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Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
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v Show arly matched ions

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FLKSEDGYEGDLGET .. 1pST 7652 19.0 1 190 197 1970L.. R T 3 633947 41 1 17
[ LKSEDGYEGDLGET... 1pST 7654 [1... 1 140 231 2314L.. R T 3 633949 02 1 15
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 3 peptides: 3inAB.C.  ScoreinA,B.C: 44  Mass EEEEEEENEEEERENEEENENEEEENEEEEEER
Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
[FILKSEDGVEGDLGET... 1pST 7652 19.0 1 19.0 19.7 19.70L... R. T 3 633947 41 1 17
[FLKSEDGVEGDLGET... 1pST 7654 (1. 1 14.0 231 2314L.. R. T 3 633949 02 1 15
[FLKSEDGVEGDLGET... 1pST 7653 (1. 1 11.0 448 4475L. R. T 3 633947 31 1 5
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Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FEIDMESPTKLDYTLAK  1pST 6213 400 1 400 886 8858D . K D 2 814386 02 1 10
FEIDMESPTKLDYTLAK  1pST 6209 (2. 1 280 409 4088D._. K D. 2 814382 46 1 6
FIDMESPTKLDYTLAK  1pST 6212 (1. 1 190 946 9459D.. K D. 2 81438 02 1 6
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File V¥iew

Froteinz and Feptides

!]_ul u_l_5_p£5|:|_li_|:_|e_§: hinAB.C.

Automation Spectrum Cuantitation

ScoreinA B.C:122

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[¥] DMESPTKLDYTLAK. 1p5T 6213 40.0 1 400 886 9858D... K D. 2 814386 0.2 1 10
[¥] DMESPTKLDYTLAK. 1p5T 6209 [2... 1 280 409 4088D... K D. 2 814382 4.6 1 [
[¥] DMESPTKLDYTLAK. 1p5T 6212 [1... 1 19.0 946 9459D... K D. 2 814386 0.2 1 [
[¥] DMESPTKLDYTLAK. 1p5T 6208 [1... 1 150 81.2 8116D... K D. 2 814382 4.6 1 [
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100 70510956
e
503
N 703
2 603
2 503
-
w40
7
03 756 60999 :
. 99926007 13
3 577.91364 699.40515
3 53136053 1312750928
103 G053 58451227
323103008 33020386 46004037 22466174 109938902 4421 53003
o o P I|||I ||I||lI —4 I||II|IIIIhI ! I|I A ‘ulllllllLIIII . II I]I II. Il|||||||I
300 400 500 800 700 200 300 1000 1100 1200 1300
miz
p++7-98 pell 11 pe+11 y++13p++13
h8-98 b9-98 b12-
y3 v4 ¥3 biy8 fali]
v 151 88.6 DMEpSPTRLDVTLAK bd/y11 ¥ Show only matched ions
231 70.5 DMESPRTELDVTLAK b6/ PTh rrsitinee FIMFRGRTEL DT]AK hd Al

File V¥iew

Froteins and Peptides

!]_ul o_f_5_p\=:p_ti_c_|e_§: hinA.B.C.

Automation Spectrum Huantitation

ScoreinAB.C:122

200 300

b2

s00
b++3-98

[=ulx}

v 15117.0 DMESPpTKLDVTLAK bE/y3
251 16.7 DMERSPTKLDVTLAE bd/Ay11

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F DMESPTKLDVTLAK  1pST 6213 400 1 400 886 8858D _ K D 2 814386 02 1 10
[ DMESPTKLDVTLAK  1pST 6209 (2. 1 280 409 4088D__ K D 2 814382 46 1 6
[ DMESPTKLDVTLAK  1pST 6212 (1. 1 190 946 9453D_ K D. 2 814386 02 1 6
[ DMESPTKLDVTLAK  1pST 6208 (1. 1 150 812 8116D_. K D. 2 814382 46 1 6
[ DMESPTKLDVTLAK  1pST 6210 (2. 1 200 170 17.02D.. K D. 3 543258 33 1 3
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File

View

!]_ul u_l_5_p£5|:|_li_|:_|e_§: hinAB.C.

Froteinz and Feptides

Automation Spectrum Cuantitation

ScoreinA B.C:122

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l DHESPTKLDVTLAK 1p5T 6213 400 1 400 886 89858D... K D. 2 814.386 0.2 1 10
[l DHESPTKLDVTLAK 1p5T 6209 [2... 1 280 409 4088D... K D. 2 814.382 46 1 G
[l DHESPTKLDVTLAK 1p5T 6212 [1... 1 19.0 946 9459D... K D. 2 #814.386 0.2 1 G
[l DHESPTKLDVTLAK 1pST 6208 [1... 1 150 1.2 #116D... K D. 2 814.382 46 1 G
[l DHESPTKLDVTLAK 1p5T 6210 [2... 1 200 170 1702D... K D. 3 543258 13 1 3
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Automation Spectrum Huantitation

ScoreinAB.C:122

200

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FI DMESPTKLDVTLAK  1pST 6213 400 1 400 886 8858D _ K D 2 814386 02 1 10
[ DMESPTKLDVTLAK  1pST 6209 (2. 1 280 409 4088D_ K D. 2 814382 46 1 6
[ DMESPTKLDVTLAK  1pST 6212 1. 1 190 946 9453D_ K D 2 814386 02 1 6
[ DMESPTKLDVTLAK  1pST 6208 (1. 1 150 812 8116D_. K D. 2 814382 46 1 6
[ DMESPTKLDVTLAK  1pST 6210 2. 1 200 170 17.02D.. K D. 3 543258 33 1 3
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 1 P_e_pEides: 1inAB.LC. Score inA B.C: 18 Mass

Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
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Out of 1 peptides: 1inA.B.C. Score inAB.C: 14 Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
I TELETAMGMIIDVFSE  ToxM 1. 7708 14.0 1 140 247 2475p.. M.Y 2 954919 89 0 4
924 28009
1005
an
932.70300
a0

-
(=]

o
(=]

Relative Abundance
m
=1

40
20 40023880
21105774
20 g3.4014a 150058780
s . agE1az1 140432144
997 534567 1168.28235 -
10 301.2946 ¥
== 593 36251 1287 44336 1647 62257 4754 55747
o AL
300 4001 5001 [=1ulu] 700 200 =lulu] 1000 1100 1200 1300 1400 1500 1600 1700 1800
miz
b3-98
v14-98
»3 v vh v6 »i b12 b13
| 121 247 pTELETAMGM o IDWFSR B1.4016 b3/yE Iv Show anly matched ions

v 251247 pTELETAMoRGMIIDYFSH B1/W1E B7 /10 PTh nnzitinne nTFI FTAMGMndDWESRE BT A0TR RSB



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File W¥Wiew Proteinz and Feptides

!:_llil q[ 3 P_e_pEides: 3inABLC. Score inA B.C: 71 Mass

Automation Spectrum Cuantitation

v 15128.0 SPSpTTYLHTPTPSEDAAIPSK bd/y18
vl 241 28.0 SPSTpTYLHTPTPSEDAAIPSK BEATT

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ LAFPGETLSDIPCK 1p5T 6200 13.0 1 130 5.8 H83ILA.. K T 2 814368 9.0 1] 2
[ SPSTTYLHTPTPSED... 1pST M72 430 1 430 450 44985._.. H. 5 3 /7G60.6BS 1.8 1] a
A SPSTTYLHTPTPSED... 1pST Mmqs0 .. 1 150 280 28045 R S5 3 /60.GB4 2.3 1] 1
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: 3inAB.C. ScoreinAB.C:71  Mass ANERENNNEEENEEEENNNENNENENEEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] LAFPGETLSDIPCK 1p5T 6200 13.0 1 130 h8 HEBILA.. K T 2 814368 9.0 1] 2
¥ SPSTTYLHTPTPSED. .. 1pST 772 430 1 430 450 448985 .. R 5 3 760685 1.8 1] i]
¥l SPSTTYLHTPTPSED. .. 1pST M7 .. 1 150 280 28045 R 5 3 760684 2.3 1] 1
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
OutofSpeptides:5inAB.C.  ScoreinA.B.C:140 [TTTTITTTT]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F ETPHSPGYEDAPIAK. 1p5T 6204 46.0 1 460 826 8258E.. R ¥ 2 814.372 -0.8 1] 12
[F ETPHSPGYEDAPIAK. 1p5T 6203 [1... 1 130 211 A1 1M E... R ¥ 2 814.370 1.7 1] 1
[l ETPHSPGYEDAPIAK. 1pST 6205 [2... 1 290 500 5002E... R ¥ 3 543251 -1.5 1] 9
[F ETPHSPGYEDAPIAK. 1p5T 6202 [2... 1 280 359 IH94E.. R V¥ 3 543249 a1 1] 11
[F ETPHSPGYEDAPIAK. 1p5T 6206 [2... 1 240 183 1827E... R ¥ 3 54325 -1.9 1] 2
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23l 26.5 EpTPHSPGVEDAPIAK, b2A14 PTH nnsitinee FTPHRSPRYFNAPLAK RRAT
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
OutofSpeptides:5inA.B.C. ScoreinAB.C:140 IENEEENNEENENNNENNNE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#] ETPHS PGVE DAPIAK 1p5T 6204 460 1 460 826 8258E._.. R V¥V 2 814372 -0.8 1] 12
[¥] ETPHSPGYEDAPIAK 1p5T 6203 [1... 1 130 211 AMME.. R ¥ 2 814370 1.7 1] 1
[¥] ETPHSPGYEDAPIAK 1p5T G205 [2... 1 290 K00 S5002E.. R ¥ 3 543251 1.5 1] 9
[¥] ETPHSPGYEDAPIAK 1p5T 6202 [2... 1 280 359 IH8E.. R ¥V 3 543249 31 1] 11
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v| 121359 ETPHPSPGYE DAPLAK. b5A11 ¥ Show anly matched ions
231 34.8 EpTPHSPGVEDAPIAK, b2A14 PTh nnsitinnr FTPHRSPRYFNAPLAK BRAT



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Outof5peptides:5inAB.C. ScoreinAB.C: 140 EEENNEENENEEENNNEENENNNENNNEE
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l ETPHSPGYEDAPIAK. 1pST 6204 46.0 1 460 826 8258E.. R ¥ 2 814.372 -0.8 1] 12
[F ETPHSPGYEDAPIAK. 1p5T 6203 [1... 1 130 211 A1 1M E... R ¥ 2 814.370 1.7 1] 1
[F ETPHSPGYEDAPIAK. 1p5T 6205 [2... 1 290 5%0.0 50.02E... R ¥ 3 543251 -1.5 1] 9
[F ETPHSPGYEDAPIAK. 1p5T 6202 [2... 1 280 359 IH94E.. R V¥ 3 543249 a1 1] 11
[F ETPHSPGYEDAPIAK. 1p5T 6206 [2... 1 240 183 1827E... R ¥ 3 54325 -1.9 1] 2
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231 55.6 EnTPHSPGVEDAPIAK, b2A14 PTH nnsitinee FTPHRSPRYFNAPLAK RRAT
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
OutofSpeptides:5inA.B.C.  ScoreinAB.C:140 ANEEENEEEEENEEEENENENEENENEEEEEENEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#] ETPHS PGVE DAPIAK 1p5T 6204 460 1 460 826 8258E._.. R V¥V 2 814372 -0.8 1] 12
[¥] ETPHSPGYEDAPIAK 1p5T 6203 [1... 1 130 211 AMME.. R ¥ 2 814370 1.7 1] 1
[¥] ETPHSPGYEDAPIAK 1p5T G205 [2... 1 290 K00 S5002E.. R ¥ 3 543251 1.5 1] 9
[¥] ETPHSPGYEDAPIAK 1p5T 6202 [2... 1 280 359 IH8E.. R ¥V 3 543249 31 1] 11
[¥] ETPHSPGYEDAPIAK 1p5T G206 [2 .. 1 240 183 182FE.. R ¥ 3 543251 -1.4 1] 2
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ 1! Pf_z_ptides: 4inAB.C.

Score inA B.C: 88

Mass

v 151596 DELHWEAEAMNYEGPSPIK B16/04

v Show arly matched ions
PTH mnzitinn NFTHIVFAFAMNYFRERSPIE b1RAud

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[Fl DELHIVEAEAMNYEG... 1pST 2341 33.0 1 330 849 894.85D... K ¥ 3 742330 34 1] 24
[Fl DELHIVEAEAMNYEG... 1pST 2943 (3. 1 320 596 59.59D... K ¥ 3 742334 1.7 1] 23
[l DELHIVEAEAMNYEG... 1pST 8340 1... 1 120 342 3423D... K ¥ 3 742330 34 1] 10
[l DELHIVEAEAMNYEG... 1pST 2942 1. 1 110 225 2250D... K ¥ 3 742334 1.7 1] 9
70,0103
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e
- E
Lk
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w40
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y3 pd »w 1] 1p91
v 151225 DELHIWEAEAMNYEGRSPIK B16/04 ¥ Show only matched ions
PTH misitinn: DFI HIVE AR AMMYFRRSPIE. b Rlud
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 88 Mass (TTTTTRTITIT0T]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DELHIVEAEAMMYEG... 1pST 8341 330 1 330 849 84 85D K ¥ 3 742330 34 1] 24
[¥] DELHIVEAEAMNYEG... 1pST 89343 (3. 1 320 596 5959D.. K ¥ 3 742334 1.7 1] 23
[¥] DELHIVEAEAMMNYEG... 1pST 8340 1. 1 120 342 423D K ¥ 3 742330 34 1] 10
[¥] DELHIVEAEAMMNYEG... 1pST 8342 1. 1 110 225 250D K ¥ 3 742334 1.7 1] 9
520.45224
100 991 20624
e
3 75571930
50
703
&9 B12A0057 03 32084
2 60
é 503 453 38078
* 3 1108 53174
& 407
* an3 77548322 102081073
205 00870576
: 44521088 1386.87708
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b2 b8 b9 b10 b11 b12
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 4 peptides: 4in A.B.C. Score inA_B.C: 88 Mass EENEEREEEEEREEEEREEEEEEER
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F DELHIVEAEAMNYEG... 1pST 8941 33.0 1 330 849 84.85D... K ¥ 3 742330 3.4 0 24
[F DELHIVEAEAMNYEG... 1pST 8943 [3... 1 320 59.6 59.59D... K ¥ 3 742334 1.7 0 23
[F DELHIVEAEAMNYEG... 1pST 2340 [1... 1 120 342 34.23D... K ¥ 3 742330 3.4 0 10
[F DELHIVEAEAMNYEG... 1pST 8942 [1... 1 11.0 225 2250D... K ¥ 3 742334 1.7 0 9
1004 71001642
E
ané
- E
5 603
% &0
£ 3
w40
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30
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e 020 07481
103 £18.92705 87325903
E 554.60602 523.56580 907 43073 NO7A188 o ja77a
o3 32022845 43616481 : 1353 98157 151654285 1652.04214 17
300 400 500 300 700 800 200 1200 1100 1200 1300 1400 1500 1600 1700
iz
7 p++10
vt y3 y6 y7F b8 8 b10
v 151342 DELHWEAEAMNYEGRSPIK B16/04 ¥ Show only matched ions

PTH mnzitine: NETHWFAFAMNYFGRSPIE R1RAd

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 4 peptides: 4inAB.C.  ScoreinAB.C: 88  Mass ANNEENEENEENENEENNNENEENENNNENEEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DELHIVEAEAMMYEG... 1pST 8341 330 1 330 849 84 85D K ¥ 3 742330 34 1] 24
[¥] DELHIVEAEAMMNYEG... 1pST 89343 (3. 1 320 596 5959D.. K ¥ 3 742334 1.7 1] 23
[¥] DELHIVEAEAMMNYEG... 1pST 8340 1. 1 120 342 423D K ¥ 3 742330 34 1] 10
[¥] DELHIVEAEAMMNYEG... 1pST 8342 1. 1 110 225 250D K ¥ 3 742334 1.7 1] 9
00— 094.07404
e
e
e
< E0 752.62985
2 sné TIEAMBH gan aqzan
2 a0 592 37830
T 55438800 51997137
& 3 = 1107 34326
a0
3 873 55460
0 433 37823 T
3 445 1433 082 85277
3 etz ] ‘ | | ‘ l J t1sapaggy oooeBt 1356.53
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200 400 500 800 700 200 50 1700 1100 1200 1300
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yh-98 yE-98 y7-98 ye-98 yi-98  yl0-98
yi b8 b9 bi10 b11
| 121 84 9 DELHIVEAEAMMTEGPSPIK b1E/d Iv Show anly matched ions

PTh mnziting: NELHWEFAFAMMYFGERSPIE 1R
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil l:!H_PE_ptides: 1inAB.LC. Score inA B.C: 21 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FIMSKQEDIR 1pST 841 210 1 210 157 1573M... R. K 2 543731 93 1 14
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101850220 100454028 125424338 140
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v y2 v3 v4

w| 121 157 MpSKOEDIR b2Ay7 [¥ Show only matched iong
PTH nnsitinee MrSKDFRIR R2 0T

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 1 peptides: 1inA.B.C. Score inAB.C: 19 Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
A LVINTAVPDRLPAR  1pST 6117 190 1 190 715 7147L.. K E 2 807943 40 1 19
FO2.09283
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p+l ] pe412
b11-98
2 b3 ¥5 b6 b7 ¥8 b9 ¥10 y11 ¥12 b3
v| 121 715 LVYLNpTAVPDRLPAR BRA10 ¥ Show anly matched ions

PTH nnzitinne | %W MRTAWPRRI PAR RRATN
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File W¥Wiew Proteinz and Feptides

!:_llil q[]_ pf_:_ptides: 1inAB.LC. Score inA B.C: 18 Mass

Automation Spectrum Cuantitation

v 151 71.7 DLENLCpSEPPM b3/y5

v Show arly matched ions

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ 55v55A5Y55QVR 3pST 5719 18.0 1 180 214 21445 K T 3 5607522 6.3 1] G
S60 31505
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e
E 473 40884
80 48001230
» 709
Lk
ER- 285 0481
5] 450 97012 1854340
a S0 T
" sz4.13647 0232910
& 40
3
30 B35 ADET0
203
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200 =00 £00 900 1000 1100
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p++9-98 y++10
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pl y2
v 15121.4 S5VpS5ASVPSpSOVA bd/y10 B3AYE B10/vd #| ¥ Show only matched ions
25118.0 S5Y55ADSVRSpSAVR b7 /T 35 b10/vd PTM mnsitiore S5VRSSASYRASRGIVE hd/ul N RS HAud
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inA B C: 56 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DLEIVLCSEPPM 1p5T h532 180 1 180 627 B6266D... K - 2 741822 -B.0 1] g
[¥] DLEIVLCSEPPM 1p5T B3 1. 1 150 1.7 A6ID... K - 2 741822 -6.9 1] g
[¥] DLEIVLCSEPPM 1p5T 5529 [1... 1 120 41 5409D... K - 2 7F41.8A4 -6.2 1] 4
[¥] DLEIVLCSEPPM 1p5T B530 1. 1 110 627 6266D... K - 2 7F41.8A4 -6.8 1] 7
1026 36621
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a0
E 01334332
g0
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PTH nnzitinee NI FR CRSFRPPR RRAR
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

v 15l 627 DLENLCpSEFPPM b3/y5

v Show arly matched ions

PTH nnzitinee NI FR CRSFRPPR RRAR

Out of 4 peptides: 4in A.B.C. Score inA_B.C: 56 Mass (TTTTIRTTTIT0T]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ DLEIVLCSEPPH 1pST 5532 18.0 1 18.0 62.7 6266D... K - 2 741.822 -8.0 0 8
[ DLEIVLCSEPPH 1pST 531 1. 1 150 1.7 7A.69D... K - 2 741.822 -6.9 0 8
[F DLEIVLCSEPPH 1pST 5929 [1... 1 120 541 54.09D... K - 2 741821 -6.2 0 4
[ DLEIVLCSEPPH 1pST 5930 11... 1 11.0 62.7 6B266D... K - 2 741.821 -6.8 0 i
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v 1s154.1 DLENLCpSEPPM b85S ¥ Show only matched ions
PTH mesitiore N FIVI CRSFPPM RS
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 56 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[/l DLEIVLCSEPPM 1p5T 5b32 18.0 1 18.0 627 B2B6D... K - 2 741.822 -8.0 1] 8
[l DLEIVLCSEPPM 1p5T 5531 ... 1 150 1.7 7A1.63D... K - 2 741.822 -6.9 1] 8
[l DLEIVLCSEPPM 1p5T 5529 [1... 1 120 541 5409D... K - 2 741.821 -6.2 1] 4
[¥l DLEIVLCSEPPM 1p5T 5530 ... 1 110 627 6266D... K - 2 741.821 -6.8 1] 7
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Automation Spectrum Cuantitation

Score inA_B.C: b6

File W¥Wiew Proteinz and Feptides

!:_llil l:!h! Pf_z_ptides: 4inAB.C. Mass

v 15l 36.3 EDALDDSYSSSpSYHASPLASSPVR b12/v13
251 30.8 EDALDDSYSS555WHADSPLASSPYR B16/43

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ DLEIVLCSEPPM 1pST 5532 18.0 1 180 627 G266D... K - 2 741822 -8.0 1] g
[ DLEIVLCSEPPM 1p5T 53 .. 1 150 1.7 A6ID... K - 2 741.822 -6.9 1] g
[ DLEIVLCSEPPM 1p5T 5529 1... 1 120 541 5409D... K - 2 741.82A1 -6.2 1] 4
[ DLEIVLCSEPPM 1p5T 5530 11... 1 110 627 B266D... K - 2 741.821 -6.8 1] i
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v 151627 DLEMVLCpSEPPM b85S ¥ Show only matched ions
PTH msitinn: DI FIVI CrnSFPPM haAR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 31 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[V EDALDDSYSS55WHA . 1pST 9740 17.0 1 170 386 3IBH6E.. R K 3 831.714 -5 1] 6
[¥] EDALDDSYSS555VHA . 1pST a739 1. 1 140 3.3 IB3IME.. R K 3 831705 5.2 1] i]
100 103370837
a0
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703
2] 975.73018
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¥ Show anly matched ions
PTH nn=ihnne FRAlI DNSYSSSnSYHASP ASSPVYE R1213
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File W¥Wiew Proteinz and Feptides

!:_llil q[ g P_e_plides: 2inAB.C. Score inA B.C: 31 Mass

Automation Spectrum Cuantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l EDALDDSYSSS5VHA... 1pST 9740 17.0 1 170 3|6 IBHEE.. A K 3 83.714 -5.0 1] G
A EDALDDSYSSSSVHA... 1pST 9739 .. 1 140 363 I63M4E.. B K 3 8N.70% 5.2 1] a
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E
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v 15l 38.6 EDALDDSYS555VHASPLARSSPVR b20/ya #| ¥ Show only matched ions
25l 381 EDALDDSWSSSSYHASPLASRSPVR b21 /vl PTH nnsitinre FRAI NDSYSSSSVHASP ARSSPVR h2N/AR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 31 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#] STVFTIFGSHK 1p5T 4735 170 1 170 N4 N425.. K E 2 640797 38 1] i]
[¥] STYFTIFGSHE 1p5T 4733 (140 1 14.0 445 445257 kK E 2 B407HM aa a a
100— 21 BEA3T 922 42157
a0 036 44727
30 £20.46075
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v 151445 STVFpTIFGSME bSsy7
251 35.9 SpTYFTIFGSNE b2A10

v Show arly matched ions
PTh nnsitinee STYFRTIFRSME hRAVT
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File W¥Wiew Proteinz and Feptides

!:_llil q[ gl:l_eEt_ides: 2inAB.C. Score inA B.C: 31 Mass

Automation Spectrum Cuantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M STYFTIFGSHNE 1pST 4735 17.0 1 17.0 3.4 31.425... K E 2 640797 3.8 0 0
[ STYFTIFGSNE 1pST 4733 [14.00 1 14.0 445 44525T.. K E 2 B40734 g8 1] ]
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v 151 31.4 STVFpTIFGSME b5/7 ¥ Show only matched ions
251283 SpTVFTIFGSNE b2/10 PTM nnsitinre STMFRTIFRSME R5AT
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 17 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FMIATGGVITGLAALK .. 2pST 9193 17.0 1 170 231 2309M... - 5 2 1145.056 6.4 2 14
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e
LR
2 50 240.32754 1675 63150
£ 9
& 407
.- 1094 45508
303 1003.19553 1563 54197
3 217 26255 1194 42456
203 =5 980.43591
3 R 12355241 181376184 10017253
103 475.31503 ' 70328628 4032911 d 1431 89128
J =oea4ss
0 gl II i |'Ll L Ay ‘u"uL'LLf n .IAAILILIHI o) JJI " I.I|.||L.Il|:|.I |
400 500 800 700 &00 EN 1000 1400 1200 1300 1400 1500 1600 1700 1800 1900
miz
b12-196
v18-19%6
b4 b7 b8 b1l bl2 bl3 yl11 y15

v 151231 MIApTGGEVITGLAALKREADRSAR bd/w15 b1943

v Show arly matched ions
PTh mnzitinn bMIARTHEEVITE &40 KRANRSAR hdA018 h19403
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ ifﬂepzides: finABLC.

Score inA B.C: 92

Mass

v 151 26.1 MQESLGpSPHICDLGK b7 /y3
251 20.7 MQEpSLGSPHICDLGE, ba/v12

v Show arly matched ions
PTh nnsitinne MOFSI RrSPHICDI GE R7 A8

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FINQESLGSPHICDLGK 1p5T 6812 17.0 1 170 238 2378NM... R ¥ 2 867878 1.7 1] 3
[FINQESLGSPHICDLGK 1p5T 6810 1... 1 160 242 2415NM... R ¥ 2 867.878 19 1] 3
[FINQESLGSPHICDLGK 1p5T BE11 [1... 1 130 2611 2612NM... R. ¥ 2 867.878 1.8 1] 5
[FINQESLGSPHICDLGK 1p5T B35 [1... 1 130 298 2979NM... R ¥ 2 867.884 -5 1] i
[FINQESLGSPHICDLGK 1pST 6822 1... 1 120 365 I648NM... R ¥ 2 867.880 0.3 1] G
[FINQESLGSPHICDLGK 1p5T 6832 1. 1 110 302 J024NM... R ¥ 2 867.882 -3.3 1] 5
[FINQESLGSPHICDLGK 1p5T 6823 [1... 1 100 293 2935NM... R ¥ 2 867.880 -0.4 1] 4
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E
e
- E
5 603
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v 151 36.5 MOESLGpSPHICDLGK b7 /v3 ¥ Show only matched ions
25119.4 NOEpSLGSPHICDLGK bdfy12 PTH mmsitione MOFS GrSPHINMI RK R7
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 7 peptides: 7inA.B.C. Score inAB.C: 92 Mass [TTTTTT]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] MQESLGSPHICDLGK 1p5T 6812 17.0 1 170 238 2378M.. R V¥ 2 867878 1.7 1] 3
[¥] NQESLGSPHICDLGK 1p5T 6E10 [1... 1 160 242 M15N... R ¥ 2 867878 19 1] 3
[¥] NQESLGSPHICDLGK 1p5T BE11 1. 1 130 261 2612WH... R. ¥ 2 867878 1.8 1] 5
[¥] NQESLGSPHICDLGK 1p5T 6835 [1... 1 130 298 979N R ¥ 2 867884 -5 1] 7
[Fl NQESLGSPHICDLGK 1p5T 6822 [1... 1 120 35 3I648NM... R ¥ 2 867.8B0 -0.3 1] 6
[Fl NQESLGSPHICDLGK 1p5T 6832 (1. 1 110 302 024N R ¥ 2 867882 -33 1] 5
[¥l NQESLGSPHICDLGK 1p5T 6823 [1... 1 100 293 2935N.. R ¥ 2 867.8B80 -0.4 1] 4
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e
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File W¥Wiew Proteinz and Feptides

Automation Spectrum Cuantitation

Out of 7 peptides: 7in A.B.C. Score inA_B.C: 92 Mass [ TTTIITLTTTTTT]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
Al NRESLGSPHICDLGK 1p5T 6812 17.0 1 170 238 2378NM... R ¥ 2 867878 1.7 1] 3
Al NRESLGSPHICDLGK 1p5T 6810 1... 1 160 242 2415NM... R ¥ 2 867.878 19 1] 3
Al NRESLGSPHICDLGK 1p5T BE11 [1... 1 130 2611 2612NM... R. ¥ 2 867.878 1.8 1] 5
Al NRESLGSPHICDLGK 1p5T B35 [1... 1 130 298 2979NM... R ¥ 2 867.884 -5 1] i
Al NRESLGSPHICDLGK 1p5T 6822 1... 1 120 365 I648NM... R ¥ 2 867.880 0.3 1] G
Al NRESLGSPHICDLGK 1p5T 6832 1. 1 110 302 J024NM... R ¥ 2 867.882 -3.3 1] 5
[FINRESLGSPHICDLGK 1p5T 6823 [1... 1 100 293 2935NM... R ¥ 2 867.880 -0.4 1] 4
1004 1062 51563
e
ané
. 703 1276 45350
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% 50 67320463
ﬁ 40 720.44205
= 30% S50.31188 250 72321
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v 13 29.3 NOESLGpSPHICDLGK b7/3
251 23.4 NQEpSLGSPHICDLGE bd/v12

[V Show only matched ions
PTh nnsitinee NOFSI GRSPHICDI GE R7 09

File ¥iew Proteins and Peptides
Out of 7 peptides: 7inA.B.C.

