94.4541 893.4468 893.5222 -84 0 R.TTYVLAVE.G

231 - 245 1659.9355 1658.9282 1658.8304 59 0 K.GFFGTHEFLLLDEGE.W

231 250 2338.3466 2337.3393 2337.1906 64 1 K.GFPGTHEFLLLDEGEWNQHVE.E

260 - 267 921.4341 920.4268 020.4538 -29 0 K.MFSPGHLER.A

260 267 937.4226 936.4153 936.4487 -36 0 K.MFSPGHLR.A Oxidation (M

268 277 1161.5097 1160.5024 1160.4936 3 0 R.ATFDHSEYSK.L

278 284 913.4442 912.4369 0912.4957 -64 0 K.LIDYYVEK.E

291 305 1649.9063 1648.8990 1648.8495 li] 0 R.¥YTGOMVEDVHOIIVE.E Oxidation (M
308 319 1235.6544 1234.6471 1234.6558 -7 0 K.GIFTHVTSPTAK.A

353 360 959, 5035 958.4962 058.5083 -13 0 K.TITIHLDDR.T

369 383 1828.0366 1827.0293 1826.9162 62 1 K.HEIIRFEETLYGTSR.L

374 363 1202.3993 1201.5920 1201.5613 23 0 R.FEETLXGISR.L



Spot No.: 144

Mascot score: 93

Sequence coverage %: 44

NCBI accession No.: gi| 21593565

Matched peptides No.: 18

Calculated Mr: 35982

Total peptides No.: 70

Calculated pl: 7.00

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MAEKPVEVLY TGAAGQIGYA LWVPMIARGIM LGADOPVILH MLDIPFAAEL
51 LNGVEMELVD AAFPLLEGVY ATTDAVEACT GVNVAVMVGEG FPREEGHMERE
101 DVMSENVSIY KSQASATLFFH AAPHCEVLYY AHPAHTHALT LEEFAPSTPE
151 FHITCLTRELD HHBALGDVSE BLSVPVSDVE NVIIWGNHSS TOYPDWVINHAT
201 VETSSGEEPY RELVEHDEWL HGEFISTVD() RGAATIKAFKE LSSALSAASS
251 ACDHIRDWWY GTPEGTFWVEM GVYSDGIYMY PAGLIYEFPYW TCRNGEWTIV
301 QOGLPIDDASE KEMDLTAEEL KEEEEDLAYSC L3
Matched peptides information:
Start - End Obh=erved Mri{expt) HMri{calc) ppm Hiss Sequence
56 - 67 1362.8580 1361.8507 1361.7265 921 0 K.MELYDAAFPLLE.G Oxidation (M)
95 - 100 749.4068 748.3996 748.3537 61 1 K.EGMERK.D
95 - 100 765.4020 764.3947 T764.3487 [ 11] 1 K.EGMERE.D Oxidation (M)
101 - 111 1283.7182 1282.7109 1282.6591 40 1 K.DVMSEHVSIYE.S
106 - 111 723.4077 722.4004 722.3963 ] 0 K.H¥SIYK.S
106 - 119 1537.9035 1536.8962 1536.8147 53 1 K.HVSIYKSQASALEK.H
120 - 126 797.4227 796.4155 796.3650 63 0 K.HAAPHCK.V
127 - 142 1650.1574 1649.1501 1648.9876 99 0 K.VLYVAHPAHTHALILE.E
143 - 151 1017.6117 1016.6044 1016.5178 85 0 K.EFAPSTIPEK.H
152 - 158 877.5318 876.5245 876.4487 86 0 K.HITCLTR.L
159 - 163 654.3581 653.3508 653.3245 40 0 R.LDHHR.&
164 - 171 859.5368 858.5296 858.4559 86 0 R.ALGQVSER.L
172 - 180 943.5980 942 . 5908 942.5386 55 0 R.LSVPVSDVE.H
203 - 211 960.6072 959. 6000 959.5036 100 0 K.TSSGEKFVE.E
216 - 231 1936.1447 1935.1374 1934.9122 116 0 K.HDEWLHGEFISTYQQR.G
240 - 256 1774.0826 1773.0753 1772.8839 108 1 R.KLSSALSAASSACDHIR.D
241 - 256 1646.0110 1645.0037 1644.7889 131 0 K.LSSALSAASSACDHIR.D
313 - 321 1065.6312 1064.6239 1064.5060 111 0 K.MDLTAEELE.E Oxidation (M)



Spot No.: 145

Mascot score: 81  Sequence coverage %: 27

NCBI accession No.: gi| 303275508

Matched peptides No.: 22 Total peptides No.: 87
Calculated Mr: 99906 Calculated pl: 5.37

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MPEFDEQVEE PAAKAGAPAP ARARSGGPDP FVIAHVHEQS DREAFFERRF
51 GLEPSSHMDVE SFPLEDGENEL EPSTSERGGE TSAAGFEIAD LOTELAHAMR
101 AVQEGDAATE QARTERERAA VAWADAMAAA DAARFESAVAD AAVTRDGEVOER
151 ALEREVSELR ARATARAFTMN ARARFARFART HAAGCARARED FNDELALERVR
201 LLTEARIGSS HRFEYDEVEREA VHAEAEDAER RASDASARSD ATERAFRLARTE
251 RAMEETASEM ETLEFAGAVA NEMLADAEGE LERARETSRED GEEKLAARAAA
301 EAAAAASASA TTIAELRARAT. ETTGGSRQEAR MEELSELERDD ATTAEEESER
351 AFETAFEEADF LERALATETELA ETERDLDDAN ARASATESEL AXTRRDLDDA
401 HARASATESE LAETRRDLDD ANASASASAT TTEDEATREERA RESAARFMEE
451 TRATLTARHD AATAATARTH AATTHEELEAR LDAARLDASE ALRBAFLFERD
501 EARATTEELE ARLDALEADA SERLARAFLAF EAEARLMNALL LVVVAPPARD
551 PPPPSEELDA LELAHAAFMA ETINEANDEIV AWARQAAFEE AFREALGANAR
601 DALAMAARAFR KALEDASLEH ASEVASLEQT FEEAMERFNE ELEVALSAAR
651 S55GADDVARA EARVASATTE ARARTAALFER ARREAWAATD AARAFRLLTE
701 FARDDAVECL MNVARAFRCEAER VEAARLRAAN VEYDLETLEN RLEQSENAGE
751 RALLELSDEL ASAFRRAMEE VMESEEALEE ADATHAQLAR ELWACROEME
801 THEAELRRDL ELSRERASDL LEREVHNAARERR EAMRGGGGGE DDASGRGRSA
851 ADADAVVAEM QRELEAETAA SEAALARASAK REGASRERELA DVHNTELTEAE
901 HALHETETIAL MESERRANDF ERDLEEETSE SARLELACAE GGVELPE
Matched peptides information:
Start - End Observed Mr (expt) Mr (calc) ppm Miss Sequence
1 - 10 1154.5838 1153.5765 115%3.5863 -8 1 -.MPSFDEQVSR.FP
1 - 10 1210.5630 1209.5557 1209.5812 -21 1 -.MPSFDEQVSR.P Oxidation (M)
78 - 86 T745.3693 744 .3620 T44.3766 -20 0 R.GCPTSAAGK.E
117 - 134 1816.5%436 1815.%363 1815.8686 37 1 R.ERAAVAWADAMAAADAAR.E
11% - 145 2602.3197 2601.3124 2601.2605 20 1 R.AAVAWADAMAAADAARFESAVADAAVTE.D
151 - 160 1201.5879 1200.5806 1200.6462 -55 1 R.ALEREVSELR.A
256 - 265 1165.5756 1164.5683 1164.6060 -3z 1 FK.IASEMETLEK.A Oxidation (M)
2866 - 283 1544.3850 1843.8777 1843.9093 -17 1 K.AGAVANEMLADARGELER.A
294 - 317 2201.0816 2200.0743 2200.1335 -27 0 K.LAARAAARAAMAASASATTIARLR.A
353 - 362 1179.59%2 1178.5%15% 1178.5931 -1 1 K.ETAEEADFLR.A
404 - 415 1263.6359 1262.6286 1262.6466 -14 1 R.ASATESELAKTE.R
417 - 438 2239.1649 2238.1576 2237.99%6 71 1 R.DLDDANASASASATTTEDEATE.E
442 - 452 1308.6535 1307.6462 1307.5775 53 1 R.ESAAREMEETR.A
585 - 600 1657.8264 1656.8191 1656.8067 8 1 R.QAARFEARFALGANAR.D
639 - 650 1300.6004 1299.5%31 1299.7146 -93 1 K.NEELEVALSAAR.S
684 - 695 1175.5387 1174.5314 1174.5829% -44 1 R.EAFAATDAARAR.A
715 - 727 1475.7676 1474.7603 1474.7085 35 1 R.AECEAEVEAAFRLR.A
791 - 798 10%0.5376 1089.5303 1089.5389 -8 1 R.ELWACRQE.M
75% - 807 10%2.5169 1091.5096 10%1.4917 16 0 FK.METHEAELR.R
823 - 828 659.3862 658.3789 658.3398 59 0 R.EVHAAR.R
84% - 862 1433.7253 1432.7180 1432.6616 39 0 R.SAADADAVVAFRMOR.E
931 - 540 1118.5197 1117.5124 1117.5913 -71 1 K.SARLELACAK.G



Spot No.: 146

Mascot score: 85 Sequence coverage %: 22

NCBI accession No.: gi| 168030082
Matched peptides No.: 12 Total peptides
Calculated Mr: 43708 Calculated pl:

Annotated PMF spectra:
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Protein score is -10*Log(P). where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).

2 \

Protein Score




Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351

MMEADVRENN
ARTQNMLLHS
ITNQIHLAKQ
NTHLESLTNI
REVGMSRAEQ
AELILTLQRL
QRDTFPLELL
FLLEGLDREV

LLEEEVAVLE
ALFILEQKEM
ITDTRATEIQ
TALENNHATMQ
ITKLNGLIVHL
ENELFPIFATH
VEGTHELISL

EF LESMEAKD

FEINELGIAG
VSRFEASNLI
CADVLDFNTE
LEMVHMCDGIE
KEEVMEVDTHMR
KERRSTFRLEE
THQRTADMEE
ITAFLVEFESTS

Matched peptides information:

Start - End Ohserved Mr (expt) Mr(calc)
1 7 851.5259 850.5186 850.3677

9 13 601.3595 600.3522 600.3595
16 22 805.5194 804.5121 804.4745
93 97 637.4023 636.3950 636.3231
149 164 1796.0223 1795.0150 1795.0203
202 212 1203.7613 1202.7540 1202.6329
251 259 1028.4995 1027.4922 1027.86277
290 294 650.3183 49,3110 49,2853
290 302 1535.8972 1534.8899 1534.7773
295 302 888.5193 887.5121 887.5076
360 367 997.5718 996.5645 996,.5314
368 373 658.4631 657.4558 657.4173

REAYYEASKEIEK
GIREQASDLE
PLITIRWLDT
SRDQARAFLE
EMYQOLLEQQ
VGEEIAASVEE
METHAVFEEL
MG

PRm Miss

177 o]

-12 o]

47 o]

113 o]

-3 1

101 1

-132 o]

40 o]

73 1

5 o]

33 1

59 1

LRRNRYLIRA
IKFDSLREES
RLEAIFRETE
DLLSTLFEGG
KQILYLEQVE
SMQRLTVQTA
VLAETESKLV

Seqnence

- .MMEADVR.R
L.NNLLE.E
E.VAVLEFK.I
E.FDSLR.K

K.TENTHLESLTNIIALK.N
R.EVGEMISKAEQIEK.L Oxidation (M)

K.AELILTLOE.L
K.ESHQR.L

K.ESMQRLTVQTAQE.D Oxidation (M)

R.LTVQTAQK.D

K.VEFLEEMK.A Oxidation (M)

K.AEDIAK.A



Spot No.: 147

Mascot score: 89  Sequence coverage %: 25

NCBI accession No.: gi| 15223186

Matched peptides No.: 14 Total peptides No.: 58
Calculated Mr: 53980 Calculated pl: 6.21

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
101
151

MSLEALDYES
LGQEPLTFPR
GAYSDSRGLP
IRGOEDGILY

VAQARSOGIT
VYQCUNITODE
GEYFEMTHIP
OFVRESKGIL
ATQRAKQAGE
EEEMPEINDS

LIEINWVEITCOT
OIS LCQAPF
GYREEVAEF I
PVPQTPLYTSA
VEAMYITHP G
REPFISSEEVL
PRTVEEITEWV
ESLFREARNHE
WPINWFTCLEL
FEFFHDEFHME

AVRGELYLEL
LLDDPMNWVGHI
ERRDGYP3IDE
TISLLGGTLV
HPTGQCLESERA
MDHMGAPISEE
ASTALSPIVS
TDGFHNICEINS
LEATGISTVE
QIADHF GYSR

Matched peptides information:

Start
24
89
91

108
114
115
199
213
292
301
358
358
438
464

SELQEEGEET
FPADATRARAK
ELIFLTDGAS
PYYLEE3ENW
HIREILEFCC
VOLISFHTVS
ROQIFMGLMVS
WCNF TEGAMY
GAGFGOEEGRT
M

IFTNVGHPHL
HYILSLTSGGL
EGVHMQILNCY
GLDVNMLEDS
DERLVLLGDE
EGINGECGQR
FPPEFGDISYD
SFPQIELFSE
FHLRTTILFA

Oxidation (M)

Oxidation (M)

- End ODh=zerved Mri{expt) Mri{calc) ppm Miz=z Sequence

- 29 750. 5604 749.5531 749 .4072 195 0 R.GELYLR.A

- 107 1983.2932 1982.2859 1981.9857 151 1 R.AEHYLSLTSGGLGAYSDSR.G
- 107 1784.1868 1783.1795 1782.8537 183 0 K.HYLSLTSGGLGAYSDSR.G

- 113 598 . 4600 597.4528 597.3598 156 0 R.GLPGVR.K

- 122 1120.8152 1119.8079 1119.5924 193 1 R.KEVAEFIER.R

- 122 0992.7129 991.7057 991 .4974 210 0 K.EVAEFIER.R

- 205 759. 5446 758.5374 758.4035 177 0 R.QSVAQAR.S

- 233 2271.4941 2270.4868 2270.1147 164 0 R.AMVIIHPGHPTGQCLSEAHIR.E
- 300 1112.7039 1111.6966 1111.4505 121 0 K.GYWGECGOR.G

- 312 1397.9321 1396.9248 1396.6445 191 0 R.GGYFEMTHIFFR.T

- 364 787.6207 786.6134 786.4599 195 0 K.GILESLR.R

- 365 943.6954 942.6911 942.5610 138 1 K.GILESLER.R

- 444 857.6390 856.6317 856.4555 106 0 K.EGYFHLE.T

- 481 2221.4137 2220.4064 2220.88651 -117 1 K.FHDEFMSOQYADHFGYSRM. -



Spot No.: 148

Mascot score: 85  Sequence coverage %: 38

NCBI accession No.: gi| 15240013

Matched peptides No.: 12 Total peptides No.: 106
Calculated Mr: 35349 Calculated pl: 5.55

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MAABLOITAT FLOQIAKTATA PSRGIZHLRE TQAVGEIFGL ET3IAFRLTCS
51 FOSDFEDFTG KCSDAVEIAG FALATSALVW 3GASAEGAPE BRLTYDEIQSE
101 TYMEVEGTGT ANQCPTIDGSG SETFIFEPGE YAGEEFCFEFP TSEFTYVEADSV
151 SFHAPPEFQH TELMTELTYT LDEIEGPFEV ASDGIVNFEE EDGIDYAAWVT
201 YOLPGGERYP FLFTVEQLDA ZGEPDESFTGE FLYPSYRGSS FLDPEGREGGS
251 TGYDHAVALP AGGRGDEEEL VEENVENTAL SVGEITLEWT ESEPETGEVI
301 GYFESLOQPSD TDLGAEVPED VEIQGVWYGO LE

Matched peptides information:

Start - End Ohzerved Mriexpt) HMri{calc}) ppm Hiss Segquence
47 - 56 1232.6664 1231.6591 1231.5543 85 0 R.LTCSFQSDFEK.D
91 - 100 1252.7507 1251.7434 1251.6459 78 1 K.RLTYDEIQSK.T
135 - 146 1490.8452 1489.8379 1489.7276 74 1 K.KFCFEPTSFTVEK.A
136 - 146 1362.7391 1361.7318 1361.6326 73 0 K.FCFEPTSFTVE.A
153 - 162 1145.6255 1144.6182 1144.5513 58 0 K.HAPPEFQHTE.L
190 - 208 2019.1101 2018.1028 2017.9593 71 0 K.EEDGIDYAAVTV(QLPGGER.V
209 - 216 950.6258 949.6185 949.5637 58 0 R.YPFLFTVE.(
231 - 237 881.5753 880. 5681 880.4807 99 0 K.FLVPSYR.G
238 - 245 850.4990 849.4917 849.4232 81 0 R.GSS5FLDPE.G
248 - 264 1562.8869 1561.8796 1561.7485 84 0 R.GGSTGYDHAVALPAGGR.G
289 - 316 2932.7428 2931.7355 2931.5077 78 1 K.VTESKPETGEVIGVFESLOPSDTDLGAK.V
292 - 316 2604.5315 2603.5242 2603.2966 87 0 K.SKPETGEVIGVFESLQPSDTDLGAE.V



Spot No.: 149

Mascot score: 96  Sequence coverage %: 58

NCBI accession No.: gi| 312282325

Matched peptides No.: 15 Total peptides No.: 78
Calculated Mr: 35258 Calculated pl: 5.92

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MATSLOQAATT
HSDFEDFAGE
YMEVEGTGTA
FMAPPDFQNT
QLPGGEEVEF
GYDHAVALPA
VFESLQPSDT

FLQPAKIAAS
CSDAARVAGE
NQCPTIDGGS
KLMTRLTYTL
LFTVEQLEAS
GGRGDEEELS
DLGARVEEDV

PSRSVHLRSN
ALATSALVVS
EAFSFRPGRY
DEIEGPFEVC
GRPDSFSCGEF
KENVENTALS
KIQGVWYGQL

Matched peptides information:

Start
24
56
90
91

106
134
135
152
166
187
208
216
230
247
291

- End Observed Mr (expt)
- 35 1339.7411 1338.7338
- 66 1169.6141 1168.6068
- 99 1252.7736 1251.7663
- 939 1096.6268 1095.61595
- 129 2427.2785 2426.2712
- 145 1490.8477 1489.38404
- 145 1362.729%98 1361.7225
- 161 1131.6279 1130.6206
- 186 2256.1854 2255.1781
- 207 2294.2667 2293.2594
- 215 950.6444 949.6372
- 229 1450.8250 1449.8177
- 236 881.6103 880.6031
- 263 1562.8%03 1561.8830
- 315 2604.4668 2603.4595

Mr (calc)
1338.7368
1168.5183
1251, 6459
1095.5448
2426,1173
1489,7276
1361.6326
1130.5356
2255.0845
2293.1228

949,5637
1449.7100
880, 4807
1561.7485
2603,2966

OTVARSFGLE S55PARLTCSL
GASAEGLAPER LTYDEIQSET
TGEEFCFEPT SFTWVERDSVS
SDGSVEFEEE DGIDYAAVTV
LWPSYRGS55F LDPEGRGGST
VGEITLKITK SKPETCEVIG
E
pEm Miss Seguence
-2 1 R.SVHLRSNQTVAK.S
76 1 K.DFAGRCSDAAR.V
96 1 EK.BRLTYDEIQSE.T
68 0 R.LTYDEIQSE.T
63 1 E.GTGTANQCPTIDGGSEAFSFEPGE.Y
76 1 K.EFCFEPTSFTVE.A
66 0 K.FCFEPTSFTVE.A
75 0 K.NAPPDFQNTE.L
42 0 R.LTYTLDEIEGPFEVGSDGEVE.F
60 1 EKE.FEEEDGIDYAAVTVQLPGGER.V
77 0 R.VPFLFTVE.Q
74 1 K.QLEASGEPDSFSGE.F
139 0 EK.FLVPSYR.G
86 0 R.GOSTCYDHNAVALPAGCOR.G
63 1 K.SEPETGEVIGVFESLQPSDTDLGAR.V



Spot No.: 150

Mascot score: 99

Sequence coverage %: 47

NCBI accession No.: gi| 30690323

Matched peptides No.: 21 Total peptides No.: 129

Calculated Mr: 39646 Calculated pl: 9.44

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
il
101
151
201
251
301
351

MVEEAQLDPK
AQAAGVPY(QG
EGTLDVFYKI
FTTEKSPSLT
LPGVWETLYD
RESIQSAMGE
HTDRAMTMTT
VEYGLHHFHQ

SKSIPHENLK
SCRLGCFDTH
IRQEGFSRLW
VIVPLVAGTI
VVNPVEGSNN
EPRAGSIIGA
ROTLAE IWRD
Q

FGERALSAGG AAFIZAVIVN
STLVHDLREH SAPGMCRITC
RGTHMASLTLA IPTWGITHMFC
ARSLACISCY PVELARTRMQ
GYFMINTGLG AQLARDVWEES
NFAAGFVAGAE VALAATCPLD
CEMRGF S GA GABVGRALGES

Matched peptides information:

Start

11

13

49

79
146
146
173
187
189
194
224
236
253
297
Jol
305
312
320
325
353

- End Dbhserved HMriexpt)
- 12 1390.7680 1389.7607
- 20 1129.6146 1128.6073
- 20 914.6449 913.6376
- 63 1605.8662 1604.8589
- 87 995.5725 994.5652
- 153 1241.6719 1240.6646
- 153 1257.7319 1256.7246
- 186 1638.9972 1637.93899
- 193 897.5256 896.5184
- 197 1082.6900 1081.6827
- 200 802.5461 801.5388
- 235 1316.6883 1315.6810
- 251 1891.0719 1890.0646
- 263 1204.6890 1203.6817
- 304 1003.6226 1002.6153
- 311 1329.7661 1328.7568
- 311 827.5001 826.4929
- 319 1016.6188 1015.6115
- 333 1369.7564 1368.7491
- 336 1165.6690 1164.6617
- 361 1143.6539 1142.6466

Mri{calc) pPpm
1389.6810 57 1 -
1128.6138 -6 1 K
913.4869 165 0 K
1604.7729 54 0 R
994.3960 170 0 R
1240. 5645 81 0 R
1256.5594 131 0 R
1637.7905 122 0 R
896.4538 72 1 B
1081.5339 138 1 B
801.4457 116 1 K
1315.7071 -20 0 R
1889.9346 69 0 R
1203.5554 105 0 R
1002 . 5094 106 1 R
1328.5813 134 1 K
826.3677 151 0 R
1015.5451 63 0 R
1368.6027 107 1 R.
1164. 5822 68 1 R.
1142.5257 106 0 K

PLINVETERELY
SAIVCSDINQT
TDYTFEHIMEE
AFKGT QRHVE
ATICHSILEPT
VAETRRQIEK
VATV SFYEWV

HMiss Seguence
.MVEEAQLDPKSK.S
.SKESIPHEHLK.F
.STPHEHLK.F
LOAQAAGVPY(GSCR.L
. SHSAPGMCR.I
.HIMEEFTTEK. S
.HIMEEFTTEK. S

MIWTGLGAQLAR .D
.DVPFSAICHSILEPTR.R
.SIQSAMGEEFR.A
.QIEKHTDR.A

.HTDRAMTHMTTE..
AMTMTTIR. D Oxidation (M)
QTLAEIWR.D

Oxidation (M)

Oxidation (M)

Oxidation (M)
.SLACISCYPVELAR.
.TRMQAFE.G Oxidation (M)

MOAFEGTQR.H Oxidation (M)
.GTQRHVK.L

T

2 Oxidation (M)

DGGMRGHMF 5 GAGAR .V

GMF SGAGARVGR . A

. XGLHHFHQQ. -



Spot No.: 151

Mascot score: 146  Sequence coverage %: 54

NCBI accession No.: gi| 166359602

Matched peptides No.: 20 Total peptides No.: 132

Calculated Mr: 24136 Calculated pl: 6.17

Annotated PMF spectra:

125
120
115
110
105
100
95
=]
85
80
75
70
55
B0
o5
a0
45
40
35
30
25
20
15
10
g

(109)

FS51.382

1102.661

1234.766 15258.932

914.558

1887.128 2371.278

2184.203 ’h i

2800.465

1000 1500 2000 2500

Probability Based Mowse Score:

miz

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hitsz

T . T
10 150
Probability Based Mowse Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201

MVLEVYGPHE ASPERAIVTL VEEGVAFETI PYDLMEGEHE (QPAYLALQPF
GTVPAVVYDGD YEIFESRAVM BRYVAFEYRS(] GPDLLGETVYE DRGOVEQWLD
VEATTYHPPL LMNLTLHVMFA 3VHMGFPADQE LIKESEEFLA AVIDVYEAHIL
SESEYLAGDF VW3LADLAHLE FTDYLVWGPIG HAYMIEDREH VIANWDDIZS
RPAWEEVLEE ¥2LPA

Matched peptides information:

Start

15
16
24
24
24
37
41
63
63
68
68
72
T2
79
88
131
139
162
182

- End

- 14
- 23
- 23
- 36
- 40
- 40
- 62
- 62
- 67
- 171
- 76
- 76
- 76
- 78
- &7
- 92
- 138
- 152
- 186
- 188

Dhserved

1io02.
1028.
872,
1435.
1871.
1887.
2800.
2349,
651.
1124,
1066.
1082,
609,
928.
914.
619,
975.
1528.
641.
912,

6607
7354
5592
8628
0620
1275
4676
3284
3822
6752
6711
6550
3175
5605
5583
3321
5807
9850
3212
5058

Mr{expt)
1101.
io27.

