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Accession Description Score Mascot Coverage [%] #Peptides  #AAs MW [kDa] calc. pl
P0O2769 Albumin OS=Bos taurus OX=9913 GN=ALB PE=1 5V=4 8495 59 37 607 69.2
P14639 Albumin OS=0vis aries 0X=9940 GN=ALB PE=1 5V=1 2483 22 14 607 69.1
PO2768 Albumin OS=Homo sapiens OX=9606 GN=ALB PE=1 5V=2 1745 9 7 609 69.3
Q5XLE4  Albumin OS=Equus asinus OX=9793 GN=ALB PE=1 SV=1 709 7 6 607 68.5
Q95MED  Ecto-ADP-ribosyltransferase 4 0S=Pan troglodytes 0X=9598 GN=ART4 PE=3 5V=1 132 2 1 314 358
P12303 Transthyretin OS=0vis aries OX=9940 GN=TTR PE=2 SV=1 67 16 2 147 15.8
POO7a0 Cationic trypsin O5=Bos taurus OX=9913 PE=1 5V=3 58 4 1 246 25.8
061543  Golgi apparatus protein 1 05=Mus musculus OX=10090 GN=Glgl PE=1 5V=1 34 1 1 1175 133.6
Q9TTEL  Serpin A3-1 O5=Bos taurus OX=9913 GN=5ERPIMA3-1 PE=1 5V=3 25 4 A 411 46,2
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1. Experimental evidence at protein level 4. Protein predicted
2. Experimental evidence at transcript level 9. Protein uncertain
3. Protein inferred from homology
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1 |Mccession Description @
2 |P02769  Albumin 0S=Bos taurus | SN=ALB PE=15V=4

3 | Sequence

4 | AEFVEVTK

5 | ATEEQLK

6 | CCAADDKEACFAVEGPK

7| CCTESLVNR

B | CCTKPESER

9 | DAFLGSFLYEYSR

10 | DDPHACYSTVFDK

1 | DDSPDLPK

12 | DLGEEHFK

13 | EACFAVEGPK

14 ECCDKPILEK

15 | ECCHGDLLECADDR

16 | ETYGDMADCCEK

17 | EYEATLEECCAK

18 | FKDLGEEHFK

19 | GLVLIAFSQYLQOCPFDEHVK

20| KQTALVELLK

21 | KVPQVSTPTLVEVSR

22 | LCVLHEK

23 | LGEYGFONAILVR

24 LKECCDKPLLEK

25 LKPDPNTLCDEFK
(1) Sequence

2 Modifications

@ Ion Score

@ m/z [Da]

®) Charge

® Theo. MH+ [Dal]

(D DeltaM [ppm]

# Missed Cleavages

Score Mascot @

Madifications

3xCarboxymethyl [C1; C2; C10]
2xCarboxymethyl [C1; C2]
2xCarboxymethyl [C1; C2]

1xCarboxymethyl [C6]
1xCarboxymethyl [C3]

2xCarboxymethyl [CZ; C3]
3xCarboxymethyl [C2; C3; C10]

2xCarboxymethyl [C9; C10]; 1xOxidation [M6&]

2xCarboxymethyl [C9; C10]

1xCarboxymethyl [C14]

1xCarboxymethyl [C2]

2xCarboxymethyl [C4; C5]
1xCarboxymethyl [C9]
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Theo. MH+ [Da]

922 48802
B818.42542
1920.75034
1140.46598
1168.4609
1567.74273
1555.63695
886.41525
974.45775
1108.49794
1253.57011
1752.61457
1436.48619
1504.5818
1249.62116
2493.24826
1142.71434
1639.93775
899.46551
1479.79544
1534.74914
1577.75158
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