Score inA B C: 92

Automation Spectrum Huantitation
Mass

300

500

[1X] y4 b4

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FANGESLGSPHICDLGK ~ 1pST 6812 17.0 1 170 238 2378N._ R .V 2 867878 17 O 3
[FANGESLGSPHICDLGK ~ 1pST 6810 (1. 1 160 242 2415N._ R .V 2 867878 139 O 3
[FANGESLGSPHICDLGK ~ 1pST 6811 (1. 1 130 261 2612N.. RV 2 867878 18 O 5
[FANGESLGSPHICDLGK ~ 1pST 6835 (1. 1 130 298 2979N._ R V 2 867884 51 O 7
[FANGESLGSPHICDLGK ~ 1pST 6822 (1. 1 120 365 348N R V 2 867880 03 O 6
[FANGESLGSPHICDLGK ~ 1pST 6832 (1. 1 110 302 3024N.. R V 2 867882 33 O 5
[FANGESLGSPHICDLGK ~ 1pST 6823 (1. 1 100 293 2935N._ R V 2 867880 04 O 4
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v Show arly matched ions
PTh nnsitinne MOFSI RrSPHICDI GE R7 A8
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Automation Spectrum Cuantitation

Score inA B.C: 92

File W¥Wiew Proteinz and Feptides

!:_llil q[ ifﬂepzides: finABLC. Mass

200

500 [=ulx} Joo 200

»3 y4b4

=lun}

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
Al NRESLGSPHICDLGK 1p5T 6812 17.0 1 170 238 2378NM... R ¥ 2 867878 1.7 1] 3
[FINRESLGSPHICDLGK 1pST 6810 1... 1 160 242 2415NM... R ¥ 2 867.878 19 1] 3
Al NRESLGSPHICDLGK 1p5T BE11 [1... 1 130 2611 2612NM... R. ¥ 2 867.878 1.8 1] 5
Al NRESLGSPHICDLGK 1p5T B35 [1... 1 130 298 2979NM... R ¥ 2 867.884 -5 1] i
Al NRESLGSPHICDLGK 1p5T 6822 1... 1 120 365 I648NM... R ¥ 2 867.880 0.3 1] G
Al NRESLGSPHICDLGK 1p5T 6832 1. 1 110 302 J024NM... R ¥ 2 867.882 -3.3 1] 5
[FINRESLGSPHICDLGK 1p5T 6823 [1... 1 100 293 2935NM... R ¥ 2 867.880 -0.4 1] 4
100+ 1082 47424
E
e
- E
Lk
2 603
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25118.8 NOEpSLGSPHICDLGK bdfy12 PTH mmsitione MOFS GrSPHINMI RK R7
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 7 peptides: 7in A B.C. ScoreinAB.C:92  Mass ANNEENENEEENENENNEENNENEENENEEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] MQESLGSPHICDLGK 1p5T 6812 17.0 1 170 238 2378M.. R V¥ 2 867878 1.7 1] 3
[¥] NQESLGSPHICDLGK 1p5T 6E10 [1... 1 160 242 M15N... R ¥ 2 867878 19 1] 3
[¥] NQESLGSPHICDLGK 1p5T BE11 1. 1 130 261 2612WH... R. ¥ 2 867878 1.8 1] 5
[¥] NQESLGSPHICDLGK 1p5T 6835 [1... 1 130 298 979N R ¥ 2 867884 -5 1] 7
[¥] NGESLGSPHICDLGK 1p5T 6822 [1... 1 120 35 3I648NM... R ¥ 2 867.8B0 -0.3 1] 6
[¥] NGESLGSPHICDLGK 1p5T 6832 (1. 1 110 302 024N R ¥ 2 867882 -33 1] 5
[¥] NGESLGSPHICDLGK 1p5T 6823 [1... 1 100 293 2935N.. R ¥ 2 867.8B80 -0.4 1] 4
106240234
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e
e
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LR
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v Show arly matched ions
PTh nnsitinne MOFSI RrSPHICDI GE R7 A8
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 7 peptides: 7in A B.C. ScoreinAB.C:92  Mass AREREENRENNERENENNEEENEEENEEEEEENEEENEEEAN
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FINRESLGSPHICDLGK 1pST 6812 170 1 170 238 2378N... R . ¥ 2 0867878 1.7 1} 3
Al NRESLGSPHICDLGK 1p5T 6810 1... 1 16.0 242 2415N... R. ¥ 2 867878 1.9 1} 3
Al NRESLGSPHICDLGK 1p5T BE11 [1... 1 130 26.1 2612N... R. ¥ 2 867878 1.8 1} L]

Al NRESLGSPHICDLGK 1p5T B35 [1... 1 130 298 2979N... R . ¥ 2 0867884 51 1} 7
Al NRESLGSPHICDLGK 1p5T 6822 1... 1 120 365 J648N... R. ¥ 2 867880 -0.3 1} [
Al NRESLGSPHICDLGK 1p5T 6832 1. 1 110 30,2 J024N... R. ¥ 2 867882 -3.3 1} L]
[FINRESLGSPHICDLGK 1p5T 6823 [1... 1 100 293 2935N... R. ¥ 2 867880 -0.4 1} 4
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

!Z_Il.!t ql‘ 1_ pe_|:_ttides: 1inAB.C Score inAB.C: 15 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F1 MQELLSSFETIR 1p5T h7¥g4 150 1 150 359 3594M... - | 2 TF67.347 101 1} h
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R 407
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20%
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ ii_l:lf_:_ptides: 4inAB.C. Score inA B.C: 51 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A ELAANSSRSTTPRGK  2pST 6826 15.0 1 150 19.2 1916E... K D. 2 867.880 2.4 2 a
[A ELAANSSRSTTRPRGE. 2p5T a3 130 1 130 231 2309EL.. kK D 2 867883 1.5 2 a
A ELAANSSRSTTPRGK  2pST 6828 [1... 1 120 119 1MME.. K D 2 86780 1.7 2 a
[FELAANSSRSTTPRGK  2pST BB 1. 1 110 151 1509E.. K D. 2 867.881 1.0 2 i
100 79511823 1082 47229
E
80 556 72003
N E
Lk
2 603
,g E 67312076
% 40; 047 5728 1276 54309
© E
#0 778.10801 1044.33240
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3 SO0.00408 460.19543 go1 2434 130348182
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J =17 20024 =
[up!
300 400 500 1200 1300
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y3 b7 b3 ] b13 bl4
v 151151 ELAANSSRSpTpTPRGE. b10/vE b11/y5 ¥ Show only matched ions

PTH mnzitinee FI AANSSREATATRPRGE RI1NAR R11/05

1

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 4 peptides: 4inA.B.C. Score inAB.C: 51 Mass (TTTTTRTITIT0T]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] ELAAMSSRSTTPRGEK ~ 2pST 6826 15.0 1 150 19.2 1916E... K D. 2 867.880 24 2 i]
[¥] ELAAHSSRSTTPRGEK. 2p5T B33 (130 1 130 231 Z308EL.. kK D 2 8EFAEA3 1.5 2 a
[¥] ELAANSSRSTTPRGK  2pST 6828 [1... 1 120 139 119 E.. K D2 86788 1.7 2 i]
[¥] ELAANSSRSTTPRGK  2pST B3 1. 1 110 151 1509E.. K D. 2 867881 1.0 2 7
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e
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v 251231 ELAANSSRpSToTPRGE b3A7 B1145 PTH nnzitinee Fl AANSSRRSRTTRREK hAAu? RIMAR
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 4 peptides: 4in A.B.C. Score inA_B.C: 51 Mass EENEEREEEEEREEEEREEEEEEER
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M ELAANSSRSTTPRGE  2pST 6826 15.0 1 150 19.2 1916 E... K D. 2 867.880 2.4 2 0
[ EL2ANSSRSTTRRGE, 2pST BE33 (1300 1 13.0 231 2309EL.. K D 2 BEFEE3 1.5 2 0
M ELAANSSRSTTPRGK  2pST 6828 [1... 1 120 11.9 11.97E... K D. 2 867.881 1.7 2 0
M ELAANSSRSTTPRGK  2pST 6831 [1... 1 11.0 151 15.09E... K D. 2 867.881 1.0 2 i
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e
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vl 25119.2 ELAANSpSRDSTTPRGK b7/3 b7 PTH mmsitione Fl AANRSSRRSTTPREK kAT RAAT

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 4 peptides: 4inAB.C.  ScoreinAB.C:51  Mass ANNEEENENENEENENENNENENENNENNEEEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] ELAAMSSRSTTPRGEK ~ 2pST 6826 15.0 1 150 19.2 1916E... K D. 2 867.880 24 2 i]
[¥] EL&AHSSRSTTRRGE. 2p5T B33 (130 1 130 231 Z308EL. kK D 2 AEY 883 1.5 2 a
[¥] ELAANSSRSTTPRGK  2pST 6828 [1... 1 120 139 119 E.. K D2 86788 1.7 2 i]
[¥] ELAANSSRSTTPRGK  2pST B3 1. 1 110 151 1509E.. K D. 2 867881 1.0 2 7
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v Show arly matched ions
PTh nnsitine Fl AANSSRASnTTRPRGK h9A? B1NAUR
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ I_PE_:_ptides: 1inAB.LC. Score inA B.C: 15 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A DLLSKDATK 1pST 4038 15.0 1 150 231 2306D.. R.R. 2 564265 103 1 9
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

!Z_Il.!t q” peptides: 1inA.B.C. Score inAB.C: 14 Mass

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |

[FINPNELDINTLTGEER  1pST 7149 140 1 140 15.7 1566MH... R ¥ 2 BI7.417 9.2 1 3
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC.

Score inA B.C: 14

Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[¥IHSHDEISILSPLSACC... 2pST 9977 140 1 140 13.3 1325H... R. K 4 636533 9.0 1 0
fi23 20658
100
e
ené
- 703
@ 73
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= G0
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% 809 214.13607
7
2 3
£ a0 57522642
¥ 3 mE457587 86407050
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[V Show only matched ions
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!Z_Il.!t ql‘gPe_ptides: 2inAB.C Score inAB.C: 31 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] MSLALYQVYDSR T1oxM 1pY 5317 16.0 1 160 1.2 A115M... K T 2 718322 6.2 1} 16
[¥] MSLALYQYDSR T1oxM 1pY 5319 [1... 1 150 838 8381M._. K T 2 718323 -7 6 1} 13
91z 25547
100
a0
ané
- 707
&
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v Show arly matched ions
PTH nnsitinee bMnxS1 A avWHSR b1 AT BRAR

v 151838 MowSLOLEYUWDSA b1/Ay11 bEAYE
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Automation Spectrum Cuantitation

Score inA B.C: 31

File W¥Wiew Proteinz and Feptides

!:_llil q[ g PEEF_llidEsZ 2inAB.C. Mass

v 151182 pTpSFSTTTLLRPPIE b1/013 b24y12
251146 pTSFSpTTTLLRPIK b14013 B5A3

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FMSLALYQVDSR ToxM 1p¥ 5317 160 1 160 1.2 A15M... K T 2 718322 -6.2 1] 16
A MSLALYQRVDSR ToxM 1p¥ 5319 11... 1 150 838 8381M... K T 2 718323 7.6 1] 13
01833710
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e
ené
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File W¥Wiew Proteinz and Feptides

!:_llil q[ I_PE_:_ptides: 1inAB.LC.

Automation Spectrum Cuantitation

Score inA B.C: 10 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ QNASLYYGKVDSPW... 1pST 8547 100 1 100 129 12904Q... A K 2 1061.007 43 2 i
100 100532166
E
e
I
a 73
= 3
o G0
R
T 803 1028380
2 3
w40
I
= 3
a0 98740039
E = 1042
3 791.25891
204 00828301
3 51512134 617 94012 97504919
105 WILTIO o conae 40813286 70547345 765 18320 50454346 087 BO7EE 4919
[up!
300 350 400 450 500 550 600 B850 700 750 200 850 20C 50 1000 105
miz
y6-98 y7-98 y3-98
y3 b8
[V Show only matched ions
PTH nnsitinn: MMASWYREVDRGPWKNE 120k
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 38 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] LLLERPSFIR 1p5T 3981 260 1 260 665 G6649L.. R. D 2 637.356 11 1] 26
[¥] LLLERPSFIR 1p5T 3979 1. 1 120 438 4883L.. R D 2 637.35% -0.3 1] 12
551.35935
100
e
80? 1001.5014
» 709 354.28076
T
L 032 BOTAS
S 3 57939563
. 519.58783
5 a0 457 23014 590 32581
= 203 227 DB4EE 52527685
E 775.40170 580 43927
3 34533179
203 T 47412757 101
3189.190688 |5en tazee 419 22797 Ll
103 g | ‘ i ” B72 62451 — B71.53607
oLl Ly, .n.'.‘. VY VI T T A 4 O A AR v Y1
200 250 300 350 400 450 500 550 500 850 700 750 500 850 300 a0 1000
miz
y++6-98 p++8-98
b3-
y5-98
¥l b2 b5 b?

v 1s148.8 LLLERFpSFIR b7/v4

v Show arly matched ions
PTh nnsitine |11 FREPRSPIR R7 fud



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 2 peptides: 2in A.B.C. Score inA_B.C: 38 Mass EENEEREEEEEREEEEREEEEEEER
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ LLLERPSPIR 1pST 3981 26.0 1 26.0 665 66.49L... R. D. 2 637.3%6 -1.1 0 26
[FLLLERPSPIR 1pST 3979 1. 1 120 48.8 4883L... R. D. 2 637.35%5 -0.3 0 12
55131842
100
E
3 35436377
50
- E
T ani 579.78510 1001.90807
2 50 25 60010 032 57147
£ 3
w40
£
203 38529645 89033326 | 97380278
203 60044077
3 505 56641 £19.40350 1019
J175.08382 437 26334 i
10 l__ ‘2@44?5 33083085 B47 25671 TTE BAOTS l332_31438
D: I| ll.lI '|| "Iu!l |I|I||.|I||!I I||III|I|I||I|| | I| I_|ILII|II|_IIl |'||| |I ||I |'||"L| ||||' . |I ||||||I I||lI _||.| |
200 300 400 500 600 700 800 00 1000
miz
y++6-98 p++8-98
b9-9
yh-98
¥l b2 v b4 b5 b7
w| 1zl BR.B LLLERPPSPIR b7 Avd [¥ Show only matched iong
PTh nnzitinee |11 FRPRSPIR R7/0d
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 25 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[ LSTLTKHK 1p5T 3266 250 1 250 420 4193L... R. 1 2 504263 9.4 1 10
405 20065
100
e
ané
N 703
LR
2 807
£ 3
& 407
o 30 281.08127 76350165
3 426 18000
20 —
3 382.51254 B61.38776
103 20871082 45884769 soE.2717o 590.33569
3 148.90400 242 25172 = 677.20736 843.32147 | a1 apsn anas
=
150 200 250 300 350 400 450 530 550 £30 &850 700 750 00 850 200 850
b++4-98 b++7-98 miz
b7-98
(1] b2 b4 b5 b?
v| 1=1 420 LpSTLTKHE b2/y7 ¥ Show anly matched ions

231 34.5 LSpTLTEHE b3/vE PThd nnsitine | nSTI TKHE B2 Au?
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File W¥Wiew Proteinz and Feptides

!:_llil q[]_ Pf_z_ptides: 1inAB.LC. Score inA B.C: 21

Automation Spectrum Cuantitation

Mass

v 151588 SKPIPIMPAPSPUK b10/v4

v Show arly matched ions
PTh nnsitinnr SKPIPIMPARSPIIE H10A0d

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ IPMTPTSSFYSPPPP...  1pST 2003 21.0 1 210 525 52501 K T 3 829.05% 2.6 1] 1
(20 62708
100+
3 BH0 26202
ang
e
3 705 56524
» 709
5 603
% &0
E 40% 517.39728
& 7 1120.47241
203
3 114848743
20 102250140
] 572 23660 71318168 07337508
1o 523 50908 124054651
5289'02582 47534527 139980247 1602 22171 177721711
D_
) 400 500 800 700 800 200 1000 1100 1200 1300 1400 1500 1600 1700 1300
2++6-9fb++£-93 méz
pHH P Py pe pe+14-98
y3-98 y4-98
p2 b4 b11
v 13 52 5 IPMTPTSS5FYSPPPPpTASPHSMA b16/8 #| ¥ Show only matched ions
2: 51 3 IPMTPTS5FSPPPPTARSPHSMR bl18A%6 PTh nnzitinn: IPMTPTSSRYSPPPPRTASPHSRE R AR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 34 Mass
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[#] SKPIPIMPASPOK 1p5T 4615 20.00 1 20,0 393 38285 K G 2 73T 3T 40 1] 14
[¥] SKPIPIMPASPOK. 1p5T 4614 [1... 1 140 h88 5BBOS.. K G 2 737377 40 1] g
00— B80.00HE
e
e
3 1048 42603
o 703
LR
S 3 727 55104
2 80
£ 3
& 407
- 1258 BE152
e 203 52473236 620 00066
203
3 40020074 008 54574
E 609.31073 TET 48081 07257465
3 367 34676 17 7 25 1160 55943
M3 26608009 1 45301174 1527 01267
3 14
=
300 400 500 00 To0 200 a0 1000 1100 1200 1300 1400
miz
p++8-y+49 pe+11
prec++-98 b10-493
»11-98
y3 b4 ya  bl0 yI1  b12
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 2 peptides: 2inAB.C.  ScoreinAB.C:34  Mass EEEEEENNEEEEEEENNNNNENEEE

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ SKPIPIMPASPOK 1pST 4615 200 1 200 393 39285 K G.2 737377 40 0 14
[ SKPIPIMPASPOK 1pST 4614 (1. 1 140 588 58805. K G.2 7372377 40 O 8

050 43463
100+

o
[=]

o
(=)

-
(=]

475.83520

=]
(=)

&

581.25301

Felative Abundance
o
=]

o
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116
B75.39514

[
(=)

409.11130 06 FOG30

567 86133
22601721 39145026 523 83817 = 77930444

74032330
102236810
|y | Ll T |
|| I | | | || | 1l | | nuin | |11 ) | | | | l
LM IS AR I I RS I IS I IR I R Ee] Il Il R R IR It MM MY I R LS /N RS INR M INMAS RN IS AR R R | 1T T T T
200 400 S00 [=uln] FoC 200 =lulu] 1000 1100
miz

-
(=]

(=]

y++9-98 y++ 0

yb6-28 y7-98 y9-98 y10-98
b2 b6 y6

v| 151 39.3 SEFIPIMPARSPOK b10/vd ¥ Show only matched ions
PTH nnsitinee SKPIPIMPARSPIIE RNl

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 1 peptides: 1inA.B.C. Score inAB.C: 20 Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |

MVYTTLTGKK 2p5T 3254 20.0 1 200 51.0 B0D96Y... R. 1 2 504236 7B 1 8

95 14853

-
=) o =] o
(=] (=] [=] [=]

Lot

o
(=]

281.02084
TE3.376e3

Relative Abundance
m
=1

[
(=)

42613046
38234988
41508318

[
[}

g
Lo bvenn Dovns by B b Do benaa L

86117303

242 17105
227 AT450

65037299

56551007

-
(=)

244 13442 73138251 |7o2.21570

=]

130 200 250 300 350 400 450 570 550 [=1u]n] 650 700 T80 |00 850 j=uln] 250
b++4-98 b++7-98 méz

b7-196 b7-38

¥l b2 b3 b4 b7 T

v| 121 51.0YpTTLPpTGEK b2/y7 b5/wd ¥ Show anly matched ions
221 42,7 WTpTLpT GEK b3/vE bS/vd PTh nnsitinn WYnT TI nTHRKE B2A07 hRAvd
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 20

File Froteinz and Feptides

!:_llil q[ I_PE_ptides: 1inAB.LC. Mass

Sequence | Modification | Query | Ma.. | Dish.. | M52 [ MS.. | PTM... | PTM info

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

LLTLGRTLSPAR 1p5T 4355 20.0 1 20,0 424 4243L..

R. R. 2. 689.384 11 1 1

100+

o
[=]

o
(=)

-
(=]
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(=)

GE6. 24558

Felative Abundance
g & 8

[
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52359039
227 24075 460.32204 E

-
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i} 300

SO0
b++9-98
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y++10

b2 b4

B4 24250

52035651

20337201

910.21094

B10.03838  |ga7 anngg POS-28931

Tra.0zzan

05754346

1055 .52441

miz

b9-38

b7 ve

v 131424 LLTLGRTLRSPAR b3/yd
251 353 LLTLGRpTLSFAR b7 /G

[V Show only matched ions
PTH nnsitinee |1 TI GRTI RSPAR R9Aud

1151.45253
120353137

125252502 1350

1200 1300

yi0 b1l

File ¥iew Proteins and Peptides

Out of 1 peptides: 1inA.B.C. Score inAB.C: 21 Mazs

Automation Spectrum Huantitation

Sequence Modification |

Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|

[ ¥SPSQNSPIHHIPSR 2p5T 6126 21.0 1

S62 26160

-
S ch o =) o =] o
(=] (=] (=] (=] [=] [=]
Lot

Relative Abundance

[
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47393114
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452 47595 b
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v3 yd

T
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II. o] Hy ey
L e e e
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1l y
| BN I S S R S B B B S .

200 =lulu} 000
miz

p++12-98
b7-196

vh

v 151 23.8v5SPpSUMNpSPIHHIPSRE baAl2 b7 /va
251 23.5 YpSPSEMpSPIHHIPSR b24y14 b7/

v Show arly matched ions
PTH nnsitinn YSPRSAOMNASPIHHIPER hdAul? B7 A8

1200
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File W¥Wiew Proteinz and Feptides
Out of 2 peptides: 2in A.B.C.

Automation Spectrum Cuantitation

Score inA B.C: 35 Mass

Sequence

| Modification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

FPLYISFIK 1p5T

3636 19.0 1 19.0 795 7951F..
337 16.0 £31 GBI.06FPL.

R. L 2 579303 1.0 1] 3
R L 2 &7F3303 0a 1] 5

FRLYISPIE

100+

=] =) o o
(=) (=] (=) [=]

&
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[
(=)
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217 18823
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200
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200
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[1E.m 1

20038531
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T T T T T T T

400 S00 =uls} Fon SCo j=lun} 1000 1100
b++7-98 b++8-98 miz
yrib  pa7
bi'-98 b8-38
y7-98
6 ¥

v 13 79.5 FPLYIpSPIK bE/vwd

[V Show only matched ions
PTH nnsitinee FPYIRSPIK RRAud

File V¥iew

Froteins and Peptides

Out of 2 peptides: ZinA.B.C.

Automation Spectrum Huantitation

Score inAB.C: 35

Mazs

Sequence

Madification |

Query | Ma.. | Dish.. [ M53. [ M5 [ PTM._ [ PTMinfa [ L] R.| o MCR[Th]| Rele.. | Mi. | Delt. |

FPLYISPIK
FRLYISFIE

-
o =) o =] o
(=] (=] (=] [=] [=]

Lot
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m
=1
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(=)

[
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g
Lo bvenn s by b b Lo benaa L
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200
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200
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R. L 2 579303 1.0 1] 3
R L 2 573303 0.8 1] 5
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60080511 21242152

023214105

\

104460481 1112242

400 500 G000 Foo 200 =lulu] 1000 1100
b++8-98 méz
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v 151691 FPLYIpSPIK bE/yd

v Show arly matched ions
PTh nnsitinn FRPIYInSPIK hRAud
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 17

File Froteinz and Feptides

!:_llil q[ I_Pg_ptides: 1inAB.LC. Mass

Sequence | Modification | Query | Ma.. | Dish.. | M52 [ MS.. | PTM... | PTM info

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

TYPKNLGLSACKGAC... 1p5T 7165 17.0 1 17.0 84 B43TVY..

844 14560
100+

o
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Wiew Automation Spectrum Huantitation

Score inAB.C: 16 Mazs

File Froteins and Peptides
!Z_Il.!t ql‘ 1_ peptides: 1inA.B.C.

Sequence Modification | Query | Ma.. | Dish.. | Ms3. [ M5 | PTM.. | PTMinfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|

[F AGTLPLRSSR 2p5T 3794 16.0 1 16.0 19.7 1967 A

599 90033

-
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(=] [=] [=]
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000
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vl 2:119.7 AGRTLPLRRESSA B34S bad3

1400 1200 1300 1400

v Show arly matched ions
PTH nnsitinnr &GEnTIPIRSRSRE 308 R9A0?

1500

G000
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 15

File Froteinz and Feptides

!:_llil q[ 1 Pf_z_ptides: 1inAB.LC. Mass

v 151 15,6 PpTLAAAADIADTMowSGSSGLAAAR b2/v2d b11/013 B12/12

v Show arly matched ions
PThH mnzitinne PnT| AdaaNAnTMadSSHSSE] A8AR R 22 h11A013 R12401 2

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[Fl MKNLIPFDGMTTEDL... 2pST 9084 15.0 1 150 115 11.54M... K L 3 958.083 -4.8 1 11
1193 67603
100
E
3 1136 61816
50
N E
a 73
= 3
o G0
R 921 61633
a 50
;% an 1240 55833
@ 1072 25830
= 3
30
3 827 56261
20
g 33825288 56533264 72928850 1314.30078
3 140 1555 64536 iromazTeq 1934
[upe!
300 400 £00 500 700 &00 200 1000 4100 4Z00 1300 4400 4500 800 4700 1800 1900
mez b++22-98
yr+10 p++13 y++16 y++18
b4 b5
[V Show only matched ions
PTM nnsitinn: MKNI IPFRAMATATENI MFAFPFTK h11A013 K120 2
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 14 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#] PTLAAAADIATMYSG. .. TloxM 2 7534 140 1 140 156 1563P._.. - L 4 570262 -38 1] 3
558.19745
100
e
e
- 703
E 53506781 762.22880
2 60 T
ERE 801 60175
T 803 668 53012
= 3
& 407
€ 3
a0 417 42108
] 55741231 932.14484
203 18 62970
] zsi1asm2 952.12531
10 105827750 1194.83083
E h T I l 131870935 147270740 17
0 M g iy e 0 o e
200 200 E) ann 1000 1100 1200 1300 1400 1500 1500 17
b++20 b++22-38
y++16
b11-98
»11-98
vyl y2 yb
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v 151 18.2 KNVPUFAEPRTEpTLFGPDSGE b10ATT B12/3
251 18.0 KNVPQOFAEPRTETLFGPDRSGE b1041T B1843

v Show arly matched ions
PTH mnzitinne KNYPOFAFPATERTI FRPOSEE B1MATT B2 09

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
!:_llil q[ I_Pf_:_ptides: TinABC. ScoreinA B.C:14 Maszs
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F] SNLHNSRSCILGTYS... 1pST 9275 140 1 140 21.0 21.055... K D. 4 754139 55 2 0
100+ 841.12451 05373053
e
ené
- 703
2 &0
2 5] 20713770
-
0
@ ] 667 70929
-
30
3 554.58342
204 54142096
3 TazTTaay 1003 30255
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J207 55512 388.96170 1 v P 122172925 133447596 1483 71130 1600 2027
D_
300 400 500 500 700 800 a0 1000 1100 1200 1300 1400 1500 1800 1700
miz
y++8  p++10-98 [IEE BRI (TR I
»3-98
b9 b10 yi1
w| 12l 21.0 SMLHNpSQSCILGTWSFHHKILKGY TR BEA2T [¥ Show only matched iong
vl 25l 21.0 SNLHNSOpSCILGTYSFHHEILEGYTR b8A13 PTH mnzitinne SKIEHKNRSOSTH GTYSFHHEN KEYTR RRAU
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!Z_Il.!t q”_ pt_a_ptides: 1inAB.C Score inAB.C: 12 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] KNVPQFAEPTETLFG... 2pST FF0OZ2 120 1 120 182 1824K._. R. G. 4 581.253 8.6 1 1]
00— 71467328
a0
3 570.35420
50
- 707
E EiDé 53132166 65336737 750 20724
é 50 626 52063
2 7
R 407
€ 3 £14.70400
303 T B08.08002
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04
200 300 400 &00 00 700 200 200 1000 1100 1200
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p++10 p++16-98
b2 b6
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[]_ PEiF_llidEs: 1inAB.LC. Score inA B.C: 12 Mass

Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
[ GPPSPPAPYMHSPSR  1pST 5031 12.0 1 120 36.0 3595G.. R. K 3 53.911 19 0 9
G37 12306
100
QD:
a0
Fi1]
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(=)
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o
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40
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20
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
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File W¥Wiew Proteinz and Feptides
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File W¥Wiew Proteinz and Feptides
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Automation Spectrum Cuantitation
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC.

Automation Spectrum Cuantitation

Score inA B.C: 11

Mass

Sequence | todification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

[F YT TMYDGRYLVVSLS... loxM 2.

100+
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File ¥iew Proteins and Peptides

Out of 1 peptides: 1inA.B.C.

Automation Spectrum Huantitation

Score inAB.C: 11

Mazs

Sequence Modification |

Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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File V¥iew

Froteinz and Feptides

!:_llil q[ :!P?Plidesi 3inABLC.

Mass

Automation Spectrum Cuantitation

Score inA B.C: 98

v 15129.8 GpSPHYFSPFRPY b2/11

v Show arly matched ions
PTh nnsitinne BnSPHYFSPFRPY h2/u11

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[[ GSPHYFSPFRPY 1pST 3835 48.0 1 48.0 946 94.57G... R. - 2 767.83 -2.4 0 33
[F GSPHYFSPFRPY 1pST 3833 3. 1 370 97.2 9/17G... R. - 2 767.829 0.9 0 22
[F GSPHYFSPFRPY 1pST 3832 ... 1 130 29.8 29/5G... R. - 2 767.829 0.9 0 1
100+ 913 26594
QUE 766.20687
e
3 670.44330
a 773 121355334
5 603 52435053
% &0
F: 405 P — 1076 51770
FINE 67134055 1152 65345
303 36124084
203 100252180
E 333.34027 Aas.11308 £22.05240
10 304.27583 43533679 B 1044891
3 | ; “ J 205 42003 125164555 19
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b4-98 b5-98 hE-98 b7-98 b9-98 b10-98
p2 p3 ¥a 6 »i y8ba 1]
v 151 94.6 GpSPHYFSPFRFY b2/u11 ¥ Show only matched ions
251303 GSPHYFRSPRRFY b7 A6 PTH mmsition: GrSPHYFSPRRPY b2 A1l
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: 3inAB.C. Score inAB.C: 98 Mass ITTTITRTITTIIIInd
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥l GSPHYFSPFRPY 1p5T 3835 48.0 1 480 946 9457G... R. - 2 767.831 -2.4 1] 33
[¥l GSPHYFS5PFRPY 1p5T 3833 (3. 1 370 97.2 9717G... R. - 2 767.829 0.3 1] 22
[¥l GSPHYFSPFRPY 1p5T 3832 ... 1 130 298 2975G... R. - 2 767.829 0.4 1] 1
00— 71008078
e
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& 407
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File Wiew
!:_llil q[ :!P?Plidesi 3inABLC.

Froteinz and Feptides

At om

Score inA B.C: 98

ation Spectrum Huantitation

Mass

Sequence

| Modification |

Query | Ma.. | Dish.. [ M52 [ M5 [ PTM.. [ PTMinfa [ L R.| | MCR [Th| Rele.. | Mi. | Det.. |
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R. 2. 767.83 2.4 1] 33
R. 2. 767.829 0.9 1] 22
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01335187

GT0.36377

570935365
S24.26111

TEE 24562

34381 124132 45891
1077 64526
1155.632452

64330105

205 53603 1002 20570

Illl

12%

AT
T T T
200

" .II L Illh
300

b3-98

y2

} | I|| I" i |II|J TN ke
400

b4-98

y3

‘J"I Ll

Foo

|I|..||i|||l
| L —
ga0g

b++10-38

L l 126272571
L, '||' PRRNTT] B 1 W

T T T T T T T T T T T T T II T T
|00 |00 1200
miz

S00

b5-38 b6-98 L7-98 b9-98

vd [ yb v/ v

v 13372 GpSPHYFSPFRFY b2/
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[V Show only matched ions
PTHM nnsitinee GRSPHYFSPFRPY R340l

File Wiew
Out of 2 peptides: ZinA.B.C.

Froteins and Peptides

Autom

Score inA B C: 51

ation Spectrum RQuantitation
Mass

Sequence

Madification |

Query | Ma.. | Dish.. [ M53. [ M5 [ PTM._ [ PTMinfa [ L] R.| o MCR[Th]| Rele.. | Mi. | Delt. |
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v Show arly matched ions
PTh nnsitinne BRINTII nSPRGRPR R7 AR
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File W¥Wiew Proteinz and Feptides
Out of 2 peptides: 2in A.B.C.

Automation Spectrum Cuantitation

Score inA B.C: 51 Mass

v 12 61.6 RPILOLpSPPGFR b7/v6

[V Show only matched ions
PTh mnsitinee BRI nSPRGPR BT AR

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A RPILOLSPPGPR 1pST 3546 32.0 1 320 61.6 G1.59R. R . G. 3 470923 42 o0 18
A RPILOLSPPGPR 1pST 544 (1. 1 19.0 558 5583R. R. G 3 470923 44 0 17
100+ 425.23215
a0 E 420.37102 B02.50012
ané
E 42199979
» 709
2 &0
2 503
g 3
w40
; E 521.87714
303 352 30864 0542539 80 Ae157 OB 26617
203 521,40656
] S90.4951%
] 22593575
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File ¥iew Proteins and Peptides

Out of 1 peptides: 1inA.B.C.

Automation Spectrum Huantitation

Score inAB.C: 31 Mazs

2¢ B6.5 YSPSUNRSPIHHIPSR b7 A3

v 15l B2.8YSPpSUMNSPIHHIPSR bd/y12

v Show arly matched ions
PTH nnsitinn vSPRSMMNSPIHHIPSR hdful?

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[ ¥SPSQANSPIHHIPSR 1p5T 4548 31.0 1 3.0 628 6278Y._. R R 3 GO0DG16 -6.3 1] 12
Fa4.072068

100

Qné

e
e
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1 P_ep_tides: 1inAB.LC.

Score inA B.C: 28

Automation Spectrum Cuantitation

Mass

v 131 38.4 LOHSPEHFERTK b10M2
251 15.5 LOHpSPEHFETE bd vl

[V Show only matched ions
PTh nnsitinee | AHSPFHFFATE R0

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l LQHSPEHFETK. 1p5T 3602 28.0 1 280 384 3843L.. R W 3 478217 8.1 1] 17
505 40863
100
o0 f
ané
- 703
Lk
2 603
£ 3
w40
& 7 £02 206495
#0 45615001
207 242 03706 215 27234 587 G4045
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File ¥iew Proteins and Peptides

!Z_Il.!t q” peptides: 1inA.B.C.

Score inAB.C: 22

Automation Spectrum Huantitation
Mass

b3

b7

v 1s141.4 SWSIHTPWPSLSPHE b10/E
vl 23 41.4 SVSIHTPYWSLpSPHE b12/vd

b9 y8

v Show arly matched ions
PTH nnsitinne SWSIHTPW RS SPHE B0k

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[ SYSIHTPYVSLSPHK 1p5T 4154 220 1 220 414 41455 K HN. 3 556621 15 1] 3
100 602 50058
Qné
80
e
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.-
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& 407
€ 3
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0 462 28662 51460321 850 52960
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1_ Pg_ptides: 1inAB.LC. Score inA B.C: 19 Mass

Automation Spectrum Cuantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l AHSS5PASLALGAYSP... 1pST 79531 19.0 1 190 264 2640A._.. R Q. 4 904.451 2.7 1} L]

100+ 111521780

e

503
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% 50
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7
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b13 b14

v 13l 26.4 AHSSPARSLOLGAYSPGTLTPTGYYSGRAATPTAGHLR b7/AH
25l 25.8 AHSpSPASLOLGAVSPGTLTPTGWYSGRAATPTAGHLR bd/v3d

A ¥ Show only matched ions
PTH nnzitine AHSSPARSI N RAVSPETI TRPTRVWSERAATPTANHI B K7 A1

File ¥iew Proteins and Peptides

Out of 1 peptides: 1inA.B.C. Score inAB.C: 14 Mazs

Automation Spectrum Huantitation

Sequence Modification |

Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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v Show arly matched ions
PTh nnsitine MP1 FAAAQNRTWER R9/03
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 14

File Froteinz and Feptides

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC. Mass

v| 151 21.0 pSGALDYLOMEEEDYLE B1/y16

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F SGALDVLAMKEEDYLK 1pST 4686 14.0 1 140 210 21.03p.. WM. F 2 9279591 -1.5 1 4
1232 36087
1003 £23.20530
E
e
- E
5 603 1445 43201
ER- 111038403
e
g 3 409 26215
w40 726.42020
R 90982202 4005,20029 1503 46436
204 660 17270 24052030
3 168041675
203 818 20416
3 £0% 208560
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3 T 1430.15205 177488
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b++6-98 méz
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b4 b b7 ] y10

[V Show only matched ions
PTH nnsitinee nSEAI DY TDMEFFDV] K BT AR

Wiew Automation Spectrum Huantitation

Score inAB.C: 14 Mazs

File Froteins and Peptides
Out of 1 peptides: 1inA.B.C.

