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IFLKTN-NWHAGWNTLSFCNDVFKQKLQKSECIKLREVPGIEDTLFAVLK 262
HFLRSGRVWRDGWGELPTSCGAYKHRATQMDAFQERVSPELGDTLFALFK 272
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IMPLATE [E  [FIRST [LAST[ID [ALIGNEMENT |COMMENT

" pdb1e9da-0 Me-51[1  [196 [42[scc alignment [PHOSPHOTRANSFERASE
" pdbledes-0 [Me-51[1  [196 [42[scc alignment [PHOSPHOTRANSFERASE
" pdbledch-0 Me-51[1  [196  [42[sec alignment PHOSPHOTRANSFERASE
Tpdble2fa-0 [6e-51[1  [196 [42[see alignment THYMIDYLATE KINASE
" pdblamzs-0[6e-51[1  [196 42 [sce alignment  TRANSFERASE

" pdble2dA-0 [6e-51[1  [196  [42[sec alignment [PHOSPHOTRANSFERASE
" pdble2es 0 [6e-51[1  [196 [42[scc alignment  THYMIDYLATE KINASE
" pdble2gh 0 [6e-51[1  [196 [42[scc alignment  THYMIDYLATE KINASE
" pdb1e994-0 [6e-51[1  [196 [42[scc alignment  [PHOSPHOTRANSFERASE
" pdbledas-0 [6e-51[1  [196 [42[sec alignment [PHOSPHOTRANSFERASE
" pdbledba-0 [6e-51[1  [196 [42[sec alignment | PHOSPHOTRANSFERASE
" pdb lnmyA-0 |6E—51|1 |196 |E|see alignment |TRANSFERASE

" pdblnmza-0[6e-31[1  [196 |42 [sce alignment TRANSFERASE

" pdblm04-0 [6e-51[1  [196 [42[sec alignment  [TRANSFERASE

" pdblml14-0 [6e-51[1  [196 [42[scc alignment  [TRANSFERASE

" pdblm34-0 [6e-51[1  [196 [42[scc alignment  [TRANSFERASE

" pdb1e98A-0 [5e-50[1  [197 [42[sec alignment  [PHOSPHOTRANSFERASE
" pdble2gh-0 [7e-50[1  [196 [41[see alignment THYMIDYLATE KINASE
pdbledfh-0 [1e-49(1  [196 |40 [sce alignment | PHOSPHOTRANSFERASE
" pdblmn5A-0 [1e-49(1  [196  [41sce alignment TRANSFERASE
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2, 2111375610

Mass- 43228

Score: 316

Peptides matched: o

thymidine kinase [Shrimp white spot syndrome «1ms]

[T theck to include this hit in error tolerant search

fuery Dbserved

[ 4 | 490.25
[v 9 | 490.25
[v 15 | sm.77
[ 33 | 624.81
W | 40 | 450.57
[ 42 | 719.85
47 | 504.24

55 | ARB.25

[ 60 | 724.36

Mr{ expt)
78 .48
O78.49

1003.52
1247.60
1375.68
1437.68
1509.70
148,04
2170.06

Mx calc)
0784
O78.54

1003.57
1247.66
1375.73
1437.73
1509.74
1849.01
2170.11

Delta Miss Score | Expect Rank Peptide

-0. 06

-0.05

-0.05

-0. 06

-0. 06

-0.05

-0. 06

-0.05

-0.05

B 3-18 LC/MS/MS ~ 47 % o % 5% &t

SRR e R P AR R o
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37 3.6
{21) [1.6ed2
50 0.23
62 | 0.017
44 0.65
57 | 0.046
27 50
24 a3
32 17

1
1
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