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IPI01028455 478 || 921 66T I
2 Vitamin D-binding protein IPID0823795 53kDa T 10 5
3 IPI00689396-DECOY IPI00689396-DECOY ? 0 1 0
Cluster of Alpha-1-acid glycoprotein (IPI0065 IPIO0691212 23kDa & 4 4 ]
Alpha-1-acid glycoprotein IPIO0D691212 23kDa & | 4 4 3
Uncharacterized protein CIICk ta r et rOteIn IP101028375 23kDa - N N
Antithrombin-IIT g p IPI00688316 52kDa 2 3 3
Transthyretin IPI00689362 16 kDa 1 3 3
IPI00823905-DECOY IPI00823905-DECOY ? o 0 1
IPI00968679-DECOY IPI00968679-DECOY ? 1 o .
Uncharacterized protein IPI00694904 (+1) 106 kDa o E 2
Cluster of keratin 6A-like (IPI01002591) IPI01002591 63kDa & 1 2 2
keratin 6A-like IPI01002591 63kDa & 1 2 2
Keratin 77-like IPID0999429 * 1
Serpin A3-5 IPI00707034 (+4) 1 1 1
IPI00699482-DECOY IPI00699482-DECOY ? 0 1 1
Endopin 2 IPI00689530 (+4) 47 kDa 2 0
Complement C3 (Fragment) IPI00713505 187 kDa 1 HEIE 0
AF4/FMR2 family, member 1 isoform 1 IPI01001243 (+1) 132kDa 1 0 0
IPI00695551-DECOY IPI00695551-DECOY ? 0 1 0
IPI00703076-DECOY IPI00703076-DECOY (+2) ? o1 0
Amine oxidase IPI00693037 (+3) 84kDa 1 0
MGC139004 protein IPI00868600 70 kDa 0 0 1
IGK protein IPI00724838 (+3) 27kDa ol 1
Apolipoprotein C-II1 IPIO0D689034 11kDa 1 1 1
Uncharacterized protein IPI00703491 (+1) 124 kDa 1 o 0
Cationic trypsin IPI00706427 26 kDa o 1
Protein AMBP IPI00696507 39 kDa 1 1
IPI00786384-DECOY IPI00786384-DECOY ? * 0 1
envelope glycoprotein-like IPIO0O717087 (+2) 67 kDa 1
Zinc finger and SCAN domain containing 21 IPIO0703516 53kDa 1
PRR11 protein IPI00852493 40 kDa 1
hypothetical protein IPIO0705120 34kDa 1

IPI00717143-DECOY

IPI00717143-DECOY (+1)