417 33826
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v 15l 21 4 ILPNAGPGAPPALGFpSR b16/A2

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F QLPNAGPGAFPALGF . 1pST 4344 140 1 140 214 21380 R F 3 577280 96 0 14
518.68713
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70
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v Show arly matched ions
PTH mnzitinn [l PNAGPRAPPAl GFRSR R1RA?
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Wiew Automation Spectrum Cuantitation

Score inA B.C:13

File Froteinz and Feptides

!:_llil q[]_ p_f:_pEides: 1inAB.LC. Mass

Out of 2 peptides: ZinA.B.C. Score inAB.C: 24 Mazs

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l QLPPIQLPASSSGNTI... 1pST 7655 13.0 1 130 131 13130, K ¥ 4 1054.279 -6.1 1] 4
1520.40854
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e
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b10-98
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b4 bE vl vi2
[V Show only matched ions
PTh mnzitiner QPPN POSSSAEMTIPRSHSRSSPHNMNI AT TPSSFE BT840 3
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Sequence Modification |

Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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v Show arly matched ions
PTH nnsitiner KnSSSSTTTRFEITE h2A13



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File W¥Wiew Proteinz and Feptides

!:_llil q[ g P_e_pEides: 2inAB.C. Score inA B.C: 24 Mass

Automation Spectrum Cuantitation

Sequence | todification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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[V Show only matched ions
PTH nnsitinee KSSSSTRTTRFEITE BT Al

File ¥iew Proteins and Peptides

Out of 1 peptides: 1inA.B.C. Score inAB.C: 11 Mazs

Automation Spectrum Huantitation

Sequence Modification |

Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ I_Pf_:_ptides: 1inAB.LC. Score inA B.C: 14 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A MAHSYPSDSRTSRR... loxM 2. 5656 14.0 1 140 83 833Mo.. - G5 550859 75 2 7

S42 50283

=
[
(=)

o
[=]

o
(=)

-
(=]

=]
(=)

532 42304

&

G3g.0s0zs | 00063983

Felative Abundance
o
=]

=0 73401724
20 47806429
78447064
" 2g52g107 34044794 BTRAZ002  geq gnass
o |. ; 102250543 110050444 1217 6051
0 Jllxllu ki el 1o b Ly .

oo Ejalel =lun} 1000 1100 1200

p++8-196 b++12-19%b++13- 1% b++14-196

[V Show only matched ions
PTH mnzitink: MadHSYPSODSRTSRRPATATRPHAAR B1A023 RRAR R17 A7

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 1 peptides: 1inA.B.C. Score inAB.C: 14 Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
EYDLRFTGSPFNKK 1pST 3577 140 1 140 32 AN19Y.. K 0.4 397948 107 2 6
380932632
1005
an
a0

-
(=]

318.83331 47025201

o
(=]

£

Relative Abundance
m
=1

20
a70.gag7o | 6203342
20
553 32233
zzEnzigy 298373
103 119.93176 5 0231232 534 13556
[ T 62277 83025590 o1 FO655 10
0
200 200 100 500 G600 Foo 200 =lulu] 1000
miz
p++7 p++8 p++9 p++10
3 b5
v| 121312 VDLRFpTGSPFMEE bEAYS ¥ Show anly matched ions

251 23.4 VDLRFTGpSPFNEE b3/AG PTH nnzitinne YN RFRTESPEMEE RRAR



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[]_ P_e_pEides: 1inAB.LC. Score inA B.C: 14 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A YSDSKVELTLISR 1pST 3588 140 1 140 165 1645Y... K K 4 398449 14 1 7
318.79169
100
an
389.30353
=)
454 92404
7o

=]
(=)

480 38663
402.13047

&

Felative Abundance
o
=]

42440143

o
(=]

0572577 G628 20123

[
(=)

284.40263
225 30854 0e 50352466 f35.92792

-
(=]

60242274
17512071 Ta0.23608

850 22005

(=]

150 200 550 Foo 740 00 250 Qoo

miz

yb-98
vl y2 y3 pé

v 151 16.5YSDSKVELTLIpSR b12/y2 ¥ Show only matched ions
PTh nnzitinee SOSKVEL TIHIRSRE B124A02

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 1 peptides: 1inA.B.C. Score inAB.C: 12 Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |

[FREITTLVSRYGHEPK  2pST 4168 120 1 120 11.0 11.04R... K K 3 627.971 -0.7 2 11

43T 45233

=

o

[=]
|

=]
[=]

o
(=]

-
(=]

Q0o 2ozes

o
(=]

G12.01648

£

455 37933

Relative Abundance
m
=1

[
(=)

973.45991
£45.28455

[
[}

750.02704

552 71588

-
(=)

20023285 44130328
okt o Gl
e e B o S e e B

200 400 &00 £00 700 200 =il 1000 1400 1200 1300
miz

104z.378vg 1121.37085 1245 62018 1370°

=]

b
=g
=1

p++8

i B8 b¥ yl0

v Show arly matched ions
PTH nnsitiner BFINTATI WSEVEHFPE hd Aol hRAu11




Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

Wiew Automation Spectrum Cuantitation

Score inA B.C: 12

File Froteinz and Feptides

!:_llil l:[[]_l:u_e_plides: 1inAB.LC. Mass

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
K G4 565548 66 1 5

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa
4884 120 1 120 236 23555

Sequence | todification |
[4] SPLFNRQILTLAASIKA... 2pST

=
% h =] =) o o [
(=] (=) (=] (=) [=] (=)

Felative Abundance

o
(=]

[
(=)

-
(=]

(=]

573 56282

71818365

26679285 460.149313

952 17352

S56.52374

Tr457TES

52647220 G622 87733

831.87573
4132.80619

244 19252

105277734 1181.61267

1307.48130 44

200 200 S00 oo Foo S00

b++13 b++14-196
y++10

j=lwa] 1000
b++16-196

1100 1200 1200 1

b2 ya

v 13236

[V Show only matched ions
PTH mnzitine: SPIFNON AT AQRSIKAE B30 RT3 A0R

SPLFMOILpTLRORSIKGLE B30 B13/46

File

Yiew

!Z_Il.!t q”_ peptides: 1inA.B.C.

Automation Spectrum Huantitation

Score inAB.C: 11 Mazs

Froteins and Peptides

Sequence

Modification | Query | Ma_ | Dish | M3 | M5 | PTM_| PTMinfa | L|R| O MCR[TH | Rele [ i | Det |

A VIELM

=
ch o =) o =] o
(=] (=] (=] (=] [=] [=]

|

£

Relative Abundance
[
[= T 1

-
(=)

=]

HWESCWESCL... 1p5T 4976 11.0 1 110 121 1208v... K T 4 578751 6.8 1 7

66220402
F45 67181

A53 2RS15 7437317

G617 23254

41174573 73714764
205.05680

1167 61604

207 BOGIS 26222575 96453400

28900192
256402423

1087 62530

1223 35455 19228707 14,

200

e u] 500 [=lulu} Foo 200

miz

=lun} 000 1100 1200 1300 1400

p++16-98

vl y2 »4 wi

v Show arly matched ions
PTh nnsitinn WIF 1 MHWF nSCWESTINRE h9A09



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File

View

Froteinz and Feptides

!:_llil qig |_:|£5|:_|tides: 2inAB.C.

Automation Spectrum Cuantitation

Score inA B.C: 20 Mass

v Show arly matched ions
PTH nnsitine T1 AFPRGNAFATIR R11.403

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[¥] TLAFPQGNAFTIR 1pST 3437 100 1 100 121 1208T7T... AR T 4 379692 6.7 1] 2
[7] TLAFPQGNAFTIR 1pST 3441 1. 1 100 87 B74TL.. R. T 4 379692 7.2 1] 5
371 12628
100+
E
e
- E
5 603
é 503 41045703
£ 3
w40
= 3.3% - 432 98993 550 53333
20 322 09860
3 17503979 B14.05111
10 245 70885 50043423
iz o bl bl e ey o ez e o
200 300 400 500 &0 700 800 200 1000
miz
y3-98
yl p2 b4
[V Show only matched ions
PTH mmsitiore T1 AFPARNAFATIR k1143
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 20 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[l TLAFPGGMAFTIR 1p5T 3437 10,0 1 10,0 121 1208T... R T 4 379692 -6.7 1] 2
[¥l TLAFPGGMHAFTIR 1p5T 3441 ... 1 10.0 87 BFATL.. R. T 4 379692 -7z 1] 5
371.11459
1004
e
e
- 703
< E0 22203788
% 03
* 3 41042003
& 407 43322348
LS 7
=0 28820144
20 550.35025
3 17506406 29291187 403 45528 614.39496
10
DE 11380474 lzungsucu: | L ™ B47 55133 9233813 82250610 91348358 996.74984 106156
o 200 C koo | a0 500 800 700 00 ano 1000
miz
y++10
y3-98
vl 2 b4



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

Wiew Automation Spectrum Cuantitation

Score inA B.C: 10

File Froteinz and Feptides

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC. Mass

Sequence | Maodification | Iluer_l,ll Ma... | Dish.. | M52 | M5

.| PTM... | PTM infa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

[FlAPSDTTNGTSSSKG... 2pST 5040 10.0 1 100

36128772

=
[
(=)

o
[=]

o
(=)

-
(=]

=]
(=)

71228586

Gifid 24547

&

57515717

Felative Abundance
o
=]

o
(=]

54577472

[
(=)

443 40381
175.19313

-
(=]

210.00540

(=]

ptulu]
b++6-b++6-98

300 S00 =[un} Fon

p++11-98

vl (] yb

Tez.ezea0

126 1263 A.. R S 4 588496 1.8

020, 22252

S66 22479

Q0540278

2

1303.25242

2

1027.91384 4445 74076

I|I 1,1 L
1000

S00 1100

miz

Qoo 1200

y++17
y9-98

[V Show only matched ions

PTH mnzitinn: APSDTTHNRTSSRSKERTSHSKGAR k12011 R1RAR

1300

T
1400

Wiew Automation Spectrum Huantitation

Score inAB.C: 10 Mazs

File Froteins and Peptides
Out of 1 peptides: 1inA.B.C.

Sequence Modification | Quer_l,ll Ma.. | Digh... | MS3.. | MS

.| PTM...| PTM infa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|

[F DASGGLGKHFHPLLS. . 1pST 5118 10.0 1 100

57 282306

=

o

[=]
|

=]
[=]

o
(=]

-
(=]

o
(=]

460 79184

£

40413080
33650853

Relative Abundance
m
=1

[
(=)

[
[}

33264313

-
(=)

S48 24220 279.14514

=]

200

200 500

p++9

b5

55074689

p++10

109 10.89D... R. M. 5 489647 6.8

524 42260

529 51971

G01.335082

GO0 00547

F3T 38867 o34 62213

[=un}
miz

Joo 200

y+e14

v Show arly matched ions
PTH nn=ihnne DAnSERI GEHFHPL SS1AGCAR h3Av

563 50861

1

=lulx}

1

034 42455

va

000



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC.

Score inA B.C: 11

Mass
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| Modification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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Automation Spectrum Huantitation

Out of 1 peptides: 1inA.B.C.

Score inAB.C: 11
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 10

File Froteinz and Feptides

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC. Mass

Sequence | Modification | Query | Ma.. | Dish.. | M52 [ MS.. | PTM... | PTM info

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

[FIMLLEIHGSLFKTRCT... 2pST 6090 10.0 1 100

T21.37700
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Automation Spectrum Huantitation

Score inA B C: 64 Mazs

File ¥iew Proteins and Peptides
Out of 2 peptides: ZinA.B.C.

Sequence Modification | Query | Ma.. | Dish.. | Ms3. [ M5 | PTM.. | PTMinfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 2 peptides: 2in A.B.C. Score inA_B.C: 64 Mass EENEEREEEEEREEEEREEEEEEER
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FAPSVANVGSHCDLSLE 1pST 6276 34.0 1 340 21.0 21.03A.. R.1 2 867894 46 0 3
[FAPSVANVGSHCDLSLE 1pST 6277 (3... 1 3000 453 4533A.. R. 1 2 867894 46 0 17
73519445
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PTh nnzitinn APRSWANVESHENI S1E R34A014
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 62 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DELHIVEAEAMMYEG... 1pST 8311 3. 1 360 669 GEH0D... K ¥ 3 74233 2.2 1] 16
[¥] DELHIVEAEAMNYEG... 1pST 8310 (2. 1 260 460 46 04D K ¥ 3 74233 2.2 1] 20
70992545
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ g Pf_z_ptides: 2inAB.C.

Score inA B.C: 62

Mass

v 13 66.9 DELHIVEAEAMMNYEGRSFIK B16/44

[V Show only matched ions
PTH mnzitinke NFTHVFAFAMNYFGRSPIE B RAud

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F DELHIVEAEAMNYEG... 1pST 311 3. 1 36.0 669 66.90D... K ¥ 3 74233 2.2 0 16
[F DELHIVEAEAMNYEG... 1pST 310 2. 1 26.0 46.0 46.04D... K ¥ 3 742331 2.2 0 20
100+ 901 24305
E
e
- E
5 and 7EE.E107
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: 3inAB.C. Score inAB.C: 71 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DLFD¥SPPLHE 1p5T 4898 290 1 290 587 6BB73ID... K MW 2 706316 30 1] 18
[¥] DLFD¥SPPLHK 1p5T 4896 (2. 1 28.0 828 8280D.. K MW 2 706316 31 1] 23
[¥] DLFDYSPPLHEK 1p5T 4897 (1. 1 140 934 9344D.. K N 2 706316 3.0 1] 11
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

PTH nnzitinne NEFNYRSPPIHE RRAUR

Out of 3 peptides: 3in A.B.C. Score inAB.C: 71 Mass ITTTITRTTTITIIIITd
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ DLFDYSPPLHE 1pST 4898 29.0 1 29.0 58.7 5B.Y3D... K N. 2 706316 3.0 0 18
M DLFDYSPPLHE 1pST 4896 [2... 1 28.0 g2.8 8280D... K N. 2 706316 31 0 23
M DLFDYSPPLHE 1pST 4897 [1... 1 140 93.4 93.44D... K N. 2 706316 3.0 0 1
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E
e
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Dut of 3 peptides: 3inA.B.C.  ScoreinAB.C:71  Mass INEEEEEENENEEENNNEEENNNNNNNNNEEEE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[/ DLFDYSPPLHK 1p5T 4898 29.0 1 290 87 BBY3D.. K M. 2 706316 3.0 1] 18
[¥l DLFDYSPPLHK 1p5T 4896 [2... 1 28.0 §28 8280D... K N 2 706316 31 1] 23
[/l DLFDYSPPLHK 1p5T 4897 [1... 1 140 934 9344D... K N 2 706316 3.0 1] 1
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC. Score inA B.C: 10 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F SGALDVLAMKEEDYLK 1pST 6822 100 1 100 92 921p5... M. F 2 927950 -0.5 1 2
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!Z_Il.!t ql‘2_Pg_ptides: 2inAB.C Score inA B C: 69 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
FSLSTSGESLYHVLGL... 1pST 6957 5B.O 1 &8O 1021 10206 ... R. N. 2 943 445 6.4 1} 1]
[F1SLSTSGESLYHVLGL... 1pST 6956 [1... 1 110 237 23715 R. N2 943 445 6.4 1} 1]
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 2 peptides: 2in A.B.C. Score inA_B.C: 69 Mass EENEEREEEEEREEEEREEEEEEER
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M SLSTSGESLYHYLGL... 1pST 6957 58.0 1 58.0 102.1 102.05... H. N. 2 943.445 6.4 0 0
[MSLSTSGESLYHYLGL... 1pST 6956 [1... 1 11.0 23.7 23.715... R. N. 2 943.445 6.4 0 0
760.08014
100
3 78576700
ang
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v 1511021 SLpSTSGESLYHVLGLDK B3/w15 ¥ Show only matched ions
251 900 pSLSTSGESLYHWLGLDK blAw17 PTH nnsitinr: S RGTSEFS]YHVE DK RAATS

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

OutofSpeptides:5inA.B.C. ScoreinAB.C:187 [TTTTTITTTT]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥l RNSSEASSGDFLDLE  1pST 6133 51.0 1 510 61.2 61.24R... R. G. 2 853.371 46 1 8
[¥l RHS55EASSGDFLDLE  1pST 6143 [4... 1 430 748 7481 R.. R. G. 2 853375 -01 1 i
[¥l RHSSEASSGDFLDLE  1pST 6138 [3... 1 390 1021 10205... R. G. 2 853371 46 1 5
[¥l RHSSEASSGDFLDLE  1pST 6142 [3... 1 36.0 940 9398BR... R. G. 2 853375 -01 1 3
[¥l RHS55EASSGDFLDLE  1pST 6141 [1... 1 18.0 1003 1027 R... R. G. 3 569.251 2.5 1 9
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e
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v| 121940 RNSpSEASSGDFLOLE bdA12 ¥ Show anly matched ions

v 25194.0 RNpSSEASSGDFLDLE b3/13 PTH nnzitinne RMSASFASSENR DK hdAul?
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View

File Froteinz and Feptides
!]_ul u_l_5_p£5|:|_li_d_e_s:5inA,B,E_

ScoreinA B.C:187

Automation Spectrum Cuantitation

v 1511021 RNSpSEASSGOFLDLE basl2
vl 2311021 RNpSSEASSGDFLDLK B3413

v Show arly matched ions
PTh nnsitinnr BHNSRSFASSERF N E R4l

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[Fl RMSSEASSGDFLDLE  1pST 6139 51.0 1 510 61.2 61.24R... H. G. 2 853.3A 46 1 g
[FlRMSSEASSGDFLDLE  1pST 6143 [4... 1 430 748 VA®IR... R G2 85335 -0.1 1 9
[FlRMSSEASSGDFLDLK  1pST 6138 (3. 1 390 1021 1020%.. R. G. 2 853371 46 1 5
[FlRMSSEASSGDFLDLK  1pST 6142 [3... 1 360 940 93.98R... R G. 2 853.3/% -0.1 1 9
[FlRMSSEASSGDFLDLE  1pST 6141 [1... 1 180 103 1027R... R G. 3 569251 2.5 1 9
100 1348 56311
E
e
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v 131 74.8 RNSpSEASSGDFLOLK bdin12 ¥ Show only matched ions
251 7.5 RHSSEASDSGDFLOLE basya PTM nnsitinre RMGRGFASSRERF DK hd Al
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
OutofSpeptides:SinAB.C.  ScoreinAB.C:187 ANNEEEENEEENENNNENNENENNEEEED
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] RHS5EASSGDFLDLE  1pST 6139 51.0 1 610 61.2 61.24R... R G 2 85h33A1 46 1 g
[¥] RH55EASSGDFLDLE  1pST 6143 [4... 1 430 748 FABIR.. R G 2 8533/ -01 1 9
[¥] RH55EASSGDFLDLE  1pST 6138 [3... 1 350 1021 10205... R.G. 2 853371 46 1 5
[¥] RH55EASSGDFLDLE  1pST 6142 [3... 1 360 940 9388R.. R G 2 85337 -01 1 9
[¥] RH55EASSGDFLDLE  1pST 6141 [1... 1 180 103 1027R... R G. 3 569251 25 1 9
80465594
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Outof5peptides:5inAB.C. ScoreinA B.C:187 EEEEEEREEERARENENEEERENNNNNNERNNNNNNNEE
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FIRNSSEASSGDFLDLE  1pST 6139 51.0 1 51.0 61.2 61.24H... R. G. 2 853.3A1 46 1 8
[FIRNSSEASSGDFLDLE  1pST 6143 [4... 1 430 748 7481 H... R. G. 2 853375 -0.1 1 9
[FIRNSSEASSGDFLDLE  1pST 6138 [3... 1 39.0 102.1 102.05... R. G. 2 853.371 4.6 1 5
[FIRNSSEASSGDFLDLE  1pST 6142 [3... 1 36.0 940 93.98H... R. G. 2 853.375 -0.1 1 9
[FIRNSSEASSGDFLDLE  1pST 6141 [1... 1 18.0 10.3 1027 A... R. G. 3 569.251 2.5 1 9
12498 51868
100
E
e
- E
< 607 07325464
% &0
£ 3
= 403 70584142
= 203 £35.53314
20 260.33139
47 71442370 1451 52056
103 556494477 558.41854 S 1451
E 340 26098 433 18555 : 265650177 l 1087 53162 | 120677956 | | 1aa5g183s | |
n= I|u! ||I lllllnI III by ||'| || I 1 II . Ih' IIlllll II! ill II : ||_|\'_|‘I| i I|
200 400 500 &00 700 00 900 1000 1100 1200 1300 1400 150
miz
b3-98 b5-98 16-98 b7-98 b10-98 b11-98 b12-98 b13-98 b14-%
y2 (L] ylo b'yl2
v 151612 RNSpSEASSGDFLOLK bdin12 ¥ Show only matched ions
vl 2s161.2 RNpSSEASSGDFLOLE b3A13 PTM nnsitinre RMSRGFASSEDFI DK hd/ul?
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 19 Mass
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[¥] RVSEVEEEKEPYPOP... 1pST 9441 19.0 1 19.0 834 8342R.. R. ¥ 3 872740 56 2 18
84027332
100
e
e
N 703
LR
% 03
£ 3
& 407
= 305 117 1.206863
3 00044207
0 563 54266 746 56848 1484 55501
103276 26913 1038 43262 1321 71521
EN 45418341 590, 44757 15653.52340 168077319 179042736 1001
03 40,4 801
200 430 500 &0 70 00 a0 1000 | 41000 4200 4300 4400 4400 1500 4700 4800 4900
b++7 0-fib++12-98 ™ b++20-58
y+11-98 y++15
b3-98 b4-98 b8-98 b12-98
by2 y3 b5 y6 ve b8  yl0 y12 b12
v| 1=l 83 4 RVpSEVEEEKEFYPOFLPSDDTR b3A20 ¥ Show anly matched ions

PTh nnzitinn: BWnSFWEFFKFPYPORI PSOOTR R3A020
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ gﬂe_plides: 2inAB.C.

Score inA B.C: 34

Mass

Sequence

| Modification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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o
=]
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1
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S41.27380
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|l'|“ JI Lgadr 2y ll-lull b

1058.00037

1272 05387 1386 52295

1 ABBIGT  y5p0 35547

v 121 29.3 QVpSASELHTSGILGPETLR b3Ad7
251 24.7 QVSADSELHTSGILGPETLR bS5

[V Show only matched ions
PTH mnziting MYRSASFI HTSGEIGRPFTIR R3A1T
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File
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Automation Spectrum Huantitation

Out of 2 peptides: ZinA.B.C.

Score inAB.C: 34

Mazs

Sequence

Madification |

Query | Ma.. | Dish.. [ M53. [ M5..

| PTM... | PTM infa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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1p5T
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1
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v Show arly matched ions
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ I_PE_:_ptides: 1inAB.LC.

Score inA B.C: 33

Mass

v 1s158.0 LGGLRPERSPESLTSYSRE bEA10
251 29.8 LGGLRPESPESLRTSYSR B13A5

v Show arly matched ions
PTh nnsitinne | 361 RPFRSPFSI TSWSRE hRATN

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ SLSPGKENVSALDMEK 1pST 6496  33.0 1 330 415 41.495.. K E 2 89293 -3.4 1 3
700 44232
100+
E
e
- E
< 607 74407035
I 803
£ 3
w40
£
30
203
] S26 86102 1T a6
1028243475 52238185 gos agq51 L . 4059210'35'58':'14 1135 44690 1320 66089 ‘i
3 i : 1470, 1654
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=00 400 500 ) Fo0 s00 200 1000 00| 4200 4300 1400 1500 1600 1700 1800 1900
b++10-58 mits
pe+11 p+p++14-98
b3-98
v3 yd ¥a fali] vi2  y13
v 151 41.5 SLpSPGKENWSALDMEK B3/v14 ¥ Show only matched ions
251 34.9 pSLSPGKENWSALDMEK B14416 PTH mmsition: S RSPREKFNYSAI DMK R3A0 4
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: 3inA.B.C. Score inAB.C: 68 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥]LGGLRPESPESLTSY. .. 1pST 6859 280 1 280 99 91.83L.. R T 2 932963 1.7 1] 12
[ LGGLRPESPESLTSY. .. 1pST GBED [2 .. 1 230 262 2616L.. R T 2 932963 1.7 1] 5
[¥] LGGLRPESPESLTSY. .. 1pST 6858 [1... 1 170 80 5802L.. R T 2 932962 01 1] 7
00— 58473604
e
e
- 703
LR
% 03
£ 3
& 40
P 3
20
203
E 79248377 975 40799
103 72328110 ' 1368 54080
3 snzszen TN g sriar i ‘ ol \ ) 111?1‘7”3“ " 1465 03208 153031042 169174976 18t
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v12-98
y4 bE biy? yg biylo y12
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Out of 3 peptides: 3in A.B.C. Score inA_B.C: 68 Mass ITTTITRTTTITIIIITd
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l LGGLRPESPESLTSY... 1pST 6859 28.0 1 280 91.9 91.93L.. R. T 2 932963 1.7 o 12
[FlLGGLRPESPESLTSY... 1pST 6860 [2... 1 230 26.2 2616L... R. T 2 932963 1.7 1} 5
[FlLGGLRPESPESLTSY... 1pST 6858 (1... 1 170 58.0 58.02L.. R. T 2 932962 0.1 1} 7
1004 554.20850
E
ané
- E
5 603
% 503
£ 3
w40
£
30
20%
E 782.40888 o75.45203
10
E 77062799 136849573
] 21325978 49?'34314L Brasmaes L Ll R N . . 1585 79802 189098474
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300 400 500 el 700 800 00 1000 1100 1200 1300 1400 1500 1600 1700
b++12-58 =
yi+14-1p+a15
b8-98 prec++98 b10-98 b14-98
y11-98 ¢12-98
bS pb y6  biys (k] y10 yiz b15
v 151919 LGGLRPEpSPESLTSYSRE BEAT0 ¥ Show only matched ions
25159.0 LGGLRPESPERSLTSYSRE b11./7 PTh nnzitinee | REIRPFRSPFST TSWSE RRAIN
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: 3inAB.LC.  ScoreinAB.C:68  Mass EEEEEENNEEERERENNNNENNENNNNNNNNNE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FILGGLRPESPESLTSY. .. 1pST 6859 28.0 1 280 91.9 91.93L.. R. T 2 932963 1.7 1} 12
[FILGGLRPESPESLTSY... 1pST 6860 [2... 1 230 26.2 2616L... R. T 2 932963 1.7 0 5
[FILGGLRPESPESLTSY... 1pST 6858 [1... 1 170 58.0 58.02L... R. T 2 932962 0.1 0 7
1004 266.65734
e 127054163
80%
N 703
LN
2 50 72242126
£ 3
& 407
* an3 743.50024 1018 63610
] 49715436 227 08770 125372388
20 - 1504,
3 TO5 72260 1248 41063 150630029
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300 400 00 500 700 500 200 1000 1100 1200 1300 1400 1500 it
miz
y++14-98
v8-98 v9-98 | »10-98 v12-98
b5 yh b7 b10
v| 121 26.2 LGGLRPESPEpSLTSYSR b1147 ¥ Show anly matched ions
v 251 26.2 LGGLRPERSPESLTSYSRA BEA0 PTbd nnsitinee | 3651 RPFSFERST TSWSE R11A07
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1 P_e_pEides: 1inAB.LC. Score inA B.C: 25

Automation Spectrum Cuantitation

Mass

Sequence | todification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

QKNYSEELDR 1p5T 44393 25.0
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v 1:130.4 QKNYPSEELDR b5/y6

[V Show only matched ions
PTH nnsitinee QENYRSFFINR BRAUR

File ¥iew Proteins and Peptides
!Z_Il.!t ql‘3_ peptides: 3inAB.C.

Score inA B C: 58

Automation Spectrum Huantitation
Mass

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥ ELLVPQHTYALYGGL... 1pST 9616 22.0 1 220 220 2204E... R. A 3 834796 0.6 1] 9
[ ELLYPQHTYALYGGL... 1pST 9614 1. 1 18.0 546 54 53E... R. A 3 8934792 4.7 1] 2
[ ELLYPQHTYALYGGL... 1pST 9615 [1... 1 18.0 6.4 56.3BE... R. A 3 834736 0.6 1] 8
100 562 48322
Qné
e
e
LR
% 03
£ 403 S 62747101 101636688
= 203 547 27277 1098.38135
E 70287204 1114.66190 1268 56306
20
103 1380 57654
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»3 yh vb i »a yiD pl2 vl13

v 15l 564 ELLVPOHTVOLYGGLpSFLSSPSDTE b16410
251 32.8 ELLYPOHpTYULYGGLSPLSSPSDTE B8NS

¥ Show anly matched ions
PTH nn=ibnne FITYPOHTYALWEGE nSPESSPSNTE RIEAN
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Out of 3 peptides: 3in A.B.C. Score inA_B.C: 58 Mass ITTTITRTTTITIIIITd
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M ELLYPQHTVOLYGGL... 1pST 9616 220 1 220 220 2204E... R . A 3 894796 0.6 1} 9
M ELLYPQHTYOLYGGL... 1pST 9614 [1... 1 18.0 h46 5459E... R. A 3 894792 4.7 1} 2
M ELLYPQHTYOLYGGL... 1pST 9615 [1... 1 18.0 ht.4 56.38E... R. A 3 894796 0.6 1} 8
67308167
100
e
sné
- m§ 1066.25330
& ané £20.83563
T 50 70012483
- 1220 04761
£ a0 1115 58959
« 0] 547 20278 a7 55008 141471552
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o b6 p¥ b13
w| 12l 220 ELLYPOHTYALYGEGELRpSPLSSPSDTE b16A10 [¥ Show only matched iong
21 17.6 ELLYPOHTYOLYGGLSPLESSPSDTE 1347 PTW rnsitinee FILYPAHTYOL YRR 5P SSPSRTE KIRAN
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: JinA.B.C. Score inA.B.C:58  Mass ARERRENRERNRRNRRENNEENRNERREENENN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[MELLVPGHTVOLYGGL... 1pST 9616 220 1 220 220 2204E.. R . A 3 894796 0.6 1} 9
[MELLYPOQHTYOLYGGL... 1pST 9614 1. 1 180 h46 5459E.. R . A 3 894792 47 1} 2
[MELLYPQHTYOLYGGL... 1pST 9615 (1. 1 180 h64 56.3BE.. R . A 3 894796 0.6 1} 8
862 43097
100
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ané
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nd ol
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p+18 y4+14 P+ ¥ p++21
»8-98
b4 vh vb »i i yi0 12 ylbl2
v| 12 Bd B ELLYPOHTYOELYGGELRSPLSSPSDTE b16/A10 ¥ Show anly matched ions
231 25.4 ELLVPOHTYELYGGLSPLRSSPSDTK 1347 PTH nnsition FI I WPAHTYEI YRR nSPISSPSOTE KIRAIN
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ I_PE_ptides: 1inAB.LC. Score inA B.C: 21 Mass

Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
[FSPSPPTAHTGAPPG... 1pST 9631 21.0 1 210 432 43205.. R.R. 3 896422 21 0 0
Fa5 70631
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w| 1zl 432 SPpSPPTOHTGAPPGOPSAPSOLSAPR baiw2d [¥ Show only matched iong
25l 428 pSPSPPTOHTGOPPGOPSAPSOLSAPR bl/Av2E PTH mnszitinne SPRSPRTAOHTRAPPGEARPSAPSAl SAPR RRA24

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 2 peptides: ZinA.B.C. Score inAB.C: 33 Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
ERISLSDMPR 1pST 3791 180 1 180 379 3788R._. R 5 2 577772 13 1 6
[ RISLSDMPR 1pST 3790 (1. 1 150 460 4604R.. R S 2 577772 13 1 10
528.84723
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v| 121 46.0 RIpSLSDMPR b3/7 ¥ Show anly matched ions

25124.1 RISLpSDMPR bSA5 PTH nnzitinne RInS1SOMPR h3A?
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 2 peptides: 2in A.B.C. Score inAB.C: 33 Mass EENEEREEEEEREEEEREEEEEEER
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FRISLSDMPR 1pST 37 18.0 1 18.0 379 3788BH... R. S 2 H77F72 1.3 1 6
[FRISLSDMPR 1pST 370 .. 1 150 46.0 46.04H... R. S 2 &H77.772 1.3 1 10
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E
e
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w| 12 37 A RIpSLSDMPR b3de7 [¥ Show only matched iong
2:1 31.0 RISLpSDMPR bS5 PTh nnzitinee RInSI SNMPR h3fu?
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 17 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥ FCDL'YWDEK 1pY 4726 17.0 1 170 h3 0 H29F... K L 2 &K78.252 41 1] 14
50331586
100
e
e
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 1 P_e_pEides: 1inAB.LC. Score inA B.C: 16 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FAVLGEEMKEGTDMFIIK  1pST 7444 160 1 16.0 141 1408Y.. R. A 3 664312 30 1 3
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 1 peptides: 1inA.B.C. Score inAB.C: 18 Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |

[ IFMSYEEICPQR 1p5T 5853 18.0 1 18.0 10.4 10.451... K E 2 B26.850 51 1] 9
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File W¥Wiew Proteinz and Feptides

!:_llil q[2_ p_f:_pEides: 2inAB.C. Score inA B.C: 30 Mass

Automation Spectrum Cuantitation

vi  ¥d b

v 151205 RpSaddaPR b2a?

v Show arly matched ions
PTH nnsitinnr BnSaddaPR b7

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F RSAAAAPR 1pST 2785 ... 1 150 186 1862H... M. S 1 879412 8.5 1 15
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 30 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
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View

Froteinz and Feptides

Automation Spectrum Cuantitation

Score inA B.C: 14

Mass

!:_llil q[]_ pf_:_ptides: 1inAB.LC.
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Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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Automation Spectrum Huantitation
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1 PEEF_llidEsZ 1inAB.LC.

