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Chapter 1. Protein 5: IPI00010951

Protein information

Description:; SWISS
PROT:P58107|TREMBL:Q76E58;QONSU9IREFSEQ NP:NP_112598|H-INV:HIT000026013 Tax_1d=9606
Epiplakin
Total number of peptides (not just validated): 12
Query number 5204.
Observed mass; 1029.499636 Th.
Figure 1.1. Identification spectrum for QVSASELHTSGILGPETLR.
H;;Protein ¥alidation. Hit: 5 IPIDDD10951 SWISS-PROT:P58107 | TREMEL:Q76E58;09NSU9 | REFSED_| _|EI|1
File View ProteinfPeptide Automation Spectrum  Quantitation
!II__u!o_l_‘l_Zp_eplides: 12inAB.C. ScoreinA B.C:792 |
Sequence | Modification | Guery | Ma. | M53.. | M33pe. | PTM. | FTMirfa | L R MCR [Th] | Rele.. | Mi. | Del..|
[# OVSASELHTSGILGPETLR 1pSTY .. 5202 (1. 112.0 0.0 R.D. 1029498 04 0 18
[F a¥SASELHTSGILGPETLR 1p5TY ... 5203 112 112.0 0.0 R.D. 1029498 04 0 18
[F AEAEAGSPRPD 1pSTY 1872 (71) 71.0 0.0 R. P 590.237 0.1 1 52
[Fl AEAEAGSPRPD 1pSTY 1873 71 710 0.0 R. P 590237 0.1 1 52
[F] a¥SASELHTSGILGPETLR 1pSTY ... 5204 (69] 69.0 0.0 R. D. 1029500 1.3 0 10
[F 0V¥SASELHTSGILGPETLR 1pSTY ... 5205 [(69) 69.0 0.0 R. D. 1029500 -1.3 0 10
[ ROVSASELHTSGILGPETLR 1pSTY 5574  [68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
[Fl RQ¥SASELHTSGILGPETLR 1pSTY 5575 68  68.0 0.0 R. D. 1116.063 -0.7 1 2
[F Q¥SASELHTSGILGPETLRDLAGGTK 1pSTY ... 6452 46  46.0 0.0 R. T 924458 04 1 7
G672 45456
100
a0
=]
L 70
.'E &0 1280 63629
5 114345957
% 80 765.36365 1042 63639
s
% 40
o= 20 517.27274
631.72728 |620.00002 117538388
20932309091 540 3636 918.27275
10 389.54545 agg q5455 100546957 1303 81822 1571.81822
i 167280013
v |
200 400 F00 B0 o 200 = I]u] qpo 100 1RMO 1300 400 14600 1600 700
iz
b3 | bd bS5 b ] b3 bp biol bi1 Hi2 H13 bi4 P
y2 I ¥ 4 P y5 y6 ¥ vl y9 y10 i1 y12 y13

p++6 p++7 p+yp+49

p++10 pe+l11 yeelip++13p++14  praps+16 pesliprecps+19+7

Peptide QVSASELHTSGILGPETLR.

Query number 5205.

Observed mass: 1029.499636 Th.




Protein 5: 1P100010951

Figure 1.2. Identification spectrum for QVSASELHTSGILGPETLR.

H;;Prl:ltein ¥alidation. Hit: 5 IPIOD0O10951 SWISS-PROT:P58107 | TREMBL:Q76ES8;09N5U9 | REFSEQ_NP: = Iﬂlﬁ
File View ProteinfPeptide Automation Spectrum  Quantibation
Outof12peptides:12inA.B.C.  ScoreinA.B.C: 792 [ T11]
S equence | Modification | Quey | Ma. | M53. [ MS2pe. | PTM.. [ PTMirfa | L] R MCR[TH | Rele. | Mi. | Del.. |
[l a¥SASELHTSGILGPETLR 1pSTY .. 5202 1... 1120 0.0 R. D. 1029.498 0.4 1] 18
[ a¥SASELHTSGILGPETLR 1pSTY .. 5203 112 1120 0.0 R. D. 1029.498 0.4 1] 18
[l AEAEAGSPRPD 1p5TY 1872 (71) 710 0.0 R. P 590.237 0.1 1 52
[ AEAEAGSPRPD 1pSTY 1873 Fil ¥1.0 0.0 R. P 590237 0.1 1 52
[¥] a¥SASELHTSGILGPETLR 1pSTY ... b20D4 [69) B9.0 0.0 R. D. 1029.500 -1.3 1] 10
[ Q¥SASELHTSGILGPETLR 1p5TY ... 5205 [69] 69.0 0.0 R. D. 1029.500 -1.3 0 10
M ROVYSASELHTSGILGPETLR 1pSTY 8574 [68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
[l ROVSASELHTSGILGPETLR 1pSTY h575 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
[ O¥SASELHTSGILGPETLRDLAQGTK 1p5TY ... 6452 46 46.0 0.0 R. T 924.458 0.4 1 7
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Peptide QVSASELHTSGILGPETLRDLAQGTK.

Query number 6452.
Observed mass: 924.457757 Th.

Figure 1.3. Identification spectrum for QVSASELHTSGILGPETLRDLAQGTK.




Protein 5: 1P100010951

PEProtein ¥alidation. Hit: 5 IPIDD010951 SWISS-PROT:P58107 | TREMBL:Q76ESS;09NSU9 | REFSED_NP:N _IEIIL
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof12peptides:12inA.B.C.  ScoreinA.B.C: 792 (TTTITTTT]
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] a¥SASELHTSGILGPETLR 1pSTY .. b202 1... 1120 0.0 R. D. 1029.498 0.4 1] 18
[ O¥SASELHTSGILGPETLR 1p5TY ... 5203 112 1120 0.0 R. D. 1029.498 0.4 1] 18
[ AEAEAGSPRPD 1pSTY 1872 (71} 1.0 0.0 R. P 590237 0.1 1 52
[¥] AEAEAGSPRPD 1pSTY 1873 Fil 1.0 0.0 R. P 590237 0.1 1 52
[ O¥SASELHTSGILGPETLR 1p5TY ... 5204 (9] 639.0 0.0 R. D. 1029.500 -1.3 1] 10
M QvSASELHTSGILGPETLR 1pSTY ... 5205 [69) 69.0 0.0 R. D. 1029.500 -1.3 1] 10
[l ROVSASELHTSGILGPETLR 1pSTY h574 [68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
[ RQYSASELHTSGILGPETLR 1p5TY 5575 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
[ Q¥SASELHTSGILGPETLRDLARGTK 1pSTY .. 6452 46 46.0 0.0 R. T 924458 0.4 1 ¥
007 G720
100
a0
20
L 70
3
c 02013330
A B
s
& =50
g 105428401
% 40
K
30
59348834 111284700
209 32314459 J— MBZ13110 122896158
10 135545010
42011908 199881955 yeo7 garog 1802 54248

b13 b14Fl bl
va w8 | P ¥ ylyl3 yld y15 yl6
p++7  praByrsS prallp++ P paslpesl pape+16 prpreprpselpa+] pe+20y+421 pa-p+423 prripe+2p+426

Peptide RQVSASELHTSGILGPETLRDLAQGTK.

Query number 6596.
Observed mass; 982.166453 Th.

Figure 1.4. Identification spectrum for RQVSASELHTSGILGPETLRDLAQGTK.