871.
1434.
1870.
1886.
2799,
2348.

650.
1123.
1065.
1081.

608.

2927.

913.

618.

974,
1527.

640.

911.

6534
7281
5519
8555
0547
1202
4603
3211
3749
6679
6638
6477
3102
5532
5510
3248
5734
97717
3139
4985

Mr{calc)
1101.
io027.

871.
1434.
1869.
1885.
2799,
2348.

650.
1123,
1065.
1081.

608.

927.

913.

618.

974,
1527.

640.

911.

5607
6390
5379
7429
9659
9608
4232
2053
3388
S5G08
5641
5590
3170
414
4569
2973
5284
85297
3254
4535

ppm
84
87
16
79
48
85
13
49
56
T8
94
82
-11
7
70
44
46
97
-18
49

Miss Seguence

1}

HFOOHROOROKRRREROoOORKREKHROoDOD KR

K.
.RALVTLVEK.

FRARRRIAOOODARRTRRARRR DR

VYGPHFASPE.R

ALVTLVEE. G

LIKESEEK.L

LAAVIL.DWVYEAHLSK. 5
AYMIE.D  Oxidation (M)
AYMIEDR.K Oxidation

GVAFETIPYVDLME.G Oxidation (M)
. GWAFETIPYDLMEGEHK. 1)
. GWVAFETIPYDLMEGEHK. 1)
. GEHEQPAYLATL QPF GTVPAVVDGDYE. I
. QPAYLAL QPFGTVPAVVDGDYE. I
.IFESR.A
CIFESBAVME.Y Oxidation (M)
AVHRYVAFK. Y
AVHRYVAREE.Y  Oxidation (M)
YVAEK. Y
YVAEKYR. S
.SQGPDLLGK. T
. TVEDR. G

Oxidation

(M)

(M)



Spot No.: 152

Mascot score: 171 Seqguence coverage %: 39

NCBI accession No.: gi| 30959098

Matched peptides No.: 25 Total peptides No.: 108
Calculated Mr: 49918 Calculated pl: 6.12

Annotated PMF spectra:

1465.976
65
914 502
B0
a5
al
45

40

38

30
70,958 1021.6511157 512

= 1308.843

20

2186.222

1846.170
E 2354 187 2686372

™ i

(102

1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).

T T T 1
160 170

Probability Bazed Mowse Score

X

T
0 140 150




Matched peptide sequences: shown

1 SVGFEAGVEE YELTYYTPEY ETEDTDILAA FRVTPOPGVWE PEEAGLAVALL
51 EISTGTWTTY WTDGLTILDE YEGRCYHIEPR VAGEENQYIL YVAYPLDLFE
101 EGEVIEENFEX IVGNVFGFEA LAATLRLEDLE IPPAYTETFQ GPPHGIQVER
151 DELNEYGREPL LGCTIEPELG LSAFNYGRAVW YECLRGGLDE TEDDEHVHEI()
201 PFMEWNEBRDRFL FCAEALYFKAQ TETGEIEGHY LHATAGTCEE MIERLVFALRE
251 LGWPIVMHDY LTGGFTANTS LAHVCRDHGL LLHITHRAMHA VIDRQEHHGHM
301 HFRVLAKALR LSGGDHIHAG TVVEELEGDR ESTLGFVDLL RDDYIEEDRS
351 RGIFFTQDWV SLPGVLPVAS GGIHVWHMPAL LTEIFGDDSY LOFGEGTLGH
401 PWGNALAPGLAVAE NEVALEACYV(] ABNEGEDLAYV EGHEITRELS EWIPELALLRL
Matched peptides information:
Start - End Dhserved Mri{expt) Mr{calc) PpmM Miss Sequence
24 - 32 1021.6509 1020.6436 1020.5240 117 0 K.DTDILAAFR.V
120 - 125 614.4258 613.4186 613.3911 45 0 EK.ALAALR.L
120 - 130 1240.8798 1239.8725 1239.7299 115 1 K.ALAALRLEDLR.TI
126 - 130 645.3666 644.3614 644.3493 19 0 R.LEDLR.I
138 - 150 1465.9758 1464.9685 1464.7474 151 0 K.TFQGPFHGIQVER.D
138 - 152 1709.0891 1708.0818 1707.8693 124 1 K.TFQGPPFHGIQVERDE.L
179 - 185 910.5267 909.5195 909.4378 90 0 R.AVYECLER.G
186 - 204 2170.2273 2169.2200 2168.9797 111 1 R.GGLDFTEDDEHVHSQPFMR.W
186 - 204 2186.2217 2185.2144 2184.9746 110 1 R.GGLDFTEDDEHVHSOQPFME.W Oxidation (M)
205 - 208 632.3520 631.3447 631.3190 41 1 R.WEDR.F
219 - 227 976.4622 975.4549 975.4873 -33 0 K.AQTETGEIK.G
228 - 244 1967.1442 1966.1369 1965.9037 119 1 EK.GHYLHATAGTCEEMIER.A Oxidation (M)
277 - 286 1187.6122 1186.8049 1186.6571 125 0 R.DHGLLLHTIHR.A
287 - 294 912.5449 911.5376 911.4647 il 0 R.AMHAVIDR.Q
287 - 294 928.5407 927.5334 927.4596 30 0 R.AMHAVIDR.(Q Oxidation (M)
295 - 303 1170.7653 1169.7580 1169.5512 177 1 R.QEMHGMHFR.¥ Oxidation (M)
297 - 303 898. 5056 597.4984 897.4028 107 0 K.HHGMHFR.V
297 - 303 914.5017 913.4945 913.3977 106 0 EK.HHGMHFER.¥ Oxidation (M)
311 - 325 1447.9468 1446.9395 1446.7579 126 0 R.LSGGDHTHAGTVVGE.L
326 - 341 1820.1888 1819.1815 1818.9476 129 1 K.LEGDRESTLGFVYDLLR.D
331 - 341 1249.8378 1248.8305 1248.6714 127 0 R.ESTLGFVDLLER.D
331 - 347 2013.2321 2012.2248 2012.0102 107 1 R.ESTLGFYDLLRDDYIEK.D
342 - 349 1053.6126 1052.6053 1052.4774 122 1 R.DDYIEEDR.S
413 - 422 1116.7105 1115.7032 1115.5757 114 0 R.VALEACVQAR.H
427 - 437 1228.8208 1227.8135 1227.6459 137 0 R.DLAVEGHEIIR.E

in Bold Red



Spot No.: 153

Mascot score: 101 Sequence coverage %: 45

NCBI accession No.: gi| 15240599
Matched peptides No.: 13 Total peptides No.: 57
Calculated Mr: 35262 Calculated pl: 5.08

Annotated PMF spectra:

2738675
a0
g5
80
75
70
B5
B0
55
50
45
40
35
- 1251 627
25 £40.524 1475 586
20
1578 634
15 2383.773
a 1993.842 2553.063
3311.965
5 2704.910 274 217
(107)
1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).

0......F—|

Probability Bazed Mowse Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

HGQDRGE GEE
VS TOVIOST
EEQCEQERFL
EDLFVCHGHD
SIVVEGREDQ
ISFLER3SELS
SLEMEAFINERE

TQRLCSLSSL
FDGYCGUVHG
VFDQSGDQTT
GNSEPDLEED
ETFLGSYGOP
SNEIGEEKIF
i

AL SHLGEQDL
SoHLQOOFLE
LLLASDIRES
SEELMALLYS
LINAEEREILE
ETVSLLESWY

Matched peptides information:

Start
2
14
36
109
109
130
136
227
227
228
238
269
278

- End Obhserved HMriexpt)
- 13 1365.5944 1364.5871
- 35 2383.7732 2382.7659
- 47 1407.6909 1406.6836
- 128 2238.8762 2237.8689
- 129 2366.9865 2365.9792
- 143 1707.7195 1706.7122
- 148 1657.7221 1656.7148
- 237 1307.6347 1306.6274
- 237 1323.6453 1322.6380
- 237 1179.5737 1178.5664
- 250 1458.6735 1457.6662
- 217 1077.5523 1076.5450
- 300 2553.0626 2552.0553

Mr{calc)
1364.6586
2382.2941
1406.5443
2238.1532
2366.2482
1706.7736
1656.7348
1306.6551
1322.6500
1178.5601
1457.5147
1076.6230
2552.4101

HLVSETCGDT
PONQCHMECOVE
FETLEQHACE
EDESGYC3IEE
TSHESMBDAE
PGEELVDPIL

Ppm
-52 1
198

99

-127

-114
-37
-12
-21

-9

]
104
-12
-139

HOoOOORKERERSO K
AR ER DR R DR

TDMESTRGSY
LOVDGWISEL
DMEEEL QR3I
DEVTSADHSP
S5CGSCDHTR
VYIDEAIDYLE

Miss Segquence

.GODRGFGFPTOR.L
.LCSLSSLALSHLGEQDLHLYSK.T
.TCEGDTTDMFSTR.G  Oxidation (M)
.FLYFDQSGDOTTLLLASDIR . K
FLYFDOSGDOTTLLLASDIRE. S
.SFETLEQHACPDME.E Cxidation (M)
.QHACPDMKEELQR. S
.KILETSHESME.D
KILETSHESMR.D Oxidation (M)
.ILETSHESME.D
.DAESSCGSCDHTR.I

.IFETVSLLR.S

. SYVPGEELYDPILVIDBATIDYLE. S

Oxidation (M)



Spot No.: 154

Mascot score: 127  Sequence coverage %: 33

NCBI accession No.: gi| 26450878

Matched peptides No.: 10 Total peptides No.: 14
Calculated Mr: 34325 Calculated pl: 5.09

Annotated PMF spectra:

1801.628

B0
Lol
50
45
40

35

a7 743 123,427
30 [
1219.501

25

o0 2162895

1808.680

5 1300.480 J 2524328

L] ,IJax .

(109,

b ' b L
1000 1500 2000 2500 mfz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

\

7

[ ]

A RS S

Number of Hits

?JHEHEEMHW

T T T T T I T 1
4] 8o Rie] 120 146
Probability Bazed Mowse Score

L=

[
Ll
Ll



Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

Matched peptides information:

Start
43
43

113
124
124
142
167
173
182
289

MT3ZNITPRL MATQOQLEMNAD
LDMLEAEGER LVFWVTHNZTE
TLOSINFPED EEVIVIGEER
MEHDHDVGAY VWEFDRYFHY
DAQEWAGGGS MUGALVGSTO
WGEDRLDTDIL FoONGECETL

FL3PEALAATV

End
55

55

123
140
141
166
172
181
193
297

Dhserved

1485.
1501.
1219.
1808.
1964.
2824.

897.
1123.
1391.
1098.

6061
6284
5011
6804
G144
3256
2426
4275
5129
3473

Mri{expt)
1484.
1500.
1218.
1807.
1963.
2823.

896.
1122,
1390.
1097.

5988
6211
4938
6731
8071
3183
2354
4202
5056
3400

Mri{calc)
1484.
1500.
1218.
1807.
1963.
2823.

896.
1122,
1390.
1097.

7908
7858
6860
8628
9639
4014
4068
5856
6663
5393

QLIDSVETFI
SREQYGEEFE
ILEELELAGFE
YREIQYGTLCI
REPLVWVGEPS
LVLIGWT3I3

ppm
-129
-110
-158
-105
-80
-29
-191
-147
-116
-182

LDCDGWIWESG DELIEGYEET
TLGLNVHEEE IFA3IFLAAR
QYLGGFDDGE ERQIELEFGEL
BEHPGCLEIA THRDAVTHLT
TFHMDYLADE FGIQEIQICH
MLESFPENEIQ PFDEYXTSEISD

Miss Seqgquence

1]

(=D =R = = = — I — I =]

RERRRRAARR

LIEGVPETLDMLE.A

LIEGVPETLDMLE.A Oxidation (M)
VYVIGEEGILK.E

ELELAGFQYLGGPDDGE.R

ELELAGF QYLGGFDDGER. Q
QIELEPGFLMEHDHDVGAVVVGEDR.Y Oxidation (M)
YFHYYEK.I

IDYGTLCIR.E

EHFGCLFIATHR.D

IQFDFYTSK.I



Spot No.: 155

Mascot score: 90  Sequence coverage %: 35

NCBI accession No.: gi| 225437683

Matched peptides No.: 20 Total peptides No.: 109
Calculated Mr: 46872 Calculated pl: 8.44

Annotated PMF spectra:

1102636 1305 725
64
60
54
9599 666
a0
45
40

1475.812
3a

20 1934.033

914,893

1638.920

2501.231

2717120 3079613

™

(109)

1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).

Number of Hits

||||||-||-‘I_|
i =]

Probability Bazed Mowse Score




Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MASVSTAPAS
ETGHITIVTTI
IFEVLQDERY
VPETVHRVIE
PONLLVMNPHT
¥TTAIDIWSA
MMNPNYTEFEF
ALIHPFFDEL
REQCAFLGL

ELREPHGHTV
GGKHGQPEQT
ENFEL(TMRL
HYHEMH(RMP
HOLELCDFGS
GCVLAELLLG
POIKAHPWHE
REFNTRLFNG

GVDRLPDEMH
ISYMAERVV
LDHPHYVYSLE
MIYVYELYTYQ
AFNLVEGELN
QPLFPGEIGY
IFHEFMPPEL
RFLFPPLFNFE

Matched peptides information:

Start

14

25

25

LT

92
104
114
120
161
165
165
1635
169
289
315
325
386
386

- End Ohserved HMri{expt)
- 13 1259,7054 1258.6981
- 13 1275.7016 1274.6943
- 24 1157.6387 1156.6314
- 33 1092 .5663 1091.5590
- 33 1124.6722 1123.6649
- 17 1638.9200 1637.9127
- 102 1220.7883 1219.7810
- 109 758.5155 757.5083
- 119 793.4953 792.4881
- 130 1234.6665 1233.6592
- 168 1090.5683 1089.5610
- 175 1426.7696 1425.7623
- 175 1442.7402 1441.7329
- 175 1458.7633 1457.7560
- 175 897.4932 896. 4859
- 299 1242 ,6827 1241.6754
- 324 1300.5975 1299, 5902
- 336 1369.7058 1368.6985
- 394 973.5891 972.5818
- 401 1773.8973 1772.8900

Mri{calc)
1258.6703
1274.6653
1156. 5473
1091.4627
1123.4525
1637.7831
1219.6118

757.4446

792.3800
1233.7081
1089.5138
1425.6931
1441.6880
1457.6829

896.4500
1241.6979
1299.6939
1368.7184

972.5314
1772.9971

DHMEIRDDEEN
HGIFGYWWEFQL
HCFFSTTEEE
ICRALAYTHG
ISYICSRYYR
DOLVETTEVL
VYDLYSRLLOY
PHELEGYEFVD

ppm
22 o -
23
73
[iti]
189
T3
139
g4
136
—-40
43
49
31
50
40
-18
-84
-14
52
—-60

O D DO ROROOOO

FRRREEODRERERRERRESERRDZD DD

EDTVVDGHGT
KECLETGETVA
ELYLMNLVLEY
GIGVCHRDIE
APELIFGATE
GTPTREETEC
SPNLRSTALE
MILYELIPEHA

Miss Seguence

MASYSTAPASGLR.E
MASYSTAPASGLR.E  Oxidation (M)
.EPHGHTVGVDR.L
.LPDEMNDME . I
.LPDEMHDMK . I
HGOPEQTISYMAER.¥ Oxidation (M)
.CLETGETVAIK.K

NLODER .Y

LELQTMR.L Oxidation (M)
.LLDHPH¥V¥SLE.H

.HYHEMHQR .M

MHQBMPMIYVE.L  Oxidation (M)
MHQEMPMIYVE.L
JMHQBMPMTIYVE. L
MPMIYYE.L Oxidation (M)
JYLGTPTREEIK. C

2 Oxidation (M)

2 Oxidation (M)
3 Oxidation (M)

AHPWHEIFHE . R
RMPPEAVDLVSR.L

-GVPVDMLVE.L Oxidation (H)

GVPVDMLVELIPEHAR . K



Spot No.: 156

Mascot score: 94  Sequence coverage %: 17

NCBI accession No.: gi| 159485986

Matched peptides No.: 10 Total peptides No.: 38
Calculated Mr: 48240 Calculated pl: 9.58

Annotated PMF spectra:

1531.694

1179.549

G44.458

1716.764

945 505 1365.572

717.358

17591.649

2040.833 {L

700 500 900 1000 1100 1200 1300 1400 1500 1800 1700 1800 1800 2000 2100 E
Probability Based Mowse Score:

Protein score is - 10¥Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

Number of Hits

T T - 1
tale] Qi 100
Probability Bazed Mowse Score



Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MPEGYGPQRL
LGELSPEEEP
VLHDGLDLFR
DWVAAVADTAG
SASGGASERL
LAEAFERARADE
REKARLERVT
TAFLARRRRLL
QERFLPAVAP
GYGYGI33FG

VIFTELAQASG
LPAAARALRA
ALIGEWVPGE
QAAASGAGTS
SGTGAGSEAT
FARAARAQARD
MPDESARVTL
AITGVTTDST
A3ZAAKPSLHI
AGIVGEIGYG

GIZISTLGIP
IERAHRAARD
WEGPDEDCQNM
QATAMNDGTT
EMSGLASYEE
AAFKSEAVAVL
MPGGD L SEW
VOAPANAPAR
AAPRGREALL
GRAGARPTGER

Matched peptides information:

GSAVNHSSREM
ATRSARQQKD
DOPSAGGSGS
QTSRQHTEDEG
APGAQEVDRL
AKALEAELLL
LAARLRPLIF
SLEPCGPGLS
LRGPGVGLNH
MGGSADSVLA

A000OPLERVT
FOTASPAGER
GIPRLAARRD
SCAEARRGTY
AbhAALAFRACH
AbhAALETARL
KPEIPEAPALT
ALOQALLARAGY
VAGTGTTWAG
TGREEGGY

Start End Dhserved Mri{expt) Mri{calc) pPpm Miss Segquence
1 9 1033.4805 1032.4732 1032.5175 -43 1 -.MPEKGY¥GPQR.L
4 9 677.3046 676.2974 676.3293 —-47 K.GYGPQR.L

7

B84
185
185
219
274
318
398

83

89

196
197
239
282
334
403

T16.3572
717.3576
1234.5882
1390.6256
2163.0287
844.4575
1716.7641
659.3703

s,
716.
1233,
1389.
2162.
843.
1715.
658.

3499
3503
5809
6183
0214
4502
7568
3630

T15.
716,
1233.
1389.
2161.9797
843.5178
1715.8301
658.3398

4089
3929
5222
6233

-82
-59
48
-4
19
-80
-43
35

R.AARALTR.S

R.SARQQK.D

R.(QHTEDGSGAEAR.R

R.(QHTEDGSGAEARR. G
K.ATEMSGLASVEEAPGAQEVDR.A Oxidation (M)
K. SKAVAVAAK.A

R.¥TGMPGGDGL SEWLAAR . L

R.AGVQER.F

OO FEQFEOQORRKEO



Spot No.: 157

Mascot score: 98 Sequence coverage %: 49
NCBI accession No.: gi| 312281705

Matched peptides No.: 25 Total peptides No.: 150
Calculated Mr: 48202 Calculated pl: 6.08

Annotated PMF spectra:

395626

115 1340590

40 1746.110
178824 1 q475018

2089.518

25 185.413

20 809 F3 2448.411

15 3154318

g o L EBDQi. 830

1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401

MARAVSTVGL
S5GESFEVVAV
GTGTHHAVLS
TLENIRVPLI
EPARLIRQRY
NATLMNIADN
EFFYWAPTRE
RVYDDEVREF
VME QENVERV

INRAPLSLNG
KEDKQTDGDR
SYEYISQGLR
LGINGGKGQG
REAADMIRKG
PTNVQLEGMY
DRIGVCKGIF
VEGLGVEKIG
QLADQYLNEA

SEAGRASVEL
WEGLAYDMSD
QYN LDNMMDG
ESFQCELVHMR
FMCCLFINDL
NEEDHNAEVFEI
ETDEINDEDI
FRLVHSEREGFE
ALGDANADAT

Matched peptides information:

Start
65
73

121
141
148
182
210
210
212
222
278
297
300
303
303
322
325
350
352
352
359
360
372
409
410

End Observed
72 1005.6833
87 1744.0665
140 2384.3450
147 809.6827
156 1059.791%9
204 2352.4498
218 1096.7576
218 1112.7508
218 T793.5775
236 17259.0484
2986 208%9.5182
302 T751.5327
309 1344.8954
309 940.6795
312 1340.8%00
349 3154.3180
349 2809.8298
358 1122.7735
358 895.6260
359 1023.7215
368 1105.8171
368 977.7059
377 T44.5939
432 2602.7464
432 2446.5957

Mr ({expt) Mr{calc) pRm
1004.6760 1004.4676 208
1743.0592 1742.7417 182
2383.3377 2383.0323 128

808.6755 808.5171 1986
1058.7846 1058.6124 163
2351.4423 2351.0443 169
1095.7503 1095.5382 194
1111.7435 1111.5332 189

T792.5702 T92.3687 254
1728.0411 1727.7430 173
2088.510% 2088.1619 167

T750.5254 T50.3330 256
1343.8881 1343.6332 190

939.6722 939.4603 226
1339.8827 1339.6309 188
3153.3107 3152.5666 236
2808.8225 2808.3%70 152
1121.7662 1121.5465 1986

894.6187 894.4083 235
1022.7142 1022.5033 206
1104.8098 1104.6173 174

976.6986 976.5229 180

T743.5867 T43.4402 197
2601.7391 2601.2783 177
2445.5884 2445.1772 168

TTFLGEKVVT
DOODITRGKG
FYIAPAFMDE
KMGINPIMMS
DAGAGRMGGT
IVTGNDFSTL
VTLVDQFPGQ
PVFEQPEMTL
DRGTFYG

Miss Segumence
1

DGEMEE. F

PEAAAADAARADDDADDOAARNR AR

KE.RLVHSR.E

OHHOFHRPRORORRFRORREROODORKHODOOOO

TSRFLQSNEK
LVDSVEFQLEM
LVVHITENFL
AGELESGNAG
TQYTVNNQMY
YAPLIRDGRM
SIDFFGALRA
EKLMEYGNML

QTDGDEWE. G
GLAYDMSDDQQDITR.G Oxidation (M)
QYNLDNMMDGFYTAPAFMDE. L
LVVHITE.N

NFLTLENIE.V
MGINPIMMSACELESCNAGEPAR.L 3 Oxidation (M)
YREAADMIR.K
YREAADMIK.K Oxidation (M)
EAADMIK.K Oxidation (M)
MCCLFINDLDAGAGR .M
VPIIVTGNDFSTLYAPLIR.D

Cxidation (M)

MEEFYWAFTE.E Oxidation (M)
FYWAFTR.E
FYWAFPTREDR. I
TDEINDEDIVTLVDOFPGOSIDFFGALR. A
INDEDIVTLVDQFPGOSIDFFGALR. A
ARVYDDEVR.E
VYDDEVR.K
VYDDEVEE.F
EFVEGLGVEK. I
K.FVEGLGVEEK. I