0.42% Decoy FDR
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. Serum albumin ~ | | All Biological Samples w | | valid Sequence Prob = Masc... Masc... Masc... NTT  Modifications
(l“““c . ) ) L0 {KILVMELTEFAK(T) 100% 615 25.7 43,5 2
Seguence Coverage Protein Accession Category Bio Sample MS/MS 5a...  Prob %eSpec 1.0 (KILVMELTEFAKIT 100% 519 5.8 47.2 2
Load Data T | ] ] 5erum albumin IPID1028455 Fusion QC-B5A-1 100% 7.1% ELTEFAK(T) ] 2 |peamidated (+1)
I I]] TT Serum albumin [[P101028455 |Fusion locesa2 | gl 1.0 (K)LVNELTEFAKT 100% 0.3 25,7 47.7 2
M1 | Serum albumin IPID1028455 Fusion QC-BSA-3 100% 8.1% Pl 1.0 (KILVNELTEFAKIT) 100% 50.6 25.8 5.1 2
;b b 10 (KILYNELTEFAK(T) 100% 624 258 43.9 2
nk [ 1.0 (KILYMELTEFAK(T) 100%  65.0 25.0 50.2 2
B 10 (kILYMELTEFAK(T) 100% 653 25.0 49,7 2
Sample B 10 (kILYMELTEFAK(T) 100% 654 250 52.9 2
B 10 (kILYMELTEFAK(T) 100% 624 250 51.0 2
. s Z 1.0 (KILVMELTEFAK(T) 100%  60.9 25.8 42,5 2
a 7 bl 1.0 (KILYMELTEFAK(T) 100% 61.7 25.0 49.6 2
(] " ;i\ ] L0 (KLYNELTEFAKIT) 100% 618 250 519 2
Frey B 10 (kILYMELTEFAK(T) 100% 643 25.0 55,3 2
Proteins ] 10 (KILVNELTEFAK(T) 100% 0.8 250 486 2
Click target peptide (PTM) ||t narun .
g p p B 10 (kILYMELTEFAK(T) 100% 623 25.8 40.5 2
B 10 (kILYMELTEFAK(T) 100% 0.4 250 51.0 2
} —o ﬁd_ e:r“ 4, B 10 (kILYMELTEFAK(T) 100% 0.5 25.0 43.8 2
T AL B 10 (kILYMELTEFAK(T) 100%  60.1 25.0 49.3 2
S'm'la”{y ] 1.0 (KILYNELTEFAKIT) 100% 9.2 250 481 2
1 L0 (KILYMELTEFAK(T) 100% 595  25.0 53.4 2
B 10 (kILYMELTEFAK(T) 100%  59.0 25.0 50.3 2
M .“ B 10 (kILYMELTEFAK(T) 100% 0.6 25.0 45.2 2
M b 10 (KILYNELTEFAK(T) 100% 596 25.0 46.9 2
: B 10 (kILYMELTEFAK(T) 100% 642 250 53.0 2
Quantify B 10 (kILYMELTEFAK(T) 100% 639 25.0 56.6 2
= - B 10 (kILYMELTEFAK(T) 100%  56.5 257  45.3 2
5 B 1.0 (KILYMELTEFAK(T) 100%  55.4 25.0 46.6 2
< |« >
i\u% Protein Sﬁ Similar Proteine  Spectrum  Spectrum/Model Error - Fragmentation Table \
IP101028455 (100%), 69,294.2 Da
Serum albumin
48 exclusive unique peptides, 86 exclusive unique spectra, 921 total spectra, 421/607 amino acids (69% coverage)
Statistics MKWYTFI1 SLL LLFSSAYSRG VFRRDTHKSE | AHRFKDLGE EHFKGLVLI A FsayLQQCPF
DEHVKLV.EL TEFAKTCVAD ESHAGCEKSL HTLFGDELCK VASLRETYGD .J\DCCEKQEP
ERNECFLSHEK DDSPDLPKLEK PDPNTLCDEF KADEKKFWGK YLYEIARRHP YFYAPELLYY
J\.KY.GVF.E CC.J\EDKGJ\C LLPKIETMRE KYLASSARQR LRCASI QKFG ERALKAWSVA
RLSQKFPKAE FVEVTKLVTD LTKVHK.CCH GDLLECADDR ADLJ\KYICD. .DTISSKLK.
CCDKPLLEKS HC I AEVEKDA I PENLPPLTA DFAEDKDVCK NYQEAKDAFL GSFLYEYSRR
