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CLISGWGNTKSSGTSYPDVLKCL
KAPILSDSSCKSAYPGQITSNMF
CAGYLEGGKDSCQGDSGGPVV

Accession Description | Sequence Sum PEP | Coverage % | PSM | Unique | Score ScoreMS | AAs | MW | IGene | Chr
Score Peptide | Sequest ID om
Amanda (kDa)
s HT: 0s0
Sequest HT 2.0 me
P00760 Cationic MKTFIFLALLGAAVAFPVDDDDK
trypsin IVGGYTCGANTVPYQVSLNSGY
HFCGGSLINSQWVVSAAHCYKS 61502
GIQVRLGEDNINVVEGNEQFISA 157368.4 6:
SKSIVHPSYNSNTLNNDIMLIKLK | 235-467 73 966 22 1951.13 4 246 25.8 7;3093 4
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CSGKLQGIVSWGSGCAQKNKP
GVYTKVCNYVSWIKQTIASN

P02769

Serum
albumin

MKWVTFISLLLLFSSAYSRGVFRR
DTHKSEIAHRFKDLGEEHFKGLV
LIAFSQYLQQCPFDEHVKLVNELT
EFAKTCVADESHAGCEKSLHTLF
GDELCKVASLRETYGDMADCCE
KQEPERNECFLSHKDDSPDLPKL
KPDPNTLCDEFKADEKKFWGKY
LYEIARRHPYFYAPELLYYANKYN
GVFQECCQAEDKGACLLPKIET
MREKVLASSARQRLRCASIQKF
GERALKAWSVARLSQKFPKAEF
VEVTKLVTDLTKVHKECCHGDLL
ECADDRADLAKYICDNQDTISSK
LKECCDKPLLEKSHCIAEVEKDAI
PENLPPLTADFAEDKDVCKNYQE
AKDAFLGSFLYEYSRRHPEYAVSV
LLRLAKEYEATLEECCAKDDPHA
CYSTVFDKLKHLVDEPQNLIKQON
CDQFEKLGEYGFQNALIVRYTRK
VPQVSTPTLVEVSRSLGKVGTRC
CTKPESERMPCTEDYLSLILNRLC
VLHEKTPVSEKVTKCCTESLVNR
RPCFSALTPDETYVPKAFDEKLFT
FHADICTLPDTEKQIKKQTALVEL
LKHKPKATEEQLKTVMENFVAF

19.99

13

22

23.07

2743.35

607

69.2

28071




VDKCCAADDKEACFAVEGPKLV
VSTQTALA

E1B991

Uncharacter
ized protein

MSCQISYQSRGRGGGGGGFRG
FSSGSAVVPGRSRLSGTSFSCLSR
HGGGGGGFGGGGFGGGGFSS
RSLVNLGGSRSTSISVAGGGGSF
GSYGGFGGRGGGFGGGLGVGG
GSFGGGRFGGGGGFGGLGGPG
GFGGPGGFGPGGFPGGGIHEVS
INQSLLQPLNVKVDPEIQNVKSQ
EREQIKALNNKFATFIDKVRFLEQ
QNQVLQTKWELLQQINVGTRTT
NLEPLFQGYISQLQSHLDKLYSER
MLQESELNNMQDLVEDFKKKYE
DEVNKRTAAENEFVTLKKDVDH
AYTNKVELQAKVDLLRQDVEFTK
MLFDAEKTHPASLLISNIFQRSM
DNNRSLDLDSIITEVRAQYEEIAQ
RSKAEAEAVYHSKYEELRITAGKH
GDSLKEVKMEISELNRMIQRLQ
GEIAQVKKQCKNVQDSIADAEQ
RGENALKDAQSKLNDLEEALQK
AREDLARLLRDYQDLMNTKLSL
DVEIATYRKLLEGEECRMSGDLS
SNVTVSVTSSSISSGVASRAGFG
GYGSGGRGSSYGGGFSSGSRSYS
SGGRRSGSRSGGGGSYGSGGGS
RGGSSSGGGYSSGGKHSSGGGA

17.855

34

52.3

4753.31

617

64.3




RGGSSSGGGGYGSERGGSGSCE
GGSSSVTFSFR

P02754

Beta-
lactoglobuli
n

MKCLLLALALTCGAQALIVTQTM
KGLDIQKVAGTWYSLAMAASDI
SLLDAQSAPLRVYVEELKPTPEG
DLEILLOKWENGECAQKKHAEK
TKIPAVFKIDALNENKVLVLDTDY
KKYLLFCMENSAEPEQSLACQCL
VRTPEVDDEALEKFDKALKALP
MHIRLSFNPTQLEEQCHI