E.BEVQLADQYLNEAALGDANADAIDR. G
R.VOLADOYLNEAALGDANADATDR . G

Oxidation (M)



Spot No.: 158

Mascot score: 82 Seqguence coverage %: 54

NCBI accession No.: gi| 223515525

Matched peptides No.: 9 Total peptides No.: 55

Calculated Mr: 17518 Calculated pl: 10.83

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 ATVVERQAEY LAADGDHYRI (QLDGRHARLE ETLVAELERQER GAAELQLHDA
51 ABLEQECHPH HHHLDVFELD RIGFRQPHEA LHPEGAEV(ER AHAFEFGDREG
101 BEVAGPGEAG IPGVWRHYGHD HAYWTGCOALL TVWPFFIVGL KRHIRSAASH
151 AWSEIL

Matched peptides information:

Start - End Obhserved Mriexpt) Mri{calc) ppm Miss Seguence

6 - 19 1536.6396 1535.6323 1535.7804 -95 1 R.ROAEVLAADGDHVE.I
20 - 25 01,3802 00,3729 700, 38668 -20 0 R.IQLDGR.H

20 - 28 1065.4357 1064.4284 1064.5839 -146 1 R.IQLDGRHAR.L

39 - 52 1493.6025 1492.5952 1492 7495 -103 1 R.QRGAAEAQLHDAAR.L
76 - B4 1111.4633 1110.4560 1110.6159 -144 1 R.QPFHBALHPR.G

85 - 90 659.3662 658. 3589 658.3398 29 0 R.GAEVQR.A

91 - 101 1262.5222 1261.5149 1261.5952 -64 1 R.AHAFEFGDRGR.R
103 - 115 1179.4846 1178.4773 1178.6408 -139 0 R.VAGPGEAGIPGVE.H
146 - 154 906 .4189 905.4116 005.4355 -26 0 R.SAASAANSE.T



Spot No.: 159

Mascot score: 96  Sequence coverage %: 27

NCBI accession No.: gi| 166406194

Matched peptides No.: 15 Total peptides No.: 119
Calculated Mr: 47715 Calculated pl: 5.84

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MAQTLAASPT
QIDNSTINEY
EDPSELFPEWI
YTTPAGEFIPT
WPVGAYPGPO
PGOWEF OV GE
GAGCHTHNYST
FHETASTDQF
SLLAETTLLW

COMELTEPSS
ESLLHLDTEP
TDGSSTGOLP
NERLRAAETF
GPYYCGVGAE
SVGIELGDHY
ESHEEDGGFE
SHGVAHRGCS
EPTLELEALAL

IASSELWISY
FIDRITAEYI
GEDSEVILYP
SHEEVMEEIP
ESWGREDISDA
WCARYLLERI
VIEKEATLHLS
IFYVGRDTEEE
LOELSLEV

Matched peptides information:

Start
15
60
95

166
226
215
325
333
333
333
348
352
373
381
383

- End Ohse
- 25 1118.
- 74 1748.
- 108 1581.
- 173 879.
- 233 948.
- 279 693.
- 332 899,
- 346 1629.
- 346 1645.
- 347 1801.
- 367 2217.
- 367 1818.
- 379 804.
- 388 937.
- 3838 752.

rved HMri{expt)
6023 1117.5950
0518 1747.0445
8891 1580.8818
4962 676 .4589
5132 947.5059
4549 692.4477
6318 §695.6245
8539 1628.8466
8592 1644.8519
9793 1800.9720
2330 2216.2257
0300 1817.0227
4766 803.4693
5547 936.5474
4234 751.4162

Mri{calc)
1117.6343
1746.9152
1580.8297

§75.4498
947.4348
692.3857
§95. 5600
1628.7001
1644.6950
1800.7961
2216.0974
1816.8493
803.4137
936.4665
751.3501

VLEQEEQI3S
WIGESGIDLE
QALTFRDFFRG
WFGIEQEYTL
HYELCLYAGT
TEQAGVWVLTL
LEHMEHTSAY
GEGYLEDREFP

Ppm
-35
74
33
45
73
89
T2
20
95
98
58
95
69
86
[iti]

L]

SoHEHFROoORFEFoOOoODOoOOoOOoOOOO
ARREREEEIRIZIIAA

EVRSFEVHMLAL
SESETLEERPY
GHNILVICDT
LOPNVHWEPLG
NISGTNGEVH
DPEFPIEGDTIN
GEGHERRLTG
LINMDPYIVT

Miss Seguence

LTEPSSIASSK.L
VYESLLHLDTEPFIDR. I

. TLEKPVEDF SELPK.W
AAFETFSHE . K
DISDAHYE .A

YLLER.I

ATLHLSLE.H
.HMEHISAYGEGHER.R
.HMEHISAYGEGHER.R Oxidation (M)

HMEHISAYGEGHERR.L Oxidation (M)

LTGKHETASIDQF SWGVANR . G
.HETASIDQF SHGVAHER . G
.WGRDTEK.K

. GKGYLEDR.R

GYLEDR.R



Spot No.: 160

Mascot score: 120  Sequence coverage %: 50

NCBI accession No.: gi| 312281705

Matched peptides No.: 27 Total peptides No.: 147
Calculated Mr: 48202 Calculated pl: 6.08

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

31
101
151
201
251
301
351
401

MARAVSTVGA
SSCSFRVVAV
GTGTHHAVLS
TLENIKVPLI
EPARLIRQRY
NATLMNIADN
ERFYWAPTRE
RVYDDEVREF
VMEQENVERV

INRAPLSLNG
KEDKQTDGDR
SYEYISQGLR
LGINGGKGQG
REAADMIKKG
PTNVQLEGMY
DRIGVCKGIF
VEGLGVERIG
QLADQYLNEA

SGLAGALSVEL
WEGLAYDMSED
QYHNLDHMMDG
ESFQCELVML
FMCCLFINDL
HEEDNAEVEL
RETDEINDEDI
ERLVNSREGE
ALGDANADAT

TTFLGKEVVT
DQQDITRGEG
FYIAPAFMDE
KMGINPIMMS
DAGAGRMGGT
IVTGNDFSTL
VTLVDQFPGQ
PVFEQPEMTL
DRGTFYG

TSRELQSNEK
LVDSVFQAEM
LVVHITRNFL
ACELESCNAG
TQYTVNNQMV
YAPLIRDGRM
SIDFFGALRA
ERLMEYGNML

Matched peptides information:

Start - End Chserved Mr (expt) Mr{calc) pRm Miss Segqnence
51 - 61 1108.5867 1107.57%94 1107.6288 -45 1 E.S5GSFEVVAVE.E
65 - T2 1005.5475 1004.5402 1004.4676 T2 1 E.QTDGDEWE.G
73 - 87 1743.8751 1742.8678 1742.7417 T2 0 E.GLAYDMSDDQQDITR.G Oxidation (M)
121 - 140 2384.0544 2383.0471 2383.0323 & 0 R.QYNLDNMMDGFYIAPAFMDE. L
141 - 147 809.5610 808.5538 808.5171 45 0 E.LVVHITE.N
182 - 204 2352.175% 2351.1686 2351.0443 53 0 E.MGINPIMMSAGELESGHNAGEPAK.L 3 Oxidation (M)
208 - 211 622.3981 621.39%08 621.3347 90 1 R.QRYR.E
210 - 218 1112.6107 1111.6034 1111.5332 63 1 R.YREAADMIK.E Oxidation (M)
222 - 236 1712.8980 1711.89507 1711.7480 83 0 E.MCCLFINDLDAGAGR.M
222 - 236 1728.8831 1727.8758 1727.7430 77 0 E.MCCLFINDLDAGAGR.M Oxidation (M)
278 - 298 2089%.3015 2088.2942 2088.1619 63 0 R.VPIIVTGNDFSTLYAPLIR.D
278 - 296 2089.7555 2088.7482 2088.1619 281 0 R.VPIIVTGHNDFSTLYAPLIR.D
297 - 302 751.4040 750.3967 750.3330 85 1 R.DGEMEE.F OCxidation (M)
300 - 309 1344.7363 1343.72%0 1343.6332 71 1 R.MEEFYWAFTR.E Oxidation (M)
303 - 309 940.5599 939.5526 939.4603 98 0 E.FYWAFTR.E
303 - 312 1340.7522 1339.7449 1339.6309 85 1 E.FYWAPTREDR.I
322 - 349 3153.6023 3152.5950 3152.5666 9 1 R.TDEINDEDIVTLVDQFPGOSIDFFGALR.A
325 - 349 2809.4342 2808.4269% 2808.3970 11 0 E.INDEDIVTLVDQFPGOQSIDFFGALR.A
350 - 358 1122.6428 1121.6355 1121.5465 79 1 R.ARVYDDEVR.E
352 - 358 895.5063 894.49390 894.4083 101 0 R.VYDDEVR.E
352 - 359 1023.5947 1022.5874 1022.5033 82 1 R.VYDDEVEE.F
359 - 368 1105.6777 1104.6704 1104.6179 48 1 R.EFVEGLGVEE.I
360 - 368 977.5640 976.5567 976.5229 35 0 E.FVEGLGVEE.I
372 - 377 T744.5007 T43.4934 T43.4402 T2 1 E.RLVNSER.E
373 - 377 588.4139 587.4066 587.3391 115 0 R.LVNSR.E
409 - 432 2602.3869 2601.3796 2601.2783 39 1 E.EVQLADQYLNEAALGDANADATDR.G
410 - 432 2446.2937 2445.2864 2445.1772 45 0 R.VQLADQYINEAALGDAWADATIDR.G



Spot No.

1161

Mascot score: 84

Seqguence coverage %: 15

NCBI accession No.: gi| 116060520

Matched peptides No.: 7

Calculated Mr: 30727

Annotated PMF spectra:

Total peptides No.: 21

Calculated pl: 5.06
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Protein score is -10¥Log(P), where P is the probabhility that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1

L
101
151
201
251

MAASASSLAL
EWMNSFPASRFV
NWDSAQLAQL
QFHNGYTELDGE,
GIGHEVTVGH
TTDESQEVAN

33FNFPESLPF
FINVAITSEFE
FESAGNWVEIMY
PLFVHAGPPE
L3WVDDMAL
AIESLDGADL

GVIRPASVIL
VWEEDGFADWVA
EVITDEITGE
PEREDGESRG
ESZLFSEQGEV
DGROIFVSEDR

Matched peptides information:

Start
84
164
164
173
235
235
277

- End Obhserved Mri{expt) Mri{
- 92 1024.4478 1023.4405 1023,
- 172 B876.4655 875.4582 875.
- 173 1032.5032 1031.4959 1031.
- 179 B66.3694 B65.3622 865.
- 239 665.357h 664.3502 664.
- 243 1080.5080 1079.5007 1079.
- 286 1111.5543 1110.5470 1110,

LEPILSFELN 3D3VIFIIAlL
FPEEQSFSAD LELFVGNLFPF
SRGFGFVTHS SVIEVERLAQ
PRIZFGIZGE GYGEGGGEIGA
VELARWIYDRD SGRIEGFGFW
EARPPREOY
calc) ppm Miss Sequence
4873 -4d6 0 K.EQSFSADLE.L
4865 -32 0 R.VHAGPPPPEK.R
5876 -89 1 R.VHAGPPPPER.E
4042 -49 1 K.BEDGFSR.G
3544 -6 0 R.VIYDR.D
5360 -33 1 R.VIYDRDSGR.S
5781 -28 0 R.VSEAEARPPR.R



Spot No.: 162

Mascot score: 93  Sequence coverage %: 33

NCBI accession No.: gi| 15240578

Matched peptides No.: 26 Total peptides No.: 129
Calculated Mr: 77064 Calculated pl: 5.17

Annotated PMF spectra:
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Probability Based Mowse Score:

DProtein score is -10%Log(P), where P is the probabilitv that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701

MASSAAQIHI
FT3AFLEMGE
TIVTHNAEGOER
BREMHEVAEES
DDASEFLMNDE
ASLAYGFERE
DD FDERVVDY
NMSLPFITAT
SFEDIDEVIL
FVLIGDVIDI
ADGQTSVEINH
AGILEVIAS
FDATDTEIIQL
STOEIEDTHL
EGGDNGEDV I

LGGIGFPTIS
FMNMNMASEYTV
TTPEVVAYTE
EQVSYBVIED
VTEAVITVPA
SNETILVFDL
LASTFEEDEG
ADGPEHIETT
YGGSTRIPAY
VLLDVTPLIL
VYLOQGEREFVYER
DEGTGEEQD I
DEVWYOTEED
ALMNOQEVMOQTIG
DADFTDEN

S3333TEMNLDN
GPVEVVNEEY
SEDRLVYGQIA
EHGHVELDCP
YFHDSQRTAT
GGGTFDWSVL
IDLLEDEQAL
LTRGEFEELC
QDLYRELTGE
GLETLGGWVHT
DHESIGSFRL
TITZASTLFPE
LEELGEEIPG
QSLYNQPOPG

Matched peptides information:

KTNSIPRSVF
VGIDLGTTNS
KRQAVVHPEN
AIGKQFAAEE
KDALGRIAGLE
EVGDGVFEVL
QRLTELLAEEL
SDLLDRVRTP
EPNVSVNPDE
KIIPRNTTLP
DGIPPLPRGV
DEVDTMV(QEA
PVKEKVEALEL
GADSPPGGEL

FGNRTSFPFTT
LVAAMEGGEP
TFFSVKRFIG
ISAQVLRELY
VLRITIHEPTA
STSGDTHLGG
EIELSSLTOT
VEHSLRD AKL
VWALGAAVOR
TSESEVFSTA
POIEVEFDID
ERFAEEDEEE
QELEEEIASE
S3SSDTSSSA

Start - End Ohserved Mr{expt) Mr{calc) Ppm Miss Segquence
125 - 131 728.4366 727.4293 727.4592 -41 0 R.LVGQIAK.R
133 - 147 1736.0425 1735.0352 1734.9053 15 1 BR.QAVVHPEHTFFSVER.F
148 - 152 648.4318 647.4245 647.3867 58 1 R.FIGRR.M
153 - 161 1036.5963 1035.5890 1035.4542 130 0 R.MHEVAEESK.(
162 - 166 652.4084 651.4011 651.3340 103 0 K.QVSYR.V
167 - 176 1115.6327 1114.6254 1114.5982 24 1 R.VIKDEWNGHVE.L
170 - 184 1629.8887 1628.8814 1628.7828 61 1 K.DEHGHVELDCPAIGK.D]
185 - 197 1461.9123 1460.9050 1460.7623 98 0 K.QFAAEEISAQVLE.K
185 - 198 1589.9552 1588.9479 1588.8573 57 1 K.(QFAAEEISAQVLEEK.L
198 - 205 903.5664 902, 5591 902.4821 85 1 R.KLVDDASR.F
214 - 227 1580.9592 1579.9519 1579.7995 a7 0 K.AVITVPAYFHNDSQR.T
236 - 243 870.6306 869.6233 8690.5334 103 0 PR.IAGLEVLR.I
244 - 259 1752.0660 1751.0587 1750.8890 a7 0 PRB.IIHEPTAASLAYGFER.K
307 - 316 1165.6594 1164.6521 1164.6179 29 0 R.VVDWLASTFE.K
318 - 327 1145.6543 1144.6470 1144.5975 43 1 K.DEGIDLLEDEK.QD
328 - 332 615.4082 614.4009 614.3500 83 0 K.QALQR.L
366 - 373 970.6167 269.6004 9690.5243 88 0 K.HIETTLTR.G
389 - 396 915.5648 914.5575 914.4821 82 0 PR.TPYEHSLR.D
400 - 416 1849.1702 1848.1629 1847.9993 89 1 K.LSFEDIDEVILVGGSTR.I
404 - 416 1373.8522 1372.8449 1372.7198 921 0 K.DIDEVILVGGSTR.I
417 - 425 1010.6926 1009.6853 1009.5920 92 0 R.IPAVQDLYR.K
494 - 516 2437.3228 2436.3155 2436.1769 57 0 K.SEVFSTAADGQTSVEIHNVLQGER.E
517 - 523 907.5413 906 . 5340 906.4559 86 1 R.EFVRDNHK.S
524 - 529 666.4117 665.4045 665.34907 82 0 K.SIGSFR.L
581 - 592 1421.7814 1420.7741 1420.6140 113 0 K.DEVDTMV(QEAER.F
647 - 656 1033.6062 1032.5989 1032.5451 52 0 K.IASGSTQEIK.D



Spot No.: 163

Mascot score: 110  Sequence coverage %: 31

NCBI accession No.: gi| 116059538

Matched peptides No.: 23 Total peptides No.: 87
Calculated Mr: 62851 Calculated pl: 6.32

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P). where P is the probahility that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

in Bold Red

1 MEHDEELRAR FPDAALDDST MWDDWITALYV RALATEATTSG RGTVACLARE
51 LETDADRALA ALADEEDIARS SISADGSVSR EAHELAMLTA ATARIGIRTE
101 GDWSYRIVCA SADSRGTLAQ ISTATEQCEM TVRDANCCVD VAGWTLCFFT
151 ATGWEGEGEN DLEAALOQDAL DADEVFHQLG ERTRETVVHEREE SFLEHEGSPT
201 TSHGDGASEY ALRBMNSAEL GESIEL3IEDD 3FNGIRERET SSWERVGSPS
251 LDDCTWIVAD INGRELHIGE EVSSGSFGAL YRGTYSTRSD DGTLHRRVWVAL
301 LEYLESVDHG GHFDARBDFF (QEVREILREIN HENVIGYWGS VIEGODLCLI
351 TEFAGWGHNLI DYMAAFNRPF GTREVARITL GIARGMHFIH EGLEMMHEDL
401 KASNVLLDDS LTPEICDFGL ARVMAKNPGQ MTAETGTYRW MAPEVIGHMO
451 YDYIALDVYAF AILFWEILTG GOVPFAELNE LOQAAVAVVOE GMRPEIPRHC
501 DPYLVEIMBRE CWETAPSARF TFREVLVAMFE AYLDVLFPERE (QAEEEECQEREPF
551 3SEFFRUEQEE E3CN
Matched peptides information:
Start - End Dh=erved Mriexpt) Mri{calc}) ppm Miss Sequence
3 - 10 1025.5611 1024.5538 1024.5050 48 1 R.HDEELEAR.F
36 - 41 592.2698 591.2625 591.2976 -59 0 K.ATTSGR.G
70 - 80 1065.6386 1064.6313 1064.5098 114 0 R.SSISADGSVSR.E
101 - 106 696.4911 695.4839 695.3239 130 0 K.GDVSYR.I
175 - 181 805.4892 804.4820 804.4494 41 0 K.YFHQLGK.R
193 - 209 1713.9145 1712.9072 1712.8078 58 1 R.LEHEGSPTTSHGDGASR.V
210 - 214 614.2993 613.2921 613.4024 -180 1 R.VALRR.M
237 - 245 1092.6358 1091.6285 1091.5207 99 1 R.EBETSSVER.V
239 - 245 807.5043 806.4970 806.3770 149 0 R.ETSSVER.V
265 - 271 802.4881 801.4808 801.4232 72 0 R.ELWNIGEK.V
272 - 288 1809.0076 1808.0003 1807.8853 64 1 K.¥SSGS5FGALYRGTYSTR.S
289 - 296 877.3896 876.3823 876.3937 -13 0 R.SDDGTLHR.R
289 - 297 1033.6057 1032.5984 1032.4948 100 1 R.SDDGTLHRE.V
306 - 317 1307.7960 1306.7887 1306.6014 143 1 K.SVDHGGHFDARRE.D
318 - 327 1322.7669 1321.7596 1321.7143 34 1 R.DFFQEVRILR.K
378 - 394 1870.0325 1869.0252 1869.0294 -2 1 R.ITLGIARGHMNFIHEGLE.M
385 - 394 1145.6779 1144.6706 1144.5699 88 0 R.GMHFIHEGLE.M
385 - 398 1717.0239 1716.0166 1715.8058 123 1 R.GMNFIHEGLEMMHR.D Oxidation (M)
395 - 398 606.1959 605.1886 605.2414 -87 0 EK.MMHR.D 2 Cxidation (M)
415 - 422 951. 5641 950.5568 950.4644 97 0 K.ICDFGLAR.V
491 - 498 971.61481 970.6108 970.5018 112 0 R.GMRPEIPR.H Oxidation (M)
499 - 510 1537.8591 1536.8518 1536.7428 71 1 R.HCDPYLVEIMRE.C
540 - 546 861.3691 860.3618 860.4239 -2 1 R.EQAEEEK.(



Spot No.: 164

Mascot score: 181  Sequence coverage %: 58

NCBI accession No.: gi| 26450878

Matched peptides No.: 18 Total peptides No.: 62
Calculated Mr: 34325 Calculated pl: 5.09

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

HMTS5HITPRA
LDMLRAKGER
YLQSINFPED
HEHDHDVGAV
DAJEWAGGES
VGDRLDTDIL
FLSPERATV

MATQQLENAD QLIDSVETFI
LVFVTNNSTE SREQYGKKFE
KEVYVICEEG ILERELELAGF
VVGFDRYFNY YRIQYGTLCI
MVGALVGSTQ REPLVVGEPS
FGQNGGCKTL LVLSGVTSIS

Matched peptides information:

298

305

Observed

1485.
1501.
1278.
1365.
1347.
1218.
1808.
1965.

897.
1123.
1391.
2830.
2173.

592.
1081.
2134.
1098.

9086.