Protein 5: 1P100010951

H;;Protein ¥alidation. Hit: 5 IPIOD010951 SWISS-PROT:P58107 | TREMBL:Q76ESS;09NSU9 | REFSED_NP: = |E|I1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof12peptides:12inA.B.C.  ScoreinA.B.C: 792 (TTTTTTITTILII]
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] a¥SASELHTSGILGPETLR 1pSTY ... 5203 112 1120 0.0 R. D. 1029.498 0.4 1] 18
[ AEAEAGSPRPD 1p5TY 1872 (711 71.0 0.0 R. P 590.237 0.1 1 52
[ AEAEAGSPRPD 1pSTY 1873 Fil ¥1.0 0.0 R. P 590237 0.1 1 52
[¥] a¥SASELHTSGILGPETLR 1pSTY ... b20D4 [69) B9.0 0.0 R. D. 1029.500 -1.3 1] 10
[ O¥SASELHTSGILGPETLR 1p5TY ... 5205 (9] 639.0 0.0 R. D. 1029.500 -1.3 1] 10
M ROVYSASELHTSGILGPETLR 1pSTY 8574 [68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
[l ROVSASELHTSGILGPETLR 1pSTY h575 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
M QV¥SASELHTSGILGPETLRDLARGTK 1p5TY ... 6452 46 46.0 0.0 R. T 924458 0.4 1 7
[ RAYSASELHTSGILGPETLRDLAQGTK 1pSTY 6596 (44) 440 0.0 R. T 982167 039 2 1]
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iz
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y2 y vdl 5 v6 [ I y8 9 yio 11 P yliy13 vld v15 yl6

p++f priBys+9 peallps+ P oyl palpspia16 p4417 papreys+1pae20p4421 pa-pra23 praipr 42 y0426 pr427

Peptide RQVSASELHTSGILGPETLRDLAQGTK.

Query number 6597.

Observed mass: 982.166453 Th.

Figure 1.5. Identification spectrum for RQVSASELHTSGILGPETLRDLAQGTK.




Protein 5: 1P100010951

H;;Protein ¥alidation. Hit: 5 IPIOD010951 SWISS-PROT:P58107 | TREMBL:Q76ESS;09NSU9 | REFSED_NP: _|E||1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof12peptides:12inA.B.C.  ScoreinA.B.C: 792 (TTTTTET Rt
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] AEAEAGSPRPD 1pSTY 1872 [71) 71.0 0.0 R. P 590237 0.1 1 52
[l AEAEAGSPRPD 1p5TY 1873 1 71.0 0.0 R. P 590.237 0.1 1 52
M QvSASELHTSGILGPETLR 1pSTY ... 5204 [69) 69.0 0.0 R. D. 1029.500 -1.3 1] 10
[¥] a¥SASELHTSGILGPETLR 1pSTY ... B205 [69) B9.0 0.0 R. D. 1029.500 -1.3 1] 10
[ RQVYSASELHTSGILGPETLR 1p5TY 5574 (8] 68.0 0.0 R. D. 1116.063 -0.7 1 2
M ROVYSASELHTSGILGPETLR 1pSTY 5575 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
[l a¥SASELHTSGILGPETLRDLAGGTE 1pSTY ... 6452 46 46.0 0.0 R. T 924458 04 1 ¥
[ RQYSASELHTSGILGPETLRDLAQGTK 1p5TY 6596 (44] 440 0.0 R. T 982167 0.9 2 1]
[ RAYSASELHTSGILGPETLRDLAQGTK 1pSTY 6597 44 440 0.0 R. T 982167 039 2 1]
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p++7  preBys+9

Peptide RQVSASELHTSGILGPETLR.

Query number 5574.

Observed mass: 1116.062792 Th.

Figure 1.6. Identification spectrum for RQVSASELHTSGILGPETLR.

prlly++ P pel pralpe pe416 p+417 paprey++Tpa+20p4421 pe-pe423 prips+ 294426 p+27




Protein 5: 1P100010951

F’Eprotein ¥alidation. Hit: 5 IPIOD010951 SWISS-PROT:P58107 | TREMBL:Q76ESS;09NSU9 | REFSED_NP: ;Igli
File View ProteinfPeptide Automation Spectrum  Quantitation
Dutof12peptides:12inAB.C. ScoreinA.B.C: 792 IEEEEEREERNNNNENENEEE
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] AEAEAGSPRPD 1pSTY 1872 [71) 71.0 0.0 R. P 590237 0.1 1 52
[ AEAEAGSPRPD 1p5TY 1873 71 71.0 0.0 R. P 590.237 0.1 1 52
M QvSASELHTSGILGPETLR 1pSTY ... 5204 [69) 69.0 0.0 R. D. 1029.500 -1.3 1] 10
[¥] a¥SASELHTSGILGPETLR 1pSTY ... B205 [69) B9.0 0.0 R. D. 1029.500 -1.3 1] 10
[ ROYSASELHTSGILGPETLR 1p5TY 5574 (68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
M ROVYSASELHTSGILGPETLR 1pSTY 5575 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
[l a¥SASELHTSGILGPETLRDLAGGTE 1pSTY ... 6452 46 46.0 0.0 R. T 924458 04 1 ¥
M ROYSASELHTSGILGPETLRDLAQGTK 1p5TY 6596 (44] 440 0.0 R. T 982167 0.9 2 1]
M RAOYSASELHTSGILGPETLRDLAQGTK 1pSTY 6597 44 440 0.0 R. T 982167 039 2 1]
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Peptide RQVSASELHTSGILGPETLR.

Query number 5575.

Observed mass: 1116.062792 Th.

Figure 1.7. Identification spectrum for RQVSASELHTSGILGPETLR.




Protein 5: 1P100010951

F’Eprotein ¥alidation. Hit: 5 IPIOD010951 SWISS-PROT:P58107 | TREMBL:Q76ESS;09NSU9 | REFSED_NP: ;Igli
File View ProteinfPeptide Automation Spectrum  Quantitation
Dutof12peptides:12inAB.C. ScoreinA.B.C: 792 CTT LT LTI T LTI TN TTTIT]
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] AEAEAGSPRPD 1pSTY 1872 [71) 71.0 0.0 R. P 590237 0.1 1 52
[ AEAEAGSPRPD 1p5TY 1873 71 71.0 0.0 R. P 590.237 0.1 1 52
M QvSASELHTSGILGPETLR 1pSTY ... 5204 [69) 69.0 0.0 R. D. 1029.500 -1.3 1] 10
[¥] a¥SASELHTSGILGPETLR 1pSTY ... B205 [69) B9.0 0.0 R. D. 1029.500 -1.3 1] 10
M ROYSASELHTSGILGPETLR 1p5TY 5574 (68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
[ ROYSASELHTSGILGPETLR 1pSTY 5575 1] 68.0 0.0 R. D. 1116.063 -0.7 1 2
[l a¥SASELHTSGILGPETLRDLAGGTE 1pSTY ... 6452 46 46.0 0.0 R. T 924458 04 1 ¥
M ROYSASELHTSGILGPETLRDLAQGTK 1p5TY 6596 (44] 440 0.0 R. T 982167 0.9 2 1]
M RAOYSASELHTSGILGPETLRDLAQGTK 1pSTY 6597 44 440 0.0 R. T 982167 039 2 1]
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£ 40 THE.20225
x 51126544 1451 54370
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Peptide AEAEAGSPRPD.

Query number 1872.

Observed mass: 590.237489 Th.

Figure 1.8. Identification spectrum for AEAEAGSPRPD.