HPEYAVSVLL RLAK.YEJ\TL EECCAKDDPH ACYSTVFDKL KHLVDEPQIL IKQ.CD.FEK
LGEYGFQ.J\L IVRYTRKVP. VSTPTLVEVS RSLGKYVGTREC CTKPESER P CTEDYLSLIL
.RLCVLHEKT PYSEKVTKECC TESLV.RRPC FSALTPDETY VPKAFDEKLF TFHADICTLP
KDTEKQIKK.T ALVELLKHEKP KATEEQLKTV .E.FVJ\FVDK CCAADDK.AC FJ\VEGPKLVy
S T o T Al A
.o .o . o
Coverage of your target. The green highlight in a sequence is PTMs.
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D= H S Fe'y | Ba & @ | H 'ﬁ | N, Eﬁ g Mﬂ | g: |ProheinThreshoId: 95.0% ~ ||Min # Peptides:. 1~ |PepﬁdeThreshoId: 95% ~ | (7]
Serum albumin ~ | | Al Biological Samples - Valid Sequence Prob = Masc... Masc... Masc... NTT  Modifications
) ) ) L0 (KILVMELTEFAKIT) 100% 615 25.7 43.5 2
Sequence Coverage Protein Accession Category Bio Sample  M5MSSa..  Prob 1.0 (KILYNELTEFAK(T 100% 51.9 5.8 47.2 2
Load Data [ THl ]Serum albumin IPI01028455 Fusion QC-B5A-1 100% . = > |peamidated (+1)
L m Ll bl 10 (KILYMELTEFAK(T) 100% 60.3 25.7 47.7 H
¥ HITT ] 10 (KILWNELTEFAK(T) 100% 606 25.8 46.1 2
KA A L0 (KILUNELTEFAK(T) 100% 624 258  43.9 2
E bl L0 (KILYNELTEFAK(T) 100%  65.0 25.0 50.2 2
‘ A 1.0 (KILYMELTEFAK(T) 100%  65.3 25.0 43.7 2
Samp_[ bl L0 (KILYNELTEFAK(T) 100%  65.4 25.0 52.9 2
A 1.0 (KILYMELTEFAK(T) 100% 624 25.0 51.0 2
- A 1.0 (KILYMELTEFAK(T) 100% 609 25.8 42.5 2
4 ’,( ’ A 1.0 (KILYMELTEFAK(T) 100% 617 25.0 49.6 2
. ""\ ] L0 (KILWNELTEFAK(T) 100% 613 25.0 51.9 2
P et bl L0 (KILYNELTEFAK(T) 100% 654.3 25.0 55.3 2
Proteins ] 10 (KILWNELTEFAK(T) 100% 60.9 25.0 49.6 2
b L0 (K)LYNELTERAK(T) 100% 616 25.0 53.8 2
A 1.0 (KILYMELTEFAK(T) 100% 623 25.8 40.5 2
A 1.0 (KILYMELTEFAK(T) 100%  50.4 25.0 51.0 2
:’ = g o b 10 {KILYMELTEFAK(T) 100% 60.5 25.0 43.8 2
Si;?ilgﬁ{y Z 1.0 (KILVMELTEFAKLT) 100% 60.1 25.0 49.8 2
(N A 1.0 (KILYMELTEFAK(T) 100%  59.2 25.0 43.1 2
A 1.0 (KILYMELTEFAK(T) 100%  59.5 25.0 53.4 2
A 1.0 (KILYMELTEFAK(T) 100%  59.0 25.0 50.3 2
. A 1.0 (KILYMELTEFAK(T) 100%  60.6 25.0 45.2 2
bl 10 (KILYMELTEFAK(T) 100% 556 25.0 46,9 2
i ] 10 (KILWNELTEFAK(T) 100% 642 25.0 58.0 2
Quanti ] i
iy A 1.0 (KILYMELTEFAK(T) 100%  68.9 25.0 56.6 2
b 10 {KILYMELTEFAK(T) 100% 565 25.7 45.3 2
1 1 [ 10 (KILYNELTEFAK(T) 100%  59.4 25.0 46.6 2
; PTM Spectrum for publication .|. ,
Uence  Similar Proteins  SPectrum  Spectrum/Model Error - Fragmentation Table
[ 100% y8
| o 582.81 miz, 2+, [1,163.61 Da, (ParentError:-0.91 ppm)
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- Experiment Methods  MCP Submission