8210
8456
7359
7049
7600
7212
5207
0520
4318
6373
7208
5316
1747
2954
5228
1573
5612
5189

Mr (expt) Mr(calc) DR
1484.8137 1484.7908 15
1500.8383 1500.7858 35
1277.7286 1277.7032 15
1364.6976 1364.7412 -32
1346.7527 1346.7809 -21
1218.713% 1218.6860 23
1807.9134 1807.8628 28
1964.0447 1963.9639 41

B96.4245 B896.4068 20
1122.6306 1122.5856 40
1380.7136 1390.6663 34
2829.5243 2B29.3352 a7
2172.1674 2172.0483 55

591.3881 591.3380 85
1080.5155 1080.4692 43
2133.19%06 2133.1239 31
1087.553% 1097.5393 13

305.5116 905.4858 28

LOCDGVIWEG DELIEGVPET
TLGLHNVHNEEE IFASSFALLD
QYLGGPDDGE RQIELEPGFL
EENPGCLFIA THEDAVTHLT
TFMMDYLADE FGIQESQICH
HMLESPENEILIY PFDFYTSELISD

Miss Seguence
0 K.LIEGVFETLDMLR.A

E.RLVEVTNNSTE. S

. LVFVTHNSTESR. K
-EVYVIGEEGILK.E
VYVIGEEGILELE
-ELELAGFQYLGGFDDGE. R
-ELELAGFQYLGGFDDGER.
YFNYYR. I
-IQYGTLCIR.E
-ENFGCLFIATNR.D

.EPLVVGEPSTFIMMDYLADK. F
.FGIQK.S

.SQICMVGDR.L Oxidation (M)
. TLLVLSGVTSISMLESPENK. I
.IQPDFYTSK. I

. ISDFLSPK.A

0DOoO0O0O00O0000ROORRERO
HEEERY DD YRR

E.LIEGVPETLDMLR.A Oxidation (M)

. DAVTHLTDAQEWAGCGSMVGALVGSTOR.E  Oxidation (M)
2 oxidation (M)

Oxidation (M)



Spot No.: 165

Mascot score: 109  Sequence coverage %: 58

NCBI accession No.: gi| 7525040

Matched peptides No.: 26 Total peptides No.: 178
Calculated Mr: 53957 Calculated pl: 5.38

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MRTHPTTSHP
GEDTLGQEIN
PVGGATLGRI
TGIEVVDLLA
GVGERTREGH
LTALTHAEYF
TLSTEMGTLQ
VLIRGLAAEG
LODITATLGL
LAETIRGFNL

EVSIREKKHL
VTCEVQQLLG
FHVLGEPVDH
PYRRGGKIGL
DLYMEMKESG
RDVHE(QDVLL
ERITSTKEGS
IYPAVDPLDS
DELSEEDELT
ILSGEFDSLP

GRILAQTITGPV
HHRVEAVAME
LGPVDTRTTS
FGGAGTEETV
TINEQNLAES
FIDHIFREFV(]
ITETOAVTVE
TSTMLOPRIV
VARARETERF
EQAFYLVWGN I

Matched peptides information:

206
232

278
292
355
360
360
379
393

- End ODhserved Mri{expt) Mri{calc) ppm
- 15 1702.8993 1701.8920 1701.8468 27
- 22 587.3671 586.3598 586.3551 8
- 50 1277.6726 1276.6653 1276.6849 -15
- 13 2614.3503 2613.3430 2613.2929 19
- 13 2401.2487 2400.2414 2400.1703 30
- 87 1249.6223 1248.6150 1248.6496 -28
- 109 2330.2193 2329.2120 2329.1519 26
- 109 2174.1402 2173.1329 2173.0508 38
- 127 1955.0870 1954.0797 1954.0160 33
- 134 783.4099 782.4026 782.4286 -33
- 154 1007.5456 1006.5383 1006.3699 -31
- 163 1045.6027 1044.5954 1044.5968 -1
- 164 1201.6779 1200.6706 1200.6979 -23
- 178 975.5296 974.5223 974.5549 -33
- 205 1328.6974 1327.6901 1327.6633 20
- 217 1518.7435 1517.7362 1517.6490 57
- 246 1617.8494 1616.8421 1616.7981 27
- 261 1487.7927 1486.7854 1486.7490 25
- 277 1950.0415 1949.0342 1945.9894 23
- 291 1433.7987 1432.7914 1432.7674 17
- 312 2328.1795 2327.1722 2327.0773 41
- 378 2501.3239 2500.3166 2500.2995 7
- 378 2061.1146 2060.1073 2060.0248 40
- 378 2077.1026 2076.0953 2076.0198 36
- 392 1630.8577 1629.8504 1629.7998 31
- 397 645.3808 644.3735 644.3606 20

LDVAFPPGEM
ATEGLKRGMD
PIHKSAPLFI
LIMELINNIA
EVALVYGQMH
AGSEVSALLG
ADDLTDPAPAL
GEEHYETAQQ
LSQPFFVAEY
DEATAKATNL

Miss Sequence

PHIYHALVVK
VVDMGHPL SV
ELDTEKLSIFE
FAHGGVSYFEG
EPPGARMRVG
RMP SAVGY (P
TTFALHLDATT
VEQTLQRYKE
FTGSPGETVG
EMESKLEK

1 -.MRTHPTTSHPEVSIR.E

KHLGE.I

TTSPIHE

CoOO0CoHROCOODOOHKOOKOODOoOOKRKEDHKOSHR
FRERRROARARARRAARRDORERARRAR

QTLQR.Y

.5

LSIFETGIK.V
VVDLLAPYR.R
VVDLLAFPYRR.G
IGLFGGAGYGE. T
AHGGYSVEGGYGER . T
TREGHDLYMEME . E

MPHIYHALVVE.G OCxidation (M)
GRDTLGQEINVTCEVQ(QLLGHHER .V
DTLGQEINVTCEVQQLLGHHR .V
AVAMSATEGLER.G Oxidation (M)
BRGMDVVDHMGHPLSVPVGGATLGR . I
GMDYVDMGHPL SVEVGGATLGR . T
IFHVLGEFYDHNLGEVDTR. T

2 Oxidation (M)
2 Oxidation (M)

2 Oxidation (M)
VALVYGQMHEPPGAR.M Oxidation (M)
VGLTALTMAEYFR.D Oxidation (M)
DVHEQDVLLF IDHIFR.F
FYQAGSEVSALLGR .M
MPSAVGY(QPTLSTEMGTLQER. I
GLAAKGIYPAVDPLDSTSTMLQPR. I
GIYPAVDPLDSTSTMLQPR.T
GIYPAVDPLDSTSTMLQPR.T
IVGEEHYETAQQVE. Q

2 Oxidation (M)

Oxidation (M)



Spot No.: 166

Mascot score: 128  Sequence coverage %: 32

NCBI accession No.: gi| 21537360

Matched peptides No.: 14 Total peptides No.: 27
Calculated Mr: 39459 Calculated pl: 6.97

Annotated PMF spectra:

1533.821

& 2163.059
883.037

1402.724

B94.179 [ : 12595.596
" 4

”L [ 'Jl il 4 . hie s N "

Pl— b W = (100 =] 00 WD

—_
i
o

700 800 900 1000 1100 1200 1300 1400 1300 1600 1700 1800 1900 2000 2100 2200 2300 m/iz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

IVEITPHALS
HELLER3VIIC
ETIFEFYTECL
EYDIGAGFGH
DPDGYEFELL
PEYEYTTIAMM
TAEATELF GG

SIRPSLACFS
LFJAESGELL
GMELLERERD I
FGIAVDDWVAE
ERGPTPEFLC
GYGPEDEF PV
EITEEPGFLE

D3PFFFISLL
Q3TTODDLLT
PEEEYTMAFL
TVELVEAEGS
CVHLEWGDLID
LELTYMYGVT
GISTEITACL

Matched peptides information:

Etart - End Ohserved Mri{expt) Mri{calc)
25 - 36 1402.7240 1401.7167 1401.8092
88 - 95 1073.4019 1072.3946 1072.5964
89 - 95 917.4062 916.3990 916.4953
89 - 95 933.3959 932.3887 932.4902

105 - 113 1164.4500 1163.4427 1163.4991
182 - 190 968.4315 267.4242 267.5451
194 - 212 2255.16875 2254.1802 2254.,1521
207 - 212 806.3209 805.3136 805.4334
226 - 231 674.2248 673.2176 673.3395
239 - 246 952.4013 951.3940 051.4848
247 - 254 1022.4218 1021.4145 1021.4828
255 - 267 1475.7058 1474.6985 1474.6472
326 - 336 1275.5213 1274.5140 1274,5965
337 - 347 1296.5965 1295.5892 1295.6762

SEHLSRTLHY
W FID EFRML
GYGPEDIHFWV
EWSREF GPVE
RAIEFYEEAF
EYDEGMATAC
DPDGHESVEY

Ppm
-66 1

-188
-105
-109
-48
-125
12
-149
-181
-95
-67
35
-63
-67

(=T = — T — I — = I R = R R

PO3QOLFGLTS
HYWYRVGDHD
IELTYNYGVD
GGETYIAFTE
GMELLERTRDH
ISIGTDDVYE
DHIDFLEELE

Miss Seguence

.FPISLLSRHLSR.T
RMLHVVYR .V

MLHVVYR .V

MLHVVYR.¥  Oxidation (M)

VWSREPGEVE. &

. TVIAFTEDFDGYEFELLER. &
FELLER. G
.WGDLDR.&
AFGMELLR.T
. TRDHPEYK. ¥
YTIAMMGYGPEDK.F
.ITACLDEDGHE. S
SVFVYDHIDFLE.E

Oxidation (M)

ARAEREARRAD DR

CFYTECLGME.L Oxidation (M)



Spot No.: 167

Mascot score: 168

NCBI accession No.: gi| 15239061

Matched peptides No.: 15

Calculated Mr: 30685

Annotated PMF spectra:

115
110
105
100
95
a0
85
80
75
70
B5
B0
55
50
45
40
35
30
25
20
15
10
5
(1

Probability Based Mowse Score:

Total peptides No.: 33

Calculated pl: 4.99

Sequence coverage %: 46

2162.896
1740.622
B59.265
872.373
1679.703
805.315
1031.313
962.391
187 414 1443.531
U Y L ‘hl¢ PR inde
700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 2200 iz

Protein score is -10%Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MFEHDYDTDY TTWSPTGRLE QVEYAMEAVE (QGSAATGLRS RESHWWLACWN
51 EAQIEL3SHO REIFEVDDHI GVAIAGLTAD GRVLSRYMRS ESTHHSFTYE
101 SPLPYGRLVYV HLADEAQWCT QRIWEREPYGV GLLVGGLDES GAHLYYWNCPS
151 GHNYFEYOQAFL IGERIQLAKT ¥YLERFFESFG DSSREDLIED ATLAVBETL()
201 GETLESZLCT VAILGYDEPF HFLDOQEAIQE VIDTFEEWFE EEEGEGEAGE
251 GEAEALEAAP AERGGGVAGD QDVAPMEM

Matched peptides information:

Start - End Dhserved HMr{expt) Hr{calc) Ppm HMiss Seyquence
4 - 18 1740.6225 1739.6152 1739.7751 -92 0 ER.HQYDTDVTTWSPTGR.L
19 - 30 1443,5313 1442.5240 1442.7115 -130 0 R.LFQWEYAMEAVE.(Q Oxidation (M)
31 - 39 §72.3729 871.3657 871.4875 -140 0 K.(QGSAAIGLR.S
66 — B2 1679,.7027 1678.6954 1678.8639 -100 0 EK.¥YDDPHIGVAIAGLTADGR.V
90 - 107 2019.8128 2018.8055 2018.9698 -81 0 R.SESIHHSFTYESPLPVGR.L
116 - 122 862.3057 861.2984 861.4127 -133 0 EK.AQVCTQR.S
170 - 174 681.2474 680.2401 630.3493 -161 0 EK.TYLER.R
175 - 184 1187.4136 1186.4063 1186.5367 -110 1 R.RFESFGDSSR.E
176 - 184 1031.3127 1030.3054 1030.4356 -126 0 R.FESFGDSSR.E
176 - 189 1629,.5785 1628.5712 1628.7682 -121 1 R.FESFGDSSEEDLIK.D
185 - 196 1355.6527 1354.6454 1354.7820 -101 1 R.EDLIKDATLAVR.E
190 - 196 757.2913 756.2840 756.4494 -219 0 K.DATLAVR.E
190 - 205 1756.5701 1755.5628 1755.9730 -234 1 K.DATILAVRETLQGETLK.S
197 - 205 1018.4001 1017.3928 1017.5342 -139 0 R.ETLOGETLE.S
264 - 278 1433.5762 1432.5689 1432.5963 -19 0 ER.GGGVAGDOIDVAPMEM. -



Spot No.: 168

Mascot score: 96  Sequence coverage %: 33

NCBI accession No.: gi| 15220151

Matched peptides No.: 8 Total peptides No.: 29
Calculated Mr: 30619 Calculated pl: 4.97

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1 MHFEHQYDTDY TTWSPTGRLE (VEYAMEAVE Q(QGSAATGLERS RESHVWLACVN
51 FEAQSELSS5H) REIFEVDDHI GVAIAGLTAD GEVLSEYMRS ESIHHSFTYE
101 SPLPVGRLWVYV HLADEAQVCT QR3IWEEPYGV GLLVWGGLDES GAHLYYMCEPS
151 GHYFEYTQAFAL IGSEIQLAKT YLEREFESFQ ESSEEDLIED ATMATRETLOQ
201 GETLESSLCT VWSVLGVDEPF HFLDQEIIQE VIDTFEEWFPE EEEDAGEGEL
251 EPEAAPGAAG TGEQGGIGDO DVAPMET

Matched peptides information:

Start - End Observed HMriexpt) Mri{calc) ppm Miss Segquence

4 - 18 1740.5595 1739.5522 1739.7751 -128 0 R.HQYDTDVTTHSPTGR.L
19 - 30 1443.5189 1442.5116 1442,7115 -139 0 R.LEQVEYAMEAVE.(]) Oxidation (M)
31 - 39 872.3471 871.3398 871.4875 -169 0 K.QGSARAIGLR.S
52 - 61 1142.3970 1141.3897 1141.5476 -138 0 K.AQSELSSHQR.K
66 — B2 1679.6700 1678.6627 1678.B8639 -120 0 K.¥DDPHIGVATAGLTADGR .V
90 - 107 2019.7471 2018.7398 2018.9698 -114 0 R.SESINHSFTYESPLPV¥GR.L

170 - 174 681.2157 680.2084 680.3493 -207 0 K.TYLER.K

190 - 196 805.2726 804.2654 804.4164 -188 0 K.DATMAIR.E Oxidation (M)



Spot No.: 169

Mascot score: 94 Seqguence coverage %: 15
NCBI accession No.: gi| 225461150

Matched peptides No.: 12 Total peptides No.: 33
Calculated Mr: 86688 Calculated pl: 6.66

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
a0
a5
601
651
T01
751

MVGPANSGRT
RMRGENEFNL
CAERKCNELE
SLTREREARL
NTSLQQYNSK
TLTRASQDEA
KYKECTGKSF
SDLSAMETRT
KGNIRVECRV
FDEVEMEDAP
PGNPEQKGLI
TNRSCSDVSR
DQARQSRSVE
GSERLSKSGES
YLLQPCLGGD
TNMRESDSRL

RQAFSVVNGG
KEKCDQMMDY
VLMENKEEEL
ARERLQTSLT
LGTELETVHNE
MEQREALVND
AELENLSLES
EYEEQEKLIH
RPLLADDSAR
QOEVEVEISQ
PRSLEQIFET
TENGVAGKQY
KTGMNEQSSR
TGDRLEETQA
SKETLMEVNIS
5YG

QENGGPPSSA
IRKLRLCIEW
NSIIMELREN
DELGKAQREH
ALKRVEKEKRA
VVCLRGELQQ
NELEARCLS(Q
DLGNRLADAE
EAKVISYPTS
LVQSALDGYK
RQSLESQGWEK
AIKHDGNGNT
SHEVFTLRIS
INKSL35L5D
PDPSSLGESL

Matched peptides information:

Start
1
42
56
117
146
255
347
348
447
508
531
749

- End Chserved Mr (expt)
- 11 1145.5746 1144.5673
- 53 1434.8466 1433.8393
- 61 T63.4122 762,4049
- 128 1475.8236 1474.8163
- 156 1234.6996 1233.6923
- 264 1179.46400 1178.6327
- 359 1493.8309%9 1492,8236
- 359 1365.7246 1364.7173
- 453 881.4618 880.4545
- 521 1658.9956 1657,.9883
- 546 2019.0557 2018.0484
- 754 805.4046 804.33973

Mr(cala)
1144.5771
1433.7072

762 .4388
1474.7337
1233.6387
1178.5350
1492.7555
1364.6606

8380.4079
1657.9151
2017.9489

804.4024

GSECGGIEFT
FQELEGSYLL
CASLHEKLTK
LSASQEITSL
AVVENLSTLR
ARDDRDRYLS
SDQIKALQDK
IKIIEGEKLR
TEFFGRGIDL
VCIFAYGQTG
YEMQVSMLEI
HVSDLTVVDV
GVNESTEQQV
VIFALAKKED
CSLEFARRVN

ppm
-9 1
92
—a4
56
43
83
16
a2
53
44
19
-6

HFOKROORRROR R

KEDVEALLNE
EQEKLENMLD
EESERLAAMD
NDMYKRLQEY
GHYNALQDQF
QVEVLTTEVV
LGAREKRLQV
¥ELHNTILEL
MQSGQKHSFT
SGETHTMMGR
YNETIRDLLS
RSTREVSFLL
QGVLNLIDLA
HVEFRNSKLT
ACEIGIPRRY

Miss Seqnence

- . MVGPANSCRTR.
FE.EDVEALLNEEME.G Oxidation (M)
K.NEFNLE.E
K.EEELNSIIMELR.K
K. LAAMDSLTREK.E
L.ASQDEAMEDR.E Oxidation (M)
H.HLQWVSDLSAMETR. T
K. LOVSDLSAMETR. T
K.HSFTFDE.V
KE.GLIPRELEQIFETR.Q
K. YEMQVEMLEIYNETIR.D
B.ROTHMR. P

Oxidation (M)
Oxidation (M)



Spot No.: 170

Mascot score: 84  Sequence coverage %: 21

NCBI accession No.: gi| 15240013

Matched peptides No.: 6 Total peptides No.: 10
Calculated Mr: 35349 Calculated pl: 5.55

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10¥Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MAaAZLO3TAT
FOSDFEDFT
TYMEVEGTGT
AFHAPPEF QH
YOLPGGERYE
TGYDHAVALP
GVFESLOQPID

FLOZAKTATA
KC3DAVETIAG
AMQCPTIDGSE
TELMTRELTYT
FLETVEQLDA
AGGRGDEEEL
TDLGAKVPED

PERGESHLES
FALATSALVY
AETFRFEPGE
LDEIEGPFEY
AGEPDEFTGE
VEENVENTAL
VEIQGVITG0

TQAVGESFGL
AGAZAEGAPE
TAGKEFCFEP
AZDGEVNFEE
FLYPSYRG3S
AVGEITLEVT
LE

ET33ARLTCS
BLTYDEIQSKE
TEFTVEADSY
EDGIDYAAVWT
FLDPEGRGGS
KZKPETGEVI

Matched peptides information:

Start -
21 -
153 -
190 -
209 -
231 -
248 -

End
100
162
208
216
237
264

ppm Mizs Seguence

6459 8 1 K.RLTYDEIQSK.T

5513 5 K.HAPPEFQHTK.L

9593 -0 K.EEDGIDYAAVIVQLPGGER.V
5637 -09 R.VPFLFTVE. ()

4807 -47 K.FLY¥PSYR.G

7485 36 R.GGSTGYDHAVAI PAGGR .

Ohserved
1252 .6627
1145. 5645
2018.9656

950.4765

881.4463
1562.8119

Mri{expt)
1251.6554
1144 .5572
2017.9583

949.4692

880.4390
1561.8046

Mri{calo})
1251.
1144.
2017.

949,
880.
1561.

(=T~ — N — ]



Spot No.: 171

Mascot score: 119  Sequence coverage %: 29

NCBI accession No.: gi| 49359169

Matched peptides No.: 9 Total peptides No.: 18
Calculated Mr: 37078 Calculated pl: 6.78

Annotated PMF spectra:

r2019.107

26
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23
22
2
20
19
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11 2163.224
10 1145605

555,346 950.576

805.413
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MGREELELIE

EGAPERLTYD

VIHFEEEDGID

YRGPSFLDFPE
TLEVTESEFPE

RHSVAMALSL QSAATFFOSA
E3FGLETA33A RLTCEYOSDI KDFAGECIDA
EIQSKTYMEY KCGTGTANQCE
FCFEPFTSFTV HKHAE3VIFKHAFP PEFQHTELMT
YAAVTVWOLPG GERWPFLETV
GRGGSTGYDH AVAI PAGGRG
TGEVIGWFQI LOP3DTDLGA

Matched peptides information:

Start
106
116
151
168
205
224
232
246
263

- End ODhserved
- 115 1252.7434
- 121 786.3347
- 161 1362.7367
- 177 1145.6049
- 223 2019.1073
- 231 a50,. 5762
- 245 1477.8415
- 252 881.5084
- 279 1562.8884

Mri{expt)

1251,
785.
1361.
1144,
2018,
949,
1476,
680,
1561.

7361
3274
7294
5976
1000
5689
6342
5011
6611

Mri{calc)

1251,
T85.
1361.
1144,
2017,
949,
1476,
680,
1561,

6459
3629
6326
5513
9593
5637
7209
4807
7485

EISTAP3RGS
VEIAGFALAT
TIDGGISETES
ELTCTLDEIE
KEQLDASGEPD
DEEELSEENV
EVPEDVEIQG

Ppm

T2
-45
71
40
70

5

7
23
a5

1

oooocoooo

BHLESAQTVG
SALVVIGAIA
FEPGEYAGEE
GPFEVI3DGS
HETGEFLYFPS
EMNTAASVGETL
VIITGOLE

HMiss Seguence

.RLTYDEIQSK.T
.TYMEVE.G Oxidation (M)
FCFEPTSFTVE.A
.HAPPEF(QNTK.L
.EEDGIDYAAVTV(QLPGGER .V
.VPFLFTVK. ()

. DLDASGEPDHFTGK . F
.FLVPSYR.G

. GESTGYDHAVALPAGGR . G

TEERARERENX



Spot No.: 172

Mascot score: 84  Sequence coverage %: 21

NCBI accession No.: gi| 18408627

Matched peptides No.: 9 Total peptides No.: 22
Calculated Mr: 34680 Calculated pl: 8.31

Annotated PMF spectra:

r2019.107

26
25
24
23
22
21
20
19
18
17
16
15
14
13
12

I 2163.224
10 1145605

559.346 950.576

805.413

RoW = MM -~ m

1 1362 737 1562868
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700 200 900 1000 1100 1200 1300 1400 1800 1600 1700 1800 1900 2000 2100 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

N
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Probability Based Mowse Score
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Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301

MATVEISLIL
LEPMVYRISE
DTEFEERDLIV
KEEF IAGLHEQ
NEFAWSATVS
SECVWWEDSL
EERFDLAFCG

LILIPR333S
SVGVTCIASS
TWDVDLYSEL
KTELFHVYLIE
CLLGFERLEE
IGLAAAKALG
SLLEEQFVS

SIQSELZPSF IPMAALPLEAV
SLTTLPZALL FDCDGVLVDT
LEIGGGKERM TAYFHEVGUE
EFLLPLEPGY AKLVDOQLLTH
IKTFAGDYYE KEKPDPATIYI
MTCIVTESGY TADEDFEMNAD

Matched peptides information:

Start
a7
a7

130
146
160
162
173
204
223

- End Dhserved Hr{expt)
- 104 971.3330 970.3258
- 106 1256.4828 1255.4755
- 136 890.2513 889.2440
- 151 747.2303 746.2231
- 171 1494.6317 1493.6244
- 171 1238.4981 1237.4908
- 182 1063.5609 1062.5536
- 217 1471.6254 1470.6181
- 231 945.3912 944.3839

HMri{calc)
970.
1255.
889.
746.
1493,
1237.
1062.
1470,
944.

4760
6197
4004
3559
8163
6628
6913
7664
5331

Ppm

-155
-115
-176
-178
-128
-139
-130
-114
-158

ELRFMNGESLE
EFDCHRISFH
EFALAPEDEAFR
GVEVAVCITS
LALAETLGVDE
LVFDCIGDEP

Miss Sequence

0

(=D == = T

EERERERERRD DD

ISFHDTFK.E
ISFHDTFEER.D

-DEAERK.E

LLPLRPGVAK.L

- IFAGDWVVPE.K

MTAYFHE.W  Oxidation (M)

.QETELFMYLIEK.K Oxidation (M)
.TELFMVLIEK.EK Oxidation (M)

AVSATVSCLLGPER . A



Spot No.:

173

Mascot score: 84

Sequence coverage %: 24

NCBI accession No.: gi| 312282781

Matched peptides No.: 10

Calculated Mr: 27997

Total peptides No.: 23

Calculated pl: 6.00

Annotated PMF spectra:

583.339

735.404

13588 651

1235.595

2162913

1993.5820
1707 666
1857.745

2648237

2550.050

2272992 2501.023

2572.082 3312081

1000

1500 2000

Probability Based Mowse Score:

2500

3000 1z

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251

MASEALSSFT TEFAFSPEPH GV35AS5PAF SIGEFSEEISE ERMVVARREY
DTHNMEMT GV VEQPFEEVEE ADLATPIESH VSLARQGYAD LATERAATHEQT
HVEYNVSYVY HSMYAYFDED HNVALEGLAFF FEESSEEERG HAEEFMEYON
ERGGEVELHFP IVSPISEFEH AEFGDALYAM ELALSLEELT WEELLNVHSV
ATENNDEQLA DEVETEFLGE QIELTEEISD FITQLEMVGE GHGVWHFDQS

LLH

Matched peptides information:

Start
79
120
130
140
145
145
145
145
158
228

- End
- 85

- 125
- 139
- 151
- 151
- 151
- 152
- 152
- 173
- 236

Observed

Tas.
659.
1287.
14357,
9539,
875.
1115.
1131.
1833.
1052,

5782
5341
6679
7578
5452
5365
6351
55439
0210
7344

Mr (expt)
T68.
658.
12386.
1496.
a58.
a74.
1114.
1130.
1832.
1091.