Protein 5: 1P100010951

Protein Yalidation. Hit: 5 IPIO0D10951 SWISS-PROT:P58107 | TREMBL:Q76ES8;09NSUS | REFSEQ_NP:NP = ||:||1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof12peptides:12inA.B.C.  ScoreinA.B.C: 792 ENNENENENEENENNEEENEENNNEEEER
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] AEAEAGSPRPD 1pSTY 1872 [71) 71.0 0.0 R. P 590237 0.1 1 52
[ AEAEAGSPRPD 1p5TY 1873 71 71.0 0.0 R. P 590.237 0.1 1 52
M QvSASELHTSGILGPETLR 1pSTY ... 5204 [69) 69.0 0.0 R. D. 1029.500 -1.3 1] 10
[¥] a¥SASELHTSGILGPETLR 1pSTY ... B205 [69) B9.0 0.0 R. D. 1029.500 -1.3 1] 10
M ROYSASELHTSGILGPETLR 1p5TY 5574 (68] 68.0 0.0 R. D. 1116.063 -0.7 1 2
M ROVYSASELHTSGILGPETLR 1pSTY 5575 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
[l a¥SASELHTSGILGPETLRDLAGGTE 1pSTY ... 6452 46 46.0 0.0 R. T 924458 04 1 ¥
M ROYSASELHTSGILGPETLRDLAQGTK 1p5TY 6596 (44] 440 0.0 R. T 982167 0.9 2 1]
M RAOYSASELHTSGILGPETLRDLAQGTK 1pSTY 6597 44 440 0.0 R. T 982167 039 2 1]
100 g102a71g Do 129980
90
30
L 7o
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2
2 &0 44143469
5
& =50
:
% 40 40010345
x 3841.20846
30
20094241 27207100 40099125 210.27075
= 38314221
1 S 85128235
! SU9TE98 soc 17383 | 67io40ms 80528735 702 24624 \ J—
0 T T e e A e o e
s oo o5 bl 780 o0 s50 ot 950
m,
b bA P b8 ba
F yd va y6 i 1]
p+ib paa7 y++8 p+a8 pry++10p++11+

Peptide AEAEAGSPRPD.

Query number 1873.

Observed mass: 590.237489 Th.

Figure 1.9. Identification spectrum for AEAEAGSPRPD.

10



Protein 5: 1P100010951

H;;Protein ¥alidation. Hit: 5 IPIDD010951 SWISS-PROT:P58107 | TREMEBL:Q76E58;09NSU9 | REFSEQ_NP:NP = |EI|1

File View ProteinfPeptide Automation Spectrum  Quantitation
!J__u!o_[_‘l_Zp_eplides:12inA,B,E. ScoreinAB_C: 792

Sequence | Modification | Guery | Ma. | M53.. | M33pe. | PTM. | FTMirfa | L R MCR [Th] | Rele.. | Mi. | Del..|
[ AEAEAGSPRPD 1pSTY 1872 (71) 71.0 0.0 R. P 590.237 0.1 1 52
[Fl AEAEAGSPRPD 1pSTY 1873 71 71.0 0.0 R. P 590.237 0.1 1 52
[F 0¥SASELHTSGILGPETLR 1pSTY ... 5204 [69] 63.0 0.0 R. D. 1029500 1.3 0 10
[ O¥SASELHTSGILGPETLR 1pSTY ... 5205 ([69] 6.0 0.0 R. D. 1029500 1.3 0 10
[F ROVSASELHTSGILGPETLR 1p5TY 5574 [68)] 68.0 0.0 R. D. 1116063 0.7 1 2
[F ROVSASELHTSGILGPETLR 1p5TY 5575 68  68.0 0.0 R. D. 1116063 0.7 1 2
[ QV¥SASELHTSGILGPETLRDLAQGTK 1pSTY ... 6452 46 46.0 0.0 R.T 924458 04 1 7
[F ROVSASELHTSGILGPETLRDLAQGTK  1pSTY 6596 [44] 440 0.0 R.T 982167 09 2 0
[F ROVSASELHTSGILGPETLRDLAQGTK  1pSTY 6597 44 440 0.0 R.T 982167 09 2 0
Gi0zariz 00129930

100

a0

20

70

=01]

3
5
2 441 43460
s
& =50
¥
2
% 40 40010345
x 3841.20846

30

20094241 27207180 40094125 210.27075
20
39314221
0 251.28235
37250455
SUE.TER9% 5og 7383 | g74.24ses | 69520738 70224524 \ 936.19139
o SERENENN P PSP PR AFIPAPDY v DA SEIRNLPSPRP S FNEPUGS S RSP ENSS R W
5 ] 2 7po 750 Jil] 250 a0 050
m,
b bAP b8 b3
F yd va y6 i 1]
p+ib paa7 y++8 p+a8 pry++10p++11+

Peptide QVSASELHTSGILGPETLR.

Query number 5202.

Observed mass: 1029.49784 Th.

Figure 1.10. Identification spectrum for QVSASELHTSGILGPETLR.

11



Protein 5: 1P100010951

H;;Protein ¥alidation. Hit: 5 IPIOD010951 SWISS-PROT:P58107 | TREMEBL:Q76E58;09NSU9 | REFSEQ_NP:N -0] x

File View ProteinfPeptide Automation Spectrum  Quantitation
!J__u!o_[_‘l_Zp_eplides:12inA,B,E. ScoreinAB_C: 792

Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] a¥SASELHTSGILGPETLR 1pSTY ... b202 1... 1120 0.0 R. D. 1029.498 0.4 1] 18
M Qv¥SASELHTSGILGPETLR 1p5TY ... 5203 112 1120 0.0 R. D. 1029.498 0.4 1] 18
[ AEAEAGSPRPD 1pSTY 1872 (71} 1.0 0.0 R. P 590237 0.1 1 52
[¥] AEAEAGSPRPD 1pSTY 1873 Fil 1.0 0.0 R. P 590237 0.1 1 52
M Qv¥SASELHTSGILGPETLR 1p5STY ... 5204 (69] 69.0 0.0 R. D. 1029.500 -1.3 1] 10
M QvSASELHTSGILGPETLR 1pSTY ... 5205 [69) 69.0 0.0 R. D. 1029.500 -1.3 1] 10
[l ROVSASELHTSGILGPETLR 1pSTY h574 [68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
M ROYSASELHTSGILGPETLR 1p5TY bh7h 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
M QV¥SASELHTSGILGPETLRDLARGTK 1pSTY ... 6452 46 46.0 0.0 R. T 924458 0.4 1 i
572 24731
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L, 70 1288 31226
& 5 785.34521 114543055
& =50 117531274
v 217.18028 1042 43286 S
% 40
&
30 018.15640
£15.30424
20 R, 95532019 1248 27222
10 =80.15043 ' 688.60074 1572 38257
i ' { 152260250 | 45006700 17
0 L IL |"'|"|l' .ll I AN Moo o by 0o |.|I L |‘7|_'| Iy L ey
0 100 k00 1300 0 150 1600 700
iz
8 b biol bii 12 13 bl4P
P y5 vl p3 yio 1 2 [ k]

¥
p++b peaF prpasS pral0 parell pealips+13ps+14  praps+16  pa+liprec p++19+7

Peptide QVSASELHTSGILGPETLR.

Query number 5203.

Observed mass: 1029.49784 Th.