Automation Spectrum Cuantitation

Score inA B.C: 14

Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[#¥] MHLLPLDSSSTLTCT... TloxM 3... 10449 14.0 1 140 131 13.09M... - w 4 778830 -0.2 1} L]
100 957 SETET
e
503
N 703
3 503 118071838
T 5 72131824
& a0
3
30
3 763.13023 1075 55005
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 24 Mazs
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[F1STTPPPAEPYSLPRE... 1pST 8246 130 1 130 403 4033 p.. K ¥ 3 7F35.701 2.3 1} 1
F1STTPPPAEPYSLPQRE... 1pST 8245 [1... 1 110 hh6 55605 K ¥ 3 735701 36 1} 4
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v Show arly matched ions
PTH mnsitinne SnT TRPPPAFFYSI PIIFPPKRPR h2A019
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File W¥Wiew Proteinz and Feptides

!:_llil q[ ng_:ptides: 2inAB.C. Score inA B.C: 24 Mass

Automation Spectrum Cuantitation

v 151312 GpSISGLTMYLAGpYMLFR b2/w16 1345
251 2007 GSISGLETMYLAGEYMLFR b7 /11 B13/45

v Show arly matched ions
PTH mnzitinne [RnSISEI TMY AGRRTYRI FR R2A01R b1 305

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A STTPPPAEPYSLPRE... 1pST 8246 13.0 1 130 403 4033p.. K ¥ 3 735701 2.3 1] 1
[ STTPPPAEPYSLPQE... 1pST 8245 [1... 1 110 556 55605 K ¥ 3 735701 16 1] 4
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231 47.1 SpTTRPPAEPYSLPOEPPKPR b2Aid PTM nnsitinn: GTRTPPPAFPWSI PAFPPKPR hAAlf
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 14 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] GSISGLTHVLAGYML... 1pST 1pY 73893 140 1 140 N2 NAFG.. K Y 4 494776 0.5 1] 1
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1 P_eplides: 1inAB.LC. Score inA B.C: 12

Mass

Automation Spectrum Cuantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
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251 35.8 ADGGLAAGLSRSADWDTEELGARTFR b16/w10

[V Show only matched ions
PTH mnzitink ANGGIAAGI SESAMWTFEFI RARRTPR R23403

File ¥iew Proteins and Peptides

!Z_Il.!t q” peptides: 1inA.B.C.

Score inAB.C: 12

Mazs

Automation Spectrum Huantitation
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File W¥Wiew Proteinz and Feptides

!:_llil q[ I_Pf_:_ptides: 1inAB.LC.

Automation Spectrum Cuantitation

Score inA B.C: 12 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
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Wiew Automation Spectrum Huantitation

Score inAB.C: 12 Mazs

File Froteins and Peptides
!Z_Il.!t q”_ peptides: 1inA.B.C.

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
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!:_llil q[ 1 Pf_:ptides: 1inAB.LC. Score inA B.C: 12 Mass

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Sequence | todification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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[V Show only matched ions
PTHM nnsitinee MSYTI HRTOWVEDIK BT A7

!Z_Il.!t q”_ peptides: 1inA.B.C.

Score inAB.C: 14 Mazs

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
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v Show arly matched ions
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC. Score inA B.C: 11 Mass
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Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!Z_Il.!t ql‘ 1_P!3|:_tt_ides: 1inAB.C Score inAB.C: 11 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

Score inA B.C: 12

Mass

!:_llil q[ 1_ P_e_plides: 1inAB.LC.

Sequence

| Modification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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File V¥iew

!Z_Il.!t ql‘ 1_ peptides: 1inA.B.C.

Froteins and Peptides

Score inAB.C: 11

Mazs

Automation Spectrum Huantitation
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Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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File

View

!:_llil q[]_ Egptides: TinABC.

Froteinz and Feptides

Score inA B.C: 10

Automation Spectrum Cuantitation

Mass

Out of 1 peptides: 1inA.B.C.

Score inAB.C: 10

Mazs

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FITAKLTIGNRRARTE... 3pST 10631 10.0 1 100 11.5 11.471... R. E 4 833667 10.4 2 0
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3 1192 35132
03 107132727
3 010 26623
50
- 703
- 705 31653
= G0 707 44244
= 3
% 50
7
£ 403
& 40
¥ 3 6a0.ne221 131310828
204
3 55037200 07122028 1520 65205
207 452 23352 1422 57993
10 37520808
= 160460730 4742 50778 19
[up!
200 400 1000 1100 1200 1200 1400 1500 1600 1700 1800 1
b++19-98
[y
y6 b@ b9 yi15
[V Show only matched ions
PTH mositinr ITAKI nTIRNBLARATFWAPSARGA IINAL K REAGE K400 R B2 A
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Sequence

Madification |

Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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251 17.4 TGIKTSCLEPYRYMpTGFTENPSRTR b15/10 B23402

£

v Show arly matched ions
PTH mnzitinne TRIKTSCI CPYPYNATRFTENPRSTR BT RATO 2243
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

Score inA B.C: 10

Mass

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC.

Sequence

| Modification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |

[F EDVATWAQSSLSLR...

1p5T

8230 10.0 1 100 94 93BED..

R. L 4 550.756 78 1 4
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[V Show only matched ions
PTH nnsitinee FIWVARTWINSS! 51 RWASRE RRAUT4

File V¥iew

!Z_Il.!t q” peptides: 1inA.B.C.

Froteins and Peptides

Automation Spectrum Huantitation

Score inAB.C: 11

Mazs

Sequence

Madification |

Query | Ma.. | Dish.. [ M53. [ M5 [ PTM._ [ PTMinfa [ L] R.| o MCR[Th]| Rele.. | Mi. | Delt. |
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-
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v Show arly matched ions
PTh mnsitinne MOHARAOANANDHAMFANYARGRTR b1 A2
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File
!:_llil q[ 1_ Pg_ptides: 1inAB.LC.

Automation Spectrum Cuantitation

Score inA B.C: 11

Wiew Froteinz and Feptides

Mass

251 225 pSKYALLNTARSDERTPCHPYPESYLIR B1A26 B11/W16 b144013

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l NKAELKTIAEYR 1p5T 5339 11.0 1 110 179 1792N... K A 3 505922 2.8 2 10
100+ 402 81473
e
sné
- 703
@
= 3
o G0
5 7
e
g 3
£ a0 608 56542
£ aeE.z2110 76444824
30 45451030 00 67577 524.24164
20? 29303693 02,7251 §94.91534
E 79468933
107 21807083 [ grosears 95130288 103045581
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e 11| 1 T ) 1
| AL RS IS I RAAS R R Mt RS IR M R R R A A
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b&
v 151179 NEAELKpTIAEYR b7 /w6 ¥ Show only matched ions
PTH nnsitinee NEAF KaTIAFYR BT A0k
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 11 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#] SKEVAQLIVTASDETP...  3pST 10471 110 1 110 229 22895 .. K L 3 1043140 -6.1 1 i]
00— 144430612
a0
E 901 54208
g0
- 703
&
2 60
H E
Z 80 137371204
- 657 20572
T 40 1104.40015
o 3
30 1260 06445 1754 50045
E §78.18208 1007 D2676
20 73242635 PE—
1 20034412 £10.20017 847 50650 i
10 1625 55501
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300 400 800 500 700 00 00 1000 1100 1200 1300 1400 1500 1600 1700 1300 1000
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b12 b13 y13 bl4 yl4
vl 1=l 229 SEVADLIVpTApSDEpTPCHPYPESYLIR b3/y18 b11/A1E6 b14413 ¥ Show anly matched ions

PTh mnzitinn SEMAQT WRTARSHFRTPENPYRESYT IR h9A1 R B11ATR R14A13
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File W¥Wiew Proteinz and Feptides

!:_llil q[]_PE_:_ptides: 1inAB.LC. Score inA B.C: 11

Mass

Automation Spectrum Cuantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ EAYTKLTDNIFLEILY... 2pY 9492 11.0 1 110 206 2059E.. WM. L 4 659.30% 2.3 1 a
867 03815
100
E
ené
- E
T
= 3
m &0 92326221
2 a0 857 72662
L 547 36554 72617645
5 a0 480.22400 607 02965
e
e 1 4430725
SDE 396.85032
20
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200 300 00 500 600 700 00 200 1000 1100 1200 1300 1400 1500
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i ya vE b9
v 151 2006 EAPYTELTDNIFLEILpYSTDPK b3/v13 B16/6 ¥ Show only matched ions
PTM nnsitinre FARYTE] TRMIFLFIL YSTRPK k309 hRAR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 10 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#] VELSYPDGSPAEWY. . 2pST 8493 100 1 100 185 1852V K A 3 760.006 26 1] 2
911 65228
100
e
ané
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& 3 968 71631
2 60
.-
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20
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v Show arly matched ions
PTH mnzitinn YF1 SYPORERSPAFWYRTWIIE 94011 R1RAUR
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File Wiew
!]_ul u_l_-!-_pfgp_li_l:!e_s_: 4inAB.C.

Froteinz and Feptidez Automation Spectrum Cuantitation

ScoreinA B.C: 152

v 13 37.6 LPpSGSGAASPTGSAYDIR b3/v16
251 32.4 LPSGPSGAASPTGSAYDIR bS/A14

Sequence | Modification | Query | Ma.. | Dish.. [ M52, | M5, | PTM.. | PTMinio | L] R.| o MCR[Th| Rele.. | Mi. | Del.. |
A ASLGSLEGEAEAEAS... 1pST 9479 E5.0 1 650 76 7961A.. K G2 906.89% 39 1] 14
[ ISMSEVDLNVAAPK, 1p5T 7539 420 1 420 755 521 R ¥ 2 F77.364 41 1] a
A ASLGSLEGEAEAEAS... 1pST 9480 (3. 1 320 422 4225A.. K G, 2 906.89% 0.6 1] g
[F LPSGSGAASPTGSAY... 1pST g780 13.0 1 130 ¥F6 3I765L.. R A 2 861.90% 21 1] i
795.04938
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3 708 01630
ang
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[V Show only matched ions
PTH mnzitinge | PREGSRAASPTRSAVNIR B3 AR

v 15l 422 ASLGSLEGEAEAEASPSPE B1E/Y3
251 36.8 ASLGSLEGEAEAEARSSPK b15/v4

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof4peptides:4inA.B.C. ScoreinAB.C:152 (TTTTTRTITIT0T]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F ASLGSLEGEAEAEAS . 1pST 9479 65.0 1 &B5.0 796 7961 A .. K G. 2 906895 38 1] 14
[ 1ISMSEVDLNVAAPK 1p5T 7533 420 1 420 755 7521 R. ¥ 2 777364 41 1] 0
[Fl ASLGSLEGEAEAEAS. . 1pST 9480 ([3... 1 320 422 4225A .. K G. 2 906.898 0.6 1] 8
[F LPSG5GAASPTGSAY. .. 1pST 8780 13.0 1 130 376 3765L... R. A 2 861.905 21 1] 7
100 a7381378 115529307
e
e
3 540 07557
o 703
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2 60
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& 407
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v Show arly matched ions
PTH mnsitinne 451 RS1 FRFAFAFASHSPE h1RAR
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Outof4peptides:4inA.B.C. ScoreinaB.C:152 EEEEERRERENENNNNNNNNNENEE
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FlASLGSLEGEAEAEAS... 1pST 9479 E5.0 1 650 76 7961A.. K G2 906.89% 39 1] 14
[ ISMSEVDLNVAAPK, 1p5T 7539 420 1 420 755 521 R ¥ 2 F77.364 41 1] a
A ASLGSLEGEAEAEAS... 1pST 9480 (3. 1 320 422 4225A.. K G, 2 906.89% 0.6 1] g
[ LPSGSGAASPTGSAY... 1pST g780 13.0 1 130 ¥F6 3I765L.. R A 2 861.90% 21 1] i
1156 30368
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e
sné
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23l 72 3 ASLGSLEGEAEAEARSSPE B15/vd PTH rmasiinn: 251 GS|FRFAFAFASASPE RRAG
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof4peptides:4inA.B.C. ScoreinAB.C:152 IENEEEEEEENEEENENEEEEENENNNNENNENEEEE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[V ASLGSLEGEAEAEAS .. 1pST 9479 650 1 650 36 7961 A .. K G 2 906895 KR 1] 14
[¥] ISHSEVDLNVAAPK. 1p5T 7539 420 1 420 755 7521 R ¥ 2 ¥77.364 41 1] i]
[¥] ASLGSLEGEAEAEAS .. 1pST 9480 (3. 1 320 422 4225A .. K G 2 906898 0.6 1] g
[¥] LPSG5GAASPTGSAY. . 1pST 8780 130 1 130 3F6 3I765L.. R A 2 861.905 21 1] 7
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231 B4.7 |pSHSEWDLNWAAPE b2/y13 PTh nnsitinn: 1SMASFYIT MUAAPK hdAuld
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File W¥Wiew Proteinz and Feptides

!]_ul D_[_5_p£zp_li_l:_|£i§: hinABLC  ScoreinAB.C:181

Automation Spectrum Cuantitation

v 151471 APpSYaNYGESHCDLSLE b3/y14
2¢ 293 APSVANYGRSHCDLSLE b3S

v Show arly matched ions
PTH mnzitinn APRSWANWVESHEDI 51K R3A014

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F APSYANYGSHCDLSLK 1pST 8911 51.0 1 51.0 54.4 54.37A.. R. 1 2 867.896 1.4 0 44
[F APSYANYGSHCDLSLK 1pST g309 [3... 1 38.0 471 4714A... R. 1 2 867.896 1.6 0 n
[F APSYANYGSHCDLSLK 1pST 8910 [3... 1 3.0 30.4 30.44A.. R. 1 2 867.896 1.6 0 20
[F APSYANYGSHCDLSLK 1pST 8912 3. 1 30,0 475 4747A.. R. 1 2 867.896 1.4 0 19
[F APSYANYGSHCDLSLK 1pST 2308 [3... 1 3.0 26.2 2616A... R. 1 3 578.931 6.0 1] 25
100+ 73600037
E
e
- E
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v 151 26.2 APpSYANYGESHCDLSLE b3sv1d ¥ Show only matched ions
PTH niasitinn: APRSWANVESHIDI 51K R3Auid
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
OutofSpeptides:5inA.B.C.  ScoreinA.B.C: 181 [TTTTTITTTT]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F APSVANVGSHCDLSLE  1pST 8911 510 1 b5l.0 h44 BH437A .. R. 1 2 867896 1.4 1] 44
[l APSVANVGSHCDLSLE  1pST 8309 (3. 1 380 471 4714 A.. R. 1 2 867.896 1.6 1] A
[F APSVANYGSHCDLSLE  1pST 8310 [3... 1 310 304 3044A .. R. 1 2 867896 1.6 1] 20
[F APSVANYGSHCDLSLE  1pST 8912 [3... 1 30,0 475 4747A .. R. 1 2 867.896 1.4 1] 19
[F APSVANYGSHCDLSLE  1pST 8308 [3... 1 310 26.2 2616A... R. 1 3 578931 6.0 1] 25
100+ $10.22363
e
e
- 703
LR
% 03
£ 3
& 407
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

OutofSpeplides:5inAB.C.  ScoreinA B.C: 181 (TTTTITILT I IITTTTT]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F APSYANYGSHCDLSLK 1pST 8911 51.0 1 51.0 54.4 54.37A.. R. 1 2 867.896 1.4 0 44
[F APSYANYGSHCDLSLK 1pST g309 [3... 1 38.0 471 4714A.. R. 1 2 867.896 1.6 0 n
[F APSYANYGSHCDLSLK 1pST 28910 [3... 1 3.0 30.4 30.44A .. R. 1 2 867.896 1.6 0 20
[F APSYANYGSHCDLSLK 1pST 8912 3. 1 30,0 475 4747A.. R. 1 2 867.896 1.4 0 19
[F APSYANYGSHCDLSLK 1pST 2308 [3... 1 3.0 26.2 2616A... R. 1 3 578.931 6.0 0 25
FO0 53467
100+
3 73500519
a0
e
- E
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o G0
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£ 3
w40
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30
ZDE 26041245 680.76740 MTT 37744 1400 67571
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»3 [z y3 10 vi3
v 1313004 APpSVaNYGESHCDLSLE b3sv1d ¥ Show only matched ions

PTH mnziting: APRSWANYVESHENI S1E R3A14

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

OutofSpeptides:5inA.B.C.  ScoreinA.B.C: 181 AREREENERRNRRENENNERNEREENEED
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[ APSYANVGSHCDLSLE  1pST 8911 510 1 510 hi4 H437A .. R. | 2 86789 14 1} 44
[F] APSYANVYGSHCDLSLE  1pST 8909 ([3._. 1 380 471 4714A .. R. | 2 B67.896 16 1} K|
[F] APSYANVYGSHCDLSLE  1pST 8910 [3._. 1 310 304 Jo44A .. R. I 2 B67.896 16 1} 20
[F] APSYANVYGSHCDLSLE  1pST 8912 [3._. 1 300 A7 h 4A747A .. R. | 2 B67.896 14 1} 19
[F] APSYANVYGSHCDLSLE  1pST 8908 [3._. 1 310 26,2 2616A_. R. 1 3 578931 6.0 1} 25
81920941
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v| 12154 4 APpSWANYVESHCDLSLE b3A14 ¥ Show anly matched ions

251 24.2 APSVANYGPSHCDLSLE b398 PTH mnzitinn APRSWAMNYESHENT S1E h3A14
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

DutofSpeptides:5inAB.C.  ScoreinAB.C:181 EENNEENNEEEEEEEEEEEEEEEEENEENNENENENENR
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[A APSVANVGSHCDLSLK 1pST 8911 51.0 1 510 544 5437A. R. | 2 867896 14 0 44
[A APSYANVGSHCDLSLK  1pST 8909 (3. 1 380 471 4714A. R.1 2 86789 16 0 3
[A APSVANVGSHCDLSLK  1pST 8910 (3. 1 310 304 3044A. R. 1 2 867896 16 0 20
[A APSYANVGSHCDLSLK  1pST 8912 (3. 1 300 475 4747A. R. | 2 867896 14 0 19
[A APSVANVGSHCDLSLK  1pST 8908 (3. 1 30 262 2616A. R. 1 3 57893 G0 0 25

F35.08942
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?DE 700 47609
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o
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3 45034505
30

E 1400 62066
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[up! I |||I |L| . |
300 400 500 £00 700 200 900 1000 1100 1200 1300 1440
b++12-38 miz
y++p++14-98
b3-98 b11-98 b12-98
yi v byg y12 y13
v 151475 APpSYanNyYGSHCDLSLE b3s1d ¥ Show only matched ions
251 24.7 APSVANVGRSHCDLSLE b3AvE PTh nnzitinn APRSWANVESHENI S1E R34A014

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

!]_ul o_f_?_pgp_ti_d_e_s: FinAB.C. ScoreinAB.C: 202

Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[ GSYGDLGGPUTTAY... 1pST 10725 530 1 530 485 486h4G... R. D. 2 999.002 15 1} 39
[ GSYGDLGGPUTTAY... 1pST 10724 [4... 1 480 1379 13794 . R. D. 2 999.002 15 1} 42
[l GSYGDLGGPUTTAY... 1pST 10726 [2... 1 260 534 5345G... R. D. 2 939.002 14 1} 12
[ GSYGDLGGPUTTAY... 1pST 10727 [2... 1 220 h46 5459G... R. D. 2 939.002 14 1} 18
I ILDLISESPIE 1p5T 6782 270 1 270 9.0 58951l K G. 2 710886 37 1} 9
I ILDLISESPIE 1p5T BFE1 ([1... 1 130 608 6076Il... K G. 2 710886 37 1} 4
I ILDLISESPIE 1p5T b784 [1._. 1 130 158 158001 K G. 2 710.886 37 1} 1]
95009863
100
a0
ané
- 707
LFE
% &g
e 165682727
& 40
& 3
SDE 287 50729
203 981.85242 40os5 51904
E S75.386860 520.52485 T 1225 57251 1754.60187
10 BET 21277 680 21265 1444 73706 1637 63684
] ez T 1887 .1872¢
=
300 400 &00 800 700 00 £ro 1000 14100 1200 1200 1400 1500 1800 1700 1300 1000
bir+12/98 miz
pe+10
b6-9b7-9b8-98 |b3-98 b10- prec++-98 b17-98
tpd vh i B8 b17
v| 121534 GpSYGEOLGGRITTAVTIPE b2A18 ¥ Show anly matched ions

251 21.1 GSYGDLGGPIeT TAWTIPE B1248 PTH mnzitinn RRSYEDEGEPITTVTIRE B2018
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Outof7peptides:7inA.B.C.  ScoreinAB.C: 202 [TTTTIT]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ GSYGDLGEGPITTAY... 1pST 10725 530 1 530 485 4854G... H. D. 2 999.002 1.5 1] i
[ GSYGDLGEGPITTAY... 1pST 10724 [4... 1 480 1379 13794 .. R. D. 2 999.002 1.5 1] 42
[ GSYGDLGEGPITTAY... 1pST 10726 [2... 1 260 534 5345G... H. D. 2 999.002 1.4 1] 12
M GSYGDLGGPITTAY... 1pST 10727 [2... 1 220 %46 5459G... HA. D. 2 999.002 1.4 1] 18
A NLDLISESPIK 1p5T 6782 27.0 1 270 59.0 58951 K G. 2 710.886 17 1] 9
A NLDLISESPIK 1p5T 6781 [1... 1 130 608 GO7GI... K G. 2 710.886 17 1] 4
A ILDLISESPIK 1p5T 6784 [1... 1 130 158 15800 K G. 2 710.886 17 1] a
163
100
a0 1210.71802
ané SE7 204955
E 1324 50663
a 0
= ani 100068781
% 50? - 1130 34253
2 3
w40 57524164 £80.272032 1442531055
& 30 405 45505
E 1108 40585
3 B&1.7aTo 1253 80840
20 45239526 P 1546 50828
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T L |
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200 400 500 s00 200 200 aco 1000 1100 1200 1300 1400 1500 1600
b++12-98 miz
p--+10
bh-98 b6-98 b8-98 b10-98 b11-98 b12-98 b14-98
vh v8 va i1 y13
v| 1:1 546 GpSYGEOLGGRITTOVTIPE b2A18 ¥ Show only matched ions
251175 GSYGDLGGPIpT TAVTIPK b1248 PTH rmasitinn: GRSYEREGEPITTAVTIRE R2A08
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof7peptides:7inA.B.C. ScoreinAB.C: 202 I TTTITTLITTITTT]
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
¥ GSYGDLGGPITTOY... 1pST 10725 530 1 5630 435 4854G.. R D 2 999.002 15 1] il
[¥ GSYGDLGGPITTAY... 1pST 10724 [4... 1 480 1379 13794 . R.D. 2 9533.002 15 1] 42
¥ GSYGDLGGPITTAY... 1pST 10726 [2... 1 260 h34 5345G.. R D. 2 939.002 14 1] 12
¥ GSYGDLGGPITTAY... 1pST 10727 [2... 1 220 46 5459G.. R D 2 939.002 14 1] 18
[¥] HLDLISESPIK 1p5T G782 270 1 270 590 5885011 K G 2 710886 37 1] 9
[¥] HLDLISESPIK 1p5T 6781 (1. 1 130 608 GOFGI._. K G 2 710886 37 1] 4
[¥] HLDLISESPIK 1p5T G784 [1... 1 130 158 15800 K G. 2 710886 37 1] i]
95025491
100
a0
30%
N 707
B a0
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z 1655 TOG30
& 40 1025.05533
€
a0
20% 887 50061 |020.51453 122573047
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3 444 13177 55722852 180977222 4ggg
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200 400 &00 £00 700 200 goo 100 1400 1200 1300 1400 1500 1600 1700 1g00 1800
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w798
»3 (1L} yh i 11 yi11 y12 yl13 b17
v 131137 3 GpSYGDLGGRITTOWTIPK b2/p18 ¥ Show only matched ions

251 43.7 GSYGDLGGPIeT TAWTIPE B1248 PTH mnzitinn RRSYEDEGEPITTVTIRE B2018



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File W¥Wiew Proteinz and Feptides
!]_ulu_l_?_pfgp_li_d_tis:?inA,B,E_

Automation Spectrum Cuantitation

ScoreinA B.C: 202

v 15l E0.8 IILDLISEpSPIK b3/vd
2:1 44.5 lILDLIpSESPIK b7 v

Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
M GSYGDLGGPITTOY... 1pST 10725 53.0 1 530 485 4854 G... R. D. 2 999.002 1.5 1} 39
[FGSYGDLGGPITTOY... 1pST 10724 [4... 1 480 1379 13794 ... R. D. 2 999.002 1.5 1} 42
[FGSYGDLGGPITTOY... 1pST 10726 [2... 1 260 h34 53 45G... R. D. 2 999.002 1.4 1} 12
[FGSYGDLGGPITTOY... 1pST 10727 [2... 1 220 h46 5459G... R. D. 2 999.002 1.4 1} 18
[#IIILDLISESPIK 1p5T 6782 270 1 270 h9.0 58951l... K G. 2 710.886 37 1} 9
[#IIILDLISESPIK 1p5T 6781 [1... 1 130 608 GO.76Il... K G. 2 710.886 37 1} 4
[ IILDLISESPIK 1p5T 6784 [1... 1 130 15.8 15800... K G. 2 710.886 3.7 1} 1]
16¢
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e
ané
- 703
2 603
2 503
2 7 1012 37897
w40
e 7 EagAaTar 1210.82703
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(k] i) 1] yi1 yl2 y13 pl4d
v| 1:1 485 GpSYGEDOLGGRITTOVTIPE b2A18 ¥ Show only matched ions
PTW mnsitinr: RREYRENI BRPITTAVTIPE R2A8
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof7peptides:7inA.B.C. ScoreinAB.C: 202 ARERRRNRERERREREENNRENREENED
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[ GSYGDLGGPUTTAY... 1pST 10725 530 1 530 485 486h4G... R. D. 2 999.002 15 1} 39
[ GSYGDLGGPUTTAY... 1pST 10724 [4._. 1 480 1379 13794 ___ R. D. 2 999.002 15 1} 42
[ GSYGDLGGPUTTAY... 1pST 10726 [2._. 1 260 34 5345G... R. D. 2 939.002 14 1} 12
[ GSYGDLGGPUTTAY... 1pST 10727 [2._. 1 220 h46 5459G... R. D. 2 939.002 14 1} 18
I ILDLISESPIE 1p5T 6782 270 1 270 9.0 58951l K G. 2 710886 37 1} 9
[ ILDLISESPIE 1p5T B781 ([1... 1 130 608 60761l... K G. 2 710.886 37 1} 4
I ILDLISESPIE 1p5T b784 [1._. 1 130 158 158001 K G. 2 710.886 37 1} 1]
. £62.01560 853 74200
a0
E 74035903
g0
- 707
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Z 50 g53.21881
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LR 827 75522
E 52419775 — 1178.42004
20 435 32281 ]
105 20025937 36723788 1120 61938 124529382
3 Y 1331.31702
04
300 400 500 #00 700 200 ano 1000 1400 1z00 1300 1
b++11-4HE miz
przc++-96
b2 »3 yd4  bH vH bb vb »i va yl0

v Show arly matched ions
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File V¥iew

Froteinz and Feptides

!]_ul u_l_?_pfgp_li_d_tis: fFinAB.C.

Automation Spectrum Cuantitation

ScoreinA B.C: 202

v 13 59.0 [ILDLISEpSPIK b3/wd
251 516 ILDLIDSESPIK b7 /v

[V Show only matched ions
PTh mnsitinee [ DFSFRSPIE R9/ud

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ GSYGDLGEGPITTAY... 1pST 10725 53.0 1 530 485 4854G... H. D. 2 999.002 1.5 1] i
[ GSYGDLGEGPITTAY... 1pST 10724 (4. 1 480 1379 13794 .. R. D. 2 999.002 1.5 1] 42
[ GSYGDLGEGPITTAY... 1pST 10726 (2. 1 260 534 5345G... H. D. 2 999.002 1.4 1] 12
[ GSYGDLGEGPITTAY... 1pST 10727 (2. 1 220 %46 5459G... HA. D. 2 999.002 1.4 1] 18
[ ILDLISESPIK 1pST 6782 27.0 1 270 59.0 58951 K G. 2 710.886 17 1] 9
A NLDLISESPIK 1p5T 6781 [1... 1 130 608 GO7GI... K G. 2 710.886 17 1] 4
A ILDLISESPIK 1p5T 6784 [1... 1 130 158 15800 K G. 2 710.886 17 1] a
74027901
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e
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3 503 553 ags2g | P92.38558
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File V¥iew

Froteins and Peptides

!]_ul o_f_?_pgp_ti_d_e_s: FinAB.C.