570%
5268
6606
T505
5418
5252
6278
5876
0137
7271

Mr ({calc)
T68.
658.
1286.
1496.
458,
974.
1114,
1130.
1831.
1091,

4242
3650
5775
6718
4218
4167
5229
5179
9468
5975

Ppm
151
246

64
53
125
115
94
a2
37
115

Miss
0

OO OO RO

ARAAAAPADNA

FFEESSEEER. G

GHAERFMEYQNE.R Oxidation (M)
FMEYQNE. R

FMEYQNE.R Oxidation (M)
FMEYQNER. G

FMEYQNER.G Oxidation (M)
LHPIVSPISEFEHAEE. G
ISDFITQLR.M



Spot No.: 174

Mascot score: 100  Sequence coverage %: 21

NCBI accession No.: gi| 18408627

Matched peptides No.: 9 Total peptides No.: 19
Calculated Mr: 34680 Calculated pl: 8.31

Annotated PMF spectra:

1611.785

55

559,460

50
45
40
35
30
25

2889.357
20
805.485
15
10 971.500
1155648
5
1739.870
(10) " woads a o o aadoe oL VTR TURPIRTTT N I ARTIY W O 1 P Ty o e Ll
1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
il
101
151
201
251
301

MATVEISLIL
AEPHVYRIIER
DTFEERDLIV
EEFIAGLHEQ
HEELVIAIVS
SECYYVED SA
EERFDLAFCG

AILSP3333S
INGVTCIASS
TWDWVDLYGEL
KETELFMVLIE
CLLGPERAEE
IGLARAELLG
SLLREQFVS

SIQSEL3PSF
SLTTLP3ALL
LEIGEFGEERM
EELLFLRPGV
IKIFAGDYYE
HTCIVTESGY

Matched peptides information:

Start
a7

27
123
130
160
162
194
223
253

- End Ohserved Hri{expt)
- 104 971.5005 970.4932
- 106 1256.6203 1255.6130
- 129 716.4403 715.4330
- 136 890.4219 889.4146
- 171 1494.8055 1493.7982
- 171 1238.6130 1237.6057
- 203 1094.5573 1093.5500
- 231 945.5579 944.5506
- 267 1502.7375 1501.7302

Mr{calc)
970.4760
1255.6197
715.3977
889.4004
1493.8163
1237.6628
1093.5074
944.5331
1501.7810

IFHALFPAKAV
FLCDGWLVDT
TAYFHEVGTE
AELVDQALTH
EEEPDPALTYN
TADEDFEMNAD
ppm Hizs

18 0

-5 1

49 1

16 0

-12 1

-46 0

39 0

18 0

-34 0

ELRFNGEILE
EEDGHRISEH
EEALFPEDELEE
GVEVAVCETS
LAAETLGVDE
AVFDCIGDEPR

Sequence
.ISFHDTFK.E
.ISFHDTFEKER.D
. IGGGEER .M

VAVCSTSHEK. A
. IFAGDVVPK. K

FRERERREZRER

MTAYFHE.¥ Oxidation (H)
QETELFMVLIEK.E Oxidation (M)
-TELFMVLIEK.K Oxidation (M)

CVWVEDSATGLAAMK . A



Spot No.: 175

Mascot score: 85 Sequence coverage %: 36
NCBI accession No.: gi| 15222972

Matched peptides No.: 8 Total peptides No.: 42
Calculated Mr: 34442 Calculated pl: 5.93

Annotated PMF spectra:

2162.967
160
155
150
145

100 735.319

&5 2531057

45 1239.540

a5 1077.120
2 1326.577 1542557 1760.519

5 1971.827 i j 2994 570
. " O bt

1000 1500 2000 2500 iz
Probability Based Mowse Score:

Protein score is - 10¥Log(P)), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MAT YW TCGQP
LAHMPAFENLE
IRYCVWYCDV
WDSPLFELYP
AARFSEAMIL
PIGLPELRRL
MA

CSGESTAAVT LAETLEESET
GELESDVDRS VSTGEIVIVD
DEAHCROWNE ERZDRGEDGY
SREVIDESIP VILEAVTYLT
TELDRATQEI INAIVEQQOSL
RRTFVELHMG] SS5LSGPPLPT

Matched peptides information:

End Ohserved
14 1388.6576
35 1063.3355
57 2592.2308
a7 1295.6112
86 1760.6193
147 805.3438
259 2642.1420
286 1971.8268

Mr{expt) Mr{calc) pPpm
1387.6503 1387.6952 -32
1062.3282 1062.5305 -190
2591.2235 2591.2074 6
1294.6039 1294.5612 33
1759.8120 1759.9567 -82

804.3365 804.4130 -95
2641.1347 2641.4737 -128
1970.8195 1970.9619 -72

EQSYRIIDEA
SLHSTIEGYRY
DDGIFEDLVE
ETVDSETOQDV
GALATSEVTLG
DADSAEREFWV

Miss Sequence
o

o HQOQRER

SFHLDBHQHY
ELWCIARARACG
FFEFPERENE
RILOPSTIATO
HELPPIEICR
DYLIEREF GIT

M.ALVVICGQPCSGK.S
K.ESETKQSVR.I
R.IIDEASFHLDRHQNYAHMPAFK.H Oxidation (M)
R.HQHYAHMPAEK.H Oxidation (M)
R.SVSTGEIVIVDSLHSIK. G
R.FEKPER.R
R.VTLGHELPPIEICRPIGLPELRR.L
K.LMG(SSLSGPPLETDADSAK.R



Spot No.: 176

Mascot score: 83 Sequence coverage %: 19
NCBI accession No.: gi| 147795173

Matched peptides No.: 19 Total peptides No.: 61
Calculated Mr: 112287 Calculated pl: 8.88

Annotated PMF spectra:

1388691
2648237
1235.595
2550.050
2162.913
£82.339
1993.820
735.404 1707 666
1857 743 2272.992 2501 023
2872 082 3312.061
1000 1500 2000 2500 3000 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851
201
951

NSGSGGFAVS
SEPLAELELR
LOYTSEALSIR
SVEQYYVEFL
LERRAKGVLD
SFMVRVVGRF
FGMEVLINFE
TEGREEDGCE
IEGHHHFYIR
NDRFRTIWTE
FNFOYEEDVL
ETIKGHFDLR
GSKNSGISEV
HDIMINEEYD
DLMLDQVQKG
ROYNVIRSLL
TTODLCVICE
EEQLGELKES
LVSSISEKNE
LETFLALDVE

RTPSGDREYH
TDSDDSTLSE
GWRTRE IDHN
SGIQLYIDER
GATSOHNE MM
MVLTHCQRF I
CLULQTIFSS
FSLAQFCYAR
NRYSAFSRIH
EMDRYFIDLM
FNRHETLRNL
SYRIKTIPYY
TSVDDGEPTD
ISLSKETVDE
HOVDGVFREK(
DLNGFIWDDT
ELSIDGRDTD
SHSGLRRNER
DDENSGSIST
LREEWLIRKL

SPAMBRHOOL
P3VCSASPPER
FFFFLGDLWE
EPLSWLERFPG
LMN30ORM3IELE
TCLWLASIVE
FTEQRGLILC
TLEFTGHLHSR
HEDEELEWVGEF
LEQVHEGHEI
TELTEMLLCO
NDLCFIYEHA
ITHESSH3IGS
EPQAPPGETG
AYMEMTASFH
RO TADDCN
LGYDEPDDIF
QLENFP3M3IAT
E3VIEAVOAL
RFOOL

Matched peptides information:

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851
201
951

NSGSGGFAVS
SEPLAELELR
LOYTSEALSIR
SVEQYYVEFL
LERRAKGVLD
SFMVRVVGRF
FGMEVLINFE
TEGREEDGCE
IEGHHHFYIR
NDRFRTIWTE
FNFOYEEDVL
ETIKGHFDLR
GSKNSGISEV
HDIMINEEYD
DLMLDQVQKG
ROYNVIRSLL
TTODLCVICE
EEQLGELKES
LVSSISEKNE
LETFLALDVE

RTPSGDREYH
TDSDDSTLSE
GWRTRE IDHN
SGIQLYIDER
GATSOHNE MM
MVLTHCQRF I
CLULQTIFSS
FSLAQFCYAR
NRYSAFSRIH
EMDRYFIDLM
FNRHETLRNL
SYRIKTIPYY
TSVDDGEPTD
ISLSKETVDE
HOVDGVFREK(
DLNGFIWDDT
ELSIDGRDTD
SHSGLRRNER
DDENSGSIST
LREEWLIRKL

SPAMBRHOOL
P3VCSASPPER
FFFFLGDLWE
EPLSWLERFPG
LMN30ORM3IELE
TCLWLASIVE
FTEQRGLILC
TLEFTGHLHSR
HEDEELEWVGEF
LEQVHEGHEI
TELTEMLLCO
NDLCFIYEHA
ITHESSH3IGS
EPQAPPGETG
AYMEMTASFH
RO TADDCN
LGYDEPDDIF
QLENFP3M3IAT
E3VIEAVOAL
RFOOL

LLOQOOCED
PAANMTHIDE
SFEEWIVT GV
EESDAES3RE
LEEESHMSSS
ZIZLOCLILF
WWWOFSDLST
FEGIWSLTVL
CR3EITL3EL
DDHLF3ERAW
RGFIWDEQRO
TPEQEGHHF
NEIVTATOFHN
P3MSHRETRTY
AEFGFEYDMD
WODYIKTHTI
EVEFOQGVLET
FPERIREEDGH
FDMDEELWVLD

LLOQOOCED
PAANMTHIDE
SFEEWIVT GV
EESDAES3RE
LEEESHMSSS
ZIZLOCLILF
WWWOFSDLST
FEGIWSLTVL
CR3EITL3EL
DDHLF3ERAW
RGFIWDEQRO
TPEQEGHHF
NEIVTATOFHN
P3MSHRETRTY
AEFGFEYDMD
WODYIKTHTI
EVEFOQGVLET
FPERIREEDGH
FDMDEELWVLD

RRHQQQKQLR
LVESVTPVVE
GVPLLLNGSD
T3S AGSSDCE
SDEAEAKVRH
OVGRELLGVS
FVSSSVETVE
IRLPLSVHLY
IRMGVRARNG
EQOMTALFNAE
MV T ADNNVTD
HDGHLDHSIS
SLGEVAVELL
WOPPMDRYFI
VLENRFETLE
ARQYMTREVE
SESPALSFSS
MASALREMVT
LCDFLEDEEE

RRHQQQKQLR
LVESVTPVVE
GVPLLLNGSD
T3S AGSSDCE
SDEAEAKVRH
OVGRELLGVS
FVSSSVETVE
IRLPLSVHLY
IRMGVRARNG
EQOMTALFNAE
MV T ADNNVTD
HDGHLDHSIS
SLGEVAVELL
WOPPMDRYFI
VLENRFETLE
ARQYMTREVE
SESPALSFSS
MASALREMVT
LCDFLEDEEE



Spot No.: 177

Mascot score: 82 Sequence coverage %: 25
NCBI accession No.: gi| 226523893

Matched peptides No.: 31 Total peptides No.: 128
Calculated Mr: 129198 Calculated pl: 9.62

Annotated PMF spectra:

1308.762

78 1475.897

601 636 364

IAFERTE

897 427

1639.020

20 2384.095
1060.604

15 2501.364

2717193

5 2184274 264,533

oo d o X J ik

1000 1800 2000 2500 3000 miz

(10%)

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

in Bold Red

1 MVLTTHNQGY ALLASEMTEFPF AVIVAPRSNT TRLEDFEIQR ELGEGSFGVV
51 YAVTRREDFPT ERERTYVMED ISMGPSREDQ EEAINECEVL AFLNHAHVVE
101 YHESFVASGHN RLCIVMEYAP EGTVHSLVQG AKPEALSEDV VWRLTLQSAL
151 GLHHTHGLEI LHRDIFAENT FLDEDGHAKI GDLGVAEVMT HAVDFARTLV
201 GTPFYYLSPEL CENEFYNHES DVWSLGCVVY EMMTGSHFFN AQWNQGALFVE
251 ILEGEYFPPFVE DASFSADLEE LMDRCLTVHG TEREPDTAGIL RSRALRALEAN
301 ALGLQLPSDV PPFPSHPREAF ALRARPVIDQ PEFDEFDQATO LARRQORRAD
351 TAVGESSRADE AAARGGPNGG PTETALQAVE RIASARGADERE VGREVGHEGD
401 FVEVRLGEIS GLPVGYGGAG GLAYARARMA DASARLRRPS TATHDRTAGR
451 S5ARVIAGTAR ARLEEGVRGY AAARSELERI RAESARTALR ADDALRHBAV
501 AVDAARDAED EASRERRFEAG DAMRAARERER REREEEERQE VLAERRERARV
551 EARATAAFES RAFLALALFAE LVNQRRRRQS GEVNTGGYDG NGPETAGEERL
601 ETDRTFFSFFP LEETALFFS5F LQGLARATEA APAGRLPREL PSS5EEFTARN
651 PGTVAFPARFA SAMPVTAPVT VLVGESEVGEF STSEFESRLAE RERELALRVADA
701 DLVAALPESF GADGVRTRDV PPTAIHPFFDER PDDFDEARAM ARLAARHVEFR
751 EVNFEGEMNRS EQPETPEFAR DDGWDEGVSFE SPFAAPSERSE PRTAGGEVVDV
801 AFRBRRDALER SREAAVEAAKRS PEESPEESPE ASHPSS5RFAS AFIRRTGDIF
851 GGRARGRARFV TARDVSDSTS SES555FEMPH PAVESYARAH EERRTRAFPHPS
901 PPVQGTALAR TGVARLAVIA VDHFVASAGE GHNDGSLGSLG AGSGS55IS5SE
951 ETISRARAEAD ARLRAAASVA SEGRARPASS 55GTS55555R DGVEGDEENR
1001 DGEGVEAFVEG DATGDASGDD DDDYSPSALF EDSGHLEAAA GPSFDPAGAV
1051 ARATLRATVEL LESVLGPFSHF SINSDAGLEF FYDDEEESSE SGSEPGTHNES
1101 TPRSEYYSDA ARHSECSDSE ERFVRAHGAS RAERVEELVS EMTATEDAAV
1151 ALVGRESFGL LYDFLARRSE AAQDGRLHEE PGIFEEVEQL SEEVFDIVFER
1201 EFARAVALAH RYAYLVERLE AV
Matched peptides information:
Start - End Chserved Mr (expt) Mr(calc) Pepm Miss Segmence
58 - &3 745.35946 T44.3873 744.3766 14 1 R.DPFTERE.R
64 - 69 797.3515 T96.3442 T96.4265 -103 1 EK.RTYVME.Q
65 - 69 657.2327 656.2254 656.3203 -145 0 R.TYVMK.Q Oxidation (M)
85 - 77 1457.9091 1496.5018 1496.74789 103 1 R.TYVHMEQISMGFESE.ER
65 - 77 1513.8842 1512.8769 1512.7429 89 1 R.TYVMEQISMGPSR.R Oxidation (M)
79 - 92 1674.87%0 1673.8717 1673.8042 40 1 R.DOQEEATNECEVLAK.L
93 - 100 5945.5112 944.5039 5944.5304 -28 0 E.LNHAHVVR.Y
135 - 143 1074.5824 1073.5751 1073.5506 23 0 KE.ALSEDVVWR.L
167 - 1789 1434.8666 1433.85%3 1433.7150 101 1 K.AENIFLDEDGNAK.I
188 - 137 1118.5784 1117.5711 1117.55%0 11 0 K. VMTHAVDFAK.T
256 - 260 631.2763 630.2690 630.3489 -127 0 EKE.YFFVR.D
270 - 274 6759.3334 678.3261 678.3007 38 0 K.ELMDR.C Oxidation (M)
283 - 233 1241.6548 1240.6475 1240.7000 —-42 1 R.EPFDTAGILRSR.A
361 - 381 2023.0821 2022.0748 2022.0242 25 1 R.AAARGGPHNGGFTETALQAVER.I
469 - 475 1158.665%5 1157.6622 1157.6153 41 1 R.GVAAARSELRR.TI
480 - 486 802.4276 801.4204 801.4457 -32 1 R.IRAESAR.T
437 - 506 10e5.5644 1064.5571 1064.5839 -25 1 R.HREAVAVDAAR.D
518 - 524 749.3433 T48.3360 748.3174 25 0 KE.EAGDAMR.A
579 - 538 1965.0%28 1964.0855 1963.89584 95 1 R.QSGEVNTGGYDGNGPETAGE.R
605 - 812 914.5542 913.5469 913.5022 439 0 R.TPFPEFFPFLE.K
T35 - T46 832.4666 §31.4594 8§31.4272 359 0 R.AMAFELAAR.H
739 - 751 1406.785%7 1405.7824 1405.7500 23 1 R.AMAFLAARHVPPE.V Oxidation (M)
789 - 802 1412.7661 1411.7588 1411.78396 -22 1 R.SRPRTAGGVVDVAK.A
813 - 819 686.3641 685.3568 685.4235 -97 1 R.AAVEBAAW.S
878 - 833 1838.1080 1837.1007 1836.8689 128 1 K.MPEPAVSSYAEAHERR.T
965 - 930 2384.0954 2383.0881 2383.0847 1 1 R.AAASVASEGRAEPASSSSGTSSSSSR.D
1038 - 1052 1307.7834 1306.7761 1306.6623 87 0 R.AAAGPSPDPAGAVAR.A
1113 - 1122 1235.6618 1234.6545 1234.4520 164 0 R.HSECSDSEER.F
1168 - 1176 989.5283 588.5210 588.4686 53 1 R.RSEAAQDGR.L
1189 - 1200 1458.835%0 1457.8317 1457.79351 22 1 R.QLSEEVFDIVER.E
1201 - 1211 11594.6639 11%3.6566 1153.6516 4 1 R.EFEAEAVALAHR.Y



Spot No.: 178

Mascot score: 92 Sequence coverage %: 28
NCBI accession No.: gi| 312282781

Matched peptides No.: 9 Total peptides No.: 28
Calculated Mr: 27997 Calculated pl: 6.00

Annotated PMF spectra:

~1169.630
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251

MASEALSSFT TEFAPSPEFPH GVSSASSPAF
LTHNMPHMTGV VFQPFEEVEE ADLATPTESH
HVEYNVSYVY HSMYAYFDED HVALEGLAEF
FERGGEVELHP IVSPISEFEH AEEGDALYAM
ATENNDPQLA DEVETEFLGE QIEATEEISD

LLN

Matched peptides information:

Start
79
120
130
133
145
156
158
174
228

- End
- 85

- 125
- 138
- 139
- 151
- 173
- 173
- 188
- 236

Observed
T69.
659.
1287.
865.
975.
2059,
1832.
1639,
1092,

3198
2740
4822
2333
2854
9988
8250
6794
4888

Mr (expt)
T68.
658 .
1286.
g64.
974.
2058.
1831.
1638.
10%1.

3125
2668
4549
2260
2781
93915
8177
8721
4815

Mr (calc)
Ted.
658 .

1286.
g64.
5974,

2059.

1831.

1638.

10981.

4242
3650
5779
3461
4167
1102
5468
8174
5975

SIGFSEFTSG BAMVVALLPV
WVELARQGYAD ATERATHEQT
FEESSEEERG HAEFFMEYQON
ELALSLEKLT NEELLHNVHSWV
FITQLEMVGE GHGVWHFDQS

ppm
-145
-149
-98
-139
-142
-58
-70
-89
-106

o]

cooHFooREo

Miss Seqgumence

K.SHVSLAR.{
R.DNVALE.G

K.FFRESSEEER.G

K.ESSEEER.G

E.FMEYQNE.R Oxidation (M)
R.VELHPIVSPISEFEHAEE. G
K.LHPIVSPISEFEHAEE. G
K.GDALYAMELALSLEK.L Oxidation (M)
E.ISDFITQLR.M



Spot No.: 179

Mascot score: 89 Sequence coverage %: 28
NCBI accession No.: gi| 88175069

Matched peptides No.: 7 Total peptides No.: 18
Calculated Mr: 24790 Calculated pl: 5.16

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0_.05).
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Matched peptide sequences: shown in Bold Red

1 GASGIGEATL RELVENGALARWV
51 DEAQVAALVD LAVARHGELD
101 VNTRFVMAGY FHAARVMVEE
151 VGLVEAVAGE VARSGVEVIL
201 YERDINEMEG WWLEFEDIAR

Matched peptides information:

Start
85
105
105
156
184
193
221

End
97

111
115
167
192
203
231

Obhserved

1433.

677.
1112,
1171.
1234,
1324,
1153.

7808
3683
6299
6330
6948
7269
6329

HMriexpt) Mr{calc)
1432.7735 1432.6834
676.3611 676.3578
1111.6226 1111.5920
1170.6257 1170.6469
1233.6875 1233.6030
1323.7196 1323.6895
1152.6256 1152.5662

VLADVODDLG RALATDLGAD
TIFNMAGWVG SLARSPLGAL
RIGIIICTAS ITAGWLGHMITE
ISPNYIPTFL VMRILEEWYF
AAVILASDES EYWVI

Ppm

63

]

28
-18
69
23
52

Hiss
1]

(=Tl — I o o — ]

AASITTRCDVT
DLDDEFDEVIHAL
HPFYSVIEILAV
ERSADEHRL I

Sequence

. SPLGALDLDDFDR.V

VMAGYE . H Oxidation (M)
GVMAGVEHAALR . ¥ Oxidation (M)
AVAGEVARSGVR .V

. ILEEWYPER. S

. SADEHRLIVER.D
ARYYLASDESK. Y

mTEEEmEDE



Spot No.: 180

Mascot score: 84 Sequence coverage %: 29
NCBI accession No.: gi| 183206803

Matched peptides No.: 16 Total peptides No.: 91
Calculated Mr: 54896 Calculated pl: 6.27

Annotated PMF spectra:

656.140

2273.103

1111577
2076.924

805.451

952.509
1433670

1179.573 1365600
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1716.791 1981 860

1000 1500 2000 iz
Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451

MHSSLSFAAV
RNLEKLRRTQV
ETLEAMDEEY
AYEARKQFED
NDDVVILELF
TSVIHGKEGH
KEEFLEKFEK
QRYGVEFINE
TSHLQEILEQ
LEIGITSGLS

CEPEAVGERT
ESDRLPSRAVE
TSDITETLEE
QELWITHEIM
GLAAT.SEMQTL.
EETVATSSFL
ATSRGFDFEDC
HFMCFNTICD
HGTPTYWIDS
TPDEILEDTL

LSNGRGSSVI
SHTGEFDTEL
NNNEYTWGNV
ENPTVNQRLE
DEKGVEIADT
GKYIIVEDIK
DLVRVGIANQ
ATQERQDAMY
EKRIGEGNRI
KVVFEMEDEE

Matched peptides information:

Start
2
26
57
100
147
163
163
181
227
315
325
336
344
476
478

Mr (calc)

ADSSATLSIR
FRRTLTRKEN
TVELLESFGF
EMQIEDIFVM
TCPWVSEVWN
EATYVCDYIL
TTMLRGETEE
NLVKEKLDLI
LYKLSHGELV
ALQMV

bpm

LTEAMQFPDVC
YNEEGFGHEE
CWGVERAVOT
EEGEEFLVVH
IVEFHEKESF
AGELDGSS5T
IGKLLEETHMM
LVVGGEWNS SN
GEENWLETGE

Miss Seqnence

- End Chserved Mr (expt)
- 25 2569.0767 2568.0694
- 40 1475.7141 1474.7068
- 61 659.4546 655.4474
- 108 1065.5144 1064.5071
- 155 1020.4%68 1019.43895
- 178 1981.8603 1580.8530
- 180 2206.9711 2205.9638
- 135 1791.6%26 1790.6853
- 237 1277.6640 1276.6567
- 324 1165.5601 1164.5528
- 335 1175.5333 1174.5260
- 343 862.4543 861.4470
- 352 1153.5425 1152.5352
- 485 1153.5664 119%2.5591
- 485 934.5047 8933.4975

2568.
1474.

658.
1064.
1019,
1980.
2206.
1750.
1276.
1164.
1174.

g6l.
1152,
1152,

8933.