Figure 1.11. Identification spectrum for QVSASELHTSGILGPETLR.
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Protein 5: 1P100010951

Protein ¥alidation. Hit: 5 IPIO0D010951 SWISS-PROT:P58107 | TREMBL:Q76E58;:09NSUS | REFSEQ_NP:NP -0] x

File View ProteinfPeptide Automation Spectrum  Quantitation
!J__u!o_[_‘l_Zp_eplides:12inA,B,E. ScoreinAB_C: 792

Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] a¥SASELHTSGILGPETLR 1pSTY .. b202 1... 1120 0.0 R. D. 1029.498 0.4 1] 18
[ Q¥SASELHTSGILGPETLR 1p5TY ... 5203 112 1120 0.0 R. D. 1029.498 0.4 1] 18
[ AEAEAGSPRPD 1pSTY 1872 (71} 1.0 0.0 R. P 590237 0.1 1 52
[¥] AEAEAGSPRPD 1pSTY 1873 Fil 1.0 0.0 R. P 590237 0.1 1 52
M Qv¥SASELHTSGILGPETLR 1p5STY ... 5204 (69] 69.0 0.0 R. D. 1029.500 -1.3 1] 10
M QvSASELHTSGILGPETLR 1pSTY ... 5205 [69) 69.0 0.0 R. D. 1029.500 -1.3 1] 10
[l ROVSASELHTSGILGPETLR 1pSTY h574 [68) 68.0 0.0 R. D. 1116.063 -0.7 1 2
M ROYSASELHTSGILGPETLR 1p5TY bh7h 68 68.0 0.0 R. D. 1116.063 -0.7 1 2
M QV¥SASELHTSGILGPETLRDLARGTK 1pSTY ... 6452 46 46.0 0.0 R. T 924458 0.4 1 i
572 24731
100
an
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L, 70 1288 31226
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Chapter 2. Protein 6: IPI00012199

Protein information

Description:;
TREMBL:Q9H6F5|REFSEQ_NP:NP_077003|ENSEMBL :ENSP00000227520|H-INV :HIT000030362; HI TO000
09248 Tax_1d=9606 Hypothetical protein FLJ22321

Total number of peptides (not just validated): 23

Peptide ALVEFESNPEETREPGSPPSVQR.

Query number 6300.

Observed mass; 879.072239 Th.

Figure2.1. Identification spectrum for ALVEFESNPEETREPGSPPSVQR.

H:_;Protein ¥Yalidation. Hit: 6 IPI0D012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_O77003 | ENSEMBL:ENSP ;Igli
File View ProteinfPeptide Automation Spectrum  Quantitation
!J__u!o_[_21_3_|:|eplides:ZﬂinA,B,E. Score inA B _C: 1006 |
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[l LEGLRPESPESLTSVSR 2ArglD .. 4BB7¥ 82 82.0 0.0 R. T 942969 039 1 26
M RALVEFESNPEETREPGSPPSYQR 1p5TY 6471 (F2) 72.0 0.0 R. A 931106 0.5 2 9
M RALVEFESNPEETREPGSPPSYAR 1pSTY 6472 72 ¥20 0.0 R. A 931106 05 2 9
[¥] ALVEFESMPEE TREPGSPPSVOR 1pSTY 6301 59 59.0 0.0 R. A 879073 -03 1 10
[ QQDLHLESPQRQPEYSPESPR 1p5TY ... 6233 57 57.0 0.0 R. C 862055 -1.1 1 2
M LOQGAGLESPOGAPEPGAASPORAAD .. 1pSTY 6971 52 52.0 0.0 R. 0. 1238.927 -1.3 1 18
[ LOQGAGLESPAGAPEPGAASPOR 1pSTY h873 A7 47.0 0.0 R. 0. 795.040 -06 1] 32
M RLGGLRPESPESLTSYSR 1p5TY 5094 44 44.0 0.0 R. T 674344 05 2 21
M ALYEFESNPEE TREPGSPPSYQR 1pSTY 6300 [35) 35.0 0.0 R. A 879073 0.1 1 8
100 553 45450 97445457
1112.45457
90 524.00011
30
L 7o
'E 60 93054548 1102000011 1226 45452
& =50
H
£ 40
x
20 06 36365
50281819 ga7 asass W |
20 =
457 08082
Rt O Flaamss 154109005 163245450
13
. 1
B0 m sp0 500 ] 200 a0p 1pop 1200 1400 1500 1600 700 14
m,
b b4 h5 b6 b7 b B b4 b1 bl12 b13 |
y2 w3 v P 5 A w6 »i wl yi2 yl3

P y+46 p+ p++iP prepes10 pasdl

Peptide QPEYSPESPRCQPKPSEEAPK.

Query number 6102.

Observed mass: 835.363974 Th.

p++12p+413p-po prec p++167 p++17p++18 pr+lSpraipsa2 prip++23

14



Protein 6: 1P100012199

Figure 2.2. Identification spectrum for QPEY SPESPRCQPKPSEEAPK.

H;;Protein ¥alidation. Hit: 5 IPIOD012199 TREMBL:Q9HGF5 | REFSEQ_NP:NP_077003 | ENSEMBL:ENSPOOOD! = ||:||£
File View ProteinfPeptide Automation Spectrum  Quantibation
Outof23peptides:20inAB.C.  ScoreinA.B.C: 1006 (TT11]]
Sequence | Modification | Query | Ma.. [ M52 [ M52pre.. [ PTM... [ PTMinfa [ L] B] MCR [TH] [ Rele.. [ i | Delt.. |
[l RBLGGLRPESPESLTSYSR 1pSTY 094 44 44.0 0.0 R. T 674344 05 2 21
[l ALVEFESHPEE TREPGSPPSVOR 1pSTY 6300 [35] 35.0 0.0 R. A 879073 01 1 8
[¥] 8GDLHLESPARAPEYSPESPR 2p5TY ... 6340 (34 340 0.0 R. C 888712 -35 1 11
[¥] QQDLHLESPARAPEYSPESPR 2pSTY .. 6341 [(34) 340 0.0 R. C 888712 -35 1 11
[ QPEYSPESPRCAPKPSEEAPK 1pSTY ... 6102 [33)] 33.0 0.0 R. C 835364 0.7 2 ¥
[ QPEYSPESPRCAPKPSEEAPK 1p5TY ... 6103 33 33.0 0.0 R. C 835364 07 2 7
M AGLGSPERPPKTSPGSPR 1pSTY 4649 28 28.0 0.0 R. L 935964 -1.7 2 5
O AGLGSPERPPKTSPGSPR 2pSTY 4889 [25) 25.0 0.0 R. L 650965 1.3 2 1
[ LGGLRPESPESLTSVSR 2Argl0 ... 4688 a7 17.0 0.0 R. T 942972 -22 1 1
91063220
100
a0
80
L 70
2
o 60
H
S
2 50
£
T 40 953 45652
&
20
20 F28.12854 607 02557 o4 05000
55810092 [ 88253998 1ngs soaa0
10 19092 7016174 0822 142430701
i 131461504 1B62.50073
i

b1z p
yi2 P yl13 yi4

yo
P+ P p++p++EP y+-p++10 py++11 4+ P p++10 prepriy++ P p++1Ep+417 p++1Ep++1P p+-pe+21

Peptide QPEYSPESPRCQPKPSEEAPK.

Query number 6103.
Observed mass: 835.363974 Th.