Automation Spectrum Huantitation

ScoreinAB.C: 202

v 151158 [ILDLIpSESPIK b7 /vE
251155 1ILDLISEpSPIK b3/w4

v Show arly matched ions
PTh nnsitinee [0 IRnSFSPIK B7 AuR

Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[ GSYGDLGGPITTAY. . 1pST 10725 530 1 530 485 4854G.. R D 2 999002 15 0 39
A GSYGDLGGPITTAY. . 1pST 10724 (4. 1 480 1379 13794 . R D 2 999002 15 0 42
A GSYGDLGGPITTAY. . 1pST 10726 (2. 1 260 534 5345G.. R. D 2 993002 14 0 12
A GSYGDLGGPITTAY. . 1pST 10727 (2. 1 220 546 5459G.. R. D 2 993002 14 0 18
A ILDLISESPIK 1pST 6782 27.0 1 270 590 58951l K G. 2 710886 37 O 9
A IILDLISESPIK 1pST 6781 (1. 1 130 608 60761l K G. 2 710886 37 O 4
A ILDLISESPIK 1pST 6784 (1. 1 130 158 15801l K G. 2 710886 37 O 0
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
!]_ul u_l_E_prp_li_l:_Itgs_: BinAB.C. ScoreinAB.C:105
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M DLFDYSPPLHE 1pST 6721 23.0 1 230 102.8 102.85... K N. 2 706316 39 0 15
M DLFDYSPPLHE 1pST 6718 [1... 1 120 608 6O7BD... K M. 2 706.315 4.2 0 6
MIDISPSTLR 1pST 4710 12.0 1 120 36.4 36.431... R. K 2 541.264 8.1 0 1
[FSSATSGDIWPGLSAY... 1pST 11746 31.0 1 3.0 90.1 9011 5... K S 2 1080.966 -0.7 0 8
[FSSATSGDIWPGLSAY... 1pST 11747 (1. 1 130 g8.0 88.055.. K S 2 1080.967 -11 0 5
[ v¥SPSQNSPIHHIPSR 2pST 9913 14.0 1 140 241 2409Y... R. R. 3 6B27.266 3.3 1] 0
77505450
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E
ané
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
OutofGpeptides:6inA.B.C. ScoreinAB.C:105 ([ TTTITTIT]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[/ DLFDYSPPLHK 1p5T 6721 23.0 1 230 1028 10285... K N. 2 706316 38 1] 15
[/l DLFDYSPPLHK 1p5T 6718 [1... 1 120 608 607BD... K MW 2 706.315 4.2 1] 6
[ IDISPSTLR 1p5T 4710 12.0 1 120 364 36431... R. K 2 5H41.264 8.1 1] 1
[F 55ATSGDIWPGLSAY... 1pST 11746 31.0 1 310 0.1 90115.. K 5 2 1080.966 -0.7 1] 8
[F 55ATSGDIWPGLSAY... 1pST 11747 (1... 1 130 8.0 88055.. K 5 2 1080.967 -11 1] 5
[ ¥5PSANSPIHHIPSR 2p5ST 9313 14.0 1 140 241 2409Y¥... R. R. 3 b627.266 33 1] 0
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aué
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Outof6peptides:6inAB.C.  ScoreinAB.C:105 ITTTITRTTTITIIIITd
Sequence | Modification | Query | Ma.. | Dish.. [ M52, | M5, | PTM.. | PTMinio | L] R.| o MCR[Th| Rele.. | Mi. | Del.. |
[ DLFDYSPPLHK 1p5T 6721 23.0 1 230 102.8 10285... K M. 2 706.316 39 0 15
[ DLFDYSPPLHK 1p5T 6718 (1... 1 120 608 60.78D... K M. 2 706315 42 0 [
A IDISPSTLR 1p5T 4710 12.0 1 120 36.4 36.431... R. K 2 541.264 8.1 0 1
[F S5ATSGDIWPGLSAY... 1pST 11746 31.0 1 3.0 90.1 90.115... K S 2 1080.966 -0.7 0 8
[F S5ATSGDIWPGLSAY... 1pST 11747 (1. 1 13.0 g8.0 88.055.. K S 2 1080.967 -1.1 0 5
[ ¥SPSQNSPIHHIPSR 2pST 9913 140 1 140 241 24.09¥... R. R. 3. B627.266 3.3 0 0
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof6peptides:6inA.B.C. ScoreinAB.C:105 LTI
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DLFD¥YSPPLHE 1p5T 6721 230 1 230 1028 10285 _ . K N 2 706316 39 1] 15
[¥] DLFD¥SPPLHK 1p5T 6718 [1... 1 120 608 6D78D... K MW 2 706315 42 1] 6
[#] IDISPSTLR 1p5T 4710 120 1 120 364 365431 R K 2 541264 81 1] 1
[¥] 55ATSGDIWPGLSAY. . 1pST 11746 31.0 1 310 901 90115.. K S5 2 1080966 -0.7 1] 8
[¥] 55ATSGDIWPGLSAY. . 1pST 11747 (1. 1 130 880 88055.. K S5 2 1080967 11 1] 5
[ ¥5PSANSPIHHIPSR 2pST 9913 140 1 140 241 2409%¥... R R. 3 627.266 33 1] 0
g23 60022
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!]_ul u_l_E_prp_li_l:_Itgs_: BinAB.C. ScoreinAB.C:105

v 1213001 SSATSGDIWPGLSAYDMPSPR B184A3
251 45.3 S5ATSGDIWPGLRSAYDNSPR b13/va

Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
[l DLFDYSPPLHE 1pST 6721 23.0 1 230 1028 102.85... K M. 2 706.316 39 0 15
[l DLFDYSPPLHE 1pST 6718 (1... 1 120 60.8 GO.78D... K M. 2. 706.315 42 0 H
[ IDISPSTLR 1pST 4710 12.0 1 120 364 36431 R. K 2 541.264 8.1 0 1
[F1 SSATSGDIWPGLSAY... 1pST 11746 31.0 1 3.0 901 90.11S.. K S 2 1080966 07 O 8
[F1SSATSGDIWPGLSAY... 1pST 11747 (1. 1 13.0 80.0 88.055.. K S 2 1080967 -1.1 0 5
[FYSPSQNSPIHHIPSR  2pST 9913 14.0 1 14.0 241 2409Y.. R. R. 3 627.266 33 0 0
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[V Show only matched ions
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

!]_ul o_f_E_pgp_ti_c_Ie_i: binAB.C. ScoreinAB.C:105

400 500 [l 700 200 ot 1000
p++17-98

yb-98
y4 b7 y5 b8 b3 v8

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[# DLFDYSPPLHK 1pST 6721 230 1 230 1028 10285 K M. 2 706316 39 0 15
[#l DLFDYSPPLHK 1pST 6718 (... 1 120 608 60.78D.. K N. 2 706315 42 O 6
FIDISPSTLR 1pST 4710 12.0 1 120 364 36431 R K 2 541.264 8.1 0 1
[l SSATSGDIWPGLSAY .. 1pST 11746 31.0 1 3.0 901 90115 K 5 2 1080966 07 O 8
[Fl SSATSGDIWPGLSAY .. 1pST 11747 (1. 1 130 880 88.055.. K S5 2 1080967 -1.1 0 5
[FYSPSANSPIHHIPSR  2pST 3913 14.0 1 140 241 2409Y. R. R 3 627266 33 O 0
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v Show arly matched ions
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Automation Spectrum Cuantitation

Score inA B.C: 42

File W¥Wiew Proteinz and Feptides

!:_llil q[ gﬂe_plides: 2inAB.C. Mass

Out of 2 peptides: ZinA.B.C. Score inAB.C: 42 Mazs

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[#] Q¥SASELHTSGILGP... 1pST 11261 31.0 1 3.0 236 23650Q.. A D 2 1038.013 -0.5 1} 8
[#] Q¥SASELHTSGILGP... 1pST 11258 [1... 1 110 11.3 11.344Q... A D. 3 69234 4.6 1} 1
672 31158
100
e
ené
- 703
5 60 esa.1274
2 503
£ 3
3 407 g15.37495 | ||722.08191
= 204
203 127340555
E £a3 12445 024.70202
103 FI6.20743 30355127 7 937.59125 1160.20420
J 24z 28522 139582517 4443 gaa0s -
03 L :
200 200 400 500 500 700 500 200 1000 1100 1200 1300 1400 1500 1800
b++5-98 miz
p++18-98
b2 vB yi
[V Show only matched ions
PTW mnsitine: MYSARSFI HTSRIGPFTIR RRATR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

v 151 236 UVpSASELHTSGILGPETLR b3/A17
251196 GVSAPSELHTSGILGPETLR bS5

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] QYSASELHTSGILGP... 1pST 11261 31.0 1 310 236 23650Q... R. D. 2 1038.013 -0.5 1] 8
[F Q¥SASELHTSGILGP... 1pST 11258 [1... 1 110 11.3 11.344... R. D. 3 632.341 46 1] 1
98038307
1004
e
e
e
LR
2 807
£ 3
& 407
€ 3
SDE 1020.48414
20
10% B72.51388 1386 53635
] 45127744 K 7S ES1IE 80383027 |||, 114373401 128074549 : 1961.40464 150055180 179501831 188370
e B o B o o o L Sy ot e e e e e TR e e R S R L e o
200 500 B0 700 &0 500 1300 1400 1200 1300 1200 1500 1600 1700 1800 15
miz
yi+14 p++16
prec++ 98
»3 vh v i yi2 yi3 yld

v Show arly matched ions
PTH mnzitinn MYnSASFI HTSGEIGRFTIR R3A17
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ I_PE_:_ptides: 1inAB.LC. Score inA B.C: 16 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FKQSLGELIGTLNAAK  1pST 7926 16.0 1 16.0 321 3214K.. R.V 2 811928 22 1 15
11899 62604

100

QD:

a0 754189495

G239 794499
7o

=]
(=)

Felative Abundance
o
=]

a0 67434314
£10.53040 1n&7 sa180 1260 654492
30 13
405 19457 490376349 85161803 907 20TE 102040137
20 281 51270 H 503 26020 —— 1098.78162 1343 7181
Sl T L I | |
ST | i L A . ain |
T 1 [ T 7 T 1T [ T 1 1 17 T T T T [ 7T T 1T LI B (N N TN N N N B B B | L L L L L L L L
300 400 500 500 Too 200 =lala} 1000 1100 1210 1300
b++14-98 ™=z
b8-98 b11-98
y13-98
wi yid  yl1 yi2
v 151321 KOpSLGELIGTLMASK b3/v13 ¥ Show only matched ions
251 16.5 KOSLGELIGRTLMAAE, b10/ME PTH mnsitinee KORSTEFEIRT] MAAK R3A013
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 73 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] SASPDDDLGSSNWE . 1pST 13037 (5. 1 630 10016 10159 R kK 2 1263001 21 1] i]
[¥] 5ASPDDDLGSSNWE .. 1pST 13038 (1... 1 140 301 3010p.. R K 3 839001 0.2 1] i]
100 292 41921
a0
ané
703 1330 330960
&9
2 60
H E
% 507
-
& 40 1095.75281
P ]
203 1208 06033
3 FA739032 gazavads
20
E 50439575 Q7445715 123 A9342 16:35.36952 PR ——
103 1491.65027 [ 1962 53346
] 43328484 50705885
i
400 500 500 700 300 =lul] 1000 1100 1200 1300 1400 1400 1500 1700 1820 1900
miz
p+-p++21-38
b3-98 prec++-38 b14/98 b16-38
y3 bs b yb6 b7 7 »B va yi0 yl2 yl13 yl4 yl6 b17 w17
v| 121 101.E SApSPODDLGSSNWEAADLGNEER h3/w21 ¥ Show anly matched ions

251931 pSASPDDDLGSSNWEAADLGNEER b1 /w23 PTH mnzitinn: SARSPOONT ESSMWEAANT GMFFR R340
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ g Pf_z_ptides: 2inAB.C.

Score inA B.C: 73

Mass

v 151823 KEESEEpSDDDMGFGLFD B7/011
251 731 KEEpSEESDDDMGFGLFD ba/w14

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[#¥]1 SASPDDDLGSSNWE... 1pST 13037 [5... 1 590 1016 10159 ... R. K 2 1258.001 -2.1 1} 1]
[#¥]1 SASPDDDLGSSNWE... 1pST 13038 (1... 1 140 301 3010p.. R. K 3 839.001 0.2 1} 0
100 B04.25802 21211877
e
3 056 S6050
50
3 78081537
» 709
< 607 58126215
= 50% 77 ATEES
-
w40 1103 47778
¥ 3 97445745
20 577 26817 1106 12878
3 547 40009
3 418.31110 1276 52608 1788 43518
103 20426361 142387048 154113977 45z4 05066
E 1530 52561
[up!
00 1000, 1400 1200 1300 1400 1500 4600 4700 4800 1800
miz
pr+la
b4-98 b8-98 b10-98
y2 v5 bE b b b10 b17
v 1513001 SApSPDDDLGSSNWEAADLGNEER b3/l ¥ Show only matched ions
vl 251301 pSASPDDOLGSSNWEAADLGNEER b1 /y23 PTH mnsitine: SARGPRNNI RSSNWEAANT GNFER R3Au?1
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!]_ul o_f_5_p\=:p_ti_d_e_s: BinAB.C. ScoreinAB.C:140
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F1KEESEESDDDMGFG... 2pST 11448 400 1 400 158.3 15831 .. K - 2 105853561 1.7 1 39
[F1KEESEESDDDMGFG... 2pST 11446 [3._. 1 310 1193 11927 . K - 2 1055350 0.0 1 K|
[F1KEESEESDDDMGFG... 1pST 10962 [2._. 1 290 823 8229K._.. K - 2 1015366 0.8 1 10
[F1KEESEESDDDMGFG... 1pST 10963 [2._. 1 280 349 3494K._.. K - 2 1015366 0.8 1 5
[F1KEESEESDDDMGFG... 2pST 11447 [1._. 1 120 684 6B41K_. K - 2 1055350 0.0 1 12
900.07092
100
a0
] 957 06055
50
- 707
E EiDi N p— 115554499
f SDE 297.47742 1570.38028
5 0]
& 3
203 65521322
3 1375.33020 1740 60330
203 1267 02686
3 snzsasss |7 250985 1120 52162 Spp— 1836 53502
103347.22034 485 36823 10¢
04
300 400 500 f2li] 700 £00 an 1000 1100 1200 1200 1400 1500 {B00 1700 1500 100
b++15 b++16-38 mez
p++8
prec++-53 b15-93
pd b5 y6 y7 b9 b10 b1l b12 b13 bi4 b15

v Show arly matched ions
PTH mnsitinne KFFSFERSDNONMEFRE] FM BT vl
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File W¥Wiew Proteinz and Feptides

Automation Spectrum Cuantitation

=00

00 [=ulx}

b3

OutofSpeptides:5inAB.C.  ScoreinAB.C:140 [TTTTITTTT]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F KEESEESDDDMGFG... 2pST 11448 400 1 400 1583 1583 .. K - 2 1055351 1.7 1 i
[F KEESEESDDDMGFG... 2pST 11446 [3... 1 3.0 1193 11927 .. kK - 2 1055350 0.0 1 n
[F KEESEESDDDMGFG... 1pST 10962 [2... 1 290 823 8229k.. K - 2 1015.366 0.8 1 10
[Fl KEESEESDDDMGFG... 1pST 10963 [2... 1 280 349 3494k K - 2 1015366 0.8 1 5
[F KEESEESDDDMGFG... 2pST 11447 [1... 1 120 684 GEATK.. K - 2 10585350 0.0 1 12
59090863
100
80 826 40501
50
N E
Lk
2 603
£ 3
w40
£
SDE 951.32204 18518
e 11841 76053 133450521
3 B7a.ca0n | o0-BEATE 1085. 52856 117241332 g ariEr
105 1 ‘ [ 1530 5IETE
J334.28204  H7432764 B07.31531 713.97687 ‘ ‘ 1277 54402 ‘ 7
D:|I|I T T T T ||I I| |II T T ||||I T T I|||I ||I|!|| ||I I|III I|I T T T ‘I T T |I| T I‘I T T T T T | T T || || T T T T T Ll T I|HIII T T T T
400 500 00 700 800 a0 1000 1100 1200 1300 1400 1500 1600
b++15-4 b++15-98 ™=
y+el2 y++16
b10-98 b11-9b12-98 b13-98
b4
v 13134.9 FEESEEpSDDDMGFGLFD B7 /011 ¥ Show only matched ions
251285 KEEpSEESDDDMGFGLFD bdArl4 PTM nnsitinn: KFFSFFRSDNNMGFR] FD 7/
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
DutofSpeptides:5inAB.C.  ScoreinA,B.C: 140 EENNNNNNEEENEEENEENE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] KEESEESDDDMGFG... 2pST 11448 40.0 1 400 1583 165831 . K - 2 1065351 1.7 1 il
[¥] KEESEESDDDMGFG...  2pST 11446 [3... 1 30 1193 11927 . K - 2 1055350 0.0 1 kil
[¥]KEESEESDDDMGFG... 1pST 10862 [2... 1 290 823 8229k K - 2 1015366 0.8 1 10
[¥]KEESEESDDDMGFG... 1pST 10863 [2... 1 280 349 484K, K - 2 1015366 0.8 1 5
[¥]KEESEESDDDMGFG... 2pST 11447 (1. 1 120 684 GBAIK._.. K - 2 1065350 0.0 1 12
1006.47539
100
e
e
- 703
& 3 53099531
2 60
% s0]
£ 9
& 407
€ 3
a0
20; 566.37038 1455 23400 16503714956
103 GS540466  B17.42517 Wmssias:  120aagspz  ooToeaRd 152045060
1 avs.17EsT 58540402 P 1561 460483 .
04

oo £00 920 10010 140N 1200 1300 1400 15010 1600 1700 1800 1900
b++ b- b++ b++16{38 m/z
prec++-3b3-98 b10-98 b11-98 b13-98 b15-98
yEb5 yibb 3 b9 b10 b11 b12 b13 b15

v 1511193 KEEpSEEpSDDDMGFGLFD bdAy14 b7 A1l

v Show arly matched ions
PTh mnsitinne KFFRSFFEnSNNMNMGFERE]FD hdAold B7 Al
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!]_ul u!_ﬁ_pfgp_li_d_tis: HhinAB.C. ScoreinAB.C:140

v 131 68.4 KEEpSEEpSDDDMGFGLFD bdAv14 b7/

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F KEESEESDDDMGFG... 2pST 11448 400 1 400 1583 1583 .. K - 2 1055351 1.7 1 i
[F KEESEESDDDMGFG... 2pST 11446 [3... 1 3.0 1193 11927 .. kK - 2 1055350 0.0 1 n
[F KEESEESDDDMGFG... 1pST 10962 [2... 1 290 823 8229k.. K - 2 1015.366 0.8 1 10
[F KEESEESDDDMGFG... 1pST 10963 [2... 1 280 349 3494k K - 2 1015366 0.8 1 5
[Fl KEESEESDDDMGFG... 2pST 11447 [1... 1 120 684 GEATK.. K - 2 10585350 0.0 1 12
57 55920
100
E
e
I
uE 60 93053454
2 .3 50090222
T 803 817 44400
% a0
< 305
= 1357 56921
E 682.32483
3 111150220
20 141452253 190189180
E 994.13879 12at 81418 1542 D6033 17
103 433 21636 60211122 ‘ ‘ . |
J291.35840 101247192 | .
D-||||||||||||||||||||||||||I|I|||||II||I|||I!' |”|II|J|| I||||||I|||||I|||||||I|L|||||l| ||||!|||||||||I|I||'||||||
300 410 500 £00 700 00 200 100 1100 1200 1300 1400 1500 1600 T
b++15-"b++1b++16-18
b9-196 b9-9% b11-9b12-'b13-1b14 b13-98 b15-1
y3 y6 b5 »i

[V Show only matched ions
PTH mnzitinke KFFRSFFRSNONMNMGFER] FD kdAold B7 Al

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

!]_ul o_f_5_p\=:p_ti_d_e_s: BinAB.C. ScoreinAB.C:140

v 151158.3 KEEpSEEpSDDDMGFGLFD bdAy14 b7 A1l

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FlKEESEESDDDMGFG... 2pST 11448 40.0 1 40,0 158.3 15831 ... K - 2 1065351 1.7 1 39
[¥l KEESEESDDDMGFG... 2pS5T 11446 [3... 1 310 119.3 11927 . K - 2 1055350 0.0 1 ki
[¥l KEESEESDDDMGFG... 1pST 10962 [2... 1 290 823 8223K.. K - 2 1015366 0.8 1 10
[¥l KEESEESDDDMGFG... 1pST 10963 [2... 1 28.0 349 3M494K.. K - 2 1015366 0.8 1 5
[¥l KEESEESDDDMGFG... 2pST 11447 (1... 1 120 684 6B41K.. K - 2 1055350 0.0 1 12
1006 39745
100
Qné
80
e
LR
H 1 0930.723430
2 507
£ 7
& 407
P 3
20 1455 30396
E 0099133
20
3 555 27087 566 59041 1037 30815 1357 40394 1650 25008 182847033
103 ' 78630501 120017085 1564 54077
E 522.26398 598.32825 1731.40930 -
03
400 500 800 o0 £00 00 1000 4100 4200 4300 | 4400| | 1sap | qeoo | 47o0l| 4800 4900
b++13-19% bib++ h++16-38 miz
p12
prec++-%b3-98 b11-b12-98 b13-98 b15-38
b4 y5 yEbS ¥ b9  y1b10  pi1bl1 bi12 b13 Iyld b15

v Show arly matched ions
PTh mnsitinne KFFRSFFEnSNNMNMGFERE]FD hdAold B7 Al
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 1 P_e_plides: 1inAB.LC. Score inA B.C: 22 Mass

Sequence | Modification | Query | Ma.. | Dish.. | M523, [ M5.. | PTM.. | PTMinta [ L/ R o] MCR[TH| Rele.. | Mi.. | Delt.. |
[F TALWASEPGTPPLP... 1pST 13858 22.0 1 220 448 4475T.. R.N. 3 918137 02 0 2
aGs 24662

100
QD:
a0
Fi1]

=]
(=)

216.32135

&

Felative Abundance
o
=]

28419940

30
-0 80148220
1016, 26605

10 5511230 111338903 577 47000

as03z037 A8 B0536 ' 142080582 1501.70544 4570 gsass 1256 60556

u]
200 400 S00 GCO Foo S0 Qo 1000 110 1200 1300 1400 1500 AG00 1700 1500 120
bs++14-138 miz
[ peel2 y++15 preliyrep++20 y++24-98
y3-98
b4 b5 b7 vi
| 15l 44.8 TOLWASEPGPTPPLPTSLPSONPILE B10416 A ¥ Show only matched ions
25 381 TQLWARSEPGTPPLPTSLPSAMPILE. bEAZ0 PTh mnzitinn TAOPWASFPRERTPPI PTSI PSANPIE FINATR

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

!]_ul o_f_3_p\=:p_t i_d_e_s: 3inAB.C. ScoreinAB.C:137

Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[¥] 555PAPADIAQTYRE. .. 1pST 10548 6B9.0 1 630 968 96775 K T 2 982951 0.8 1] i]
[/l 555PAPADIAQTYRE. .. 1pST 10652 [5... 1 510 858 85785 .. K T 2 982951 0.2 1] 7
[¥l 555PAPADIAQTYQE. .. 1pST 10651 (1. 1 170 615 61515 K T 2 98295 0.5 1] i]
812 62109
100
Qné
80 145571200
e
B a0
ERE 547 21954 1059 0888
£ o7 65 GE162
& 407 f60.7a000 72580437
@
203
3 1472 B3E72
20 1287 57285
3 510 22086
3 1473.64844
10528821525 1305 57144 Tioar romsd 0 oo0eed e o sr7as 1ot
o 1
200 4ar 01 &0 700 g0 00 000 | 1400 A200 400 4400 | 4500 1800 1700 1800 14900
b++1€-58 miz
p++1}b prye+16-98
b5-98
¥z b!y4 vh v6 b8 7 v9 b1l pl0 yi1 yl13 ¥15 blG
v| 121858 55pSPARADIALTYHEDLR b3A1E ¥ Show anly matched ions

251 77.8 SpSSPAPADIAUTYREDLR b2A17 PTH mnzitinn: S5RSPARPADIANTYIIFNI R R3ATR
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File W¥Wiew Proteinz and Feptides
!]_ulu_l_3_p£5p_li_d_£is:3inA,B,E_

Automation Spectrum Cuantitation

ScoreinA B.C:137

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F555PAPADIARTYQE... 1pST 10548 69.0 1 690 98 96775 K T 2 982951 0.8 1] a
[F555PAPADIARTYQE... 1pST 10552 [5... 1 510 858 85.785.. K T 2 982951 0.2 1] i
[F555PAPADIARTYQE... 1pST 10551 [1... 1 170 B15 G61.515.. K T 2 98295 0.5 1] a
100+ 212 BOS10
E
e
- E
e 1455 BEIET
2 603
g
T B0 20742 1050 52079
= 3 02600102
=03 B80.45680 1172 62280
203 700 21790 0F5.42661
105 285 26425 51022083 1287 93148 1472.63123 1677 4G5
17 143347838 1562 57058 1741613074
[up!
200 402 500 GO0 700 2l 00 1000 1100 13200 1300 1400 1500 1600 1700 150C
b++1E++17-58 iz
p++13 priy++16-98
b5-98 prec++-98
»11-93
y2 y3 b!p4 (5] » »a yl0 yi1 yi3 b15 b16
v| 1:196.8 S5pSPARPADIARTYREDLR b3A1E ¥ Show only matched ions
251 87.5 SpSSPAPADIAQTWREDLR b2A17 PTM nnsitinn: S5RGPAPADIANTVAFNI R H3A0R
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof3peptides:3inAB.C. ScoreinAB.C:137 ANEEEENENENEENENNNNENNNNENENEDEEN
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[F1555PAPADIARTYQE. . 1pST 10548 6B9.0 1 630 968 96775 K T 2 982951 0.8 1] i]
[F15S5PAPADIAQTYQE... 1pST 10652 [5... 1 510 858 85785 .. K T 2 982951 0.2 1] 7
[F1 555PAPADIAQTYQE... 1pST 10651 (1. 1 170 615 61515 K T 2 98295 0.5 1] i]
1466 71802
1004
e
805 92523718
3 81262622
E 942 68970 1082.42120
z 7 72842457
E 60
ERE B0 S0
a S0
£ ] 1233.12048
2 7 482 17303
£ o] 1358 54150
E 42 33473 187810510
20 500 25050 1627 5383E
Jz88.20114 151632668
102 =1= P 1997 Ge
04
200 400 800 00 700 200 anin 1000 1100 H200 1300 | 1400 | 4500 1800 4700 1200 1800
b++13-98 bet-+16-98 miz
p+rl1Z p++15 p+16
b5-98 prec++-38
p2 b5 vh y6 b8 »a yiD yl2 yi3

v 151615 55pSPaPADIANTYHEDLR b3A0E
251 54.6 SpSSPAPADIAGTVREDLR 217

v Show arly matched ions
PTh mnsitinnr SSnSPARPADIANTVAFNI R R3A00R
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 3 P_e_pEides: 3inABLC. Score inA B.C: 51 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FSTAQRELDGKPASPT... 1pST 13749 200 1 20.0 470 46975.. A . E 3 909.784 -1.2 1] 5
[FSTAQRELDGKPASPT... 1pST 13750 (1... 1 170 373 373550 RAE 3 909.784 -1.2 1] 1
[FSTAQQELDGKPASPT... 1pST 13747 (1... 1 140 347 34695, A E 3 909.782 0.9 1] 2
877.39850
100
E
e
I
5 603
% &0
£ 3
w40
= 203 801.53088
205 somoasqg 03539807 || 028.13824
3 ' 035 60505
103 569 57500 - 1130 sapag 128954653
3 222 za7as 51634360 1334.81077 ETAEE22E oo o o
0 el
300 400 500 £00 700 £00 200 1000 | 1400 42000 1300 | 1400 1500 100 4700 4800 1@00
miz
p++11 pe+l3 p++15-98  pe+lp++19
b bE& w/b7 b10 [ )
v 15l 347 STAQGQELDGKPAPSPTPYIVASHTANE b13/w14 ¥ Show only matched ions
25l 343 STAQQELDGRPASPDTPYIVASHTANK B15/012 PTM masiinre STARMAF] DEKPARSPTPUIVASHTANE hl3/uld

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 3 peptides: 3inAB.C. Score inAB.C: 51 Mass ITTTITRTITTIIIInd
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[ STADGELDGKPASPT... 1pST 13743 200 1 20,0 470 46975 R.E 3 909784 12 O 5
[ STADGELDGKPASPT... 1pST 13750 (1. 1 17.0 373 37355 R.E 3 909784 -12 O 1
[ STADGELDGKPASPT... 1pST 13747 (1. 1 140 347 34695.. R E 3 909.782 09 0 2
877 42529
100
QDE
a0
70

o
(=]

g
Lo bvenn s by b b Lo benaa L

Relative Abundance
m
=1

83565363
* 76 TA16 asg.29013
20 569.07030 T 1058.20435
1136.587 16
o 72826837 52820604
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438 2858z O 102300 140085179 187370276 457180045 15
i
300 400 500 G600 700 200 =lulu] 1000 1100 1200 1z00 1400 1500 1600 1700 1800
b+416-98 m/z
p++11 | pe+13 y++ y++l6 p++19-98 pi+24
b13-98
»3 b5 vb » »i1 bl2
v| 1= 47.0 STAQQELDGKPARSPTRVIVASHTANE b13/014 ¥ Show anly matched ions

251 347 STAQQELDGKPASPRTPYIVASHTANK B15/w12 PTH nnzitinne STAQMF] DEEKPARSPTPYIVASHTAME 134004
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v 151 51,3 AIGGILTApSHNPGGPHNGDFGIE b10/yw14
vl 23 51.3 AlGGILeTASHNPGGPNGDFGIK b2/ATE

v Show arly matched ions
PTH nn=ibnne AIGEI TARSHMPRGPMEDFGEIE B10A14

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Dut of 3 peplides: 3inAB.C.  ScoreinAB.C:51  Mass EEEEEEEEEEEERNNENNEERRANNNNNNRENE
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ STAQRELDGKPASPT... 1pST 13749 20.0 1 200 470 46975.. A . E 3 909.784 -1.2 1] 5
[ STAQRELDGKPASPT... 1pST 13750 (1... 1 170 373 373550 RAE 3 909.784 -1.2 1] 1
[ STAQRELDGKPASPT... 1pST 13747 [1... 1 140 347 34695, A E 3 909.782 0.9 1] 2
1004 702 52506 036 45503
e
3 TEE.25385
20
] 86505802
» 709
R 1136 40634
3 503
2 603
E 40% 1030 84387 112620066
3
30
3 gs0zogge | 570-10010
207 623.24188
o] h 1339.T1003 1494, 18530 1647 98315 1
03 L I|||||I|||||||||||||||||||||||||||||
300 400 500 B00 Eieh] £00 200 1000 1100 1200 1200 1400 1500 1800 1700 180
miz
y-+8 p++12-98  p++14-9p++15-98
b11-98 b13-98
vd v5 ybl0  yl1 yl2
w| 12 373 STAQQELDGEPARSPTRYIMASHTANK B13/y14 [¥ Show only matched iong
2s 32.3 STAQOELDGRPASPRTPYIVASHTANE b15AT2 PTH mnzitinee STAMOF] DRKPARSPTPYIVASHTAME R13/014
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 10 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F] AIGGILTASHNPGGP... 1pST 12325 10.0 1 100 M3 51.32A.. K F 3 762711 KR 1] 1
105175391
100
a0
ané
) 703 s20 0352 730.52500
< E0 750.69044
2 &0 720.11700 93813141
ﬁ 40% 247 40375
* 303 94871021 1228 57251
20%
3 107094507
e eT ST | 143253650
3242 17833 121157581 . 155071553 157
04
300 400 1000 1100 1200 1200 1400 1500 1800
b++16-58 m/z
y++9  p++l11 p++13 1y++19-98 p++21
b3 b5 y7 v8 b12 b15y14
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!]_ul u_l_1_l] |:!e_|:|_l_i l:!t_:s: 10inAB.C. ScoreinAB.C: 400

Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Det.| ~
[ LGAGEGGEASYSPEK  1pST 7042 [5... 1 570 735 7352L. K T 2 734325 -4.3 1] 19
[ LGAGEGGEASYSPEK  1pST 7035 [4... 1 470 687 GBEYL.. K T 2 73479 17 1] 17
[ LGAGEGGEASYSPEK  1pST 7039 (4. 1 470 63 ¥6.35L.. K T 2 734323 1.7 1] 18
[ LGAGEGGEASYSPEK  1pST 7043 [4... 1 420 3|1 3IBI2L.. K T 2 734325 -4.3 1] i
[ LGAGEGGEASYSPEK  1pST 041 (4. 1 410 896 59.99L.. K T 2 734.323 -2.3 1] i
[ LGAGEGGEASYSPEK  1pST 7034 (3. 1 340 604 GO40L.. K T 2 734719 17 1] 4
[ LGAGEGGEASYSPEK  1pST 7040 2. 1 280 M2 N24L.. K T 2 734.323 -2.3 1] 10
[ LGAGEGGEASYSPEK  1pST 7036 [2... 1 200 6BED0 GEO4L.. K T 2 734323 -1.3 1] 7
[FILGAGEGGEASYSPEK.  1pST 7038 [1... 1 17.0 669 6690L.. K T 2 734323 1.7 1} H w
100+ £55 23054
e
sné
- 703
2 &0
2 503
-
w40
7
30
3 B76.62543 | 725.49635 1040.56056
ZDE 04z 34033
e 373.32638 540,23810 62835007 707 42666 997 52026 172454717
3 301.39212 4222974 81171143 i 115244057 123247
0 T Il'l' |I'|||| |"I'|I'1|'“| 1 I |'|'| T |||'= T Tt
200 400 500 600 700 500 200 1000 1400 1200 1300
miz
prec++-98 b12-£8 b14-98
y4-98 y10-98
b4 v3 b7 va vl bi12 [
v 131 66.9 LGAGE GGEASYPSPEK b12/vd ¥ Show only matched ions
251 51.8 LGAGEGGEADSYSPEE b10/v6 PTH mnsitinr: | RARFRREFASYRGPFE R122ud
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof10peptides:10inAB.C.  ScoreinA.B.C: 400 (TT1]]
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM._ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Det. | ~
[¥] LGAGEGGEASYSPEK  1pST 7042 |5 1 b&70 F3h 7302L.. K T 2 734325 -43 1] 19
[¥] LGAGEGGEASYSPEK  1pST TO35 [4... 1 470 6B.7 GBGYL.. K T 2 734313 37 1] 17
[¥] LGAGEGGEASYSPEK  1pST T039 [4... 1 470 6.3 76.35L.. K T 2 734323 1.7 1] 18
[¥] LGAGEGGEASYSPEK  1pST TO43 4. 1 420 381 3IB12L.. K T 2 734325 -43 1] 7
[¥] LGAGEGGEASYSPEK  1pST o4 4. 1 410 596 5959L.. K T 2 734323 -23 1] 7
[¥] LGAGEGGEASYSPEK  1pST T034 (3. 1 340 G604 GO40L.. K T 2 734313 37 1] 4
[¥] LGAGEGGEASYSPEK  1pST T040 |2 1 280 M2 N24L. KT 2 734323 -23 1] 10
[ LGAGEGGEASYSPEK  1pST TO036 (2. 1 200 G600 GEOAL.. K T 2 734323 -1.3 1] 7
[ LGAGEGGEASYSPEK  1pST TO038 (1. 1 170 669 GEA0L.. K T 2 734323 1.7 1} h w
04z 53539
100
a0
30%
- 707
T ED; £28 57037
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2 7
R 407
P ]
203 500 45798 885 AE502
3 410,13872
203 60047308
= 258 20425 S41.55151
10 38331506 |442 54087 72441431 83054730 102420298 11305108412054&
E 3261488 “'] 455 43500 | | |l FOE.79901 | l I :
o4 ."'.|'.'.f :”.".'i-.'|". e Aaarases o .'.'I'.‘.l. - .ll I ! L R At saas (LR I B Ly
200 300 400 500 &0 il 200 a0 1000 1100 1200
miz
p++y++14-98
b11-98
yh-98 y6-98 yi-a8 v3-98 »10-98 y11-98 »12-98
»3 b5 b9 bi10
v 131 76.3 LGAGE GGEASYPSPER b12/yd ¥ Show only matched ions

251525 LGAGEGGEAPSYSPEK b10/vE PTh mnzitinn: | RARFGEEFASYRSPRE R12/ud
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File V¥iew

Froteinz and Feptides

Automation Spectrum Cuantitation

Outof10peptides:10inAB.C.  ScoreinAB.C: 400 [TTTTITTTT]
Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Det.| ~
[ LGAGEGGEASYSPEK  1pST 7042 [5... 1 570 735 7352L. K T 2 734325 -4.3 1] 19
[ LGAGEGGEASYSPEK  1pST 7035 [4... 1 470 687 GBEYL.. K T 2 73479 17 1] 17
[ LGAGEGGEASYSPEK  1pST 7039 (4. 1 470 63 ¥6.35L.. K T 2 734323 1.7 1] 18
[ LGAGEGGEASYSPEK  1pST 7043 [4... 1 420 3|1 3IBI2L.. K T 2 734325 -4.3 1] i
[ LGAGEGGEASYSPEK  1pST 041 (4. 1 410 896 59.99L.. K T 2 734.323 -2.3 1] i
[ LGAGEGGEASYSPEK  1pST 7034 (3. 1 340 604 GO40L.. K T 2 734719 17 1] 4
[ LGAGEGGEASYSPEK  1pST 7040 2. 1 280 M2 N24L.. K T 2 734.323 -2.3 1] 10
[l LGAGEGGEASYSPEK  1pST 7036 [2... 1 200 66D GEO4L.. K T 2 734323 -1.3 1] 7
[F] LGAGEGGEASYSPEK  1pST 7038 [1... 1 17.0 669 GE90L.. K T 2 734323 1.7 1} H W
625.28119
100
QDé
sné
- mé
2 &0
2 503
g 3
w40
7
30 57654203
3 716.02594
203 54013205 G2844232 S 1090.45605
3 ’ 297 35541
103 ITBATTOE 445 20401 600.61238 210.51261 1226 71526
J 26840125 =2 1151 40015 : 1291.51980
n= plop Il"'l“"| P |LI| I||I|L||1|J||II|.| I.L X f Il.lilul-ll| hll lluhqu.l el Loy
300 400 500 B00 o0 500 900 1o 1100 1200 1300 1400
miz
p++5-98
prec++-98 b12-98 b14-98
y4-98 y6-38
(%] b5 pd » »a p10 yl2 b14
v 131 B6.0 LGAGE GGEASYPSPEK b12/vd ¥ Show only matched ions
2:1 438 LGAGEGGEARSWSPEE. b10/E PTH mnzitinge | RARFRGFASYRSPFE R 2Aud
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof10peptides:10inAB.C.  ScoreinA.B.C: 400 (TTTIIRLTTII ]
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM_ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Delt. | ~
[¥] LGAGEGGEASYSPEK  1pST T037 E7.0 1 670 15 A47L.. K T 2 734323 -1.3 1] 21
[¥] LGAGEGGEASYSPEK  1pST 7042 5. 1 b&70 35 73052L.. K T 2 73435 -43 1] 13
[¥] LGAGEGGEASYSPEK  1pST TO35 [4... 1 470 6B.7 GBGYL.. K T 2 734313 37 1] 17
[¥] LGAGEGGEASYSPEK  1pST T039 [4... 1 470 6.3 76.35L.. K T 2 734323 1.7 1] 18
[¥] LGAGEGGEASYSPEK  1pST 7043 [4... 1 420 381 3IB12L.. K T 2 734325 -43 1] 7
[¥] LGAGEGGEASYSPEK  1pST o4 4. 1 410 596 5959L.. K T 2 734323 -23 1] 7
[¥] LGAGEGGEASYSPEK  1pST T034 (3. 1 340 G604 GO40L.. K T 2 734313 37 1] 4
[ LGAGEGGEASYSPEK  1pST T040 |2 1 280 M2 N24L. KT 2 734323 -23 1] 10
[ LGAGEGGEASYSPEK  1pST TO036 (2. 1 200 G600 GEOAL.. K T 2 734323 -1.3 1} ¥ »
942 32574
100
a0
aué
¥ 703 676.30734
E 60
% &g
g ] £00.30032
& 40
o 3
203 sba8541a 62851525 1071.53320
20
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] 1 I L™ I‘ | ‘ i l | ‘ J e o
RTINSV Y 141 O Y O o T
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miz
y++12-98p++14-98
b13-38
p4-98 yo-98 y6-98 yi-a8 yg3-98 v9-98 1098 y11-98 v12-98
y2 b5

v 151715 LGAGEGGEASYPSPEK b12/yd
251629 LGAGEGGEAPSYSPEK b10/E

v Show arly matched ions
PTH mnsitinne | RARFREFASYRSPFE R12Aud
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File W¥Wiew Proteinz and Feptides
Outof10peptides:10inA.B.C.