2979
Tas1
3875
4696
5400
2840
1681
430
6122
5121
6380
4080
5882
54a8
4113

-89 1
-63
a1
35
—49
-66
-893
-88
35
35
-85
45
-44
10
a2z

OMFHOOoOOOMMHOOOOFEO

M.HSS LSFAAVCRPEAVGPRTLSNGR . G
R.GSSVIADSSATLSIR.L

R.RTQVR.S

K.EETLEAMDE.E

R.AVQIAYEAR.EK
K.LWITHNEIMENPTVNQR.L Oxidation (M)
K. LWITHEIMENPTVNQRLE. E
K.EMQIEDIFVMEEGEK.F Oxidation (M)
K. IADTTCEWVSK.V
R.CGFDEDCDLVE.V
K. VCIANQTTMLE. ¢
K.CETEEICK.L
K.LLERTMMQE.Y
K.MEDEEALQMV . —
K.DEEALQMV . -

2 Oxidartion (M)



Spot No.:

181

Mascot score: 276  Sequence coverage %: 49

NCBI accession No.: gi| 27752799

Matched peptides No.: 35

Calculated Mr: 47920

Annotated PMF spectra:

Calculated pl: 6.12

Total peptides No.: 127

545,392

30 656,440

(109)

1021.566 1228.651

910.474

§19.463

1465.826

1791.828

1967.009

2186.094

2284 246

1000 1500 2000

Probability Based Mowse Score:

miz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

in Bold Red

1 FLTY¥TPEYE TEDTDILAAF BVTPOPGVPP EEAGALAVAAE ISTGTWTTVW
51 TDGLTILDREY KGRCYHIEPY PGEETQFIALY VAYPLDLFEE GEVTHNMFTEI
101 VGNVFGFEAL AALRLEDLET PPAYTETFOG PPHGIQVERD ELNEYGRPLL
151 GCTIEPELGL SAENYGRAVY ECLEGGLDFT EDDEHVHS(P FMEWRDRFLF
201 CAEATYESQA ETGETEGHYL HATAGTCEEM ITERAVFAREL GVPIVMHDYL
251 TGGFTANTSL SHYCRDHGLL LHTHRAMHAY TDRQEHHGMH FEVLAKALERL
301 SGGDHTHAGT VWEELEGDEE STLGEVDLLE DDYVEEDRIE GIFFTODWVS
351 LPGVLPVASG GIHVWHMPAL TEIFGDDSVL QFGGGTLGHP WENAPGAVAN
401 FVALEACVQA BHEGRDLAVE GHEITRELCE
Matched peptides information:
Start - End Dhserved Mr{expt) HMr{calc) PPmM HMiss Segquence
2 - 12 1407.6910 1406.6837 1406.6605 16 0 K.LTYYTPEYETK.D
13 - 21 1021.5664 1020.5591 1020.5240 34 0 K.DTDILAAFR.V
109 - 114 614.4297 613.4224 613.3911 51 0 K.ALAALR.L
109 - 119 1240.7712 1239.7639 1239.7299 27 1 K.ALAALRLEDLR.I
115 - 119 G45.3922 644.3849 644.3493 55 0 R.LEDLR.I
120 - 126 T89.4398 788.4325 T886.4432 -14 0 R.IPPAYTE.T
127 - 139 1465.6260 1464.8187 1464.7474 49 0 K.TFQGPFHGIQVER.D
127 - 141 1708.9505 1707.9432 1707.8693 43 1 K.TFQGPFHGIQVERDK.L
138 - 163 388.3508 387.3435 387.3642 -35 0 K.LGLSAK.H
168 - 174 910.4742 909.4669 909.4378 32 0 R.AVYECLR.G
175 - 193 2170.0637 2169.0564 2168.9797 35 1 R.GGLDFTEDDEHVHS(QPFME.W
175 - 193 2186.0938 2185.0865 2184.9746 51 1 R.GLLDFTEDDEHVHSOPFME.W Oxidation (M
182 - 193 1451.7019 1450.6946 1450.6147 55 0 K.DDEHVHS(QPFHMR.W
182 - 193 1467.7661 1466.7588 1466.6096 102 0 K.DDEHVHS(QPFHMR.W Oxidation (M)
194 - 197 632.3617 631.3544 631.3190 56 1 R.WEDR.F
198 - 207 1261.6589 1260.6516 1260.6213 24 0 R.FLFCAEAIYK.S
208 - 216 962.4861 961.4758 961.4716 7 0 K.S0AETGEIK.G
217 - 232 1510.68006 18509.8733 1609.8026 39 0 K.GHYLHATAGTCEEMIK.R Oxidation (M)
217 - 233 1967.0088 1966.0013 19635.9037 30 1 K.GHYLHATAGTCEEMIER.A Oxidation (M)
266 - 275 1187.6923 1186.6850 1186.6571 24 0 R.DHGLLLHIHE.A
276 - 283 912.49561 911.4888 911.4647 26 0 R.AMHAVIDR.(Q
276 - 283 928.4888 927.4815 927.4596 24 0 R.AMHAVIDR.(Q Oxidation (M)
284 - 292 1154.5621 1153.5548 1153.5563 -1 1 R.QEHHGMHFR.V
284 - 292 1170.6472 1169.6399 1169.5512 76 1 R.QEHHGMHFR.¥ Oxidation (M)
286 - 292 G96.4459 697.4386 697.4028 40 0 K.HHGMHFER.V
286 - 292 914.4437 913.4364 913.3977 42 0 K.HHGMHFR.V Oxidation (M)
286 - 296 1325.6517 1324.6444 1324.6823 -29 1 K.HHGMHFRVLAK.A Oxidation (M)
300 - 314 1447.8007 1446.7934 1446.7379 23 0 R.LSGGDHIHAGTVVGE.L
300 - 319 2018.0969 2017.089%6 2017.0341 28 1 R.LSGGDHIHAGTVVGKLEGDR.E
315 - 319 589.3404 588.3331 588.2867 79 0 K.LEGDR.E
315 - 330 1820.0329 1319.0256 1818.9476 43 1 K.LEGDRESTLGFVDLLR.D
320 - 330 1249.6985 1248.6912 1248.6714 16 0 R.ESTLGFVDLLR.D
402 - 411 1116.6053 1115.5980 1115.5757 20 0 R.VALEACV(QAR.H
412 - 426 1664.9266 1683.9193 1683.8540 39 1 R.HEGRDLAVEGHEIIR.E
416 — 426 1228.6809 1227.6736 1227.6459 23 0 R.DLAVEGHEIIR.E



Spot No.: 182

Mascot score: 94 Sequence coverage %: 29
NCBI accession No.: gi| 3121825

Matched peptides No.: 8 Total peptides No.: 15
Calculated Mr: 29049 Calculated pl: 7.70

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251

MRCVASSTTL ISSPS5EVEF RFS55L35F5V SFLETLS5FS ASASLESGERA
ER55L55T5R ERSFAVELAQAD DLPLVGHEAF DFEAEAVFDD EFIEVELSDY
IGEEYVILFF YPLDFTFVCP TEITAFSDRH SEFEELNTEV LGVSVDSVES
HLAWVQIDEE SGGLGDLNYFE LISDWVTESIS ESFGVLIHDD GIALRGLFII
DEEGVIQHST INNLGIGRSYV DETMETLQAI QYTGHNPDEWVC PAGWEPGEES
MEPDPFELSFEE YF3AT

Matched peptides information:

Start
79
160
161
182
196
196
203
219

- End
- 94

- 177
- 177
- 185
- 202
- 218
- 218
- 225

Observed

1855.
1877.
1748.
1525.

805.
2435.
1707.

853.

8522
8816
8496
T985
3134
4287
8212
2713

Mr (expt)
1854.
1876.
1747.
1524.

804.
2494.
1706.

852.

8443
8743
8423
7912
3061
4214
8139
2640

Mr (calec)
1854.
1875.
1747.
1524,

804.
2493,
1706.

852,

8676
9942
8992
8413
4745
3703
2064
3647

pPPm
-12
269
-33
-33
-209
222
-54
-118

Miss Seqnence

0

[ R s s

el I I

CAFDFEAEAVFDOEFIE. WV
ESGOLGDLNYPLISDVTE. S

. SGGLGDLNYPLISDVTE. 5

. SFGVLIHDQGIALR. G
.GLFIIDK.E
.GLFIIDEEGVIQHSTINNLGIGR. S
CEGVIQHSTINNLGIGR. S

SVDETMR.T Oxidation (M)



Spot No.: 183

Mascot score: 94  Sequence coverage %: 29

NCBI accession No.: gi| 1498198

Matched peptides No.: 8 Total peptides No.: 12
Calculated Mr: 28966 Calculated pl: 8.76

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251

MARSVASSTTL ISSESSEVEFP AFSSLSSFSV SFLETLSSES
ERS55L55TSR RSFAVEAQRAD DLPLVGHEAFP DFEAEAVEDY
HGEEYVILFF YPLDFTFVCE TEITAFSDRH SEFEELNTEWV
HLAWVQTDEE SGGLGDLNYFP LISDWTESIS ESFGVLIHDD
DEEGVIQHST INNLGIGRSWYV DETHRTLQAL QYTGHNFPDEWVC
MEPDPELSEE YFSAT

Matched peptides information:

Start
T8
160
161
182
196
136
203
219

- End
- 94

- 177
- 177
- 155
- 202
- 218
- 2138
- 225

Chserved

1855.
1877.
1748.
1525.

g035.
2495,
1707.

853.

8522
8816
8496
7385
3134
4287
8212
2713

Mr (expt)
1854.
1876.
1747.
1524.

g04.
2494,
1706.
852.

8449
8743
8423
7912
3061
4214
8135
2640

Mr(calo)
1853.
1875.
1747.
1524,

804.
2433.
1706.

852.

9200
9942
89592
8413
4745
3703
29064
3647

Fpm
299
269
-33
-33

-203
222
-54

-118

Miss
1

(== R = I = R = I

ASASLESGEFA
EFIEVELSDY
LGVSVDSVES
GIALRGLFII
PAGWESGEES

Seqmence

FAEEARER

APDFRAEAVFDQEFIK.V
RSGOLGDLNYPLISDVTE. S
SGCLGDLNYPLISDVTE. §
SFGVLIHDQGIALR. G
GLFIIDE.E
GLFIIDREGVIQHSTINNLGIGR.S
EGVIQHESTINNLGIGR. S
SVDETMR.T Oxidation (M)



Spot No.: 184
Mascot score: 116  Sequence coverage %: 48

NCBI accession No.: gi| 15231176

Matched peptides No.: 10 Total peptides No.: 30

Calculated Mr: 19574 Calculated pl: 5.09

Annotated PMF spectra:
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Probability Based Mowse Score:
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Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).

Probability Based Mowse Score




Matched peptide sequences: shown in Bold Red

1 M3IGAGEEIAD VAFEASETID WDGMAEVIVT DEARFEFSHL RRAFDEVHTO
51 LOTEFSQEPE PIDWMDYYREG IGAGIVDEYE EAYDEIEIPE YWDEVTPEYE
101 PEFDALLVEL EEAEQESLEE SERLEEEIAD VOQEISEFLST MTADEYFEEH
151 PELEEEFDDE TIRNDNWGY

Matched peptides information:

Start
is
27
36
36
42
43
55

103
138
157

End Dhserved
26 1052.3842
34 902.4150
41 765.3186
42 921.3857
54 1549.6883
54 1393.5747
68 1544.7592
111 1047.4944
154 2054.9262
162 794.2927

Mriexpt)

1051.
901.
T64.
920.

15486.

1392.

1843.

1046.

2053.
793,

3769
4078
3113
3784
6810
5674
7519
4871
9189
2854

HMri{calc)

1051.
a01.
T6ad.
920.

1548.

1392,

1843.

1046.

2053.
793,

4644
4869
3817
4828
7896
6885
8053
G012
9666
3606

ppm
-83
-88
-92

-113
=70
-87
-29

-109
-23
-95

Hiss Segquence

1}

QEFQQQHEHFQQ

R
K

.TIDWDGMAK.V Oxidation (M)
.VLV¥TDEAR.R

R.
R.EFSHLER.A
R.RAFDEVHTQLQTK.F
R.AFDEVHTQLQTKE.F
K.
K
K
K

EFSHLR.R

FSQEPEPIDHDYYR.K

.FDALLVELK.E
LSTMTADEYFEEHPELE.K Oxidation (M)
.FDDEIR.H



Spot No.: 185

Mascot score: 156  Sequence coverage %: 45

NCBI accession No.: gi| 15239282

Matched peptides No.: 19 Total peptides No.: 49
Calculated Mr: 40643 Calculated pl: 8.32

Annotated PMF spectra:

776.421
a0
45
40 1138.580
2662, 493
]
a0
25 1033.550
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15
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1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown

1
51
101
151
201
251
301
351

MAAL T SALWS
TTDTTEAPPV
GETWHIVFTT
FGDSETWILC
MIMPEDFMAT
PT335LLYEE
AFELWELLEK

RSEQWHVYEWY

LPS5ES33LL
FWWEESEEQE
EGEVFYEEG]
VERLWVTTNDG
IIMLGTGTGI
EFEEMEEENF
DHTFYVYMCGL

TEIZSV3POR
EGIVVHEFEF
SIGVIPEGID
GEIVEGYFCSH
APFRSFLWEM
DNFRLDFAVS
EGHEEGIDDI

Matched peptides information:

Start
2
69
82
118
132
140
176
193
230
230
275
291
291
297
297
311
338
338
351

- End Dhserved Mri{expt)
- 15 1272.6370 1271.6297
- 77 1015.5140 1014.5067
- 87 707.3896 706.3823
- 131 1441.38165 1440.8092
- 137 680.4021 679.3948
- 155 1630.8828 1629.8755
- 192 1910.0109 1909.0036
- 205 1400.7542 1399.7469
- 239 1374.6452 1373.6409
- 230 1390.6288 1389.6215
- 281 807.4803 806.4730
- 296 811.4411 810.4338
- 296 827.4341 826.4268
- 309 1640.8870 1639.8797
- 310 1768.9945 1767.9872
- 321 1347.6761 1346.6688
- 346 1138.5802 1137.5729
- 347 1266.6620 1265.6547
- 360 1309.6883 1308.6810

Mr{calc)
1271.7085
1014.5346

706.3398
1440.7460

679.3765
1629.7886
1908.8710
1399.7567
1373.5598
1389.5547

806.4286

§10.4058

826.4007
1639.7803
1767.8753
1346.5999
1137.5342
1265.6292
1308.6098

in Bold Red

IFLEESTVCTY
FHPYTGRCLL
FHGKEPHELEL
FLCDLEFGDE
FFEEHEDYEF
REQTNEEGEE
MV3LALEDGI

Ppm
-62 o
-27

60
44
27
53
69
-7
59
48
55
35
32
61
63
51
34
20
54

M.

HFHOoOOoOHFHFOoOODOoOOoOODOKROoODOoOOOO
ARERREAEARIAERRERIRARER

REASTSVELCN
NTEITGDDAF
YSTASSATGD
AKITGEVGEE
NGLAWLFLGV
HMYTQTEMAEY
DWLEYEEOLE

Miss Seguence

ADATSAAVELPSSKE. S

- QEEGIVVHE.F
-HEYTGR.C
-EGQSIGVIPEGIDE.H
-HGKFPHE.L
LYSTASSATGDFGDSK. T
- GVCSHFLCDLEF GDEAK. I
. ITGPVGKEMLMPE . D

MFFEEHEDYE .F

-MFFEEHEDYK.F Oxidation (M)

LDFAVSR.E

MYIQTR.M

MYIQTR.M Oxidation (M)
MAEYAFELWELLE.K Oxidation (M)
MAFEYAFELWELLEK.D Oxidation (M)
-DHTFVYMCGLE. G

-DGIDWLEYEK.K

-DGIDWLEYEK. ()

-RSEQWHVEVY . -



Spot No.: 186

Mascot score: 85  Sequence coverage %: 25

NCBI accession No.: gi| 84468402

Matched peptides No.: 8 Total peptides No.: 18
Calculated Mr: 33553 Calculated pl: 4.55

Annotated PMF spectra:

2440178
160
185
150
145
140
135
130
125
120
115
110
105
100

95

a0

g5

1793.003 2163.118

70 904,421

80 77 211

25 748,925 1058.4598

15 1266.704

10 2340142
5 [ L
A aadl e i " Y oA & n "

(10) -

100N 1AM00 20nn miz
Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MEFWGTEVES GESLEVEPED DEIIHLSAAC LGEVSEDEGE EPVSLYVEID
51 HQELQLGETLS SEEIPQISFD LVFEEEFELS HNWEYGSIFF TGFEMESLLV
101 SDCDDEDSDDS ITEEDNPVHAL HNGEPEVEVEN GAEPGVNELD QNETSDPEEER
151 QEDIENDVSAZ DDEEDSSETD SDEDSSEDEPR VANGRIESSD DELDDSEEDDE
201 DSDDEETPEE TEGGTEEVAE SSERTPVAVE BRAFFATPERT GSENGVHVDT
251 PYPEQTVESG ANNEFPPMEDRQD TPOQSTEDYSC EPCERSFETE DALGSHNRAK
301 HSARK
Matched peptides information:
Start - End Ohserved Mr (expt) Mr{calc) prm Miss Segunence
1 - 15 1743.9520 1742.9447 1742.8185 T2 1 - .MEFWGTEVESGESLK.V Oxidation (M)
23 - 38 1497.6973 149%6.6900 1496.8021 =75 0 K.ITHLSAACLGEVEE.D
49 - 53 617.1900 616.1828 616.3180 -219 0 EK.IDNQE.L
64 - 75 1435.7105 1434.7032 1434.7759 -51 0 K.IPQISFDLVFEKE.E
T6 — 84 1189.6505 1188.6432 1188.5564 73 0 K.EFELSHNWE.Y
211 - 217 T48.3252 747.3179 T47.3875 -593 1 EK.TEGGTER.V
217 - 223 T776.2838 T775.2765 775.4188 -183 1 K.RVAESSE.K
259 - 268 105%.45%75 1058.4%02 1058.51739 -26 0 K.SGANNKFPME.(Q Oxidation (M)



Spot No.: 187

Mascot score: 88  Sequence coverage %: 29

NCBI accession No.: gi| 15232645

Matched peptides No.: 8 Total peptides No.: 25
Calculated Mr: 27743 Calculated pl: 7.79

Annotated PMF spectra:

925.440
45

40

35
2163.146

30

1813.851
25

o0 B59.358

7E4.441

1031.523 1572795

1347 625
1495.724

2019.993

(109)

oo {oo 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.035).

N\

Number of Hits

| — T T T N T
dia G a0 7o i =l
Probability Based Mowse Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

HMSYSROQSHMGS GSRSTRGYEF GRTYVWERPEG EHQATIVWLH GLGDNG3I33S
QLLESLFLPN IEWICPTAP3 RPVSLLGGFP CTAWFDWGEI 3EDLHDDIEG
LDASAAHTAN LL3IAEPTDVE VGIGGF3IMGL ATALYSTTCY ALGEYGTGHA
YTIHLBATVG LSGWLPGWES LESEIESSHE VWARRALLSTPI LLAHGTIDDV
VPTRFGEESA HSLAMAGFRQ THFEFPYEGLG HYTVPEEMDE WVWHWLWV3IRLG
LEGSE

Matched peptides information:

Start
1

1

6

23
145
157
175
205

- End Ohserved Mr{expt) Mr{calc) ppm Miss Segquence

-5 659.3563 658.3490 658.2744 113 0 -.MSYSR.(Q Oxidation (M)
- 13 1433.7223 1432.7150 1432.6187 67 1 - .MSYSROQSMGSGSR.S

- 16 1153.5505 1152.5432 1152.5306 11 1 R.QSMGSGSRSTR.G

- 29 862.3890 861.3818 861.5072 -146 0 R.TYVVRPK.G

- 156 1365.6462 1364.6389 1364.6837 -33 0 R.YGTGHAYTIHLR.A

- 172 1755.8688 1754.8615 1754.9580 -55 1 R.ATVGLSGWLPGWRSLER.S

- 184 1160.5210 1159.5137 1159.5945 =70 1 K.IESSHEVARR.A

- 219 1608.7953 1607.7880 1607.7878 0 1 R.FGEKSAHSLAMAGFR.(



Spot No.: 188

Mascot score: 85  Sequence coverage %: 51

NCBI accession No.: gi| 145334185

Matched peptides No.: 6 Total peptides No.: 12
Calculated Mr: 12734 Calculated pl: 7.79

Annotated PMF spectra:

672.170

70
B3
B0
1439.729
a5
a0
45
40
34
1994.085
30

25

210 2141.105

2185.208

10 861.203

5

1348.749 l 4295402
(1) [ PTSRTTTETaT Y T | RSP P
oo 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 2200 rrdz

=

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MLTLOHSSFY SFCPHDHELER SFAHGYTIMS ERRDFSEESN EERPILERIEY
51 PNTIVARSAT AVLSLGFIDA GYSGDWSRIC VISFETEELL EIAAFLWVWVFEL
101 CIFLALIFEN D3TD

Matched peptides information:

Start
1

1

2

19

58

85

End

13
18
18
31
78
a1

Dhserved

2125,
2141.
1994,
1439,
2185.

#6l.

1147
1053
0§52
7288
2082
2026

Mri{expt)

2124.
2140.
1993,
1438.
2184.

G60.

1074
0980
0779
7215
2009
1953

Mr{calc)
2123.
2139.
1992,
1438.
2184.

860.

9769
9718
9364
7602
0851
4491

ppm
61
a9
71
-27
53
—295

Misz= Seguence

o

o FEQQ

mEmE

MLTLOHSSFYSFCPHDHE . L
CJMLTLOHSSFYSFCPHDHE.L Oxidation (M)
.LTLQHSSFV5FCPFHDHE.L
LESFAHGYVTIMSKE.R  Oxidation (M)

. SAIAVLSLGFIDAGYSGDWSE. I

.ETEELLEK.I



Spot No.: 189

Mascot score: 89  Sequence coverage %: 32

NCBI accession No.: gi| 15223288

Matched peptides No.: 9 Total peptides No.: 27
Calculated Mr: 24640 Calculated pl: 5.73

Annotated PMF spectra:

1007.397
145
140
135
130
125
120
15
110
105
100
95
30
85
B0
78 1839.677
70
B
=]
g5
&0
15
40 1295519
> 2523214
gg 1356.547
20
15 BE1.023

10 1475 642
i
N N N e

o

F43.958

2163.045

1000 1800 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201

MIEETEDNQE LOBRPAPRLNE RILSSLSRRS VAAHPWHDLE IGPGAFPQIFN
VWWEITEGIE VEYELDEETG LIEVDRILYS SVYWYPHHYGE WPRTLCEDMND
PIDVLVINQE PVLPGCFLRA RAIGLMPMID QGERDDEITA WOVDDPEYEH
¥YTDIEELPPH BLSETRRFFE DYEENENEEY AVNDFLPZES AVEATQYIHD
LYAEYILHTL RR

Matched peptides information:

Start
11

22

68

7
138
156
162
167
168

- End
- 17
- 28
- 713
- 93
- 149
- 161
- 166
- 173
- 174

ODhserved

637.
T7h.
659,
2011.
1421.
T48.
617.
1004,
a7s.

3993
3361
2851
0447
6363
3218
2342
4161
3845

Mri{expt)
836.
774,
658,

2010.
1420.
T47.
6l6.
1003.
975,

3920
3289
27118
0374
6290
3145
2269
4085
31tz

Mr{calc)
B836.
774,
658.

2010.
1420.
T47.
616.
1003.
975.