Figure 2.3. Identification spectrum for QPEY SPESPRCQPKPSEEAPK .
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: & IPI0OD012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_O77003 | ENSEMBL:ENSPOOOOO = ||:||1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inAB.C.  ScoreinA.B.C: 1006 (TTTTTT]
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[l RBLGGLRPESPESLTSVSH 1pSTY K094 44 440 0.0 R. T 674344 05 2 21
M ALVYEFESNPEETREPGSPPSYQR 1p5TY 6300 (35] 35.0 0.0 R. A 879.073 01 1 ]
[F] QQDLHLESPARAPEYSPESPR 2pSTY ... 6340 [(34) 340 0.0 R. C 888712 -35 1 11
[ QADLHLESPAQRAPEYSPESPR 2pSTY .. 6341 [34] 340 0.0 R. C 888712 -356 1 11
[ QPEYSPESPRCOPKPSEEAPK 1p5STY ... 6102 (23] 330 0.0 R. C 835364 0.7 2 7
[ QPEYSPESPRCAPKPSEEAPK 1pSTY ... 6103 33 33.0 0.0 R. C 835364 0.7 2 ¥
[l AGLGSPERPPKTSPGSPR 1pSTY 4649 28 280 0.0 R. L 935964 -1.7 2 L]
O AGLGSPERPPKTSPGSPR 2p5TY 4889 (2] 25.0 0.0 R. L 650965 1.3 2 1
O LGGLRPESPESLTSYSR 2ArglD .. 4688 17 17.0 0.0 R. T 942972 -22 1 1
91053220
100
90
30
L 7o
5 a0
& =50
£ a0 05343682
x
30
20 338.12854 60702557 aq nspan I
10 528.19092 17048174 i 1082 52030 1424 30704 1575 51440
T 131461204 166250073
i

¥ p
P+ Py pa+fP oy p410 p++11 44 P pa+10 prepriy++ P pe+1bpe+17

¥y
p+1Ep++1P oy pas21

viz

Peptide RALVEFESNPEETREPGSPPSVQR.

Query number 6471.

Observed mass: 931.105582 Th.

P yl13

Figure 2.4. Identification spectrum for RALVEFESNPEETREPGSPPSVQR.

biz P

pld
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: 6 IPI0OD012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_O77003 | ENSEMBL:ENSPOODI = |E|I1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inAB.C.  ScoreinA.B.C: 1006 (TTTITTTT]
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] RALVEFESMPEETREPGSPPSVQR 1pSTY 6471 [72) 72.0 0.0 R. A 931.106 05 2 9
M RALVEFESNPEETREPGSPPSYQR 1p5TY 6472 72 72.0 0.0 R. A 931106 0.5 2 9
M ALVYEFESNPEE TREPGSPPSVOR 1pSTY 6301 59 53.0 0.0 R. A 879073 -03 1 10
[ QADLHLESPAQRAPEYSPESPR 1pSTY ... 6233 LTy 57.0 0.0 R. C 862055 -1.1 1 2
[ LOQGAGLESPQGAPEPGAASPORAAD... 1p5TY 6971 52 52.0 0.0 R. Q. 1238.927 -1.3 1 18
[l LORGAGLESPAGAPEPGAASPOR 1pSTY 5873 47 47.0 0.0 R. 0. 795.040 -06 1] 32
[l RBLGGLRPESPESLTSVSH 1pSTY K094 44 440 0.0 R. T 674344 05 2 21
M ALVEFESNPEE TREPGSPPSYQR 1p5TY 6300 (35 350 0.0 R. A 879.0732 0.1 1 ]
[l QADLHLESPARAPEYSPESPR 2pSTY ... 6340 [(34) 340 0.0 R. C 888712 -35 1 11
54578815
100
02504382
90
30
2 70 106326122 1260 305891
2 &0 1401 20236
% 0 30 56829
H G832 26227
£ 40
x 369.26904 741,34004
30 T
1233 62504
20 1127 57776
10 440 32065 75234821
34120281 .l u ‘ 1587 51645 1772.55188 135542
o gttt bl L Ll i, iy
3 0 500 50 a0p
b b5
2 v3 i Ply5 1:3 pi2

¥y ¥y
P y+a6 yiys+ P yraps+10 pe411  pealip++1p++'P proprec.+ ped] pas18paalipraips 2 pepaa23 yra24

Peptide RALVEFESNPEETREPGSPPSVQR.

Query number 6472.

Observed mass: 931.105582 Th.

Figure 2.5. Identification spectrum for RALVEFESNPEETREPGSPPSVQR.
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: 6 IPI0OD012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_O77003 | ENSEMBL:ENSPOODI = |E|I1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inAB.C.  ScoreinA.B.C: 1006 (TTTITTTTITT
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] RALVEFESMPEETREPGSPPSVQR 1pSTY 6471 [72) 72.0 0.0 R. A 931106 05 2 9
[ RALVEFESNPEETREPGSPPSYQR 1p5TY 6472 72 72.0 0.0 R. A 931106 0.5 2 9
M ALVYEFESNPEE TREPGSPPSVOR 1pSTY 6301 59 53.0 0.0 R. A 879073 -03 1 10
[ QADLHLESPAQRAPEYSPESPR 1pSTY ... 6233 LTy 57.0 0.0 R. C 862055 -1.1 1 2
[ LOQGAGLESPQGAPEPGAASPORAAD... 1p5TY 6971 52 52.0 0.0 R. Q. 1238.927 -1.3 1 18
[l LORGAGLESPAGAPEPGAASPOR 1pSTY 5873 47 47.0 0.0 R. 0. 795.040 -06 1] 32
[l RBLGGLRPESPESLTSVSH 1pSTY K094 44 440 0.0 R. T 674344 05 2 21
M ALVEFESNPEE TREPGSPPSYQR 1p5TY 6300 (35 350 0.0 R. A 879.0732 0.1 1 ]
[l QADLHLESPARAPEYSPESPR 2pSTY ... 6340 [(34) 340 0.0 R. C 888712 -35 1 11
54578815
100
02504382
90
30
2 70 106326122 1260 305891
2 &0 1401 20236
% 0 30 56829
H G832 26227
£ 40
x 369.26904 741,34004
30 T
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10 440 32065 75234821
34120281 .l u ‘ 1587 51645 1772.55188 135542
o gttt bl L Ll i, iy
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b b5
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¥y ¥y
P y+a6 yiys+ P yraps+10 pe411  pealip++1p++'P proprec.+ ped] pas18paalipraips 2 pepaa23 yra24

Peptide QQDLHLESPQRQPEYSPESPR.

Query number 6233.

Observed mass: 862.054297 Th.

Figure 2.6. Identification spectrum for QQDLHL ESPQRQPEY SPESPR.
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Protein 6: 1P100012199

Protein Yalidation. Hit: 6 IPIO0012199 TREMBL:Q9HGFS5 |REFSEQ_MP:NP_077003 | ENSEMBL:ENSPOO0DDZ = IElIi
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inAB.C.  ScoreinA.B.C: 1006 (TTTTTTITTILII]
Sequence | Modiication | uey | Ma. | M53. | M53pre.. | PTM.. | PTMinfo | L Rl MCR[TH] | Rele. [ Mi. | Dek. |
[ RALVEFESNPEETREPGSPPSVQR 1p5TY 6471 (7F2) 720 0.0 R. A 931.106 05 2 9
[ RALVEFESNPEETREPGSPPSYOR 1pSTY 6472 72 72.0 0.0 R. A 931.106 0.5 2 9
[F ALYEFESNPEETREPGSPPSYQR 1p5TY 6301 59 59.0 0.0 R. A 879073 -03 1 10
[l QQDLHLESPAQROPEYSPESPR 1pSTY ... 6233 57 57.0 0.0 R. C 862055 -11 1 2
[ LOQGAGLESPQGAPEPGAASPORAAD... 1p5TY 6971 52 52.0 0.0 R. Q. 1238.927 -1.3 1 18
[¥] LOQGAGLESPQGAPEPGAASPOR 1p5TY 5873 47 47.0 0.0 R. Q. 795.040 -0.6 1] 32
[ RLGGLRPESPESLTSVSR 1p5TY 5094 44 44.0 0.0 R. T 674344 05 2 21
[ ALYEFESNPEETREPGSPPSYOR 1pSTY 6300 [3%) 350 0.0 R. A 879.073 0.1 1 8
[¥] 0GDLHLESPARAPEYSPESPR 2p5TY ... 6340 (34) 340 0.0 R. C 888712 -35 1 11
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Peptide RLGGLRPESPESLTSVSR.

