Reference P (pro) Score
Scan(s) Peptide MH+ z P (pep) XC
1 acurhagin precursor [Deinagkistrodon acutus] 9,44E-15 90,27
294 K.DDSPGQNNPCK.M 1231,50083 1 2,30E-03 2,20
2794 K.DDSPGQNNPCK.M 1231,50083 2 246E-07 2,78
7368 K.HDNAQLITGIDFR.G 1499,76012 2 1,16E-12 4,75
4490 K.IPCASEDVK.C 1018,48741 1 952601 2,03
9285 K.ITVKPDVDYTLNAFAEWR.K 2138,09168 2 1,22E-14 5,48
7059 K.KHDNAQLITGIDFR.G 1627,85508 2 172613 457
3708 K.MFYSNDDEHK.G 1285,51538 2 9,26E-09 2,81
5792 K.VCSNGHCVDVTTAY. 1582,66252 2 271E05 2,80
6024 R.ASM*SECDPAEHCTGQSSECPADVFHK.N 2953,14928 2 1,84E-05 3,07
5993 R.ASM*SECDPAEHCTGQSSECPADVFHK.N 2953,14928 3 944E-15 4,92
7660 R.GSIIGYAYIGSMCHPK.R 1753,84006 2 1,38E-09 3,27
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Reference:
Database: D:\Database®gkistiodon fasta Monoisotapic Mw: 684378 Mumber of Amino Acids: 610 pl: 4.0
I 305 610
1-10 | 11-20 21-30 31-40 51-60 | 61-70 81-90 91-100 :I
1| MIQvLLYTIC {LAAFPYUGSS IILESGDVND YEVVYFRKVT YEDAMUYEFK VHGEFVVLHL TSETHYSEDG FEITINFFVE
101| BHCYYHGRIE {NDGDSTASIS ACNGLKGNFE LOGETYLIER VFEYENVEKE {DEAFKMCGYT KISOLNLIFE Q0IYDFFRYV
ETVVVYDKAM VTKYNGDLDE IKTKIMVEAAN MVRYHF WTEEDKITVE PDVDYTLNAF EKEHDNAOLT TEIDFRGEIT
GYATIGENCH PEREVGIIOD TSPINLVLAY TMAHEMGHIL GIHHDDGYCY CGGYPCINGE STSPEPSKEF SNCEYIQCTD FIMNEMPECT {DNEPLGTDIT
SPPLCGNELL EVGEECDCGT PENCQNECCD AATCELESGS QUCGHGDECEY CKFRTSGTEC RASHSECDPA EHCTGOSEEC GE PCLDNYGTCY
HGHCPIMYHY CYALTGADIY EAEDSCFESH ERGNYYGYCR KENGKEIFCA SEDVECGRLY CEDDSPGINIT PCEMFYSNDD EHEGHVLEGT KCADGEVCSH
| 601 GHCVDVTTAT
L=l
Protein Coverage: I™ Include unmatched fragments in table:
- Pratein Coverage Totals
Sequence MH+ % by Mass Position % by AR's |~
by Mass: [12985.8 [ [KYTALPKGAVGGK 1367 54 200 38 - 50 213 :I
byMass [fggs | | |C[VTALPReavaer 123874 18 3850 197
[ [VTALPKGAWGGKYEDAMGYEFK 254428 EXZ] 3860 EEl
by Position: [17g [ |sevaar 53036 092 45-50 0.98
wpans [FH [ _|GAvaQKrEDAMGYVERK 1934 90 282 45 - 60 262
GV GEHYEDAME Y EFKWNGEPYYLHLER 324962 474 45-72 459
VNGEPYWLHLEKNHHLFSH 218622 518 6179 EXK
[ [NKHLFSK 87349 128 73-79 115
[ |NKHLFSKDYSETHYSPDGR 2281 06 333 739 31
[ |HLFsK 631 36 092 7579 [
[ |HLFSKDYSETHYSPDGR 203693 2398 7591 279
[ |[ETNPPYEDHC Y YHGR 204284 29 92108 279
[ |ENDGDSTASISACNGLI 179482 262 109-126 295
[ |ENDGDSTASISACNGLGNFH, 224105 L 109 - 130 361
[_[GNFRLGGETYLIEPM 1667 96 273 127142 262
[ |GNFRLGGET VLIEPMKLEDSEAHAYFK 305254 445 127 - 153 443
[ |CQGETYLEPMK 142173 208 13 - 142 197
[ |LGGETYLEPMKLEDSEAHAVFK 260632 380 13 - 153 377
[ |LSDSEAHAVFK 120360 176 143153 1280
[ |LSDSEAHAVFKYENVEK 1965 96 287 143159 279
[ |LSDSEAHAVFKYENVEKEDEAPK 263525 385 143 - 165 377
[ | VENVEKEDEAPKMCGWTGHK 21380 3.21 154172 311
EDEAPKMCGYTRK 143566 210 160172 213
EDEAPKMCGY TRRVH 174983 255 160174 248
[ [MCGWTaK 7666 112 166172 115
[ [MCGVTaRWC 108053 158 166 - 174 148 4023
[ [MEGVTRRAKEVERIK 1747 a0 252 166 - 180 248 23
[ ["HSVERIK 1050 56 153 173 - 180 13 g
[ [PHSVERPKK 1ITEEE 172 173 - 181 148 282
[ [SYEPK 73639 1.08 175 - 160 0.98 1,98
[ [SYEPKK 864.48 126 175 - 181 115 2,94
[ [MISGLNLIPEQQIVDRFK 217419 317 181198 285 462
[ |SGLNLFEGQIVDFFK 2046 09 298 162-198 278 394
[ [vWETVYWWDK 115064 168 199 - 208 164
[ [VVETVVVVDRANYTH 168092 245 199213 248
[ |[VVETVVWWDRANY THYNGDLDK 248628 353 199220 381
[ |AMvTHYNGDLDK 135467 198 209 - 220 197
[ |&MvTKYNGDLDKIK 159585 233 209 - 222 230| >
Ready [cap [uom

& start J Ba% > J () 1 520%-20130328.5¢f -... [E8 Ci\Cluster\pymliblWINS. ..

H T B 11:39PM

Coverage
DeltaCn

0,93
0,21
0,85
0,38
0,90
0,77
0,75
0,86
0,85
0,91
0,85

0,72
0,83
0,85
0,82
0,59
0,87

MW
Sp
68496,8

16714,9
365,6
568,3
8635

1156,4
915,6
1347,0

Accession eptide (Hits)
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453313675 (16 000 0)
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22124
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205830836 6 (6000 0)
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