4980
4599
43717
0363
6908
4028
3544
4763
4702

Ppm
-127

-169
-243
1
-43
-118
-207
-67
-95

HMiss Sequence

o

B B — I — T — N — I ]

AEAmREEIRZTA

.LQRPAPR.L
.ILSSLSR.R

KTGLIK.V

. ILYSSVWYPHHNYGFVPR. T
. IIAVCVDDPEYK.H
.ELPPHR.L

.LSEIR.R

.RFFEDYK.K
.FFEDYKK.H



Spot No.: 190

Mascot score: 109  Sequence coverage %: 50

NCBI accession No.: gi| 18391006

Matched peptides No.: 11 Total peptides No.: 43
Calculated Mr: 20049 Calculated pl: 5.37

Annotated PMF spectra:

2671.589

165
160
185
150
145
140
135
130
125
120 1464972
15
110
105
100

902.624

1994 136 2163.224

1095635
2410.280

1914.052

559.504
1308.775
2273315

o

1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

Start
1

2
10
12
31
43
43
52
100
123
157

End Observed
11 1232.7433
9 902.62473
22 1559 . 8083
22 1360.7076
51 2388.3453
51 1095.6352
59 1994.1357
59 917.5906
118 2288.2788
129 715.5519
170 1433.8679

HMri{expt)
1231.
901.
1558.
1359.
2387.
1094.
1993.
916.
2287.
774,
1432,

7360
6170
8015
7003
3382
6279
1284
5834
2715
5447
8606

Mri{calc)
1231.
201.
1558.
1359.
2387.
1094,
1992,
916.
2287.
T4,
1432,

6594
4869
6756
5435
2042
4880
9793
5018
1987
4236
7409

Matched peptides information:

Start
1

2
10
12
31
43
43
52
100
123
157

End Observed
11 1232.7433
9 902.62473
22 1559 . 8083
22 1360.7076
51 2388.3453
51 1095.6352
59 1994.1357
59 917.5906
118 2288.2788
129 715.5519
170 1433.8679

HMri{expt)
1231.
901.
1558.
1359.
2387.
1094.
1993.
916.
2287.
774,
1432,

7360
6170
8015
7003
3382
6279
1284
5834
2715
5447
8606

Mri{calc)
1231.
201.
1558.
1359.
2387.
1094,
1992,
916.
2287.
T4,
1432,

6594
4869
6756
5435
2042
4880
9793
5018
1987
4236
7409

Ppm
62
144
61
115
56
128
75
89
32
156
G4

Ppm
62
144
61
115
56
128
75
89
32
156
G4

Hiss Seguence

1

[l — I — I — R — R — I ]

Miss

[

[l — I — I — R — R — I ]

-MGLYTEEVRAK . A

M.GLVTEEVR.A
R.AKAFMYTGDEICR.E Oxidation (M)
K.AFEMYTGDEICR.E Oxidation (M)
K.EISMPHGLLPLEDIEEVGYDR.E
K.DIEEVGYDR.E
K.DIEEVGYDPRESGVVHLE. )
R.ESGVVHWLE.
K.ELLIWVTIHNEIYTEEPPTK. I
K.TPTILSR.T
K.SSEATEAKEAVATE.E

Segquence

- .MGLVTEEVRAK . &

M.GLVTEEVR.A
R.AKAFMYTGDEICR.E Oxidation (M)
K.AFEMYTGDEICR.E Oxidation (M)
K.EISMPHGLLPLEDIEEVGYDR.E
K.DIEEVGYDR.E
K.DIEEVGYDPRESGVVHLE. )
R.ESGVVHWLE.
K.ELLIWVTIHNEIYTEEPPTK. I
K.TPTILSR.T
K.SSEATEAKEAVATE.E



Spot No.: 191

Mascot score: 81 Seqguence coverage %: 27
NCBI accession No.: gi| 312281797

Matched peptides No.: 10 Total peptides No.: 29
Calculated Mr: 29391 Calculated pl: 8.94

Annotated PMF spectra:

1551.702
93

90
85
80
75
70
B5
B0
55
&0 2287 091

45
1361.518

40 997 416
- 1629.569
30
95 1161.502
20
15 1088.467
10 1753.859
706,267
£1 1797 231 IL u 1 2163.003
102 b 1 il , | AN
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).

E 10 YS
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Ll
o
Ll

T a0
Protein Score




Matched peptide sequences: shown in Bold Red

a1
101
151
201
251

MORnQRLVESS
ANRPLWEFASS
IINGEFAMLG
DNYTLEVLEM
PGGPFFFHELG
YTONLLDHLAD

LTS5VQTARD
QSLTYLDGSL
AAGATIAPEIL
ALMGFAEHRR
FGENERSMKE
PVNNNVLTSL

IFGTEPAVST SREEESSFVVE ATSTPEVEQG
PGDYGFDPLGE LSDPEGIGGE IEPEWLAYGE
GEAGLIPRET ALPWEQIGVI PPAGTYSYWL
LODWYNPGSM GEQYFLGLEE GFSGSGEPAY
LELEEIFNGR LAMLATLGYF VQGLVIGVGE
KFH

Matched peptides information:

Start
95
106
106
170
170
171
171
183
151
151

- End Observed Mr (expt)
- 105 1291.5727 1290.5654
- 122 1629.8690 1628.8617
- 122 1645.8503 1644.83830
- 182 1551.7015% 1550.6946
- 182 1567.7170 1566.7097
- 182 1395.5834 1394.5761
- 182 1411.5901 1410.5328
- 150 997.4163 996.4091
- 213 2287.0%13 2286.0840
- 216 2658.2530 2657.2457

Mr({calc) pEpm Miss Sequnence
1290.6720 -83 0 ER.WLAYGEIINGR.F
1628.8960 -21 0 ER.FAMLGAAGATAFEILGE.A
1644.8509 -5 0 ER.FAMLGAAGATAPEILGE.A Oxidation (M)
1550.7300 -23 1 ER.BLODWYNPGSMGE.(Q
1566.7249 -10 1 ER.RLODWYNPGSMCOK.(Q Oxidation (M)
1394.6289 -38 0 ER.LODWYNPGSMGE.Q
1410.6238 -29 0 ER.LODWYNPGSMGE.(Q Oxidation (M)
996.5280 -119 0 E.QYFLGLEE.G
2286.0746 4 0 EK.GFSGSGEPAYPGGPFFNPFLGEGE.N
2657.2551 -4 1 E.GFSGSGEPAYPGGPFFNPLGFGENEK. S



Spot No.: 192

Mascot score: 94

Sequence coverage %: 35

NCBI accession No.: gi| 312282625

Matched peptides No.: 8

Calculated Mr: 28229

Annotated PMF spectra:

110
105
100
95
an
a5
in]
7h
70
B5
B0
55
a0
45
40
35
a0
25
20
15
10
5
(10%)

Total peptides No.: 16

Calculated pl: 6.84

E59.245

745293

ik |

1014.438

904.1555

274571

1351.584

L.

1493.545

2069.927

L.

2360.257

1000

1500 2000

Probability Based Mowse Score:

rméz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MAYSACFLHQ SALASSAARS S555555QRYV SLEEPVQIVC FRAQQPHEDDN
SAVSERLALT LLVGALAVGS EVSPADRAYG EAANVFEGEPE ANTDFTAYSG
DGFEVQVERAE WHPSREEIEYFP GUVLEYEDHF DATSHLHNVMY TPTDEESITD
YGEPEEFLEY) VNYLLGEQAY FGETASEGGF DANAVATANT LETHVQEVGGE
FPYYYLSVLT RTADGDEGGE HQLITATVHNG GELYICEAQA GDEEWFEGAN
EFVEEAATSF SWVA

Matched peptides information:

Start -

91
111
116
126
147
202
233
238

End
- 104
- 115
- 125
- 1l4e
- 167
- 211
- 237
- 244

Observed

1493,
659,
1203.
2418,
2360.
1274.
696.
745,

5451
2482
5416
3031
2571
5708
2585
2925

Mr (expt)
14352,
658 .
1z02.
2417.
2359,
1273.
695,
T44.

5378
2405
5343
2958
2498
5635
2512
2853

Mr(calc)
14352,
658.
1z202.
2417.
2359,
1273.
695.
T44.

6470
3187
6295
1057
1583
a707
3676
3878

ppm
-73
-118
-73
79
39
-84
-167
-138

Mis=s Segumence

0

o ooKE oo

K.ANTDFTAYSGDGFE.V
K.WHFSR.E

R.EIEYPGOVLR.Y
R.YEDNFDATSHNLNVMVTETDEE. &
K.SITDYGEPEEFLEQVNYLLGE. Q
K.PYYYLSVLTR.T

K.LYICK.A

K. AQAGDER.W

Cxidation (M)



Spot No.: 193

Mascot score: 81  Sequence coverage %: 37

NCBI accession No.: gi| 312282463

Matched peptides No.: 10 Total peptides No.: 37
Calculated Mr: 30515 Calculated pl: 7.63

Annotated PMF spectra:

1130.541

105
100 1254 642

1371.734

952.423 1782736

20 2086 977

15 840.435
6559.373 14858720 1905.972

2163.039 2355 145
(mg) MI i ;;n l. ” l 1 l i

29058.539

1000 1800 2000 2500

Probability Based Mowse Score:

miz

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MATSSTF3SL
FIL AAMIILA
GLVASVDDLE
SLGGSEPGLE
EATATLAHEF
3INPGTGDEE

LP3FPPALLSD
EV3IGGESDE
FAEVAAFELE
TGRLIFVTLG
ELLGTCEIEI
VTT/LDTHERI

HRSPPPSIRY
PPSS3GSGGD
TAGGPVDLTD
QVFQRIDVFS
TFEETTVETS
TRGDRGELRY

Matched peptides information:

Start
a1
118
141
151
164
210
229
273

- End Ohzerved Mr{expt) Mr{calc}
- 100 1057.5970 1056.5897 1056.6291
- 138 2214.1251 2213.1178 2213.1063
- 150 1130.5413 1129.5340 1129.5768
- 163 1254.6418 1253.6345 1253.6840
- 175 1370.7345 1369.7272 1369.8082
- 217 967.4446 966.4374 966.4845
- 243 1641.7879 1640.7806 1640.8522
- 279 802.3879 801.3806 801.4093

3F3FPLTTFES SRLGFTVFPEE
DEQIALLELE LLSVWSGLHR
DLDPFLOGEWE LLYSSAFSSRE
EDFDNIAEVE LGAFWFFPFPL
GHLSQIFPPEFD IFRLFDSFEF

FWIa

Ppm

-37

5
-38
-39
-59
-49
-44
-36

Mizs=s Seguence

o

HFoooooM

HEEDHEEDENR

LLSWVSGLHR. G
.ELETAGGPYDLTDDLDEL QGE . W
LLYSS5AFSSR. 5

. SLGGSRPGLPTGR.L
LIFVILGOVEFQR.I
.FELLGTCK.I

. TSGHLSQIPPFFDIFER.L

. GDRGELR.V



Spot No.: 194

Mascot score: 81  Sequence coverage %: 29

NCBI accession No.: gi| 148515008

Matched peptides No.: 6

Calculated Mr: 25544

Total peptides No.: 13

Calculated pl: 8.77

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MATR3VATEE TLAGLEET3Z RELLGFRGIQT FTLPDLPYDY SALEPAISGE
51 IMOLHHQEHH QTYVTNYMNMNL LEQLDQAVNE GDASTVWELQ ZATKFNGGGH
101 VNHIIFWEHNL APVHOGGGEP PEGALGGATD THEGSLEGLY HEEMINNAEGAAL
151 QGE3GWWIWLGL DEELEKLYYD TTAHQDPLYT EKGLALVPLYVG IDVWEHAYYL

201 OYKHVEPDYL FIVWEVIHWE YASEVYEEEC K

Matched peptides information:

Start
109
123
167
204
216
221

End
122
141
181
211
220
228

Dhserved

1377.
1841.
1613.
1004.
659,
o88.

5495
9469
7422
4276
2430
3469

Mr{expt)
1376.
1840.
1612.
1003.

658.
987.

5422
9396
7349
4203
2357
3396

Mricalc)
1376.
1440,
1612.
1003.

658 .
987.

7048
9683
8672
5451
3802
1549

Ppm
-118

-16
-82
-124
-219
-117

Miss Sequence

K.HLAPVH()GGGEPPK. &
K.GALGGAIDTHF GSLEGLVEK . K
K.LVYVDTTAHQDPLVTK. G
K.HVRPDYLK.H

K.VIHWE.Y

K.¥YASEVYEK.E



Spot No.: 195

Mascot score: 98 Sequence coverage %: 50
NCBI accession No.: gi| 1405561

Matched peptides No.: 11 Total peptides No.: 57
Calculated Mr: 24147 Calculated pl: 9.23

Annotated PMF spectra:

1253788

140
135
130
126
120
115
1 1475893
105 1547859
100
95
a0
85
a0
75
70
B5
B0
55

&0 875 651
45

40 2367.330
'

301g59 495
25
20
15
10

{10

1165.714

1954.098

1365.791 1791.014

2114117
2176.096

2471.169 2872380

1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MARRADEEYD YLFEVWVLIGD 5GYGESHLLS BRFTEMNEFCLE SESTIGVEFL
51 TETLOVEGRT WEAQIWDTAG OQOERYRATITSA YYRGAVGALL VWYDWTEFRTTF
101 ECVWWLEELRED HADSNIWVIML IGHNETDLEH3 FAVRTEDAQG FMLEEEALSFE
151 TETSALEATH VEREAFQTILC LRFTGIISEE SL55DEPAFPS VWIKEAWEHTV
201 VGGSEAHTEE PCCSN

Matched peptides information:

Start
15
26
53
74
76

132
146
147
158
181
194

End
25
34
62
83
83
144
157
157
172
193
209

Ohserved

1043.
1093.
1130.
1263.

944,
1493,
1307.
1179,
1763.
1329,
1638.

6818
6895
7152
7999
6407
5865
6139
7340
9593
5098
9738

HMri{expt)

1042,
1092,
1129,
1262.

943,
1492,
1306.
1178.
1762.
1328.
1637.

6745
6822
7079
7926
6334
8792
G066
7267
9520
8025
9665

Mr{calc)
1042.
1092.
1129.
1262.

243.
1492,
1306.
1178.
1762.
1328.
1637.

6023
6040
6455
6407
4763
7456
7496
6547
9400
6823
8737

Ppm
69
T2
55

120
167
ik
44
61

a0
57

Miss Sequence

o

D O e e O e e

RRRRRTDE DD RNA

AVLIGDSGVGK. S

SHLLSRFTR.H

. TLOQ¥EGRTVE.A
YRATTSAYYR.G

ATTSAYYR. G

AVRTEDAQGFMLE . K
KEALSFIETSALK.A
ALSFIETSALE.A
ATHVEEAFQTILCLR.F
.SLSSDEFAFSVIE.E
-EAVEHIVVGESEANTE . K



Spot No.: 196

Mascot score: 89  Sequence coverage %: 39

NCBI accession No.: gi| 148515008

Matched peptides No.: 7 Total peptides No.: 12
Calculated Mr: 25544 Calculated pl: 8.77

Annotated PMF spectra:

1542180
0 1600, 961
. 7273.393
80
75 1656.254
70
B5
B0
55
50
45
40
35
0
25
0 1004 BS7
15 B04.468 o S 2600.513
1994.158 2521572
1000 1500 2000 2500 iz

Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MATRSVATRE TLAGLEET33 ELLGFRGIQT
51 TMOLHHOFHH QTYVTHYHHA LEQLDQAVHE
101 VYNHIIFWEHL APYHOGGGEF PEGALGGATD
151 QGEGINWLGL DEELEELVWD TTANODPLWVT
201 OYENVEPDYL ENVWEVINUE YASEVYEKEEC

Matched peptides information:

Start - End Ohserved HMr{expt) Mr{calc)
1-9 1004.6874 1003.6801 1003.5597
1-9 1020.6133 1019.6060 1019.5546

59 - 80 2600.5194 2599.5121 2599.,2415
89 - 94 659.4775 658.4703 658.4014
109 - 122 1377.8566 1376.8493 1376.7048
123 - 141 1842.1803 1841.1730 1840.9683
182 - 203 2521.5723 2520.5650 2520.3053

FTLPDLFYDY SALEPATISGE
GDASTYWEL] SATEFNGGGH
THEGSLEGLY EEMMNAEGAAL
FGASLVYPLYG IDVWEHAYYL

K

Ppm

120

50
104
105
105
111
103

HMis=s Segquence

1

(= —I— I — I — I

- .MAIRSVATR.K

MAIRSVATR.K Oxidation (M)
.HHQTYVTHYNHALE QLD QAVHEK . G
.LOSAIK.F

.HLAPVH(GGGEPPK . G

. GALGGAIDTHF GSLEGLVE . K

. GASLVPLVGIDVHEHAYYLQYK . N

W EE R



Spot No.: 197

Mascot score: 88  Sequence coverage %: 42

NCBI accession No.: gi| 2792230

Matched peptides No.: 8 Total peptides No.: 38
Calculated Mr: 19967 Calculated pl: 7.00

Annotated PMF spectra:

1475819

2163.183

1307.703
B55.9597

1107.551
1036.510 1781859

1234 661

2354.083

I 1660.592

1895.009

| R . B o 7 B B« R u

1

(104

1000 1500 2000 miz
Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 GEHGETTLALR HVYRHEREEF ECHAWVIISO TTYIIEDVLEC LELELDLEEE
51 IQGNIGDMDS ATLONELYEEF LMDOEYLIVL DDVIWFPETVII DLF3IFVSIL
101 EGIEVLVTTE IDGVAHLAFF DERITLEFLS EFESWELFCE TAFFPREDEIHE
151 EPTELTVLA[ QIVSECEGEF LAL

Matched peptides information:

Start
1

6

40

70
111
124
155
166

End
14
17
:3i
75
123
133
173
173

Observed

1493,
1407.
1090.

797.
1438.
1157.
2087.

906.

7956
7434
5271
2867
7456
5816
0935
3922

Mri{expt)
1492,
1406.
1089.

796.
1437.
1156.
2086.

o05.

7883
7361
5198
2794
7383
5743
0862
3849

Mr{calc)

1492,
1406.
1089.

796.
1437.
1156.
2086.

a05.

7787
7266
5740
3789
7728
6703
1496
4317

Ppm
]
7
-50
-125
-24
-83
-30
-52

MHMizs Segquence

1

COHREREOOR

. GEWGKT TLAAHVYR . H
K. TTLARNVYRHER.E
K.CLSLELDLK.K

K.FIMDQK.¥ Oxidation (M)
R.
R
K
K

IDGYAHLAFPDER . I

. ITLEPLSEEK. S
LTVLAQQIVSKCEGFPLAL . -
. CEGFFLAL . -



Spot No.: 198

Mascot score: 82  Sequence coverage %: 15

NCBI accession No.: gi| 21592994

Matched peptides No.: 8 Total peptides No.: 15
Calculated Mr: 34061 Calculated pl: 9.04

Annotated PMF spectra:

1384.516
g45.245

65

60

55

50

45

40

35

30

25

20
B25.176

10 2163.022

1243418
5 1050415 ‘ S
(102 . [ ) l g | 1838883 2273132
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Probability Based Mowse Score:

Protein score is -10%Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301

MAATATS3LS FPALGOSDEI
ESLIHCHINYV TADVPPVREET
RYEETYRYDP VFALGFVTWVY
TRIDAQEMEE WARIOQTZAZL
BFFAYGLFREL LELAZATDPT
VOQLNELLKEY VEREKEEQEE

SNFASSRPLL SAIRICTEFS
ESKFLEAYER PIP3IYNTVL
DOLMEGYPSD QDRDATIFEAY
VDFSSEEGDI EAVLEDIAGE
VLDELCAZLN INEEIVDEDL
RLOSOKANET ISKCLGDTLY

Matched peptides information:

Start
153
158
158
177
195
202
239
259

- End Observed HMr{expt) Mr{calc) ppm Hizs
- 163 1392.5012 1391.4939 1391.6503 -112 1
- 163 821.1717 §20.1645 820.3537 -231 0
- 163 837.1740 836.1667 836.3487 -218 0
- 185 973.3390 972.3317 972.5128 -186 0
- 201 845.2452 644.2379 844.3715 -158 0
- 209 956.3825 955.3752 955. 5280 -160 0
- 244 780.2322 779.2249 779.3814 -201 0
- 263 695.1755 694.1682 694.3286 -231 0

RLSLMN3R3TS
QEL IVOOHLHM
IEALNEDFPEQ
LGSFEGESYS
DYWYRNLL3EL
NPSFLVERES

Sequence
R.IDAQEMEEYAR. S
K.MEEWAR. S
K.MEEWAR.S Oxidation (M)
K.EGDIEAVLEK.D
K.EGFSYSR.F

R.FFAYGLFR.L

R.DLDVYR.H

K.EYVER.E

Oxidatcion M)



Spot No.: 199

Mascot score: 116  Sequence coverage %: 49

NCBI accession No.: gi| 21593565

Matched peptides No.: 16 Total peptides No.: 62
Calculated Mr: 35982 Calculated pl: 7.00

Annotated PMF spectra:

1464.905

a0

45

40

35 855540

B72.186 1179.660

1900.045
30

* 2163.182

20 1635.947

1362.771L
a

1277.730 23584.068

24580362

2579374
2705273

1000 1500 2000 2500 miz

Probability Based Mowse Score:

Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MARFPVEVLWY
LHGVEMELVD
DVMSENVSIY
ENITCLTRLD
VETSSGEEFV
ACDHIBDWWVWY
RGLEPIDDASE

TGAAGDIGYA
AAFPLLEGVV
ESQASAT.EEH
HHRALGOWVSE
RELVENDEWL
GITPEGTFVSH
KEMDLTAEEL

Matched peptides information:

Start

56 -
68 -

95
101
1zo
127
143
152
164
203
240
313

- End Observed Mr (expt)
-7 825.3607 828.3534
- 27 2480.3617 2475.3544
- 27 2016.2217 2015.2144

a7 1362.7761 1361.7688

o4 2705.2730 2704.2657
- 99 637.4127 636.4055
- 100 T65.4579 T64.4507
- 111 12595.6981 1298.69508
- 126 797.4788 796.4716
- 142 1650.0463 1645.0390
- 151 1017.57%1 1016.5718
- 158 877.2666 B76.2593
- 171 859.5397 858.5324
- 211 S960.5618 5959.5546
- 256 1773.9535 1772.9462
- 321 1065.5541 1064.5468

LVEMIARGTIM LGEADQPVILH MLDIPFAAER
ATTDAVEACT GVNVAVMVGG FPRREGMERK
AAPHCEVLVY ANPANTHALI LEEFAPSIPE
RLESVEVSDVE HVIIWGHNHSS TQYPDVHHAT
HEGEFISTVQD RGRATTEARE LSSALSAASS

GVYSDGESYNWYV PAGLIYSFEV TCRNGEWTIV
EEEEDLAYSC L35

Mr{calc) Prm Mi=s=s Seqnence

828.5004 -177 1 - .MAFEFVR.WV
2475.4461 -37 1 E.EPVEVLVTGAAGOIGYALVPMIAR.G
2015.1238 45 0 R.VLVTGAAGDIGYALVPMIAR.G Oxidation (M)
1361.7265 31 0 EK.MELVDAAFPLLE.G Oxidation (M)
2704.3677 -38 1 EKE.GVWVATTDAVEACTGVNVAVMVGGFFRE.E
636.2537 239 0 K.EGMER.E Oxidation (M)
T764.3487 133 1 E.EGMERK.D Oxidation (M)
1298.6540 28 1 E.DVMSENVSIYK.S Oxidation (M)
T96.3650 134 0 K.HAAPNCE.WV
1648.9876 31 0 K. VLVVANPANTHALILE.E
1016.5178 53 0 EKE.EFAPSIPER.N

876.4487 -216 0 E.NITCLTR.L

858.4559 89 0 ER.ALGQVSER.L

959.5036 53 0 KE.TS5GEEFVE.E
1772.8839 35 1 R.FLSSALSAASSACDHIR.D
1064.5060 38 0 E.MDLTAEELE.E Oxidation (M)



Spot No.: 200

Mascot score: 85  Sequence coverage %: 20

NCBI accession No.: gi| 167891400

Matched peptides No.: 6 Total peptides No.: 13
Calculated Mr: 26275 Calculated pl: 7.01

Annotated PMF spectra:

1466.573

1021.658

2163.186
740,537

910.582
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Probability Based Mowse Score:

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 EASAGFEAGY EDYFLTYYTP EYETEDTDIL AAFRVTPOPG VPPEEAGALV
51 AAEZSTGTWT TWUTDGLTIL DRYEGRCYHI ETVWGEENQY ITAYWAYPLDL
101 FEEGIVTHNMF TIIVGHNWVEFGF EALBALBLED LEIPP3IYIET FOQGPPHGIOW
151 ERDELMNEYGE PLLGCTIEPE LGLIAENYGE AVYECLREGGL DFTEDDEMNWVH
201 SOFPFMEWMEDR ZLFCAEALYE AQ3IETCGEIEG HYL

Matched peptides information:

Start - End Obhserved HMri{expt) Mr{calc) ppm Miss Segquence
2 - 11 935.6005 934.5933 934.5236 75 1 K.ASAGFKAGVE.D
15 - 25 1407.7824 1406.7751 1406.6605 61 0 EK.LTYYTPEYETEK.D
26 - 34 1021.6585 1020.6512 1020.5240 125 0 K.DTDILAAFR.V
122 - 127 699.3762 698.3689 698.4551 -123 1 K.ALRALR.L
181 - 187 910.5824 909.5751 909.4378 151 0 R.AVYECLR.G
207 - 210 632.4319 631.4246 631.3190 167 1 R.WEDR.X



Spot No.: 201

Mascot score: 112  Sequence coverage %: 53

NCBI accession No.: gi| 20230245

Matched peptides No.: 12 Total peptides No.: 25
Calculated Mr: 26115 Calculated pl: 6.47

Annotated PMF spectra:

720.526
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30
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1150780

1809.079
[2342 457

1543346

Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=0.05).
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Matched peptide sequences: shown in Bold Red