—
Parameter Value DATABASE SEARCHING— Tandem mass spectra were extracted by [unknown] version [unknown]. Charge stat\"
. deconvolution and deisotoping were not performed. All MS/MMS samples were analyzed using Mascot (Matrix
E t: C-BSA_IPT
Load Data - XDenmen_ Q — Science, London, UK; version 2.7.0). Mascot was set up to search the IPI_bovine_20120712 database
@ Peak List Generator: (unknown version, 30403 entries) assuming the digestion enzyme trypsin. Mascot was searched with a
. ‘_ Version: fragment ion mass tolerance of 1.00 Da and a parent ion tolerance of 10.0 PPM. O+18 of pyrrolysine and
I&\,‘S\p 4 Charge States Calculated: N carbamidomethyl of cysteine were specified in Mascot as fixed modifications. Glu-=pyro-Glu of the nterminus,
k’ - z deamidated of asparagine and glutamine and oxidation of methionine were specified in Mascot as variable
. & Deisotoped: o . .
modifications.
Sample ¢ Textual Annotation:
Database Set: 1Database CRITERIA FOR PROTEIN IDEMTIFICATION—- Scaffold (version Scaffold_4.2.1, Proteome Software Inc., Portland,
et Database Name: the IPI_bovine_20120712 database OR)was used to validate MS/MS based peptide and protein identifications. Peptide identifications were
“‘ o ,‘I { O l] accepted if they could be established at greater than 95.0% probability by the Scaffold Local FDR algorithm.
{ ,’:\ & = - Protein identifications were accepted if they could be established at greater than 95.0% probability and
ii’r’atein'é Taxonomy: All Entries contained at least 1 identified peptide. Protein probabilities were assigned by the Protein Prophet algorithm
Mumber of Proteins: 30403 (Mesvizhskii, Al et al Anal. Chem. 2003,75(17).4646-58). Proteins that contained similar peptides and could not
"_ Does datat contain = be differentiated based on MS/MS analysis alone were grouped to satisfy the principles of parsimaony. Proteins
Seérch Engine Set: 1 Search Engine sharing significant peptide evidence were grouped into clusters.
SCUERTE Search Engine: Mascot N
Slml|:;:{y Version: 2.7.0
Samples: All Samples
Fragment Tolerance: 1.00 Da (Monoisotopic) D a ta s e a rc h m et h O d
M .“ Parent Tolerance: 10.0 PPM (Monoisotopic)
ll Fixed Modifications: +18 on O {0+18), +57 on C (Carbamidomethyl)
j Variable Modifications: -18 on n {Glu-=pyro-Glu), +1 on NQ (Deamidated), +16 on M ...
Database: the IPI_bovine_20120712 database {(unknown version, 30403...
Digestion Enzyme: Trypsin
Max Missed Cleavages: 1
Probability Model:
BSA-1 (FOD1978): LFDR. Model, Classifier data: Bayes, Good {50%:) m:66.4/s:12....
BSA-2 (FOD1977): LFDR. Model, Classifier data: Bayes, Good {50%:) m:65.1/s:12....
BSA-3 (FOD1978): LFDR. Model, Classifier data: Bayes, Good {50%:) m:66.6/s:12....
Scaffold: Version: Scaffold_4.2.1
Statistics Modification Metadata Set: 1541 modifications
Source: C:\Program Files\Scaffold 4\parameters\unimod. xml
& Comment:
Protein Grouping Strategy: Experiment-wide grouping with protein duster analysis
Peptide Thresholds: 95, 0% minimum
Protein Thresholds: 95. 0% minimum and 1 peptide minimum
Peptide FDR.: 0.4% (Decoy)
Protein FDR: 36.4% (Decoy)
GO Annotation Source(s):

F— You can export protein or peptides list

1 Min # Peptides w
36.4% Decoy FDR

2151 Spectra at Export Protein Export Peptide

95.0% Minimum a-j Report a-j Report
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Statistics
Analysis Information: Fixed Modifications: Variable Modifications:

30 Proteins at EiSie suces BB (et ) Modification Mass AA Modification Mass AA
95.0% Minimum Fragment Tolerance:  1.00 Da (Monoisotopic) 0+18 18.01 0 Glu-»pyro-Glu -18.01 n
1 Min # Peptides Digestion Enzyme: Trypsin Carbamidomethyl 57.02 C Deamidated 0.98 M
36.4% Decoy FDOR Searched Database:  the IPI_bovine_20120712 database (30403 entries| Deamidated 0.58 Q
2151 Spectra at - Oxidati 15.99 M
95.0% Minimum Criginal Search Date: Mascot=05/18/2022 xidatian
0.42% Decoy FOR Scaffold Version: Scaffold_4.2.1 k
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