Automation Spectrum Cuantitation

ScoreinA.B.C: 400 ENEERRNNNENENNNEEEEN

v 151381 LGAGEGGEARSYSPEK b10/yE
251 31.6 LGAGEGGEASYPSPEK b12/v4

¥ Show anly matched ions
PTH mnsitinne | RARFREFARSWSPFE R1NAUR

Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Del.| ~
[“] LGAGEGGEASYSPEK  1pST 7037 G670 1 &7.0 1.5 A47L.. K T 2 734323 -1.3 1} 21
[l LGAGEGGEASYSPEK  1pST 7042 [B... 1 570 735 7352L.. K T 2 734325 -4.3 1} 19
[“] LGAGEGGEASYSPEK  1pST 7035 [4... 1 470 687 GBGE7L. K T 2 734319 37 1} 17
[“] LGAGEGGEASYSPEK  1pST 7039 [4... 1 470 6.3 /6.35L.. K T 2 734323 1.7 1} 18
[“] LGAGEGGEASYSPEK  1pST 7043 [4... 1 420 381 3IB12L... K T 2 734325 -4.3 1} 7
[“] LGAGEGGEASYSPEK  1pST 7041 [4... 1 410 96 5959L.. K T 2 734323 -2.3 1} 7
[¥] LGAGEGGEASYSPEK  1pST 7034 [3... 1 340 604 GDA40L.. K T 2 734319 3.7 1} 4
[¥] LGAGEGGEASYSPEK  1pST 7040 [2... 1 280 91.2 9N24L... K T 2 734323 -2.3 1} 10
FILGAGEGGEASYSPEK  1pST 7036 [2... 1 200 B6ED G6ED4L... K T 2 734323 -1.3 1} ¥~
fi95 567802
100
e
ané
- 703
2 603
2 503
-
w40
7
30
20% 676 65575
3 72438120 1040 33984
10{ S — 427 74087 540239950 B2E31122 FOT.24030 a4z 43579
E 1151.44556 1227 54224 1322 i
03 I25=I3.2:C_I5EII3I M. LIIILI Lln ot e l.ll.llhlll.JLl Llh; sy |||al||..|u|.-| ol Iull.d.ll . llll.a S IS Inll b I-I e I
200 200 a0 500 500 o 200 200 1000 1100 1200 1300
miz
prec++-38 b12-98
y4-98 y5-98 y6-98 plD-98 yl12-98 ¢13-98
y2 y3 pd v9 p10 pl2 b
v 131735 LGAGE GGEASYPSPEK b12/vd ¥ Show only matched ions
231580 LGAGE GGEARSYSPEE. bil0/vG PTH mnsitinr: | RARFRREFASYRGPFE R122ud
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof10peptides:10inAB.C. ScoreinA,B.C: 400 EENENENNEEEEEENNNENNNENNE
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM_ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Delt. | ~
[FlLGAGEGGEASYSPEK.  1pST 7037 670 1 670 715 FA47L.. K T 2 734323 1.3 1} 21
[FlLGAGEGGEASYSPEK.  1pST 7042 [5... 1 570 735h 7362L.. K T 2 734325 -4.3 1} 19
[FlLGAGEGGEASYSPEK.  1pST 7035 [4._. 1 470 6B7 6BA7L.. K T 2 734319 37 1} 17
[FlLGAGEGGEASYSPEK.  1pST 7039 [4._. 1 470 6.3 76.35L... K T 2 734323 1.7 1} 18
[F1 LGAGEGGEASYSPEK.  1pST 7043 [4._. 1 420 381 3B12L... K T 2 734325 -4.3 1} 7
[FlLGAGEGGEASYSPEK.  1pST 7041 [4_. 1 410 96 59659L.. K T 2 734323 -2.3 1} 7
[FlLGAGEGGEASYSPEK.  1pST 7034 [3_. 1 340 604 6D40L.. K T 2 734319 37 1} 4
[¥] LGAGEGGEASYSPEK  1pST 7040 [2 .. 1 280 912 91.24L... K T 2 734323 -2.3 1} 10
[¥] LGAGEGGEASYSPEK  1pST 7036 [2_. 1 200 660 66D4L... K T 2 734323 -1.3 1} ¥ »
04z 27489
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ané
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L 0051141
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Outofl10peptides:10inAB.C.  ScoreinAB.C: 400 AREREENERENRRNNENNNNNEREENEEE
Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Del.| ~
[“] LGAGEGGEASYSPEK  1pST 7037 G670 1 &7.0 1.5 A47L.. K T 2 734323 -1.3 1} 21
[“] LGAGEGGEASYSPEK  1pST 7042 [5... 1 570 735 7352L.. K T 2 734325 -4.3 1} 19
[“] LGAGEGGEASYSPEK  1pST 7035 [4... 1 470 687 GBGE7L. K T 2 734319 37 1} 17
[“] LGAGEGGEASYSPEK  1pST 7039 [4... 1 470 6.3 /6.35L.. K T 2 734323 1.7 1} 18
[“] LGAGEGGEASYSPEK  1pST 7043 [4... 1 420 381 3IB12L... K T 2 734325 -4.3 1} 7
[“] LGAGEGGEASYSPEK  1pST 7041 [4... 1 410 96 5959L.. K T 2 734323 -2.3 1} 7
[¥] LGAGEGGEASYSPEK  1pST 7034 [3... 1 340 604 GDA40L.. K T 2 734319 3.7 1} 4
[¥] LGAGEGGEASYSPEK  1pST 7040 [2... 1 280 91.2 N24L... K T 2 734323 -2.3 1} 10
[Fl LGAGEGGEASYSPEK 1pST 7036 [2... 1 200 B6ED G6ED4L... K T 2 734323 -1.3 1] ¥~

68657135

1004

e

503
N 703
2 603
2 503
-
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3 72499792
ZDE 676.85127 1040 20507
10 628 55661 797 39667
1 255 04801 338.11?;31'334?8 442 28796 540 25659 SI0EIEET o7 11g06 151201900 1226 36320 132268225
g o 5

200 400 SO0 [=ul] Fo0 200 200 1000 400 1200 1200
miz
p++12-f p++14-08
prec++ 98
y4-98 yb6-98 v3-98 y10-98 yl12-98
3 b5 y4 b10 yi0  bi2 vil  yl12 b14
v 13191.2 LGAGE GGEASYPSPEK b12/vd ¥ Show only matched ions
231832 LGAGEGGEARSWSPEE. b10/E PTh nnzitinn | GARFREFASYRSPFE R12Aud

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Outofl10peptides:10inA.B.C.  ScoreinA.B.C: 400 EENNEENNNNEEENNEENEENEEENNENEEENEE
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM_ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Delt. | ~
[¥l LGAGEGGEASYSPEK  1pST 7037 67.0 1 &7.0 715 7147L... K T 2 734323 1.3 1] 21
[¥l LGAGEGGEASYSPEK  1pST 7042 [5... 1 570 735 7352L.. K T 2 734325 -4.3 1] 19
[¥l LGAGEGGEASYSPEK  1pST 7035 [4... 1 470 687 BBG7L.. K T 2 734319 3.7 1] 17
[¥l LGAGEGGEASYSPEK  1pST 7039 (4. 1 470 6.3 76.35L... K T 2 734323 1.7 1] 18
[¥l LGAGEGGEASYSPEK  1pST 7043 [4... 1 420 381 3B12L... K T 2 734325 -4.3 1] 7
[l LGAGEGGEASYSPEK  1pST 7041 4. 1 410 596 5959L... K T 2 734323 -2.3 1] 7
[¥l LGAGEGGEASYSPEK  1pST 7034 [3... 1 340 604 60O4DL... K T 2 734319 3.7 1] 4
[FLGAGEGGEASYSPEK  1pST 7040 [2... 1 28.0 91.2 91.24L... K T 2 734323 -2.3 1] 10
[FLGAGEGGEASYSPEK  1pST 7036 [2... 1 20,0 660 6B6D4L... K T 2 734323 1.3 1] ¥ =
04231952
1004
E
80
a mé B20.25232
E 60
S 50? £76.63011 585 50610
2 a0 1071.57935
T ag7.1759z 54155341
LS 7
30 500 48412 70002788 112073770 )
20 200 12327 B12.27673 122
. J1e7 1a012 : 428 36208 e
3 ‘ 52812658 ' | \ ‘ ‘ | | l 1053 55006 1200 61047
IVt PP 1 R O = O i
200 300 400 500 00 700 500 a00 1000 1100 1200
miz
p++12-98
5-98 y6-98 y8-98 9998 10-98 y11-98 y12-98
b3 b4 bh b9
v 13159.6 LGAGE GGEASYPSPER b12/yd ¥ Show only matched ions

251525 LGAGEGGEAPSYSPEK b10/vE PTh mnzitinn: | RARFGEEFASYRSPRE R12/ud
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Dutof10peptides:10inAB.C.  ScoreinAB.C: 400 ENEEEENNEEEENNEEEENNNEENEENNENENNNENEER
Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Del.| ~
[FLGAGEGGEASYSPEK  1pST 7037 67.0 1 67.0 715 7147L.. K T 2 734323 13 0 21
[FLGAGEGGEASYSPEK  1pST 7042 (5. 1 57.0 735 7352L.. K T 2 734325 43 0 19
[FLGAGEGGEASYSPEK  1pST 7035 (4. 1 470 68.7 GEG7L.. K T 2 734319 37 0 17
[FLGAGEGGEASYSPEK  1pST 7039 (4. 1 470 763 76.35L.. K T 2 734323 17 0 18
[FLGAGEGGEASYSPEK  1pST 7043 (4. 1 420 381 3812L.. K T 2 734325 43 0 7
[FLGAGEGGEASYSPEK  1pST 7041 (4. 1 410 596 5959L.. K T 2 734323 23 0 7
[FLGAGEGGEASYSPEK  1pST 7034 (3... 1 340 60.4 G040L. K T 2 734319 37 O 4
[FLGAGEGGEASYSPEK  1pST 7040 (2... 1 280 91.2 9N.24L.. K T 2 734323 23 0 10
FLGAGEGGEASYSPEK  1pST 7036 (2. 1 2000 660 GEDAL.. K T 2 734323 13 0 7~

635.31311
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QDé
ané

- 703
2 &0
2 503
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w40
7 71642523

20 676 45570
20% 1040.3:3032
] 540 26372 797 34558
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103 37328784 442 20257 62831873
E 300 26843 -2 Q09.75082 1151 56860 1223.404137 1340.4030
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300 400 500 500 700 200 300 1000 1100 1200 1300
miz
prec++-98 b12-98 b14-98
y4-98 v3-98 ¢10-98 y11-98
b3 3 b5 b7 yi0
v 131604 LGAGE GGEASYPSPEK b12/vd ¥ Show only matched ions
231525 LGAGEGGEARSWSPEE. b10/E PTh nnzitinn | GARFREFASYRSPFE R12Aud

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Outof10peptides:10inA.B.C.  ScoreinA.B.C: 400 EENNEENNENEEENEEENEENEEENEEEEENNEENEENEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM_ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Delt. | ~
[¥l LGAGEGGEASYSPEK  1pST 7037 67.0 1 &7.0 715 7147L... K T 2 734323 1.3 1] 21
[¥l LGAGEGGEASYSPEK  1pST 7042 [5... 1 570 735 7352L.. K T 2 734325 -4.3 1] 19
[l LGAGEGGEASYSPEK  1pST 7035 4. 1 470 687 BBG7L... K T 2 734319 3.7 1] 17
[¥l LGAGEGGEASYSPEK  1pST 7039 (4. 1 470 6.3 76.35L... K T 2 734323 1.7 1] 18
[¥l LGAGEGGEASYSPEK  1pST 7043 [4... 1 420 381 3B12L... K T 2 734325 -4.3 1] 7
[¥l LGAGEGGEASYSPEK  1pST 7041 4. 1 410 596 5953L.. K T 2 734323 -2.3 1] 7
[¥l LGAGEGGEASYSPEK  1pST 7034 [3... 1 340 604 60O4DL... K T 2 734319 3.7 1] 4
[FLGAGEGGEASYSPEK  1pST 7040 [2... 1 28.0 91.2 91.24L... K T 2 734323 -2.3 1] 10
[FLGAGEGGEASYSPEK  1pST 7036 [2... 1 20,0 660 6B6D4L... K T 2 734323 1.3 1] ¥ =
D42.37408
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E
80
e
m g3 600 47582
= 50 67630850
2 503 52672125 885.5544
£ 403 1120 53784
€ 3
=0 - 81028608 107146881
203 ’ 599.35995
E 4008855
0] 29929289 g 014e 96050035 ] ‘ 76025100 ‘ 07068375 .
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bi+14-98 ™=
p++10-98 p++y++14-98
b13-38
»4-98 y5-98 y8-98 v9-98 »10-98 y11-98 y12-98
b3 b10
v| 1=1 687 LGAGE GGEASYPSPEK b12/vd ¥ Show anly matched ions

251 45.8 LGAGEGGEAPSYSPEK b10/vE PTh mnzitinn: | RARFGEEFASYRSPRE R12/ud
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1 Pf_z_ptides: 1inAB.LC.

Automation Spectrum Cuantitation

Score inA B.C: 22 Mass

v 13 76.3 D'WEDDpSDEDMSNFDR bEAYTO
251 36.5 DWEDDSDEDMpSHFDR B11445

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l DWEDDSDEDMSNFDR 1pST 10473 [2... 1 220 63 V63D K F 2 97817 0.0 1] 21
028 51288

100

E

e
I
5 603
2 a0 53236708
" £84.39783
& 40
@ 79010663 94513251
R

204

E flad 107236577 122032617
3 437 33722 55128183 ' ' 133832258 407 19278
10% 753.20163 1626 02008 1751.45388
ERa 1867 44513
D_
=0 400 500 £00 200 900 1000 100 4200 1300 1400 1500 1600 1700 1800 190C
miz
y++13-98  pe+ld
prec++-98 b10-93
p2 y3 4 o y6 yi b8 b9

[V Show only matched ions
PTH nnsitine MWENNDRSHFNMSKMERR RN

File ¥iew Proteins and Peptides

Automation Spectrum Huantitation

Out of 4 peptides: 4inA.B.C. Score inA B C: 88

Mazs

v 15l 333 KPATRAEDDEDDDIDLFGpSDNEEEDE. B19/v8

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[/l KPATPAEDDEDDDID .. 1pST 14453 320 1 320 339 3390K.. K E 3 997.058 1.0 1] 30
[¥l KPATPAEDDEDDDID. .. 1pST 15090 24.0 1 240 6.4 76.42K... K E 3 1219.850 -3.3 1 17
[¥l KPATPAEDDEDDDID. .. 1pST 15089 (1... 1 19.0 224 2240K... K E 4 915136 0.4 1 19
[¥l KFATPAEDDEDDDID. .. 1pST 15088 (1... 1 130 313 31.34K.. K E 4 915134 29 1 12
955 21045
1004
Qné
e
e
LR
2 50 1102 26407
£ 3
& 407
@ 3 1249 31665
30 84462006
0 E 81453918 981.58276 1264955690
3 581054411
103 39834427 gq0.25203 115158803 1T B8NS ez 1262
Ja73 azdas 1740 58621 PR
[
300 400 500 600 o0 00 a0 000 | 4400 | 4200 | 4300 4490 IS0 1600, 4700 4800 4800
mis:
p++11 p++15-98
y3-98 v10-98
b4 y8 9 y10 b12 ylibl4 b15

v Show arly matched ions
PTh mnzitinn: KPATPAFDDEOODIN FRRSHNFFFDE R19/08
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v 15l 22.4 KFPATPAEDDEDDDIDLFGRS

DMEEEDKEAAGDLR b139414

v Show arly matched ions
PTH nn=ihnne KPATPAFDDFOODINI FRRSHMFFFOKFAANIR R19/014

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Out of 4 peptides: 4in A.B.C. Score inA_B.C: 88 Mass (TTTTIRTTTIT0T]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F KPATPAEDDEDDDID... 1pST 14453 320 1 320 339 33.90K... K E 3 997.058 1.0 0 30
[F KPATPAEDDEDDDID... 1pST 15090 24.0 1 240 76.4 76 42K... K E 3 1219.850 -3.3 1 17
[F KPATPAEDDEDDDID... 1pST 15089 (1... 1 19.0 224 2240K... K E 4 915136 0.4 1 19
[F KPATPAEDDEDDDID... 1pST 15088 (1... 1 130 31.3 31.34K... K E 4 915134 29 1 12
1004 B56.15470
E
E 050 52134
80
o mg 107274353
3 &0
E 262.04523
% 504 36 7H000
5 0]
£
30
203 716.39111
] B78.45350 1115.79541
3 24 1300.01343
10 WBETNME 45593237 1354 4404 1625.94985
1 3zs.26175 - ) 1742.38904 198
D_
300 400 500 600 700 500 500 1000 1100 1200 1300 1400 1500 1600 1700 1300 1300
mz
[ pral preliprs pral1Dyrel ipes perlp++19
b4 yi0
v 15l 31.3 KPATPAEDDEDDDIDLFGpSDNEEEDKEAADLR B13/014 ¥ Show only matched ions
PTh nnzitinne KPATPAFNOFODDINI FGRSONFFFROKFAADI R R19/014
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 88 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥l KPATPAEDDEDDDID .. 1pST 14453 320 1 320 339 3390K.. K E 3 997.058 1.0 1] 30
[¥l KPATPAEDDEDDDID .. 1pST 15090 24.0 1 240 6.4 76.42K... K E 3 1219.850 -3.3 1 17
[¥l KPATPAEDDEDDDID .. 1pST 15089 ([1... 1 19.0 224 2240K... K E 4 915136 0.4 1 19
[¥l KFATPAEDDEDDDID. .. 1pST 15088 (1... 1 130 313 31.34K.. K E 4 915134 29 1 12
5256.13808
100
3 837.07172
ang
3 95070814
g0
N 703
g Emé 1074.52805
% 03
£ 3
& 407
€ _ 3
303 814.43157
20 74501583
E 67870020
103 B30I 4o ggorr Qe 1384.30432 1613.23989 176021423
1 363.50805 107
04
300 400 £00 500 700 500 a0 1000 1100 1200 1200 1400 1500 1600 1700 1200 1800
miz
p++12 p++ yp++15 p++ yp++18
b pd b7
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 4 peplides: 4inAB.C.  ScoreinAB.C:88  Mass EEENEENNNEEEENNEENNENENENEENNENNEEEEDE
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F KPATPAEDDEDDDID... 1pST 14453 320 1 320 339 33.90K... K E 3 997.058 1.0 0 30
[F KPATPAEDDEDDDID... 1pST 15090 24.0 1 240 76.4 76.42K... K E 3 1219.850 -3.3 1 17
[F KPATPAEDDEDDDID... 1pST 15089 (1... 1 19.0 224 2240K... K E 4 915136 0.4 1 19
[F KPATPAEDDEDDDID... 1pST 15088 (1... 1 130 31.3 31.34K... K E 4 915134 29 1 12
1187 41016
100
E
sné
- E
5 603
% &0
£ 3
w40
£
30
20%
10% TG EBEOET SETA4B24 443005350 1746.77991
J  4svz7ese 55541339 B15.33084 T 120308788 139940159 163191028 1857 87024
D_
400 00 00 700 80¢ 200 100¢ 1100 1200 1300 1400 1500 1600 1700 1200 1800
b++14-58 miaz
yeell p++15-93  peelp++17 p++20 yr+24 prtzp+ prepe+30
¥y
it} o yi i) yl0 b13 b17
v 15l 76.4 KPATPAEDDEDDDIDLFGpSDNEEEDKEAADLR B13/014 ¥ Show only matched ions
2:1 197 KPARTPAEDDEDDDIDLFGSOHEEEDKEAAOLR bd/w23 PTh nnzitinne KPATPAFNOFODDINI FGRSONFFFROKFAADI R R19/014
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!]_ulo_f_5_p\=:p_ti_c_le_s_:5in.h,B,C. ScoreinAB.C:123
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[/l DM5SPLSETEMALGK 1p5T 7742 15.0 1 15.0 3.2 317D, K D. 2 794833 2.5 1] 10
[¥] DMSPLSETEMALGK 1p5T 7 ... 1 120 735 7352D.. K D. 2 734833 2.5 1] 8
[l DVTPPPETEVVLIK 1p5T 7886 39.0 1 390 §22 8221D... K H. 2 808910 2.8 1] 27
[¥] DVTPPPETEVVLIK 1p5T 7887 [3... 1 340 1006 1006D.. K N. 2 B0B.910 2.8 1] 25
[l DVTPPPETEVVLIK 1p5T 7888 [2... 1 230 279 2787D... K W 2 808910 2.8 1] 22
65310748
100
e §11.59877
an
ané
N 703
LR
é 503 760178840 1224 BOE27
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& 407
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303
20% 702 44476
3 30612610
103 P—— 78173806 1027.68030 4124 gaz8s
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b3-98 prec++-38 b10-98 b11-98 b13-38
y2 p3b3 v 1] yiD yi1 b13
| 1211006 DVpTPPPETEYWLIE b3/y12 ¥ Show anly matched ions

251 66.9 DVTPPPERTEVVLIK bBAYY PTh nnzitinne NWRTPPRETEW K R3A12
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!]_ul D_[_5_|JEE|J_“_E_|EES_I hinAB.C.

ScoreinA B.C:123

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F DMSPLSETEMALGK. 1p5T 7742 15.0 1 150 N2 NA¥YD.. K D2 794.833 2.5 1] 10
[F DMSPLSETEMALGK. 1p5T FirL S I | 1 120 735 352D K D. 2 794833 2.5 1] g
[ DV¥TPPPETEVVLIK 1p5T 7886 39.0 1 390 822 8221D... K N2 808910 2.8 1] 27
[ DVTPPPETEVVLIK 1p5T 887 (3. 1 340 1006 10060.. K N. 2 808910 2.8 1] 25
[l DVTPPPETEVVLIK 1p5T 7ge8 (2. 1 230 279 2787D... K N2 808910 2.8 1] 22
653.04132
100
e
ené
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2 &0
2 503
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w40
7
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E f11 67520
20+
E 56315448 a1 B70s 112467688
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0 1 T T et T T 4 T T T T T b T |anan haas ||| et T T 1T T T T T |I Tt T T }
300 470 500 &00 7o 500 900 1000 1100 1200
miz
pr+1lp++12.98
b4-98
y3 4 vE& » y10
v 151279 DVpTPPPETEVVLIK b3/l 2 ¥ Show only matched ions
PTH mmsitinn: MYRTPPRF TR IK Rl
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
OutofSpeptides:5inAB.C. ScoreinA.B.C:123 CTTLIT T T
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DMSPLSETEMALGK 1p5T TF42 150 1 150 N2 NAFD... K D2 794833 25 1] 10
[¥] DMSPLSETEMALGK 1p5T T 1. 1 120 735 7352D... K D2 734833 25 1] g
[¥] DYTPPPETEVVLIK 1p5T 7886 390 1 350 8§22 8221D.. K N 2 808910 28 1] 27
[¥] D¥TPPPETEVVLIK 1p5T 7887 (3. 1 340 1006 10060 ... K W. 2 803910 28 1] 25
[¥] D¥TPPPETEVVLIK 1p5T 7888 (2. 1 230 279 27BYD.. K N2 808910 28 1] 22
£53.07690
100
a0
3 §11.38977
50
N 703
B a0
% &g
g ] 760.18213 1221.60158
& 40
= 305 T0E.02EEE
20
3 112450830
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yib3 (1L} vh »a yl0 yi1

v 151822 DVpTFPPETEVVLIK b3A12
251 37.0 DVTPPPERTEVVLIK bBAYY

v Show arly matched ions
PTh nnsitiner MWRTPPRPE TRV K R340 2
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!]_ul u_l_5_p£5|:|_li_|:_| es: HhinAB.C. ScoreinA B C:123

v 151312 DMpSPLSETEMALGK b3/y12

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F DMSPLSETEMALGK 1pST 7742 15.0 1 150 3.2 NA7D... K D, 2 794.833 2.5 0 10
[F DMSPLSETEMALGK 1pST 741 ... 1 120 ¥3.5 ¥3.52D... K D. 2 794.833 2.5 0 8
[ DV¥TPPPETEVYLIK 1pST 7886 39.0 1 39.0 §2.2 8221D... K N 2 808.910 2.8 0 27
[ DV¥TPPPETEVYLIK 1pST 7887 [3... 1 340 100.6 10060... K N. 2 B03.910 2.8 0 25
[ DV¥TPPPETEVYLIK 1pST 7888 [2... 1 230 279 2/787D... K N. 2 808.910 2.8 0 22
745 06598
100
a0 52305437
ené
- E
5 603
EE 1175.45996
T GUE 7a0.33920 965 41742
5 an3 737.48073 010 63721
& 7 i 921.72950
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v 151 735 DMpSPLSETEMALGK b3/v12 ¥ Show only matched ions
231 51.1 DMSPLOSETEMALGE b&/v3 PTM nnsitinne MRS P SFTERMAI GK R0
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
DutofSpeptides:5inA.B.C. ScoreinAB.C:123 ENENEENNENEEENEEENEENEEENEENNENEEENEEEDE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[/l DMSPLSETEMALGK 1p5T 7742 15.0 1 150 3.2 317D K D. 2 794833 2.5 1] 10
[¥] DMSPLSETEMALGK 1p5T 7 ... 1 120 735 7352D.. K D. 2 734833 2.5 1] 8
[l DVTPPPETEVVLIK 1p5T 7886 39.0 1 390 §22 8221D... K N 2 808910 2.8 1] 27
[l DVTPPPETEVVLIK 1p5T 7887 [3... 1 340 1006 1006D.. K N. 2 B0B.910 2.8 1] 25
[l DVTPPPETEVVLIK 1p5T 7888 [2... 1 230 279 2787D... K W 2 808910 2.8 1] 22
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v Show arly matched ions
PTh nnsitine DRSSPI SFTRRMAL GE h3A12
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil l:!H_PE_ptides: 1inAB.LC. Score inA B.C: 20 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FEAEALLQSMGLTPES... 1pST 14244 200 1 2000 412 #116E.. R.S 3 958460 16 O 1
93417261
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a0 866 02960
7o
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v 15l 41.2 EAEALLOSMGLTPESPIVPPPMpSPSSE B23/W5 ¥ Show only matched ions
25| 404 EAEALLOSMGLTPESPIVPPPMSPSpSE b26/v2 PTH nazitinne FAFAL QSMGI TRFSPRPPPMASPSSE 23R

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 3 peptides: 3inAB.C. Score inA B C: 85 Mazs

Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[ EMLMEDYGSEEEQE .. 1pST 14377 220 1 220 623 G6228E_ R D 3 979710 24 0 22
HAv¥DYSAFGESDDAD. . 1pST 12448 320 1 320 616 G158Y.. K D 21159442 03 0 12
HAV¥DYSAFQESDDAD. . 1pST 12447 (3. 1 310 161.2 161.20 . K D. 2 1159442 03 0 20
1111.14575
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QDE
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70

o
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g
Lo bvenn s by B e D benaa L

Relative Abundance
m
=1

a0
1002 91455
s 75434454 ad0 28815 1222 23363 140z 14308 1827 66805
109 3g5zsgpg 010-27234 63035038 B2533ETY 125352441 152050878 |qa7o41g1a 194270805 1o
£24.43799 i
0
400 s0( 800 700 500 500 1007 1100 1200 1300 1400 1£00| | 1800 {700 1300 1900
miz
1p++ -1 8-98
prec++ 5 b11-98 b13-£8
»11-98 y11-98
y3 yi y5 bE pE  yb7 ¥8 b3 ¥10 b11 b12 b12 p13 b4 yi15 bl
vl 1=l 161.2WWDYSAFAEpSDDADEDYER b10A10 ¥ Show anly matched ions

251 1026 WWDYpSUFUESDDADEDYGR ES/v15 PTH nnzitinn WONYSOFAFnSNDAREDYER BI0ATN
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 3 peptides: 3in A.B.C. Score inA_B.C: 85 Mass ITTTITRTTTITIIIITd
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M EMLMEDYGSEEERE... 1pST 14377 220 1 220 623 G6228E... R D 3 979.710 2.4 1] 22
Fv¥DYSAFRESDDAD... 1pST 12448 320 1 320 B1.6 61.58v._.. K D. 2 1159.442 0.3 1] 12
M v¥DYSQFRESDDAD... 1pST 12447 [3... 1 3.0 161.2 161.20... K D. 2 1159.442 0.3 1] 20
1004 1253 46533
e
sné
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v3 vd yE& yb? b8 b12 b1%
v 15l B1.6WWDWSAFGEpSDDADEDYGR B10/y10 ¥ Show only matched ions
23l 47.5 WDYpSOFOESDDADEDYGR bS5 PTH nesitinn: WNYSAFAFRGDNANFOYGER K0AT
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Dut of 3 peptides: 3inAB.L.  ScoreinAB.C:B5  Mass EEEEEEEEEERENEENEEENENNNENNENEEE
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[¥] EMLMEDVGSEEEQE. .. 1pST 14377 220 1 220 623 6228E._.. R D 3 979710 24 1] 22
A vv¥D¥SAFAESDDAD. . 1pST 12448 320 1 320 616 61.58Y._. K D 2 1159442 -0.3 1] 12
A vv¥D¥SQFAESDDAD. . 1pST 12447 (3. 1 30 161.2 16120 . K D. 2 1159442 -0.3 1] 20
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a0
aué
E 1145 47400
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v| 1zl 623 EMLMEDYGEpSEEEQEEEDEAPFOEK. b3/A1E ¥ Show anly matched ions

PTH nnzitinne Fhl WMEDVGERSFRFOFFFOFARFOFE hRATR
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File W¥Wiew Proteins and Faptidez Auntomation Spectrum