Query number 5094.

Observed mass: 674.343641 Th.

Figure 2.7. Identification spectrum for RLGGLRPESPESL TSV SR.
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: & IPI0D012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_O77003 | ENSEMBL:ENSPOOOD = Iﬂll
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inAB.C.  ScoreinA.B.C: 1006 (TTTITTLIEITng]
Sequence | Modiication | uey | Ma. | M53. | M53pre.. | PTM.. | PTMinfo | L Rl MCR[TH] | Rele. [ Mi. | Dek. |
[ RALVEFESNPEETREPGSPPSVQR 1p5TY 6471 (7F2) 720 0.0 R. A 931.106 05 2 9
[ RALVEFESNPEETREPGSPPSYOR 1pSTY 6472 72 72.0 0.0 R. A 931.106 0.5 2 9
[F ALYEFESNPEETREPGSPPSYQR 1p5TY 6301 59 59.0 0.0 R. A 879073 -0.3 1 10
[ QQDLHLESPAQROPEYSPESPR 1pSTY ... 6233 57 57.0 0.0 R. C 862055 -1.1 1 2
[ LOQGAGLESPQGAPEPGAASPORAAD... 1p5TY 6971 52 52.0 0.0 R. Q. 1238.927 -1.3 1 18
[¥] LOQGAGLESPQGAPEPGAASPOR 1p5TY 5873 47 47.0 0.0 R. Q. 795.040 -0.6 1] 32
[ RLGGLRPESPESLTSVSR 1pS5TY 5094 44 44.0 0.0 R. T 674344 05 2 21
[ ALYEFESNPEETREPGSPPSYOR 1pSTY 6300 [3%) 350 0.0 R. A 879.073 0.1 1 8
[¥] 0GDLHLESPARAPEYSPESPR 2p5TY ... 6340 (34) 340 0.0 R. C 888712 -35 1 11
28421887
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Peptide LQQGAGLESPQGQPEPGAASPQRQQDLHLE-

SPOR.

Query number 6971.

Observed mass: 1238.926331 Th.

Figure 2.8. I dentification for

L QQGAGL ESPQGQPEPGAASPQRQQDLHL ESPQR.

spectrum
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Protein 6: 1P100012199

M Protein validation. Hit: 6 IPI00012199 TREMBL:Q9HGFS5 | REFSEQ_NP:NP_077003| ENSEMBL:ENSPOD0DD o =]
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inA.B.C. ScoreinA B.C: 1006 (TTLT LTI TITIT]
Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[Fl LoOGAGLESPOGOPEPGAASPORQAD .. 1pSTY 6971 h2 52.0 0.0 R. 0. 1238927 -1.3 1 18
[ LOQGAGLE SPQGAPEPGAASPOR 1p5TY 5873 47 47.0 0.0 R. Q. 795.040 -0.6 1] 32
M RLGGLRPESPESLTSYSR 1pSTY 094 44 44.0 0.0 R. T 674344 05 2 21
[¥] ALVEFESMPEE TREPGSPPSVOR 1pSTY 6300 [35) 35.0 0.0 R. A 879073 01 1 8
[ QQDLHLESPQRQPEYSPESPR 2p5TY ... 6340 (34] 340 0.0 R. C 888712 -35 1 11
[F] QQDLHLESPARAPEYSPESPR 2pSTY .. 6341 [(34) 340 0.0 R. C 888712 -35 1 11
[¥] QPEYSPESPRCOPKPSEEAPK 1pSTY ... 6102 [33)] 33.0 0.0 R. C 835364 0.7 2 ¥
M QPEYSPESPRCAQPKPSEEAPK 1p5STY ... 6103 3 33.0 0.0 R. C 835364 0.7 2 7
M AGLGSPERPPKTSPGSPR 1pSTY 4649 28 28.0 0.0 R. L 935964 -1.7 2 5
100 1208 54548
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p++6 praTyreB e+ prallps+11 pealips+ P pralipe-prapepse P prrprel prepips p4422 pa 0P pea2'pas2Ep+42 pa prag+ pa+3Tpe+ 3443

Peptide QQDLHLESPQRQPEYSPESPR.

Query number 6340.
Observed mass: 888.711855 Th.

Figure 2.9. Identification spectrum for QQDLHL ESPQRQPEY SPESPR.
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Protein 6: 1P100012199

Protein Yalidation. Hit: 6 IPIO0012199 TREMBL:Q9HGFS5 |REFSEQ_MP:NP_077003 | ENSEMBL:ENSPOO0DDZ = |E|I1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inA.B.C.  ScoreinA.B.C: 1006 HERERRREEREREREREREER
Sequence | Modiication | uey | Ma. | M53. | M53pre.. | PTM.. | PTMinfo | L Rl MCR[TH] | Rele. [ Mi. | Dek. |
[ LOGGAGLESPAGAPEPGAASPORAAD ... 1pSTY 6971 52 52.0 0.0 R. @. 1238.927 -1.3 1 18
[¥] LOQGAGLESPRGAPEPGAASPOR 1p5TY 5873 47 47.0 0.0 R. Q. 795.040 -0.6 0 32
[Fl RLGGLRPESPESLTSYSR 1p5TY 5094 44 44.0 0.0 R. T 674344 05 2 21
[ ALVEFESNPEE TREPGSPPSVQR 1p5TY 6300 [35) 350 0.0 R. A 879.073 D1 1 8
[¥] 9QDLHLESPQRAPEYSPESPR 2p5TY ... 6340 (34) 340 0.0 R. C 888712 -35 1 11
[¥] 0GDLHLESPQRAPEYSPESPR 2p5TY ... 6341 [(34) 340 0.0 R. C 888712 -35 1 11
[ QPEYSPESPRCAPKPSEEAPK 1p5TY ... 6102 [33) 330 0.0 R. C 835364 0.7 2 7
[ QPEYSPESPRCOPKPSEEAPK 1p5TY ... 6103 33 33.0 0.0 R. C 835364 0.7 2 7
[ AGLGSPERPPKTSPGSPR 1p5TY 4649 28 28.0 0.0 R. L 935964 -1.7 2 5
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Peptide QQDLHLESPQRQPEYSPESPR.

Query number 6341.
Observed mass: 888.711855 Th.