1 MMDGDVIRQI QOMVEFIECQE AEEEAHEISY SAFEEFHIEE LOLVEREEEE
51 TRODYEEEEE QADVWREEIDY 3MOLNAIRIE WLOQAQDDIVN AMEDEALLEDL
101 LNV3ZIDANAY EQLLEALTIVQ CLLELEEPSY LLECEEEDLG FYESVLDDAE
151 EEYAGELEVH APEVAVDTEI FLPGPPESHD SHDLHCAGGY VLASRDGEIV
201 CEHTLDARLID VAFRMELPVI BRESLFGOVAL

Matched peptides information:

Start - End Ohserved Mr{expt}) Mri{calc) Ppm Mis=z Segquence
9 - 15 902.6093 901.6020 901.4804 135 0 R.QIQOMVR.F
9 - 15 918.6229 917.6156 917.4753 153 0 RB.QIQOMVR.F Oxidation (M)
25 - 40 1809.0788 1808.0715 1807.8475 124 0 K.AHNEISVSAEEEFHIEK.L
51 - A7 951.6292 950.6220 950.4821 147 1 K.IRQDYEK.K
61 - 63 588.4119 587.4046 587.3027 173 0 K.QADVR.K
125 - 133 1054.8328 1053.8255 1053.6546 162 1 R.LEEPSVLLR.C
137 - 156 2214.3457 2213.3384 2213.0376 136 1 K.EDLGFVESVLDDAKEEYAGK.A
159 - 177 2016.3768 2015.3695 2015.0728 147 0 K.VHAPEVAVDTEIFLPGPPK.S
178 - 195 1918.1301 1917.1228 1916.8912 121 0 K.SHDSHDLHCAGGVVLASR.D
199 - 208 1190.7796 1189.7723 1189.5761 165 0 K.IVCEHNTLDAR.L
209 - 214 720.5262 719.5189 719.3966 170 0 R.LDVAFR.M
217 - 221 597.5257 596.5184 596.4010 197 0 K.LPVIR.R



Spot No.: 202

Mascot score: 86  Sequence coverage %: 17

NCBI accession No.: gi| 15222251

Matched peptides No.: 10 Total peptides No.: 24
Calculated Mr: 45544 Calculated pl: 5.96

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<20.0%).
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Matched peptide sequences: shown in Bold Red

1 MGEELDALLG BIFETHNEFES LITLALTRLS ILENQROQARL 3QAISDWVTEL
51 LELGQHEHALY HEVDOVVEDQ WTLDVLFFIH GYFTLCLDRI HLFEHNERDCE

101 EELLEAVSGL LFAASRIGEF PELQEIFNWVL I3RFGEDLAL RSIELRSNCG

151 VDPEIIQELS TRPPPEEVEM EKALEETAAEN NIVLELDQAZ TSTEGTTHMO

201 GTIDVSEKETEL TSEDGRGEGY GLSDSVERGE EEYEDVADAL QAAFESAAHA

251 AERALAQAAVEL SQF3IFPRGHDI PGNIGGENIF HGSENEEIEQ EQEGHNDDSSE

301 GEGDVHMIESE R3M3ID3IEDII DVPVMSFREED PVELLEEDTI IYDSEEETQF

351 SVETITISES FDEQHRMVGS NEADTEHVDH MVYBSIEDPIM BREALGLEGPVS

401 VRTROVRGYT

Matched peptides information:

Start - End Ohserved Mri{expt) Mri{calc) ppm Miss Segquence

5 - 11 Th1.4073 7h6.4001 7h6.4494 -65 0 K.LDALLGR.S

18 - 28 1262.5305 1261.5232 1261.7758 -200 1 K.FESLITLALTE.L
208 - 213 677.2529 676.2456 676.4119 -246 1 K.TKLTSK.D
217 - 227 1111.4741 1110.4668 1110.5193 -47 0 R.GEGYGLSDSVE.R
329 - 333 587.1636 586.1563 586.2962 -239 0 R.EDFVEK.L
329 - 337 1070.4635% 1069.4562 1069.6019 -136 1 R.EDFVYEKLLEEK.D
360 - 366 876.4169 §75.4096 £75.4097 -0 1 K.SEDEQHR.HM
371 - 383 893.3443 892.3371 892.4338 -108 0 R.HVDHMVR.S
384 - 392 10848.4928 1087.4855 1087.5695 =77 1 R.SIEDFIMRE.&A
403 - 407 659.3257 658.3184 658.3875 -105 1 R.TROVR.



Spot No.: 203

Mascot score: 111  Sequence coverage %: 23

NCBI accession No.: gi| 11072026

Matched peptides No.: 27 Total peptides No.: 79
Calculated Mr: 114361 Calculated pl: 6.69

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851
901
951

HTEHEGHDEE
EEITHESTEV
L3PHDNWVEEL
CYLQCLVYEDFE
FFTEDELAGL
VAMAYGERCG
BVYIRFLEDIS
ELQFDLDFGD
AFAVFDSGSG
ALLIAQFAED
VYDPDEREIFS
LFDQITIYSDD
TCYSRLWIEV
THFLGREP3IT
HTGRFEEVGL
ETPFFNFEIE
LLGEYIYEDT
TAIEQHEVLE
EVEDYF GDAK
GPEAEQLTLG

IEGENPEEEL
HDAVALWVILD
STEAEQEIDA
EDHGLHLTAI
PLEFLONLEE
DTHIPVLQERL
S3LTDLAIRE
IRQYFPVILY
ELLGYFYLDM
GIGEAVPLGE
QLLEMNWQDIT
DADLLQLIRE
TALADIFASEF
QAF TASETHY
ABHSLFSSRT
DDGHFPRFVIF
IAPHIAAVIY
TATEFRYGTE
E3FGEL33LN
WLILMIQP3SE

Matched peptides information:

Start
2
151
159
234
249
208
320
401
412
496
536
570
693
13
720
731
732
732
T42
T3
799
409
G14
a0z
944
976
980

- End Ohservred Mriexpt)
-9 906.399%6 905.3924
- 138 1111.4806 1110.4733
- 171 1449.6915 1448.6842
- 243 1153.4832 1152.4759
- 257 968.4356 967.4283
- 304 862.3534 861.3461
- 329 1249.6329 1248.6256
- 411 1085.5281 1084.5208
- 423 1538.7111 1537.7038
- 506 1308.6358 1307.6285
- 542 G15.4044 614.3971
- 574 581.3037 560.2964
- 712 2163.1320 2162.1247
- 719 833.3079 832.3006
- 730 1319.4103 1318.4030
- 739 1094.4068 1093.3995
- 741 1107.4971 1106.4898
- 741 1123.4776 1122.4703
- 747 633.2643 632.2570
- 792 2185.1100 2184.1027
- G04 659.3428 658.3355
- 821 1475.7233 1474.7160
- 821 919.4327 91§.4254
- 910 1042 .4865 1041.4792
- 948 696.2942 695.2869
- 986 1158.4856 1157.4783
- 986 731.3150 730.3077

Oxidation (M)

MVWTEFTZAAZ LPGCDTVCVH LIAKEILDLA
EL3YEMNVWLE LAELEARQLS LIOCCVFPEM
HILSCRERED VYRIIEIYTAA EKGEIISFEAE
EREEVERLEY EIDELILEYI QNLMNED3ISCL
TONEEFELTL E3FHVAATLE LCEILETEET
VOSEHRLACW CGYAHFADYA LDERMIETSM
FSILEDLERE EEGEIPFGVE DLLYYIERVE
L3IFIFEICOD LFGIEFEEWVT EVDVWYHDIER
FTREGECHHS CVWALQNMNAL F3INGACQIPV
SDVWVNLFHEF GHVWOHICHNE ALSFARFSGLE
EFLVDEVCET LERWEYSFSA LESLOQEILYC
LHPEVHMIGLE VWEGTWPASC FPRAVIGIEL
GDGHPHNLYAG LOFRDEVLAF GGSEEPMELL
WEVEIHEIII FFEFNNLSFL WELVWSESSL
ACBETAV(QQR FMVEVVEAKG EEGMALAROTO
IFMANVYLYWY PLSIIAGGTT AEIMVAAEDH
BVHNYTSFCLF LCDVISHNCFY LQODEEEIQE
LVENGHMEAR L3ITSDVIELF TODOQLETVFED
PGEDEETEET SDEEAEILVF FTEMIXYHRFT
TOCLOEVWIVEI LSDGYWEHWVAL IL33ITCLV
Mr{calc) ppm Miss Segquence
905.3726 22 0 M.TEHEGHDEK.EK
1110.5314 -52 0 K.CYLQCLYR.D
1445.7147 -21 0 R.DFEDHGLHLTAIK.R
1152.6325 -136 0 R.HVAATIFELCK.I
967.5161 -91 1 R.KTVAMAYGE.R
861.4854 -162 1 E.TSMRVIR.F
1248.6714 -37 1 R.EFSILEDLER.K
1084.5189 2 0 R.AFAVFDSGSGE.L
1537.7639 -39 0 EK.LLGYFYLDMFTRE.E
1307.6622 -26 1 R.FSGLEYDFDFR.E
G14.4225 -31 0 R.YSFSALK.S
580.3333 —64 0 R.SLHPE.V
2162.1331 -4 1 K.L¥VSESSLHTGRFEEVGLAR.H
832.4191 -142 0 R.HSLFSSRE.T
1318.6412 -181 1 R.TACRETAVQQR.R
1093.5954 -179 1 R.BEMVFYVEAK.G Oxidation (M)
1106.6158 -114 1 R.MVFVVEAEGE.K
1122 .6107 -125 1 R.MVYFYVEAKGE.E Oxidation (M)
632.3428 -136 1 EK.EGMAAR.(
2184.1289 -12 0 R.MANVYIWYPLSITAGGTTAK.I
658.3650 -45 0 EK.DHLLGK.Y
1474.8256 -74 1 EK.DPTIARHIAAVIYR.V
918.5287 -112 0 R.HIAAVIYR.V
1041.5131 -33 1 K.VEDYFGDAK.E
695.3425 -80 0 E.MIYHR.F
1157.7020 -193 1 E.¥TVEILSDGVE.H
730.4225 -157 0 EK.ILSDGVE.H



Spot No.: 204

Mascot score: 117  Sequence coverage %: 23

NCBI accession No.: gi| 31593440

Matched peptides No.: 11 Total peptides No.: 29
Calculated Mr: 36256 Calculated pl: 7.07

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MAEGLVLEGT MCAHTDMWTA TATPVDNZDW IVTIZEDESI ILWELTEEDE
51 SYGVANREMT GHIHFVODWY L3ISDGOFALS GEWDGELRLW DLATGESTRE
101 FYGHTEDVLS VAFITDNEQIL WSASRDETIE LWNTLGECEY TISEADGHEE
151 WYSCVRFZSPN TLVYPTIV3IAS WDETVEVWHL QHCELENTLA GHIGYLITWVA
201 VEPDGELCAS GGEDGVILLW DLAEGEELYZS LEAGEITHZSL CF3IPNRYWLC
251 AATEMNSIRIW DLESESVWVED LEVDLEAEAE ETDGETGIGN EKTEWIYTCTIL
301 MNW3ADGNTLF SGY¥THGVIEY WEIGHRY
Matched peptides information:
Start - End ODhserved Mr{expt) Mr{calc) pPpm Mis=s Sequence
30 - 44 759.3563 758.3490 758.4690 -158 0 E.SIILWE.L
48 - 57 1152.4356 1151.4283 1151.5571 -112 1 EK.EDESYGVAQR.R
51 - 57 780.3047 779.2974 779.3926 -122 0 E.SYGVAQR.R
119 - 125 760.3113 759.3040 759.4239 -158 0 R.QIVSASBE.D
140 - 149 1120.3747 1119.3674 1119.5196 -136 0 EK.¥TISEADGHE.E
150 - 156 035.3301 034.3318 934.4331 -108 0 EK.EWVSCWVR.F
177 - 184 1061.3694 1060.3621 1060.5124 -142 0 E.VWHLOQHCE.L
214 - 226 1428.6363 1427.6290 1427.7660 -96 0 E.DGVILIWDLAEGE.K
259 - 263 890.3339 889.3266 8589.4545 -144 0 R.IWDLESK.S
320 - 325 687.3212 686.3140 686.3864 -106 0 R.VHGIGR.Y
320 - 326 850.3626 849.3553 849.4497 -111 1 R.VHGIGRY.-



Spot No.: 205

Mascot score: 107  Sequence coverage %: 32

NCBI accession No.: gi| 312282483

Matched peptides No.: 13 Total peptides No.: 27
Calculated Mr: 34165 Calculated pl: 8.40

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

HMATVANFLAK
RERLSAVEVE
VAEFATSESD
IEENVPHFSFY
EELIDENMRIG
GDENDSCHEF
GVENTY

FIATVVERLS
AGALSPGEENG
QSHEIYPFMV
ESMEETHEEE
GELIVLDWVGL
LEDMNVIEWVE

SAGASTSSFI
SPLLEDEEVQ
DLSETCHNDVW
GIGPDQLMGD
FEHCGPCVENY
TFLFIEDGDI

Matched peptides information:

Start
82
99

115
154
203
213
229
239
239
277
284
290
299

- End Observed Mr (expt) Mr({calc)
- 583 1374.6344 1373.6271 1373.6463
- 108 1064,5391 1063.5318 1063.5914
- 124 1256,6028 1255,5955 1255.6271
- 161 1024,4627 1023.4554 1023.5178
- 208 759,3207 758.3134 758.3922
- 221 969,.5574 968, 5502 968. 6270
- 235 819.3687 818.3614 818.4502
— 248 1126.5249 1125.5176 1125.5488
- 248 1142.5074 1141.5001 1141.5438
- 283 792.,2572 791.2500 791,3232
- 298 15%0.8706 1589.8633 1589.8777
- 298 999,5293 938.5220 938.5760
- 303 581.2171 580.2099 580.2969

FFDPEFHNSLL
EIHSGEEFDE
FLLITMGDESE
VLYYGDNHSA
PTVLELSRSM
CGRYVGSGEG
pEm Miss
-14 o]

-56 o]

-25 o]

-61 o]
-104 o]
-79 o]
-157 o]
-28 o]

-38 8]

-93 o]

-9 1

-54 o]
-150 o]

LEQSLIRIFES
ALFMAFMNELWV
KETEELCREEE
VVQLHGRADWV
SETVVFARMN
ELIGEILREYS

Sequence

K. IHSGEEFDEALE.N

E.LWVVAEFATEE. S
E.IYPFMVDLER.T
E.VPHFSFYE. S
E.LIDENE.T
E.LIVLDVGLE.H
E.V¥PTVLE. L
E.SMSETVVFAR.M
E.SMSETVVFAR.M
ER.DGDICGR.Y

Oxidation (M)

Oxidation (M)

R.YVGEGKGELIGEILR.Y

E.GELIGEILR.Y
E.YEGVR.V



Spot No.: 206

Mascot score: 137  Sequence coverage %: 38

NCBI accession No.: gi| 15237225

Matched peptides No.: 19 Total peptides No.: 59
Calculated Mr: 44133 Calculated pl: 6.79

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=0.05).
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Matched peptide sequences: shown in Bold Red

1 MASLQLCDGY LLFEFP3VIFR FLSQRISHRL IFPEASSIFFP SP3IP3333335

51 L3F3RRELLY Q3AAVILSLS SIVGPARADE QLIEWERVFL FPIDPGVWLLD
101 TAFVPDEP3R GFLLGTRQTL LETEDGGSTW HPRSIFSAEE EDFHYREFHSI
151 SFEGEEGWII GEPAILLYTA DAGEMWDRIF L3ISQLPGZDMV FIEATEDESA
201 EMVTDEGAIY WISHRGYNWE AATQETVSAT LHRTWVISGIS GASYYTGTFI
251 AVMERSPDGEY WAWSSRGMFF LTWEPGOPYW QPHMNRAVARR IQHMGWRADG
301 GLWLLVYRGGG LYLIEGTGIT EEFEEVEV(S RGEFGILDVGY RSEEEAWAAG
351 GSGILLRTEN GGESWHRDELZ ADWIAANLYA WVEFVDDEEGE VLGHDGVLLE
401 YV
Matched peptides information:
Start - End Obhserved HMriexpt) Mri{calc) ppm Miss Segquence

21 - 25 650.1781 649.1708 649.3548 -283 0 ER.FLSQR.I

111 - 117 763.5756 762.5684 762.4388 170 0 ER.GFLLGTR.(Q

125 - 133 989.6257 988.6184 988.4363 184 0 K.DGGSTHHPR.S

134 - 146 1556.9981 1555.9908 1555.6790 200 0 PR.SIPSAEEEDFHYR.F

147 - 153 842,.5801 841.5728 841.4334 166 0 R.FHSISFE.G

199 - 215 1843.2470 1842.2397 1841.8465 213 0 K.SAFMVTDEGAIYVTSHR.G

199 - 215 1859.2700 1858.2627 1857.8414 227 0 KE.SAFMVTDEGAIYVISHR.G Oxidation (M)

221 - 233 1374.0083 1373.0010 1372.7310 197 0 EK.AATQETVSATLHR.T

260 - 266 T781.5462 780. 5389 780.4130 161 0 R.YVAVSSR.G

290 - 297 1060.2752 1059.2679 1059.5396 -256 1 R.RIDHMGWE.A

291 - 297 904.6007 903.5934 903.4385 171 0 R.IQHMGWE.A

291 - 297 920.5887 919.5815 919.4334 161 0 ER.IQHMGWER.& Oxidation (M)

298 - 307 1099.8434 1098.8361 109B8.6186 198 0 R.ADGGLWLLVE.G

316 - 331 1778.2292 1777.2219 1776.8530 208 0 K.GTGITEEFEEVPY¥(SE.G

332 - 341 1096.7769 1095.7696 1095.5713 181 0 R.GFGILDVGYR.S

342 - 357 1646.1471 1645.1398 1644.8107 200 0 PR.SEEEAMAAGGSGILLE.T

364 - 369 805.5284 804.5212 804.3878 166 1 EK.SWHRDK.A

388 - 400 1388.0591 1387.0518 1386.7983 183 1 K.EKGFVLGHDGVLLE.Y

389 - 400 1259.9550 1258.9477 1258.7034 194 0 K.GFVLGHDGVLLR.Y



Spot No.: 207

Mascot score: 81  Sequence coverage %: 27

NCBI accession No.: gi| 308802434

Matched peptides No.: 8 Total peptides No.: 25
Calculated Mr: 34223 Calculated pl: 6.02

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MEHYEEVAEI GEGTYZVWYE AESLERDDAMY ALKERIRLDOQD DEGYVPSTAIR
51 EISLLEELEH ERVWSLLEVI HEETELYLVF EYLDLDLEEH MDS3FPHISND
101 BMWVIEGYVYO ICAGIAFCHS HEVLHRDLEF QNLLIDTTHN VLELADFGLA
151 RAFGIPVEAY THEVWTLWYE APEILLGVET Y3ITEVDVWII GCIMAEMVINH
201 APLFPGDSEI DELFEIFETL GTPGETLWFE AEQLPDYQES FPEWEAEFPWE
251 SLCPALDERAG WDLLRISLLOY SPEERIIAEY ATOHRWEDDY REHIGR
Matched peptides information:
Start - End Ohserved HMr{expt) HMr{calc) ppm Miss Sequence
1 -6 §29.3909 828.36837 82868.3323 62 0 - .MENYEKE.V Oxidation (M)
1 -9 1111.6301 1110.6228 1110.5379 16 1 - .MENYEEVAK.I
2 -6 682.2832 681.2759 681.2969 -31 0 M.EHNYEE.V
23 - 33 1234.7328 1233.7255 1233.6387 0 1 EK.SLEDDAMVALK.R Oxidation (M)
35 - 50 1785.0070 1783.9997 1783.9064 52 1 R.IRLDQDDEGVPSTAIR.E
57 - 15 22742778 2273.2705 2273.2015 30 1 K.ELRHERYWVSLLEVIHEETK.L
76 - 89 1771.686974 1770.8901 1770.9307 -51 1 K.LYLVFEYLDLDLEK.H
286 - 296 1493.6237 1492.8164 1492.6348 86 1 R.WFDDYREHIGR.-



Spot No.: 208

Mascot score: 133

Sequence coverage %: 36

NCBI accession No.: gi| 166359602

Matched peptides No.: 12

Calculated Mr: 24136

Annotated PMF spectra:
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Total peptides No.: 25

Calculated pl: 6.17
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Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p=<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201

MVLEVYGPHE ASPERAIVIL VEREGVAFETI FVDLMEGEHE QFPLYLALQPF
GTVPALAVVDGD TEIFESRAVM RYVAEEYES() GPDLLGETVYE DRGOVEQWLD
VELATTYHPPL LNLTLHVHMFAL 3VHMGFPADQE LIEKEIEEFLA AVLDVYEAHL
SEIEYLAGDF VSLADLAHLP FTDYLVGFPFIG EAYMIEDEEH V3IAWWDDIIS
RPAWEEVLEE ¥SLPL

Matched peptides information:

Start
5
15
16
24
24
24
63
63
T2
79
a8
139

End
- 14
- 23
- 23
- 36
- 36
- 40
- 67
-1
- 76
- 87
- 92
- 152

Dbhserved

1102.
1028.
872.
1420.
1436.
1887.
651.
1124.
609.
914.
619.
1529,

7894
§322
6784
0190
0269
3719
4568
7697
4631
6525
4001
1700

HMri{expt)
1i01.
1027.

871.
1419.
1435.
1886.

650.
1123.

608 .

913.

618.
1528.

7821
8249
6711
0117
0196
3646
4496
7624
4558
6453
3928
1627

Mri{calc)
1i01.
1027.

871.
1418.
1434.
1885.

650.
1123,

60&.

913.

618.
1527.

5607
6390
5379
7479
7429
o608
3388
5808
3170
48569
2973
8297

pPpm
201
181
153
186
193
214
170
162
228
173
154
218

HMis=s Sequence
K.VYGPHFASPE.R

1]

[ — T — I — I — I — R — I — I

K.

RALVTLVEK. &

R.AILVTLVEE. >

mREERRAAR

-.GVAFETIPVDLME. >

GVAFETIPVDIME. 3 Oxidation (M)
.GVAFETIPYDIMEGEHK.) OCxidation (M)
.IFESR.4

IFESRAVME.Y Oxidation (M)
YVAEK.Y

-SQGPDLLGE.T

.TVEDR.

LAAVLDVYEAHLSE. &



Spot No.: 209

Mascot score: 115  Sequence coverage %: 32

NCBI accession No.: gi| 15240250

Matched peptides No.: 9 Total peptides No.: 32
Calculated Mr: 30275 Calculated pl: 8.24

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 72 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

M3TIRASLCC SSTOVIGEGL
DRFSESDIIV
TIGPLVVDAL
TIHLHETWHI]
GGOSFIEICN
LYAGSAVE GA

SPSILSAHFA
EPVTDLFPLIV
IKSLGAKAGYT
EEISDLEREMC
EDYAELATKGT

Matched peptides information:

Start
56

72

78
131
157
213
243
262
269

End
71

77

95

136
162
2138
261
268
274

Dhserved

1661.
673.
2058.
718.
702.
731.
1744,
809.
603,

8793
4064
9948
4271
4192
4594
9625
4098
3912

HMri{expt)

1660.
672.
2057.
717.
T01.
730.
1743,
808.
602.

8720
3991
0875
4199
4119
4521
9552
4025
3839

Mr{calc)
1660.
672.
2057.
717,
701.
730.
1743.
808.
602.

9036
3806
9299
4061
4072
4337
9519
3967
3751

Ppm

-19
27
28
19

7

25

2

7

15

FPERSLLYQF T3F3F3ERRT HGIVELAIIRY
FLGEQVEAVE LAGCDWIHVD VMDGRFVFPNI
HLMIVEFPEQR WEDFIKAGAD IVIVHCEQQS
VLNPGTPL3A IEYVLDMVDL WVLIMSVNFPGEF
AEEKGVNMFWIE VDGGVTPANME YEVIEAGAHD
EASKEFPAAVA W

Miss Segquence

i}

Ll — I — I — I — I — I — |

K.SDIIVSPSILSANFAK.L
K.LGEQVK.A

K.AVELAGCDWIHVDVMDGR.F Oxidation (M)
R.VPDFIK.A

R.TVHQIK.S

K.ISDLRK.M

K.VIEAGAHALVAGSAVFGAK.D

K.DYAEAIE.G

K.GIKASK.R