!]_ul u_l_3_p£5p_li_d§:_s: 3nABLC. ScoreinABC:116

Quantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A EELMSSDLEETAGST... 1pST 11410 48.0 1 480 661 GEOGE... K HR. 2 1052.45% 1.0 1] g
[Pl EELMSSDLEETAGST... 1pST 11413 [4... 1 450 518 51.79E... K HR. 2 1052.456 0.3 1] 11
A EELMSSDLEETAGST... 1pST 1142 (2. 1 230 51.3 51.32E... K R. 2 1052.45% 0.5 1]
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E
e
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- 603 1034.30750
s 3 o 1542 53682
e
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E 1119 55045 1960755
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v 151518 EELMSpSDLEETAGSTSIPK bE/Av14 ¥ Show only matched ions
251455 EELMpSSDLEETAGS TSIPK bS5 PTM nnsifinn: FFI MSRGNI FETARSTSIPK hRAT4
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof3peptides:3inA.B.C. ScoreinAB.C:116 ITTTITRTITTIIIInd
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[Vl EELMSSDLEETAGST. .. 1pST 11410 48.0 1 480 661 GEOGE._. K HR_ 2 1052455 1.0 1] g
[¥]EELMSSDLEETAGST. .. 1pST 11413 (4. 1 450 518 51.79E.. K R. 2 1052 456 -0.3 1] 11
[¥] EELMSSDLEETAGST_ .. 1pST 1142 (2. 1 230 51.3 51.32E.. K R. 2 1052.455 0.5 1] i]
1034.74402
100
e
3 994 76501
50
- 703
B a0
ER- 196097083
Z &0 760 54243
PR 799 ae4s0 1842 58840
B 403 85180144 1119.51501 1485 53040
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v 151513 EELMpSSDLEETAGSTSIPK bS5
251 44 3 EELMSpSDLEETAGSTSIPE, bEAT4

v Show arly matched ions
PTh mnzitinne FFI MrSSN1 FFTARSTSIPE RRATR
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File W¥Wiew Proteins and Faptidez Auntomation Spectrum

!]_ul u_l_3_p£5p_li_d§:_s: 3nABLC. ScoreinABC:116

Quantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[Pl EELMSSDLEETAGST... 1pST 11410 48.0 1 480 661 GEOGE... K HR. 2 1052.45% 1.0 1] g
A EELMSSDLEETAGST... 1pST 11413 [4... 1 450 518 51.79E... K HR. 2 1052.456 0.3 1] 11
A EELMSSDLEETAGST... 1pST 1142 (2. 1 230 51.3 51.32E... K R. 2 1052.45% 0.5 1]
004 20675
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3 1035.01453
a0
503
@ 703 £29.31067
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ERE 861.34084
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'*% 203 76042352 1118 41596
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[1x] pd (L] y6 7 1] »a ylo vl b10 y15 b17
v 1s166.1 EELMSpSDLEETAGSTSIPK bE/Av14 ¥ Show only matched ions
231 59.0 EELMpSSDLEETAGSTSIPE BSA15 PTM nnsitinn: FFI MSRSDI FFTARSTSIPE RRATL
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!]_ul o_f_-ll_pgp_ti_d_e_s: 4inAB.C. ScoreinAB.C:144
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] LAAAEE TAVSPR 1p5T 6145 460 1 460 935 9851L.. R K 2 G47.808 -3.2 1] 27
[¥] LAAAEE TAVSPR 1p5T 6142 [4... 1 420 1120 11198 .. R K 2 647804 3.2 1] 25
[¥] LAAAEE TAVSPR 1p5T 6144 [3... 1 350 424 42 43L... R K 2 GA7.BO7 -1.8 1] 7
[¥] LAAAEETAVSPR 1p5T 6143 [1... 1 170 00 5002L.. R K 2 GA7.807 -1.8 1] 14
63518512
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g0
- 703
e 50892517
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v 151500 LAAAEETAVRSPR B10/4)3
2¢1 293 LAAAEERTAYSPR b7 /vE

v Show arly matched ions
PTh nnsitinne | AdaFF TAYRSPR H1NA03
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Outof4 peptides:4inAB.C.  ScoreinAB.C:144 (TTTTIRTTTIT0T]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ LAAAEETAVSPR 1p5T 6145 46.0 1 460 985 9851L.. H K 2 G47.808 -3.2 1] 27
[ LAAAEETAVSPR 1p5T 6142 [4... 1 420 1120 11198 .. R. K 2 647804 3.2 1] 25
[ LAAAEETAVSPR 1pST 6144 [3... 1 390 424 4243L.. R K 2 G47.807 -1.8 1] 7
[ LAAAEETAVSPR 1p5T 6143 [1... 1 170 500 50.02L.. H. K 2 G47.807 -1.8 1] 14
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v 151424 LAAAEETAVPSPR 1043 ¥ Show only matched ions
w| 2zl 424 LAAAFEpTAWSPR b7 /e PTh nnzitinee | A44FF TAVRSPR R10A03
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof4peptides:4inAB.C. ScoreinAB.C:144 ENEEEENNEENEENENNNEEEEENE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] LAAAEE TAVSPR 1p5T 6145 460 1 460 935 9851L.. R K 2 G47.808 -3.2 1] 27
[¥] LAAAEETAVSPR 1p5T 6142 [4... 1 420 1120 11198 .. R K 2 647804 3.2 1] 25
[¥] LAAAEE TAVSPR 1p5T 6144 [3... 1 350 424 42 43L... R K 2 GA7.BO7 -1.8 1] 7
[¥] LAAAEE TAVSPR 1p5T 6143 [1... 1 170 00 5002L.. R K 2 GA7.807 -1.8 1] 14
B37 51216
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v 1=l 112 0 LAAAFETAWVRSPR b10/3 ¥ Show anly matched ions
251 72.8 LAAAEEDTAWSPR b7 /vE PThd nnsitinee | AddFF TAVRSPR R10A03
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File W¥Wiew Proteinz and Feptides
!]_ulu_l_4_p£5p_li_d_£is:4inA,B,E_

Automation Spectrum Cuantitation

ScoreinA B.C:144

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ LAAAEETAVSPR 1pST 6145 46.0 1 460 985 9851L.. H K 2 G47.808 -3.2 1] 27
[ LAAAEETAVSPR 1p5T 6142 [4... 1 420 1120 11198 .. R. K 2 647804 3.2 1] 25
[ LAAAEETAVSPR 1p5T 6144 [3... 1 390 424 4243L.. R K 2 G47.807 -1.8 1] i
[ LAAAEETAVSPR 1p5T 6143 [1... 1 170 500 50.02L.. H. K 2 G47.807 -1.8 1] 14
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251 452 LAAAEERTAYSPR b7 /w6

[V Show only matched ions
PTH nnsitinge | A8AFFTAYRSPR R1NA03

File ¥iew Proteins and Peptides
Out of 4 peptides: 4inA.B.C.

Automation Spectrum Huantitation

Score inA B C: 83

Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[4 ASGRAFELILSPR 1pST 7050 250 1 250 647 6472A_ R S 2 734861 32 0 15
A ASGRAFELILSPR 1pST 7052 2. 1 230 508 5079A_ R S 2 734861 29 0 20
[ ESYPEFPLSPPK 1pST 6703 20.0 1 200 621 6207E. K K 2 703830 43 0 14
[ ESYPEFPLSPPK 1pST 6705 (1. 1 150 556 5560E. K K 2 703831 41 0 M
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v Show arly matched ions
PTh nnsitinn FSYPFFRI nSPPE RS/ud
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File W¥Wiew Proteinz and Feptides
Out of 4 peptides: 4inA.B.C.

Automation Spectrum Cuantitation

Score inA B.C: 83

Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ ASGRAFELILSPR 1p5T 7050 25.0 1 250 647 BAF2A.. R S5 2 734881 3.2 1] 15
[ ASGRAFELILSPR 1p5T 7052 (2. 1 230 508 50.79A.. R S5 2 734881 29 1] 20
[¥l ESYPEFPLSPPK. 1pST 6703 200 1 200 621 G207E.. K K 2 703.830 49 1] 14
[ ESYPEFPLSPPK. 1p5T 6705 [1... 1 150 556 55.G0E.. K K 2 70383 41 1] 11
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[V Show only matched ions
PTH mnsitinee FSYPFFRI ASPPE R3Aud

File ¥iew Proteins and Peptides
Out of 4 peptides: 4inA.B.C.

Automation Spectrum Huantitation

Score inA B C: 83

Mazs

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[l ASGRAFELILSPR 1p5T 7050 25.0 1 250 64.7 B4.72A_.. R. 5 2 734861 3.2 1] 15
[/l ASGRAFELILSPR 1p5T 7052 [2... 1 230 50.8 50.73A .. R. 5 2 734861 29 1] 20
[¥l ESYPEFPLSPPK 1p5T 6703 20.0 1 20,0 621 6207E... K K 2 703.830 49 1] 14
[¥l ESYPEFPLSPPK 1p5T 6705 [1... 1 150 556 5HEDE.. K K 2 703.831 41 1] 1
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v Show arly matched ions
PTh nnsitinne ASGEHAFFL I nSPR R11Au3
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File W¥Wiew Proteinz and Feptides

!:_llil q[ !Pf_:_ptides: 4inAB.C. Score inA B.C: 83

Mass

Automation Spectrum Cuantitation

v 15l 40.0 EAPAEGEAAEPGSPPTASMEGEAASAASSTSSPE b15418
vl 23 40.0 EAPAEGEAAEPGPSPTAAEGEAASAASSTSSPE b13A20

¥ Show anly matched ions
PTh nnzitine FAPAFRFAAFPRSPRTAAFGFAASAASSTSSPE h1RAUTR

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ ASGRAFELILSPR 1p5T 7050 25.0 1 250 647 BAF2A.. R S5 2 734881 3.2 1] 15
[l ASGRAFELILSPR 1pST 7052 (2. 1 230 508 50.79A.. R .S 2 734881 29 1] 20
[ ESYPEFPLSPPK. 1p5T 6703 200 1 200 621 G207E.. K K 2 703.830 49 1] 14
[ ESYPEFPLSPPK. 1p5T 6705 [1... 1 150 556 55.G0E.. K K 2 70383 41 1] 11
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v 151508 ASGRAFELILPSPR b11/y3 ¥ Show only matched ions
PTH nnsitinre ASGEAAFFL I RSPR R AR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!Z_Il.!t ql‘g pgp_ttides: 2inAB.C Score inAB.C: 30 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] EAPAEGEAAEPGSPT_ . 1pST 14470 18.0 1 180 442 44 23E.. K A 3 999102 -78 1] 1
[¥] EAPAEGEAAEPGSPT_ . 1pST 14469 [1... 1 120 400 4000E._.. K A 3 993.091 30 1] 1
100 05520176
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R 407
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v 13l 442 EAPAEGEAAEPGSPTAAEGEAADSAASSTSSPE ba3il 0 A ¥ Show only match

251 396 EAPAEGEAAEPGSPRTAAEGEAASALSSTSSPE b15/A18

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Out of 2 peptides: 2in A.B.C. Score inA_B.C: 30 Mass EENEEREEEEEREEEEREEEEEEER
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l EAPAEGEAAEPGSPT... 1pST 14470 18.0 1 180 442 44 23E... K A 3 999.102 7.8 1] 1
[Fl EAPAEGEAAEPGSPT... 1pST 14469 [1... 1 120 400 4000E... K A 3 999.07 3.0 1] 1
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PTH nnzitinn FAPAFRFAAFPRSPTAAF GFAARSAASSTSSPK R23A1N

Automation Spectrum Huantitation

Score inAB.C: 27 Mazs

File ¥iew Proteins and Peptides
!Z_Il.!t ql‘ 2 peptides: 2in A B.C.

251 404 GPPDFSpSDEEREPTPYLGSGAALAGR b7 /w2l

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥]l GPPDFSSDEEREPTP... 1pST 13626 15.0 1 150 674 67.39G... K 5 3 884063 1.8 1 3
[¥l PEFLEDPSYLTKDK 1p5T 8608 12.0 1 120 307 3070P... M. L 2 849410 5.8 1 3
552.29833
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e
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PTH nnzitinne GPPNFSSNFFRFPATRYI RSEAAAARRE h144013
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File W¥Wiew Proteinz and Feptides
Out of 2 peptides: 2in A.B.C.

Automation Spectrum Cuantitation

Score inA B.C: 27 Mass

v 151405 SSIpSLGWKPPAKDGGpSPIK. bd/y1E B16/4
251401 SpSISLEWKPPAKDGGESFIK, b2/v13 B16A4

v Show arly matched ions
PTH mnzitinne 551051 RWEPRAKDEERSPIK hd Al h1R/Aud

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M GPPDFSSDEEREPTP... 1pST 13525 15.0 1 150 674 6739G... K S 3 884063 1.8 1 3
[F PEFLEDPSYLTKDK 1pST 8608 12.0 1 120 30,7 J070P... M. L 2 849.410 5.8 1 3
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e
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: 3inAB.C. ScoreinAB.C:44  Mass ANERENNNEEENEEEENNNENNENENEEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F LKETHNGLSG5SVYME. .. 1oxM 2. 10864 12.0 1 120 80 BODLK... K ¥ 4 504459 6.1 1 0
[ 55ISLGWKPPAKDGG... 2pST 11307 18.0 1 18.0 405 40505.. K G. 2 1042997 -2.8 1 0
[AVTAINKAGPGKPSDA. . 1p5T 1p¥ 12485 14.0 1 140 84 B33VT.. R.D. 3 778377 -4.5 2 6
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!]_ul u_l_3_p£5p_li_d_£is: 3nABC. ScoreinAB.C:102

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A VPLAPITDPQOLALS... 1pST 11009 39.0 1 39.0 1055 10547 . R.G. 21019552 08 0 36
[AVPLAPITDPROLALS... 1pST 11012 (3. 1 340 1555 15552 . R.G. 21019553 00 0 26
[AVYPLAPITDPQOLALS... 1pST 11013 [2... 1 290 615 61.51¥.. R.G. 21019553 00 0 20
a70.71851
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231583 WPLAPIpTDPAGQLALSPLE b7A12 PTH mnzitinee WPAPITRPON Q1 RSP B1RAd

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Outof3peptides:3inA.B.C. ScoreinAB.C:102 ITTTITRTITTIIIInd
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[ VPLAPITDPAQLAOLS... 1pST 11008 39.0 1 390 1055 10547 .. R. G. 2 1019.552 08 0 36
[F ¥PLAPITDPQQLAOLS... 1pST o2 (3. 1 340 1555 15552 . R. G. 2 1019.553 00 0 26
[F ¥PLAPITDPAQLAOLS... 1pST 1013 (2. 1 290 615 61.51¥._. R G 2 1019553 00 0 20
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| 1211565 VPLAPITDPRALAOLpSPLE. b5/ ¥ Show anly matched ions

251 83.5 VPLAPIpTDPLGLALSPLE b7 /w12 PTH mnzitinn WPEAPITRROND AL nSPLE R1Rud
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

25198.7 ELYEPLTPpSGEAPNGALLR b3/v11

Outof3peptides:3inAB.C. ScoreinAB.C:102 ANNEENEENENNENENNNNENNNNENEEEENEE
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M Y¥PLAPITDPQOLALS... 1pST 11009 39.0 1 390 105.5% 10547 ... R. G. 2 1019.5%2 0.8 1] 6
M Y¥PLAPITDPAOLALS... 1pST 1mmz2 (3. 1 340 155.5% 15552 .. HR. G. 2 1019.553 0.0 1] 26
M Y¥PLAPITDPQOLALS... 1pST 1mm3 (2. 1 290 615 G61.51V._.. H. G 2 1019.553 0.0 1] 20
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| 12l B1.5WPLAPITDPOGLALRSPLE b1 5w [¥ Show only matched iong
2351 21.1 WPLAPIpTDPQGLALSPLE b7 412 PTH mnzitinee WPAPITRPON Q1 RSP B1RAd
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!Z_Il.!t ql‘l!PPEt_ides: 4inA.B.C Score inA B C: 94 Mazs
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[#¥] ELVEPLTPSGEAPNQA... 1pST 11480 38.0 1 380 1166 11659 . R. 1 2 1057529 1.2 1] 14
[¥] ELVEPLTPSGEAPN@G... 1pST 11481 (2. 1 250 247 MTSE.. R 1 2 1057529 1.2 1} 9
[¥] ELVEPLTPSGEAPN@G... 1pST 11483 (2. 1 200 415 41 49E.. R | 2 1057.530 -0.3 1} 11
[¥] ELVEPLTPSGEAPN@G... 1pST 11482 1. 1 110 739 73BBE._. R 1 2 1057530 -0.3 1} 9
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v| 1=l 1166 ELVEPLpTPSGEAPNOALLR b7 /w13 ¥ Show anly matched ions

PTh mnzitinn: FIWFPI nTPSEFARPMIAITR b7 A13
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 4 peptides: 4in A.B.C. Score inA_B.C: 94 Mass (TTTTIRTTTIT0T]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
Wl ELYEPLTPSGEAPMA... 1pST 11480 38.0 1 38.0 116.6 11659 ... R. 1 2 1057.529 1.2 1} 14
[l ELVEPLTPSGEAPNQ... 1pST 11481 (2. 1 250 247 2479E... R. | 2 1057529 1.2 1} 9
Wl ELYEPLTPSGEAPMA... 1pST 11483 [2... 1 200 41.5 41 49E... R. | 2 1057530 -0.3 1} 11
Wl ELYEPLTPSGEAPMA... 1pST 11482 [1... 1 110 739 V388E... R. I 2 1057530 -0.3 1} 9
1004 773 56250
Qné BES 63214
ané
- mé
2 &0
2 503
-
w40
7
SDE 82095776
20? 1252 9BEST
7 £83.14502 116877637
0d 437 36160 §54.01074 b 004 73462 1940 o5agg 1595 09508
E 525 30565 | 748.38128 | | |l | ‘ 128540308 I | 172968559
D-II| T T T T |I‘II TT || TT |I| !|I|III||I IIII T IIII| III I|| T T T T ||I T T II_'|_I T T T T T T |||I T T ||I| T T T T T T
400 500 500 700 200 200 1000 1400 1200 1200 1400 1500 1600 1700
miz
y++1y++13-98 p++15-98
p12-98 p15-98
v3 L T4
v| 151 24.7 ELVEPLTPpSGEAPNOALLR BS/A11 ¥ Show only matched ions
251156 ELVEFLpTPSGEAPMAALLR b7 /13 PTH mnzitink FI'VFPI TPRSGEFAPKNDAN TR RS
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 94 Mass EEREEREEEEEREREEREEEEERER
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
[F1ELVEPLTPSGEAPNG_.. 1pST 11480 38.0 1 380 11666 11659 ... R. 1 2 10657529 1.2 1} 14
[l ELYEPLTPSGEAPNGO_.. 1pST 11481 (2. 1 250 247 2475E... R. 1 2 1057529 1.2 1} 9
[l ELYEPLTPSGEAPNGO_.. 1pST 11483 (2. 1 200 415 41 49E._.. R. | 2 1057530 -0.3 1} 11
[F1 ELYEPLTPSGEAPNG_.. 1pST 11482 1. 1 110 739 7388E._. R. | 2 1057530 -0.3 1} 9
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v 251 739 ELVEPLDTPSGEAPNRALLR b7 /13 PTh nnzitinn: FIWFPI TPRSREFAPMIAI TR REA11
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 4 peptides: 4inAB.C. ScoreinAB.C:94  Mass ARERRENEENNEENRNENEEENEENENNENEEREEND
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
Wl ELYEPLTPSGEAPMA... 1pST 11480 38.0 1 38.0 116.6 11659 ... R. 1 2 1057.529 1.2 1} 14
Wl ELYEPLTPSGEAPMA... 1pST 11481 (2. 1 250 247 2475E... R. 1| 2 1057529 1.2 1} 9
[l ELVEPLTPSGEAPNQ... 1pST 11483 [2... 1 200 41.5 41 49E... R. | 2 1057530 -0.3 1} 11
Wl ELYEPLTPSGEAPMA... 1pST 11482 [1... 1 110 739 V388E... R. I 2 1057530 -0.3 1} 9
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e
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23l 24 4 ELVEPLTPpSGEAPHAALLR b3/y11 PTH mnzitink: FI'WYFPI nTPSGFAPKOAINT R 7013
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
!Z_Il.!t ql‘2_P_epEides: 2inAB.C Score inA B C: 55 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] DMDEPSPYPNYEEY... 1pST 11263 330 1 330 931 9314D... K T 2 1038 465 D4 1} 33
[¥] DMDEPSPYPNYEEY... 1pST 11264 [2._. 1 220 709 7083D... K T 2 1038 466 01 1} 20
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25121.4 DMDEPSPYPNYEEWRTLPK B15/04 PTH mnzitinee NMOFPRSPYPRYEFRWTI PE RT3
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 2 P_epzides: 2inAB.C. Score inA B.C: 55 Mass

Automation Spectrum Cuantitation

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[¥l DMDEPSPYPNVEEY... 1pST 11263 330 1 330 931 9314D... K T 2 1038.46% 0.4 1] 13
[Fl DMDEPSPYPNVEEY... 1pST 11264 [2... 1 220 709 7089D... K T 2 1038.466 0.1 1] 20
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v 151931 DMDEPpSPYPNYEEWTLPK BE/AT3 ¥ Show only matched ions
231 308 DMDEPSPYPNVEEYDTLPK b15/4 PTH mmsitiore DMNFPRSPYPNVEFYTI PK hRATR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 62 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#¥] TESPATAAETASEEL .. 1pST 10595 320 1 320 0.7 5075T... R .5 2 986412 0.8 1] i]
[¥] TESPATAAETASEEL .. 1pST 10593 (3. 1 300 64 5641 T.. R 5 2 986410 25 1] 5
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v 1515607 TESPApTAAETASEELDNR bEA13
251 43.7 TEpSPATAAETASEELDMNR b3A1G

v Show arly matched ions
PTh nnsitinnr TFSPARTAAFTASFFI DMRE BEAT3
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!:_llil q[2_ p_f:_pEides: 2inAB.C. Score inA B.C: 62 Mass

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
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Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A TESPATAAETASEEL .. 1pST 10595 32.0 1 320 507 5075T.. R.S 2 936412 08 O 0
[A TESPATAAETASEEL .. 1pST 10593 (3. 1 300 564 5641 T R.S 2 936410 25 O 5
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[V Show only matched ions
PTH nnsitinee TESPARTAAFTASFFI DMRE BRAUT3

Out of 1 peptides: 1inA.B.C. Score inAB.C: 31 Mazs

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
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v Show arly matched ions
PTh nnsitinn DL TSN ANIRSNHSFR R10AWR
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ I_Pf_:_ptides: 1inAB.LC. Score inA B.C: 29 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A NWTEDMEGGISSPVE  1pST 8813 290 1 290 707 7071N.. R.K 2 865358 25 O 8
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a0 524.38702
7o

1420 45044

=]
(=)

1310 46240

Q7 42328 Q37 S0262
G55, 38205 76737482

&

102430737 202 65161

Felative Abundance
o
=]

30 BT45TE50 045 71503
1411 86255
20
30126157 #00.23004 1584.45072
10 HN2.09539 1403 28206 1652 24330
0
300 100 1100 1200 1400 1500 {=00] 17
miz
[
y4-98 598
b2 pd ya bS i yB yl0 v bl11 pl2 yi3 b14
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23l 486 MWW TEDMEGGIDSSPVE b11/5 PTH nnsitinee NWTFDMFEREISASPYE B2 Aud
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 3 peptides: 3inAB.C. Score inA B C: 66 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#¥] SLSTSGESLYHVLGL .. 1pST 9991 28.0 1 280 620 62005._.. R. H. 2 943451 -0.5 0 2
[¥] SLSTSGESLYHVLGL .. 1pST 9989 [2... 1 250 832 83215.. R H 2 943450 1.3 0 2
[¥] SLSTSGESLYHVLGL .. 1pST 9988 [1... 1 130 823 82295 .. R. N 2 943450 1.3 0 1
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v| 1=l B2.0 SLpSTSGESLYHWLGLDE b3/A15 ¥ Show anly matched ions

251 47.8 SLSTpSGESLYHWLGLDE b5A13 PTH nnzitinne 51 RSTSEFSYHY GEDE R3ATR
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Out of 3 peptides: 3in A.B.C. Score inA_B.C: 66 Mass ITTTITRTTTITIIIITd
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
ASLSTSGESLYHYLGL... 1pST 9991 28.0 1 280 620 62005.. R.N. 2 943451 05 O 2
ASLSTSGESLYHYLGL... 1pST 9989 (2... 1 250 832 83215.. R N. 2 943450 13 0O 2
[ASLSTSGESLYHYLGL... 1pST 9988 (1. 1 130 823 82295.. R.N. 2 943450 13 0O 1
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v 151823 SLpSTSGESLYHWLGLDE b3/15 ¥ Show only matched ions
251 731 pSLSTSGESLYHYLGLDE b1A17 PTH nnsitinee SIRSTSEFS!YHYL Gl DK R3A015
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Dut of 3 peptides: 3inA.B.C.  ScoreinAB.C:66  Mass INEEEEEENENEEENNNEEENNNNNNNNNEEEE
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#SLSTSGESLYHVLGL .. 1pST 9991 280 1 280 620 62005 .. R M 2 943451 05 1] 2
[¥] SLSTSGESLYHVLGL .. 1pST 9989 2. 1 250 832 83215.. R N 2 943450 1.3 1] 2
[¥] SLSTSGESLYHVLGL .. 1pST 9988 1. 1 130 823 82295 .. R N 2 943450 1.3 1] 1
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p2 vh vb »B »a yiD yl4
| 121832 SLpSTSGESLYHWLGLDE b3/15 ¥ Show anly matched ions

251 723 pSLSTSGESLYHWLGLDE b1A17 PTH nnzitinne 51 RSTSEFSYHY GEDE R3ATR
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1_ Pf_:ptides: 1inAB.LC.

Mass

Automation Spectrum Cuantitation

Score inA B.C: 26

v 151459 pSPEPEATLTFPFLDK b1/v15
251 231 SPEPEATLRTFPFLDK b3A7

v Show arly matched ions
PTh nnsitinnr nSPFRPFATI TFRFI DK R Av1f/

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l TGEESLTSPNLENLK 1p5T 8720 26.0 1 260 188 1881 T... K A 2 856388 5.2 1] 11
53018280
100
3 762.84039
ang
e
N E
I 718.36005
= G0 1143 83765
I 803
" 08426202
& 40
£ 1045 75754 1208 58887
a0 Epecc: i
205 s0a.anang B03-96367 1321.71814 158551770
= 3732.36245
3 1451 63596
I 700410955 1304 56555
J |8zl 1630.7
[up!
200 400 500 600 700 800 oo 1000 1400 1200 1300 1400 1500 1600
miz
b5 b7 ] vl b11 b14
v 15118.8 TGEESLTpSPMLEMNLE b8/yE ¥ Show only matched ions
PTM nnsitinre TRFFSI TRGPHI FHIE ARt
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 77 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] SPEPEATLTFPFLDK 1p5T 9168 Z6.0 1 260 398 38978p.. K MW 2 886412 1.2 1] 10
[¥] SPEPEATLTFPFLDK 1p5T M67 (1. 1 130 459 4592p.. K MW 2 886412 1.2 1] g
[¥] SPEPEATLTFPFLDK 1p5T 265 (1. 1 160 511 51.06p.. K MW 2 886410 37 1] 12
[¥] SPEPEATLTFPFLDK 1p5T 766 1. 1 160 N7 INTF0p.. K MW 2 886410 37 1] 15
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File V¥iew

Froteinz and Feptides

Automation Spectrum Cuantitation

v 151511 pSPEPEATLTFPFLDK b1/v15
251 221 SPEPEARTLTFPFLDK b7 A3

v Show arly matched ions
PTh nnsitinnr nSPFRPFATI TFRFI DK R Av1f/

Out of 4 peptides: 4in A.B.C. Score inAB.C: ¥7 Mass (TTTTIRTTTIT0T]
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l SPEPEATLTFPFLDK 1pST 9168 Z6.0 1 260 398 3978p.. K MW 2 886412 1.2 1] 10
[F SPEPEATLTFPFLDK 1p5T Me7 1. 1 19.0 459 4592p.. K MW 2 886412 1.2 1] g
[F SPEPEATLTFPFLDK 1p5T 765 [1... 1 160 511 51.06p.. K MW 2 886410 17 1] 12
[F SPEPEATLTFPFLDK 1p5T MeE [1... 1 160 N7 N70p.. K MW 2 886410 17 1] 15
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v 15139.8 pSPEPEATLTFPFLDK b1/v15 ¥ Show only matched ions
251 24.2 SPEPEADTLTFPFLDE, b7 /v3 PTM nnsitinre nGPFPFATI TFPFI MK b AT
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 77 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] SPEPEATLTFPFLDK 1p5T 9168 Z6.0 1 260 398 38978p.. K MW 2 886412 1.2 1] 10
[¥] SPEPEATLTFPFLDK 1p5T M67 (1. 1 130 459 4592p.. K MW 2 886412 1.2 1] g
[¥] SPEPEATLTFPFLDK 1p5T 265 (1. 1 160 511 51.06p.. K MW 2 886410 37 1] 12
[¥] SPEPEATLTFPFLDK 1p5T 766 1. 1 160 N7 INTF0p.. K MW 2 886410 37 1] 15
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 4 P_e_pEides: 4inAB.C. Score inA B.C: 77 Mass

| 12 30.0 pSPOVISSASTALSODIPEIASEALSR b1/w26 ¥ Show anly matched ions

251 27.0 SPOVISSARSTALSODIPEIASEALSR B35

PTH nnztion nSPOVISSASTAI SONIPFIASFAI SR R1/02R

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F SPEPEATLTFPFLDK 1p5T 9168 Z6.0 1 260 398 3978p.. K MW 2 886412 1.2 1] 10
[F SPEPEATLTFPFLDK 1p5T Me7 1. 1 19.0 459 4592p.. K MW 2 886412 1.2 1] g
[F SPEPEATLTFPFLDK 1p5T 765 [1... 1 160 511 51.06p.. K MW 2 886410 17 1] 12
[#] SPEPEATLTFPFLDK 1p5T MeE [1... 1 160 N7 N70p.. K MW 2 886410 17 1] 15
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v 151 31.7 pSPEPEATLTFPFLDK b1/v15 ¥ Show only matched ions
251 221 SPEPEATLRTFPFLDE b3/7 PTM nnsitinre nGPFPFATI TFPFI MK b AT
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 24 Mazs
Sequence | Madification | Query | Ma.. | Dish.. | Ms3.. | Ms.. | PTM.. | PTMinfo | L/ R | MCR[TH]| Rele.. | Mi. | Det.. |
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 2 Pfiptides: 2inAB.C. Score inA B.C: 36 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
A RNSSEASSGDFLDLE  1pST 8670 230 1 230 544 5437R.. R. G. 2 853374 09 1 0
A RNSSEASSGDFLDLK  1pST 8669 [1... 1 130 246 2457R.. R.G. 2 853374 09 1 1
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v 151 24.6 RNSSEAPSSGOFLOLE b7 /va ¥ Show only matched ions
w| 2zl 24 B RMSSEASpSGDFLDLE b3S PTh nnzitinn RMSSFARSSRENOF DK R7 A0

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 2 peptides: ZinA.B.C. Score inAB.C: 36 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[FIRMSSEASSGDFLDLE  1pST 8670 230 1 230 hi4 H437R... R. G. 2 8h3.374 0.9 1 1]
[F1RNSSEASSGDFLDLE  1pST 8669 [1... 1 130 246 2457R... R. G. 2 853374 0.9 1 1
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] 1348 55798
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v| 12154 4 RNSpSEASSGDFLOLE bdA12 ¥ Show anly matched ions

251 40,9 RNSSEARSSGDFLDLEK b7 /va PTH nnzitinne RMSASFASSENR DK hdAul?
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil qig pf_:_ptides: 2inAB.C. Score inA B.C: 34 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M HAPSPEPAYQGTGY... 1pST 14269 230 1 230 392 39.25H... A K 3 964.12% 0.0 1] 5
M HAPSPEPAYQGTGY... 1pST 14268 [1... 1 110 364 I642H... A K 3 964124 1.8 1] 3
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w| 1zl 33.2 HAPpSPEPAVOGT GVAGWYPEESGDAAAIPAL, baET [¥ Show only matched iong
25l 30.0 HAPSPEPAVAGT GVAGYPEESGDAAAIPAK b12419 PTM mnsitine: HAPRGPFPAVIR TRVARYPEFSRNAAAIRAK hd /27

File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Out of 2 peptides: ZinA.B.C. Score inAB.C: 34 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[ HAPSPEPAVQGTGY... 1pST 14269 230 1 230 3972 3925H._ R K 3 9641256 00 O 5
[ HAPSPEPAVQGTGY... 1pST 14268 (1. 1 110 364 3642H.. R K 3 964124 18 0 3
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v| 1=l 36.4 HAPpSPERAYOGT GVAGYFEESGDAMAIPAK, bd a7 ¥ Show anly matched ions

251 28.0 HAPSPERPAVIGPT GVAGVYPEESGDALAIPAK, B12/v19 PTH  nnzitinne HAPRSPEPAVIIETRVARYPFFSHENAGIPAK hdAu??
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 11

File Froteinz and Feptides

!:_llil l:!H_P_e_pEides: 1inAB.LC. Mass

Sequence | Modification | Query | Ma.. | Dish.. | M52 [ MS.. | PTM... | PTM info

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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251 21.1 ALSSGGESIpTSPPLSFPALPE b3/

[V Show only matched ions
PTH mnzitink Al SSRESITRSPPI SRAL PE RINAIN

File ¥iew Proteins and Peptides

Out of 1 peptides: 1inA.B.C. Score inAB.C: 20 Mazs

Automation Spectrum Huantitation

Sequence Modification |

Query | Ma.. | Dish.. [ M53. [ M5 | PTM. | PTMirfa

|L|Rr]d MCR[TH]| Rele.. [ Mi. | Det..|
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v Show arly matched ions
PTH mnsitinn ARMSSHASIRSSPYI DAYPR R10A010
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Automation Spe

Score inA_B.C: 66

File W¥Wiew Proteinz and Feptides
Out of 4 peptides: 4in A.B.C.

ctrum  Buantitation

Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[l GLSASLPDLDSENWI... 1pST 11102 18.0 1 180 525 5250G... K K 2 1026.980 0.0 1] 2
[F GLSASLPDLDSENWI... 1pST 11100 (1... 1 170 739 7388G... K K 2 1026.977 2.6 1] a
[F GLSASLPDLDSENWI... 1pST 11103 (1... 1 170 837 53.72G... K K 2 1026.980 0.0 1] 2
[F GLSASLPDLDSENWI... 1pST 111m .. 1 140 281 2814G... K K 2 1026.977 2.6 1] 2
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¥5 vE »3 yi2 L
v 151525 GLSApSLPDLDSENWIEWK bE/y14 ¥ Show only matched ions
251 44.8 GLpSASLPDLDSENWIEVK, b3/v16 PTM nnsitinre Gl S4nS| PRI NSFNWIFWK REAT4
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 66 Mass (TTTTTRTITIT0T]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] GLSASLPDLDSENWI. .. 1pST 11102 18.0 1 180 h2bh 5250G... K K 2 1026.980 0.0 1] 2
[¥] GLSASLPDLDSENWI. .. 1pST 11100 (1... 1 170 739 738BG.. K K 2 1026.977 26 1] i]
[¥] GLSASLPDLDSENWI. .. 1pST 11103 (1. 1 170 h37 5372G.. K K 2 1026.980 0.0 1] 2
[¥] GLSASLPDLDSENWI. .. 1pST 111m (1. 1 140 281 2814G.. K K 2 1026.977 26 1] 2
144470618
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bE [ B 3 vi2

v 151537 GLSAPSLPDLDSEMNWIEWK b5/y14
251 45.8 GLpSASLPDLDSEMWIEYK b3/A1E

v Show arly matched ions
PTh nnsitine 31 S4nS| PRI DSFHWIFWVE BRAT4
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View

File Froteinz and Feptides
Out of 4 peptides: 4in A.B.C.