Figure 2.10. Identification spectrum for QQDLHLESPQRQPEY SPESPR.
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Protein 6: 1P100012199

Protein Yalidation. Hit: 6 IPIO0012199 TREMBL:Q9HGFS5 |REFSEQ_MP:NP_077003 | ENSEMBL:ENSPOO0DDZ = |E|I1
File View ProteinfPeptide Automation Spectrum  Quantitation
Outof23peptides:20inA.B.C.  ScoreinA.B.C: 1006 HEREREEREREREREREREEEENR
Sequence | Modiication | uey | Ma. | M53. | M53pre.. | PTM.. | PTMinfo | L Rl MCR[TH] | Rele. [ Mi. | Dek. |
[ LOGGAGLESPAGAPEPGAASPORAAD ... 1pSTY 6971 52 52.0 0.0 R. @. 1238.927 -1.3 1 18
[¥] LOQGAGLESPRGAPEPGAASPOR 1p5TY 5873 47 47.0 0.0 R. Q. 795.040 -0.6 0 32
[Fl RLGGLRPESPESLTSYSR 1p5TY 5094 44 44.0 0.0 R. T 674344 05 2 21
[ ALVEFESNPEE TREPGSPPSVQR 1p5STY 6300 [35) 350 0.0 R. A 879.073 D1 1 8
[¥] 0QDLHLESPQRAPEYSPESPR 2p5TY ... 6340 ([34) 340 0.0 R. C 888712 -356 1 11
[¥] 0QDLHLESPQRAPEYSPESPR 2p5TY ... 6341 [(34) 340 0.0 R. C 888712 -35 1 11
[ QPEYSPESPRCAPKPSEEAPK 1p5TY ... 6102 [33) 330 0.0 R. C 835364 0.7 2 7
[ QPEYSPESPRCOPKPSEEAPK 1p5TY ... 6103 33 33.0 0.0 R. C 835364 0.7 2 7
[ AGLGSPERPPKTSPGSPR 1p5TY 4649 28 28.0 0.0 R. L 935964 -1.7 2 5
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Peptide AGLGSPERPPKTSPGSPR.

Query number 4649.
Observed mass: 935.963324 Th.

Figure 2.11. Identification spectrum for AGL GSPERPPK TSPGSPR.
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Protein 6: 1P100012199

Protein ¥alidation. Hit: 6 IPIDOD12199 TREMBL:Q9HGFS | REFSEQ_NP:NP_077003 | ENSEMBL:ENSPOOOD0Z o =]
File View ProteinfPeptide Automation Spectrum  Quantitation
Dutof23peptides:20inAB.C.  ScoreinA B.C: 1006 EEEENEREEEEEENEEEEEERRENEEEE
Sequence | Modification | Quey | Ma. | M523, | MS3pe. | PTM. [ PTMinfa | L] R MR [TH | Rele. | Mi. | Del. |
[£] LOQGAGLESPQGAPEPGAASPOR 1pSTY 5873 47 470 0.0 R. Q. 795040 -06 O 12
M RLGGLRPESPESLTSYSR 1p5TY 5094 44 44.0 0.0 R. T 674344 05 2 21
[£] ALVEFESNPEETREPGSPPSYQR 1pSTY 6300 [(35] 350 0.0 R. A B879.073 0.1 1 8
[#] 0GDLHLESPQRAPEYSPESPR 2pSTY . 6340 [34) 340 0.0 R.C 888712 -35 1 1
[ QQDLHLESPQRQPEYSPESPR 2p5TY ... B34 (34] 340 0.0 R. C 888712 -35 1 11
[#] QPEYSPESPRCAPKPSEEAPK 1pSTY . 6102  (33) 330 0.0 R. C 835364 0.7 2 7
[2] QPEYSPESPRCAPKPSEEAPK 1pSTY . 6103 33 330 0.0 R. C 835364 0.7 2 7
[ AGLGSPERPPKTSPGSPR 1p5TY 4649 28 28.0 0.0 R. L 935964 -1.7 2 5
[0 AGLGSPERPPKTSPGSPR 2pSTY 4889 [25) 250 0.0 R. L 650965 1.3 2 1
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Peptide AGLGSPERPPK.

Query number 1922.

Observed mass: 594.79162 Th.

Figure 2.12. Identification spectrum for AGL GSPERPPK.
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Protein 6: 1P100012199

Protein ¥alidation. Hit: & IPIO0012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_077003 | ENSEMBL:ENSPOODOD2

File View ProteinfPeptide Automation Spectrum  Quantitation
!J__u!o_[_21_3_|:|eplides:ZﬂinA,B,E. Score inA B _C: 1006

Sequence | Modification | Guery | Ma. | M53.. | M33pe. | PTM. | FTMirfa | L R MCR [Th] | Rele.. | Mi. | Del..|
[# AGLGSPERPPK 1pSTY 1922 (92) 92.0 0.0 R T 594792 1.1 1 74
[F AGLGSPERPPK 1pSTY 1923 92 92.0 0.0 R. T 594.792 1.1 1 74
[l LGGLRPESPESLTSYSR 2Argl0 .. 4686 (82] 82.0 0.0 R.T 942969 09 1 26
[ LGELRPESPESLTSVSR 2Argl0 .. 4687 82 820 0.0 R.T 942969 09 1 26
[ RALVEFESNPEETREPGSPPSYQR 1p5TY 6471 [72) 720 0.0 R.A 931106 05 2 9
[ RALVEFESNPEETREPGSPPSVQR 1p5TY 6472 72 720 0.0 R.A 931106 05 2 9
[# ALVEFESNPEE TREPGSPPSVOR 1pSTY 6301 53 59.0 0.0 R A 879073 03 1 10
[ QQDLHLESPQRAPEYSPESPR 1pSTY ... 6233 57 57.0 0.0 R.C 862055 -11 1 2
[[ LARGAGLESPAGAPEPGAASPARAAD ... 1pSTY 6971 52 520 0.0 R. 0. 1238927 13 1 18
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Peptide AGLGSPERPPK.

Query number 1923.

Observed mass: 594.79162 Th.

Figure 2.13. Identification spectrum for AGL GSPERPPK.
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Protein 6: 1P100012199

F’F Protein Yalidation. Hit: 6 IPIO0012199 TREMBL:Q9HGF5 |REFSEQ_MNP:NP_077003 | ENSEMBL:ENSPOOODOO
File View ProteinfPeptide Automation Spectrum  Quantitation
!II__u!o_l_Zi_iPeplides: 20inAB.C. ScoreinA B.C: 1006

Sequence | Modification | Guery | Ma. | M53.. | M33pe. | PTM. | FTMirfa | L R MCR [Th] | Rele.. | Mi. | Del..|
[# AGLGSPERPPK 1pSTY 1922  (92) 92.0 0.0 R T 594792 1.1 1 74
[F AGLGSPERPPK 1pSTY 1923 92  92.0 0.0 R. T 594792 1.1 1 74
[l LGGLRPESPESLTSYSR 2Argl0 .. 4686 (82] 82.0 0.0 R.T 942969 09 1 26
[ LGELRPESPESLTSVSR 2Argl0 .. 4687 82 820 0.0 R.T 942969 09 1 26
[ RALVEFESNPEETREPGSPPSYQR 1p5TY 6471 [72) 720 0.0 R.A 931106 05 2 9
[ RALVEFESNPEETREPGSPPSVQR 1p5TY 6472 72 720 0.0 R.A 931106 05 2 9
[# ALVEFESNPEE TREPGSPPSVOR 1pSTY 6301 53 59.0 0.0 R A 879073 03 1 10
[ QQDLHLESPQRAPEYSPESPR 1pSTY ... 6233 57 57.0 0.0 R.C 862055 -11 1 2
[[ LARGAGLESPAGAPEPGAASPARAAD ... 1pSTY 6971 52 520 0.0 R. 0. 1238927 13 1 18
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Peptide LGGLRPESPESLTSVSR.