16.604

23

10

13.53

1301.73

178

19.9

28083

11

E1BIL2

Uncharacter
ized protein
(Fragment)

YSQQSCRASSGSRRQGFSGHSA
VVSGQSRVTSSKSSLASRSGGGG
AGSAACALMGGGFGSQSLYNLG
GNKKISISLAGGSIRAGGFRSTSG
GYSGGCGFGGGGRGMGGGFG
GRAGGFGGGVGGFGGPGGFP
GGIQEVTVNQSLLQPLNVEIDP
QIGQVKAQEREQIKTLNNKFASF
IDKVRFLEQQNKVLETKWSLLQE
QGSGTNTNNRNLEPFFENYISSL
RAFLDGLHVEKDKLHEELRSME
GMVEDFKKRYEEEINKRTAAEN
DFVVLKKDIDAAYMTKVELEAKV
DSVTDEINFLKALYDAELSQMAQL
DTGDTSVVLSMDNNRCLDLDSII
AEVRAQYEAIAQRSKAEAEALYQ

16.352

28

35.1

3321.91

541

57.2




SKIQLGELQTTAGMHGDDLKSIK
TEIMEFNRMIQRLRAEIESVKKQ
NANLQTAIADAEQHGEVALKDA
NAKLQDLKAALQQAKEDLARLL
KEYQELMNVKLALDIEIATYRTLL
EGEECRMSGECQSSVSIEMVHN
TTSSSSGGSGALGGGAGGRGGL
GSGGLGSGSLGSGRLGSGGRDS
RAS

POCG53

Polyubiquiti
n-B

MQIFVKTLTGKTITLEVEPSDTIE
NVKAKIQDKEGIPPDQQRLIFAG
KQLEDGRTLSDYNIQKESTLHLVL
RLRGGMOQIFVKTLTGKTITLEVEP
SDTIENVKAKIQDKEGIPPDQQR
LIFAGKQLEDGRTLSDYNIQKEST
LHLVLRLRGGMOQIFVKTLTGKTIT
LEVEPSDTIENVKAKIQDKEGIPP
DQQRLIFAGKQLEDGRTLSDYNI
QKESTLHLVLRLRGGMAQIFVKTL
TGKTITLEVEPSDTIENVKAKIQD
KEGIPPDQQRLIFAGKQLEDGRT
LSDYNIQKESTLHLVLRLRGGC

9.569

56

16

13.86

1716.02

305

34.3

28137

19

P63048

Ubiquitin-
60S
ribosomal
protein L40

MOQIFVKTLTGKTITLEVEPSDTIE

NVKAKIQDKEGIPPDQQRLIFAG
KQLEDGRTLSDYNIQKESTLHLVL
RLRGGIIEPSLRQLAQKYNCDKM

9.569

34

16

13.86

1716.02

128

14.7

61519




ICRKCYARLHPRAVNCRKKKCGH
TNNLRPKKKVK

P84227

Histone
H3.2

MARTKQTARKSTGGKAPRKQLA
TKAARKSAPATGGVKKPHRYRP
GTVALREIRRYQKSTELLIRKLPF
QRLVREIAQDFKTDLRFQSSAV
MALQEASEAYLVGLFEDTNLCAI
HAKRVTIMPKDIQLARRIRGERA

0.869

2.17

170.38

136

15.4

G3MZU2

Phosphatida
te
cytidylyltran
sferase

MWELRHRGGGGPGPGEAASP
PREGEAAGGDHETESTSDKETDI
DDRYGDLDSRTDSDIPEIPPSLDR
TPEILKKALSGLSSRWKNWWIR
GILTLTMISLFFLHYMGSFMLMLL
VLSIQVKCFHENTIGYRVYHSYDL
PWFRTLSWYFLLCVNYFFYGETV
ADYFATFVQREEQLQFLIRYHRFI
SFALYLAGFCMFVLSLVKKHYRL
QFYMFAWTHVTLLITVTQSHLVI
QNLFEGMIWFLVPISSVICNDITA
YIFGFFFGRTPLIKLSPKKTWEGFI
GGFFSTVIFGFIAAYVLSKYQYFV
CPVEYRSDVNSFVTECEPSELFQ
LQSYSLPPFLKAVLRRETVSMYPF
QIHSIALSTFASLIGPFGGFFASGF
KRAFKIKDFANTIPGHGGIMDRF
DCQYLMATFVHVYITSFIRGPNP

0.864

461

53.1

10033
6936




SKVLQQLLVLQPEQQLNIYKTLK
THLTEKGILQPTLKV

*Sum PEP Score: sum posterior error probability scores; PSM: peptide spectrum matches; AAs: amino acids.