Automation Spectrum Cuantitation

Score inA_B.C: 66

Mass

v 151281 GLpSASLPDLDSEMNWIEWK b3/y16
251 23.8 GLSARSLPDLD SEMW/IEYEK bS/A14

v Show arly matched ions
PTH nnsitine 31 nSAS| PRI DSFHWIFWVE R3A00R

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[F GLSASLPDLDSENWI... 1pST 11102 18.0 1 180 525 5250G... K K 2 1026.980 0.0 1] 2
[l GLSASLPDLDSENWI... 1pST 11100 (1... 1 170 739 7388G... K K 2 1026.977 2.6 1] a
[F GLSASLPDLDSENWI... 1pST 11103 (1... 1 170 837 53.72G... K K 2 1026.980 0.0 1] 2
[F GLSASLPDLDSENWI... 1pST 111m .. 1 140 281 2814G... K K 2 1026.977 2.6 1] 2
07812430
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e
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- 703
Lk
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g 3
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v 151739 GLSApSLPDLDSENWIEWK bE/y14 ¥ Show only matched ions
231 72.4 GLpSASLPDLDSEMWIEWK b3dv16 PTM nnsitinn: [l SARS] PRI DSFHWIFWE HeA04
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4in A B.C. ScoreinAB.C: 66 Mass ANNEEENENENEENENENNENENENNENNEEEEEEEN
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] GLSASLPDLDSENWI. .. 1pST 11102 18.0 1 180 h2bh 5250G... K K 2 1026.980 0.0 1] 2
[¥] GLSASLPDLDSENWI. .. 1pST 11100 (1... 1 170 739 738BG.. K K 2 1026.977 26 1] i]
[¥] GLSASLPDLDSENWI. .. 1pST 11103 (1. 1 170 h37 5372G.. K K 2 1026.980 0.0 1] 2
[¥] GLSASLPDLDSENWI. .. 1pST 111m (1. 1 140 281 2814G.. K K 2 1026.977 26 1] 2
1444 54834
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File

View

Froteinz and Feptides

Automation Spectrum Cuantitation

!:_llil q[ I_Pf_:_ptides: 1inAB.LC.

Score inA B.C: 17

Mass

v 151 437 ELLVPOHTVOLYGGLpSPFLSSPSDTE b16410
251 37.0 ELLYPOHTYRLYGGLSPLRSSPSDTE B1347

¥ Show anly matched ions
PTH nn=ibnne FITYPOHTYALWEGE nSPESSPSNTE RIEAN

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M GTKPPLQEAGSKKGE... 1pST 11824 170 1 170 N7 NF0G... K N3 724377 8.7 2 1
80420013
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PTM mnzitinn: RTKPPI AFARRGKKGEFHTI GR K11A00
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 17 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[ ELLVPQHTYALYGGL... 1pST 13621 17.0 1 170 497 4969E... R. A 3 89479 0.4 1] 0
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e
ané
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L 101638251
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

!:_llil q[ 1 P_epzides: 1inAB.LC. Score inA B.C: 17 Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[Fl FDSNEEDSASYFSPS... 1pST 11674 17.0 1 170 50.7 S0./5F... K Q. 2 1071.949 0.5 1] 9
73536315
100+
E 1014.34443
E a8z 47180
&0
- E
5 and 105365234
< 503 R48.32178 a81.43237
r 3 =5 122671089
w40
£
SUE 114527832 1200354961 1477.48108
203 565 37439 1537 56555
E 77801088 165044263
10 485 q0q05 B14.50368 172882212 463 asos0
DE
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v 151 B0.7 FOpSNEEDSASYFSPSFGLE b3/wly ¥ Show only matched ions
2zl 34 0 FDSMEEDPSASVFSPSFGLE b3AT2 PTh mnzitinn FORSKFFROSASWFSPSFRI K R3A17
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 18 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] LAYASLLSQLORYE 1p5T 1p¥ 9405 18.0 1 18.0 405 4048L.. K E 2 903960 -121 1 g
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File W¥Wiew Proteinz and Feptides

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC.

Automation Spectrum Cuantitation

Score inA B.C: 16 Mass

Sequence

| Modification |

Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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File ¥iew Proteins and Peptides
Out of 2 peptides: ZinA.B.C.

Automation Spectrum Huantitation

Score inAB.C: 29 Mazs
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File

View

Froteinz and Feptides

!:_llil q[ g PEEF_llidEsZ 2inAB.C.

Mass

Automation Spectrum Cuantitation

Score inAB.C: 29 ENEEERNNEEEENNNENENNNEEEN

v 151 36.5 MOESLGpSPHICDLGK b7 /y3
251 24.5 MUEpSLGSPHICDLGE, ba/v12

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[FMSLALYQVDSR ToxM 1p¥ 6857 17.0 1 170 921 211 HM... K T 2 718323 7.4 1] 13
A MSLALYQRVDSR ToxM 1p¥ 6859 [1... 1 120 1114 11142 K T 2 718324 -85 1] i
018 36865
100
e
ené
- 703
2 &0
ER- 70035767
% 50
g3
¥ 37715277 son.cenas TR ATETT
03 7629725 521.06266 oE0zadsn  1069.34204
20% 53027087 844 56171
3 1072.36672
mg 26221921 01.24957 =f e 1174.43408 128269714 1ot
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200 300 400 500 ti0o 700 500 Q00 1000 1100 1200 1300 1
miz
b2 p2 v3 pd b5 »w bg b3 vl
w| 121921 MowSLOLpY QWD SR bl /w11 bEAG [¥ Show only matched iong
PTH nnsitinee bMoeS1 O mvTWHSR B A1 BRAUR
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Outof10peptides:10inAB.C.  ScoreinA.B.C:122
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM_ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Delt. | ~
[¥] NQESLGSPHICDLGK 1p5T 8372 1. 1 150 35 3I648M... R ¥V 2 867.8B0 -0.2 1] g
[¥] NQESLGSPHICDLGK 1p5T 8301 150 1 150 293 2935N.. R ¥ 2 867881 -1.8 1] 9
[¥] NQESLGSPHICDLGK 1p5T 83860 (1. 1 140 N2 NAFH... R ¥ 2 B67.879 0.3 1] 4
[¥] NQESLGSPHICDLGK 1p5T 8877 1. 1 130 242 M15N... R ¥ 2 867.880 -0.3 1] 3
[¥] NGESLGSPHICDLGK 1p5T 8833 (1. 1 120 354 35 44N R ¥ 2 867880 -0.8 1] 3
[¥] NGESLGSPHICDLGK 1p5T 8861 (1. 1 110 242 M15NH... R ¥ 2 867879 0.3 1] 6
[¥] NGESLGSPHICDLGK 1p5T ag84 1. 1 110 438 438IN.. R ¥ 2 867880 05 1] 6
[ NRESLGSPHICDLGK 1p5T 8889 1. 1 110 302 024N R ¥ 2 867880 0.7 1] 10
[ NRESLGSPHICDLGK 1p5T 8875 (1. 1 100 354 35 44N R ¥ 2 867880 -0.3 1} 9 w
1052 43579
100
a0
aué
¥ mé 1276 46570
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£ 3
& 407 BO0.31007
" 203 T80 3TESS
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v Show arly matched ions
PTh nnsitinne MOFSI RrSPHICDI GE R7 A8
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

Outof10peptides:10inAB.C.  ScoreinAB.C:122 [TT1]]
Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Del.| ~
[FINQESLGSPHICDLGK 1pST 8872 ... 1 150 365 36.4BN... R. ¥ 2 867.880 -0.2 0 8
[FINQESLGSPHICDLGK 1pST 8301 15.0 1 150 29.3 2935N... R. ¥ 2 867881 -1.8 0 9
[FINQESLGSPHICDLGK 1pST 8860 [1... 1 140 3.2 ANA7N... R. ¥ 2 867.879 0.3 0 4
[FINQESLGSPHICDLGK 1pST 8877 ... 1 13.0 242 2415N... R. ¥ 2 867.880 -0.3 0 3
[FINQESLGSPHICDLGK 1pST 8893 1... 1 120 354 3544N... R. ¥ 2 867.880 -0.8 0 3
[FINQESLGSPHICDLGK 1pST 2861 [1... 1 11.0 242 2415N... R. ¥ 2 867.879 0.3 0 6
[FINQESLGSPHICDLGK 1pST 8884 [1... 1 11.0 43.8 43.83N... R. ¥ 2 867.880 -0.5 0 6
[FINQESLGSPHICDLGK 1pST 8889 [1... 1 11.0 30.2 30.24N... R. ¥ 2 867.880 -0.7 0 10
[Fl NRESLGSPHICDLGK 1pST 8875 (1. 1 100 354 35 44N R ¥V 2 8G67.880 -0.3 o 9 ~
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100
E
e
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< 607 047 51088
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation

Outof10peptides:10inAB.C.  ScoreinA.B.C:122 [TTTTTITTTT]
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM._ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Det. | ~
[¥] MQESLGSPHICDLGK 1p5T 8301 150 1 150 293 2935NM.. R ¥ 2 867881 -1.8 1] 9
[¥] NQESLGSPHICDLGK 1p5T 83860 (1. 1 140 N2 NAFH... R ¥ 2 B67.879 0.3 1] 4
[¥] NQESLGSPHICDLGK 1p5T 8877 1. 1 130 242 M15N... R ¥ 2 867.880 -0.3 1] 3
[¥] NQESLGSPHICDLGK 1p5T 8833 1. 1 120 354 35 44N R ¥ 2 867880 -0.8 1] 3
[Fl NQESLGSPHICDLGK 1p5T 8861 [1... 1 11.0 242 M15NH... R ¥ 2 867879 0.3 1] 6
[Fl NQESLGSPHICDLGK 1p5T 8884 1. 1 11.0 438 438IN.. R ¥ 2 867880 05 1] 6
[Fl NQESLGSPHICDLGK 1p5T 8889 1... 1 11.0 302 024N R ¥ 2 867880 0.7 1] 10
[FINGESLGSPHICDLGK 1p5T 8875 [1... 1 10.0 354 35 44N R ¥ 2 867880 -0.3 1] 9
[FINQESLGSPHICDLGK 1p5T 8897 ... 1 10,0 426 4261NH... R ¥ 2 867880 11 1] 4 v
1062 48181
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e
e
e
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o 18
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251 23.8 NOEpSLGSPHICDLGK bddy12 PTh nnzitinne MOFSTERSPHICDT GE 7S



Supplementary Material (ESI) for Molecular BioSystems
This journal is (c) The Royal Society of Chemistry, 2011

File W¥Wiew Proteinz and Feptides

Automation Spectrum Cuantitation

300

500

»3 4 b4

Outof10peptides:10inAB.C.  ScoreinAB.C:122 (TTTTIRLTTTITt]
Sequence | Modilication | Query | Ma.. | Dish.. [ M52, | M. | PTM..| PTMinie | L] R.| o] MCR[TH| Rele.. | Mi. | Dek..| »
[FINRESLGSPHICDLGK 1pST 2301 15.0 1 150 293 2935N... R ¥ 2 867881 -1.8 1] 9
Al NRESLGSPHICDLGK 1p5T 8860 1... 1 140 N2 NIAVN... R ¥ 2 867879 0.3 1] 4
Al NRESLGSPHICDLGK 1p5T 8877 ... 1 130 242 2415NM... R. ¥ 2 8G67.880 0.3 1] 3
Al NRESLGSPHICDLGK 1p5T 8893 ... 1 120 354 I544NM... R ¥ 2 867.880 -0.8 1] 3
Al NRESLGSPHICDLGK 1p5T 8861 1. 1 110 242 2415NM... R ¥ 2 867.879 0.3 1] G
Al NRESLGSPHICDLGK 1p5T ag84 1. 1 110 438 43 8INM... R ¥ 2 867.880 0.5 1] G
[FINRESLGSPHICDLGK 1p5T 8889 1... 1 110 302 30.24NM... R ¥ 2 867.880 0.7 1] 10
[FINRESLGSPHICDLGK 1p5T 8875 1. 1 100 354 35 44NM... R ¥ 2 867.880 0.3 1] 9
[¥] NQESLGSPHICDLGK 1p5T 8897 [1... 1 10.0 426 4261 N... R. ¥ 2 867880 -1.1 1} 4 W
062 45532
100
e
503
- 703
3 503 1276 51184
2 603
£ 3 590.27140 947396800
o 3 67334772
-
30 1161.45972
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v 151293 MOESLGpSPHICDLGK b7 /3 ¥ Show only matched ions
231 234 NOEpSLGSPHICOLGK bddyl2 PTM mnsitinre MAFSI GRSPHICDT GK R7/09
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Dutof10peptides: 10inAB.C. ScoreinAB.C:122 EENNNNNNEEENEEENEENE
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM._ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Det. | ~
[¥] MQESLGSPHICDLGK 1p5T 8301 150 1 150 293 2935NM.. R ¥ 2 867881 -1.8 1] 9
[¥] NQESLGSPHICDLGK 1p5T 83860 (1. 1 140 N2 NAFH... R ¥ 2 B67.879 0.3 1] 4
[¥] NQESLGSPHICDLGK 1p5T 8877 1. 1 130 242 M15N... R ¥ 2 867.880 -0.3 1] 3
[¥] NQESLGSPHICDLGK 1p5T 8833 1. 1 120 354 35 44N R ¥ 2 867880 -0.8 1] 3
[¥] NGESLGSPHICDLGK 1p5T 8861 (1. 1 110 242 M15NH... R ¥ 2 867879 0.3 1] 6
[¥] NGESLGSPHICDLGK 1p5T ag84 1. 1 110 438 438IN.. R ¥ 2 867880 05 1] 6
[¥] NGESLGSPHICDLGK 1p5T 8889 1. 1 110 302 024N R ¥ 2 867880 0.7 1] 10
[FlNRESLGSPHICDLGK 1p5T 8875 (1. 1 100 354 35 44N R ¥ 2 867880 -0.3 1] 9
[ NRESLGSPHICDLGK 1p5T 8897 1. 1 100 426 4261NH... R ¥ 2 867880 11 1} 4 W
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v Show arly matched ions
PTh nnsitinne MOFSI RrSPHICDI GE R7 A8
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Automation Spectrum Cuantitation

ScoreinAB.C:122

File W¥Wiew Proteinz and Feptides

Dutof10peptides:10inA.B.C. ENENENENANENENENENEREANEE

v 13 31.2 NOESLGpSPHICDLGK b7/3
25119.4 NQEpSLGSPHICDLGE bd/v12

Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Det.| ~
[FINQESLGSPHICDLGK 1pST 8301 15.0 1 150 293 2935N... R ¥ 2 867.881 -1.8 1] 9
[FINQESLGSPHICDLGK 1pST 8860 [1... 1 140 N2 NIAVN... R ¥ 2 867879 0.3 1] 4
[FINQESLGSPHICDLGK 1pST 8877 ... 1 13.0 242 2415NM... R. ¥ 2 8G67.880 0.3 1] 3
[FINQESLGSPHICDLGK 1pST 8893 1... 1 120 354 I544NM... R ¥ 2 867.880 -0.8 1] 3
[FINQESLGSPHICDLGK 1pST 2861 [1... 1 11.0 242 2415NM... R ¥ 2 867.879 0.3 1] G
[FINQESLGSPHICDLGK 1pST g884 [1... 1 11.0 438 43 8INM... R ¥ 2 867.880 0.5 1] G
[FINQESLGSPHICDLGK 1pST 8889 [1... 1 11.0 302 30.24NM... R ¥ 2 867.880 0.7 1] 10
[FINQESLGSPHICDLGK 1pST 8875 [1... 1 10.0 354 35 44NM... R ¥ 2 867.880 0.3 1] 9
[¥] NQESLGSPHICDLGK 1p5T 8897 [1... 1 100 426 4261 N... R. ¥ 2 867880 -11 o 4 W
1062 46407
100
E
e
I
E ané 673.19565
2 a0 1276 50610
£ 403 g gagan 99738007
¥ 3 89037177 i
204
3 1164 47045
203 1046 54370
E 45816724 65514117 P 1531.56750
103 26016052 137553101
1 s 2sies e stz
D_
200 400 500 600 700 500 900 1000 1100 1200 1300 1400 1500 1300 1
miz
b10-98
v3 y4 b4 y1b11 b12 b13 b14

[V Show only matched ions
PTh nnsitinee NOFSI GRSPHICDI GE R7 09

File ¥iew Proteins and Peptides
Outof10peptides:10inAB.C.

Automation Spectrum Huantitation

ScoreinAB.C: 122

v 151438 MOESLGpSPHICDLGK b7 /y3
251 29.8 MUEpSLGSPHICDLGE, ba/v12

Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM._ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Det. | ~
[FANGESLGSPHICDLGK ~ 1pST 8301 150 1 150 293 2935N._ R V 2 867881 -18 O 9
[FANGESLGSPHICDLGK ~ 1pST 8860 (1. 1 140 312 3117N.. RV 2 867879 03 O 4
[FANGESLGSPHICDLGK ~ 1pST 8877 (1. 1 130 247 2415N._ R .V 2 867880 03 O 3
[FANGESLGSPHICDLGK ~ 1pST 8893 (1. 1 120 354 3544N._ R V 2 867880 08 O 3
[FANGESLGSPHICDLGK ~ 1pST 8861 (1. 1 110 247 2415N._ R .V 2 867879 03 O 6
[FANGESLGSPHICDLGK ~ 1pST 8884 (1 1 110 438 4383N.__ R V 2 867880 05 O 6
[FANGESLGSPHICDLGK ~ 1pST 8889 (1 1 110 302 3024N._ R V 2 867880 07 0 10
FINGESLGSPHICDLGK ~ 1pST 8875 (1. 1 100 354 344N R V 2 867880 03 O 9
FINGESLGSPHICDLGK ~ 1pST 8897 (1. 1 100 426 4261N._ R V 2 867880 -1 O 4
1062 45814
100
Qné
aué
e
B a0
2 503 673.22382
z ] 127647131
'-v_,-.; 405 947 45028
o SDE 78920803 840 62404
3 1262 556032
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B 7 16G59.61649€
=
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v Show arly matched ions
PTh nnsitinne MOFSI RrSPHICDI GE R7 A8
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File

View

Froteinz and Feptides

!]_ul u_l_1_l] QEPEC!E_ESZ 10inAB.C.

Automation Spectrum Cuantitation

ScoreinAB.C:122

Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Det.| ~
[FINQESLGSPHICDLGK 1pST 8301 15.0 1 150 29.3 2935N... R. ¥ 2 867881 -1.8 0 9
[FINQESLGSPHICDLGK 1pST 8860 [1... 1 140 3.2 37N R. ¥ 2 867.879 0.3 0 4
[FINQESLGSPHICDLGK 1pST 8877 ... 1 13.0 242 2415N... R. ¥ 2 867.880 -0.3 0 3
[FINQESLGSPHICDLGK 1pST 2893 1... 1 120 354 3544N... R. ¥ 2 867.880 -0.8 0 3
[FINQESLGSPHICDLGK 1pST 2861 [1... 1 11.0 242 2415N... R. ¥ 2 867.879 0.3 0 6
[FINQESLGSPHICDLGK 1pST g884 [1... 1 11.0 43.8 4383N... R. ¥ 2 867.880 -0.5 0 6
[FINQESLGSPHICDLGK 1pST 8889 [1... 1 11.0 30.2 30.24N... R. ¥ 2 867.880 -0.7 0 10
[FINQESLGSPHICDLGK 1pST 8875 [1... 1 10.0 354 35 44N... R. ¥ 2 867.880 -0.3 0 9
[¥] NQESLGSPHICDLGK 1p5T 8897 [1... 1 100 426 4261 N... R. ¥ 2 867880 -11 o 4 W
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E
e
I
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251188 MOEpSLGSPHICDLGK bddvi2 PTh nnsitinee NOFSI GRSPHICDI GE R7 09
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Dutof10peptides:10inA.B.C. ScoreinA.B.C:122 IEEEREEEEENEEENERREEEERENEENRNENNNNNENE
Sequence Modification | Query | Ma.. | Dish.. [ Ms3. [ Ms.. | PTM._ | PTMinfa | L] R o MCR[TH]| Rele.. [ Mi. | Det. | ~
[¥] MQESLGSPHICDLGK 1p5T 8301 150 1 150 293 2935NM.. R ¥ 2 867881 -1.8 1] 9
[¥] NQESLGSPHICDLGK 1p5T 83860 (1. 1 140 N2 NAFH... R ¥ 2 B67.879 0.3 1] 4
[¥] NQESLGSPHICDLGK 1p5T 8877 1. 1 130 242 M15N... R ¥ 2 867.880 -0.3 1] 3
[¥] NQESLGSPHICDLGK 1p5T 8833 1. 1 120 354 35 44N R ¥ 2 867880 -0.8 1] 3
[¥] NGESLGSPHICDLGK 1p5T 8861 (1. 1 110 242 M15NH... R ¥ 2 867879 0.3 1] 6
[¥] NGESLGSPHICDLGK 1p5T ag84 1. 1 110 438 438IN.. R ¥ 2 867880 05 1] 6
[¥] NGESLGSPHICDLGK 1p5T 8889 1. 1 110 302 024N R ¥ 2 867880 0.7 1] 10
[ NRESLGSPHICDLGK 1p5T 8875 (1. 1 100 354 35 44N R ¥ 2 867880 -0.3 1] 9
[ NRESLGSPHICDLGK 1p5T 8897 1. 1 100 426 4261NH... R ¥ 2 867880 -11 1} 4 W
1062 42355
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation

PTh nnzitinne KFAIRSDIFRMWE RRAR

Outof10peptides:10inAB.C.  ScoreinAB.C:122 ANNEEEEENEENENENENNENENNENENNENEEENENEENENEDN
Sequence | Modification | Query | Ma.. | Dish.. | M52, | MS..| PTM.. | PTMinto | LI R C| MCR[TH]| Rele.. [ Mi. | Det.| ~
Al NRESLGSPHICDLGK 1p5T 230  15.0 1 150 293 2935N... R ¥ 2 867.881 -1.8 1] 9
Al NRESLGSPHICDLGK 1p5T 8860 1... 1 140 N2 NIAVN... R ¥ 2 867879 0.3 1] 4
Al NRESLGSPHICDLGK 1p5T 8877 ... 1 130 242 2415NM... R. ¥ 2 8G67.880 0.3 1] 3
[FINRESLGSPHICDLGK 1pST 8893 ... 1 120 354 I544NM... R ¥ 2 867.880 -0.8 1] 3
Al NRESLGSPHICDLGK 1p5T 8861 1. 1 110 242 2415NM... R ¥ 2 867.879 0.3 1] G
Al NRESLGSPHICDLGK 1p5T ag84 1. 1 110 438 43 8INM... R ¥ 2 867.880 0.5 1] G
[FINRESLGSPHICDLGK 1p5T 8889 1... 1 110 302 30.24NM... R ¥ 2 867.880 0.7 1] 10
[FINRESLGSPHICDLGK 1p5T 8875 1. 1 100 354 35 44NM... R ¥ 2 867.880 0.3 1] 9
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 1 peptides: 1inA.B.C. Score inAB.C: 15 Mazs
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 17

File Froteinz and Feptides

!:_llil q[ I_l:lf_:ptides: 1inAB.LC. Mass

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
R. - 2 807.811 19 0 2
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Wiew Automation Spectrum Huantitation

Score inAB.C: 14 Mazs

File Froteins and Peptides
!Z_Il.!t ql‘ 1_ peptides: 1inA.B.C.
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Wiew Automation Spectrum Cuantitation

Score inA B.C: 16

File Froteinz and Feptides

!:_llil q[ 1_ Pf_z_ptides: 1inAB.LC. Mass

v 151 26.5 ETPHpSPGEYEDAPIAK bEATT
251 20.0 EpTPHSPGYEDAPIAK b2/v14

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M¥YLLGYYSQAGGAR 1pST 7528 16.0 1 16.0 293 2931 Y... R.S 2 774869 -6.5 1] a
3430212
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203 100437201
50
3 757.10180
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£ 3
4 403 547 10250
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File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 26 Mass
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[/l ETPHSPGVEDAPIAK 1p5T 8068 14.0 1 140 265 2664E... R. ¥ 2 814377 -6.3 1] 1
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v Show arly matched ions
PTh nnsitinnr FTPHRSPRYFNAPLAK BRAT
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Automation Spectrum Cuantitat

Score inA B.C: 26

File W¥Wiew Proteinz and Feptides

!:_llil q[ gl:lf_:_ptides: 2inAB.C. Mass
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Wiew Automation Spectrum Huantitat

Score inAB.C: 15 Mazs

File Froteins and Peptides
Out of 1 peptides: 1inA.B.C.

ion

Sequence Modification | Quer_l,ll Ma.. | Digh... | MS3..

| M5 | PTM. | PTMinfa | Ll R | MCR[TH]| Rele.. [ Mi. | Det.. |
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Automation Spectrum Cuantitation

Score inA B.C: 24

File W¥Wiew Proteinz and Feptides

!:_llil qig Pf_z_ptides: 2inAB.C. Mass

Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ DLEIVLCSEPPH 1pST 7125 14.0 1 140 1.7 7A.69D... K - 2 741.821 5.5 0 5
[F DLEIVLCSEPPH 1pST 7124 [1... 1 100 1.7 A.69D... K - 2 741.820 -5.0 1] 7
100+ o132gqgq 12030828
E
e
- E
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£ 3
w40
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=0 34416007 57025010 73042093
203 421.08875 792.21003
3 40632204 666.10388 65 45332 84552441 M3DIWAE onnmarrn
10
Jz4z 0z007 137010852 4q
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v 151 71.7 DLEMLCpSEPPM b85S ¥ Show only matched ions
PTH mesitiore N FIVI CRSFPPM RS
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 24 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[#] DLEIVLCSEPPM 1p5T 7125 14.0 1 140 1.7 71.63D... K - 2 741.821 5.5 1] 5
[l DLEIVLCSEPPM 1p5T 124 [1... 1 10.0 1.7 7163D... K - 2 741.820 -5.0 1] 7
91330316
1004
3 102842617
ang
e
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b2 y3 b5 y7 pba b y10

v 151 71.7 DLENLCpSEPPM b3/y5

v Show arly matched ions
PTh nnsitine NI FIVI CRSFRPPRM RRAR
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v 15128 3WLpSEIFSPMoxLFR b3/010 b3/yd

v Show arly matched ions
PTh nnsitinn W1 nSFIFSPMaxl FR 3010 hSAvd

File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
!:_llil ngPf_:_ptides: 2inAB.C. Score in& B.C: 27 Maszs
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
[ YLSEIFSPMLFR ToxM 1... 7445 140 1 140 418 N.77v... B F 2 7G67.866 8.6 1] g
[A YLSEIFSPMLFR ToxM 1... 449 [1... 1 130 283 2834v._.. H F 2 7G67.866 79 1] 9
013 40765
100
e
ené
E 70998026
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PTH nnsitinee W1 nSFIFSPRMaxl FR R3A010 RS9 Avd
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 2 peptides: ZinA.B.C. Score inAB.C: 27 Mass EEREEREEEEEREREEREEEEERER
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[¥] YLSEIFSPMLFR ToxM 1. 7445 140 1 140 418 NTFfV._.. R F 2 767866 8.6 1] g
[¥] YLSEIFSPMLFR ToxM 1. 449 1. 1 130 283 2834v._. R F 2 7G67.866 79 1] 9
7418939
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vh vb »i
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File W¥Wiew Proteins and Faptidez Automation Spectrum Huantitation
Out of 4 peptides: 4in A.B.C. Score inA B.C: 46 Mass
Sequence | Modification | Query [ Ma.. | Dish.. | M52, | MS..| PTM..| PTMinto | L| R C| MCR[TH]| Rele.. [ Mi.. | Det..|
M ELAANSSRSTTPRGE  2pST g859 13.0 1 130 18.7 18.70E... K D. 2 BG7.B79 34 2 0
[ EL2ANSSRSTTRRGE, 2pST 8855 (12.0) 1 120 189 1893EL. K D 2 BEFE7Y 34 2 0
M ELAANSSRSTTPRGK  2pST 8896 (1... 1 11.0 81 807EL.. K D. 2 867880 21 2 0
M ELAANSSRSTTPRGK  2pST 8895 [1... 1 10.0 185 1848E... K D. 2 BG7.B8O 2.2 2 6
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QDE
ené
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v 151187 ELAANPSSRpSTTPRGK bEA10 bSAT ¥ Show only matched ions
251151 ELAAMNSpSRpSTTPRGE. by w3 b3AYT PTh nnzitinee Fl AANRSSRRSTTRPRGE hRAAT RAAT
File W¥iew FProteins and Peptidez Automation Spectrum Huantitation
Out of 4 peptides: 4inA.B.C. Score inAB.C: 46 Mass (TTTTTRTITIT0T]
Sequence Modification | Query | Ma.. | Dish.. [ M53. [ ms_ [ PTM. | PTMinta | L] R| o MCR[Th]| Rele.. | Mi. | Delt. |
[F ELAANSSRSTTPRGK  2pST 8859 13.0 1 130 187 1870E... K D. 2 BG67.879 34 2 0
[ ELAANSSRSTTRRGEK. 2pST 8855 [12.0) 1 12.0 189 1893EL.. K D 2  BEVE7S 34 2 0
[F ELAANSSRSTTPRGK ~ 2pST 8896 [1... 1 11.0 81 B807EL.. K D. 2 867880 21 2 0
[F ELAANSSRSTTPRGK  2pST 8895 [1... 1 10,0 185 1848E... K D. 2 BG67.880 22 2 6
100— 1062.45251
Qné
80%
E 240 95400
o 705
g E‘Dé 1276.48901
% 50; 673 30212 047 45352
5 0] 00 40830
r 7 78828931
303
20 E 1106.52789 1375 65454
7 574.21576 |
3 1531.41516
105 360.09838 43211475 1192.23281
E 158815515
E 17
04
200 400 500 600 700 200 200 1000 1100 1200 1300 1400 1500 1600 13
b++3-196 miz
y++9-93
b2 v3 b7 b9 v8 b12 b13
v| 121189 ELAAMSSRSpTpT PRGE. b10/E b11./05 ¥ Show anly matched ions
25115.3 ELAANSSRpSpT TPRGE b3/ 7 B10AVE PThd nnsitiner Fl AaNSSRSATRTPREK R1NAR B17405
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File W¥Wiew Proteinz and Feptides

!:_llil q[ ii_l:lf_:_ptides: 4inAB.C. Score inA B.C: 46 Mass

Automation Spectrum Cuantitation
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Query | Ma.. | Dish.. [ M523 [ M5 | PTM... | PTM irfa

| Ll R|cl McR[TH | Rele.. | Mi. | Det.. |
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