Query number 4686.

Observed mass: 942.968822 Th.

Figure 2.14. Identification spectrum for LGGLRPESPESL TSV SR.
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: 6 IPIOND012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_077003 | ENSEMBL:ENSPOOOO!

File View ProteinfPeptide Automation Spectrum  Quantitation
!J__u!o_[_21_3_|:|eplides:ZﬂinA,B,E. Score inA B _C: 1006

Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] AGLGSPERPPEK 1pSTY 1922 92) 920 0.0 R. T 594792 1.1 1 74
[ AGLGSPERPPK 1p5TY 1923 92 92.0 0.0 R. T 594792 1.1 1 74
M LGGLRPESPESLTSYSR 2Argl0 .. 4686 [(82) 820 0.0 R. T 942969 039 1 26
[l LEGLRPESPESLTSVSR 2ArglD .. 4BB7¥ 82 82.0 0.0 R. T 942969 039 1 26
M RALVEFESNPEETREPGSPPSYQR 1p5TY 6471 (F2) 72.0 0.0 R. A 931106 0.5 2 9
M RALVEFESNPEETREPGSPPSYAR 1pSTY 6472 72 ¥20 0.0 R. A 931106 05 2 9
[¥] ALVEFESMPEE TREPGSPPSVOR 1pSTY 6301 59 59.0 0.0 R. A 879073 -03 1 10
[¥] 0QDLHLESPQROPEYSPESPR 1pSTY ... 6233 LTS 57.0 0.0 R. C 86205 -11 1 2
M LORGAGLESPAGAPEPGAASPARAAD .. 1pSTY 6971 52 52.0 0.0 R. 3. 1238.927 1.3 1 18
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Peptide LGGLRPESPESLTSVSR.

Query number 4687.

Observed mass: 942.968822 Th.

Figure 2.15. Identification spectrum for LGGLRPESPESL TSV SR.
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: 6 IPIOND012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_077003 | ENSEMBL:ENSPOOOO!

File View ProteinfPeptide Automation Spectrum  Quantitation

!II__u!o_l_Zi_iPeplides: 20inAB.C.

Score inAB.C: 1006

=lalx

Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] AGLGSPERPPEK 1pSTY 1922 92) 920 0.0 R. T 594792 1.1 1 74
[ AGLGSPERPPK 1p5TY 1923 92 92.0 0.0 R. T 594792 1.1 1 74
M LGGLRPESPESLTSYSR 2ArglD .. 4686 (82) 82.0 0.0 R. T 942969 039 1 26
[¥] LEGLRPESPESLTSVSR 2ArglD .. 4GB 82 82.0 0.0 R. T 942969 039 1 26
M RALVEFESNPEETREPGSPPSYQR 1p5TY 6471 (F2) 72.0 0.0 R. A 931106 0.5 2 9
M RALVEFESNPEETREPGSPPSYAR 1pSTY 6472 72 ¥20 0.0 R. A 931106 05 2 9
[¥] ALVEFESMPEE TREPGSPPSVOR 1pSTY 6301 59 59.0 0.0 R. A 879073 -03 1 10
[¥] 0QDLHLESPQROPEYSPESPR 1pSTY ... 6233 LTS 57.0 0.0 R. C 86205 -11 1 2
M LORGAGLESPAGAPEPGAASPARAAD .. 1pSTY 6971 52 52.0 0.0 R. 3. 1238.927 1.3 1 18
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Peptide ALVEFESNPEETREPGSPPSVQR.

Query number 6301.

Observed mass: 879.072616 Th.

Figure 2.16. Identification spectrum for ALVEFESNPEETREPGSPPSVQR.
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: 6 IPI0OD012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_O77003 | ENSEMBL:ENSPOODI
File View ProteinfPeptide Automation Spectrum  Quantitation

!II__u!o_l_Zi_iPeplides: 20inAB.C.

Score inAB.C: 1006

Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[¥] AGLGSPERPPEK 1pSTY 1922 92) 920 0.0 R. T 594792 1.1 1 74
[ AGLGSPERPPK 1p5TY 1923 92 92.0 0.0 R. T 594792 1.1 1 74
M LGGLRPESPESLTSYSR 2ArglD .. 4686 (82) 820 0.0 R. T 942969 039 1 26
[l LEGLRPESPESLTSVSR 2ArglD .. 4BB7¥ 82 82.0 0.0 R. T 942969 039 1 26
M RALVEFESNPEETREPGSPPSYQR 1p5TY 6471 (F2) 72.0 0.0 R. A 931106 0.5 2 9
M RALVEFESNPEETREPGSPPSYAR 1pSTY 6472 72 ¥2.0 0.0 R. A 931106 05 2 9
[¥] ALVEFESNPEE TREPGSPPSVOR 1pSTY 6301 h9 59.0 0.0 R. A 879073 -03 1 10
[l QQDLHLESPAQRQPEYSPESPR 1pSTY ... 6233 LTS 57.0 0.0 R. C 86205 -11 1 2
M LORGAGLESPAGAPEPGAASPARAAD .. 1pSTY 6971 52 52.0 0.0 R. 3. 1238.927 1.3 1 18
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Peptide LOQGAGLESPQGQPEPGAASPOR.

Query number 5873.

Observed mass: 795.039705 Th.

Figure 2.17. Identification spectrum for LQQGAGL ESPQGQPEPGAASPQR.
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Protein 6: 1P100012199

H;;Protein ¥alidation. Hit: & IPI0OD012199 TREMBL:Q9HGFS | REFSEQ_NP:NP_O77003 | ENSEMBL:ENSPOOOOO
File View ProteinfPeptide Automation Spectrum  Quantitation

!II__u!o_l_Zi_iPeplides: 20inAB.C.

Score inAB.C: 1006

Sequence | Modification | Quey [ Ma. | MS3. | M53pe. | PTM.. | PFTMinfa | L] R MCR [Th] | Rele.. | Mi. | Del. |
[ LORGAGLESPAGAPEPGAASPOR 1pSTY h873 A7 47.0 0.0 R. 0. 795.040 -06 1] 32
M RLGGLRPESPESLTSYSR 1p5TY 5094 44 44.0 0.0 R. T 674344 05 2 21
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[ QADLHLESPAQRAPEYSPESPR 2pSTY ... 6340 [34] 340 0.0 R. C 888712 -356 1 11
[ QQDLHLESPQRQPEYSPESPR 2p5TY ... B34 (34] 340 0.0 R. C 888712 -35 1 11
M QPEYSPESPRCAPKPSEEAPK 1pSTY ... 6102 [33] 33.0 0.0 R. C 835364 0.7 2 ¥
[¥] QPEYSPESPRCOPKPSEEAPK 1pSTY ... 6103 33 33.0 0.0 R. C 835364 0.7 2 ¥
M AGLGSPERPPKTSPGSPR 1p5TY 4649 28 28.0 0.0 R. L 935964 -1.7 2 5
O AGLGSPERPPKTSPGSPR 2pSTY 4889 [25] 25.0 0.0 R. L 650965 1.3 2 1
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H
£ 4 76215183
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py++iP oprs yratP oy prpra12p441P ppreppaa1Gpee] pe prapr par 2094 21p44 2 94423

Last peptide. End of report.
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