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Fraction

E1032
E1031

E1032

E1022

E1021

ET1031

E2011
E1021
E1022
E202 1
E2022

E1031

E2022

E201 1
E201 2
E1 01
E201 1

E1032
E2 04
E2011

E2 012
E1041
E1043

E204 2
E1043

E1043

E201 1
E201 2

U BT & T A — AT SR
(Ti02 b — X2 & % ik 2 )

z Sequence

3 AAAAGLGHPASPGGSEDGPPGSEEEDAAR
3 AAAAGLGHPASPGGSEDGPPGSEEEDAAR
3 AAAAGLGHPASPGGSEDGPPGSEEEDAAR
3 AALGLQDSDDEDAAVDDEQESMFNSK
3 AALGLQDSDDEDAAVDDEQESMFNSK
3 AALGLQDSDDEDAAVDDEQESMFNSK
3 AALGLQDSDDEDAAVDDEQESMFNSK
3 AALGLQDSDDEDAAVDIDEQESMFNSK

3 AALGLQDSDDEDAAVDDEQESMFNSK
3 AASLNYLNQPSAAPLQVSR
2 AASLNYLNQPSAAPLQVSR
2 AASLNYLNQPSAAPLQVSR

3 AASLNYLNQPSAAPLQVSR
2 AASPPASASDLIEQQQK
2 AASPPASASDLIEQQQK
2 AASPPASASDLIEQQQK
2 AASPPASASDLIEQQQK

3 AASSDQLRDNSPPPAFKPEPPK
3 AASSDQLRDNSPPPAFKPEPPK
3 ADAPDAGAQSDSELPSYHQNDVSLDR

3 ADAPDAGAQSDSELPSYHQNDVSLDR

2 ADLINNLGTIAK

2 ADSGEGDFLAEGGGVR

2 ADSGEGDFLAEGGGVR

2 ADSGEGDFLAEGGGVR

2 ADSGEGDFLAEGGGVR

2 ADSGEGDFLAEGGGVR
ADVLEAHEAEAEEPEAGKSEAEDDEDEVDDLP

4 SSR
ADVLEAHEAEAEEPEAGKSEAEDDEDEVDDLP

4 SSR

2 AEEDEILNRSPR

3 AEEDEILNRSPR

2 AEEDEILNRSPR

3 AEEDEILNRSPR

3 AEEDEILNRSPR

3 AEEDEILNRSPR

2 AEEDEILNRSPR

3 AEEDEILNRSPR

2 AFLAELEQNSPK

2 AFLAELEQNSPK

2 AFLSPPTLLEGPLR
2 AFLSPPTLLEGPLR
2 AFSDPFVEAEK

2 AFVEDSEDEDGAGEGGSSLLQK
2 AGDLLEDSPKRPK
2 AGDLLEDSPKRPK
3 AGDLLEDSPKRPK
3 AGDLLEDSPKRPK
3 AGDLLEDSPKRPK

3 AGEPNSPDAEEANSPDVTAGCDPAGVHPPR
3 AGEQQLSEPEDMEMEAGDTDDPPR

2 AGLESGAEPGDGDSDTTK

2 AGSISTLDSLDFAR

2 AGSISTLDSLDFAR

2 AGSISTLDSLDFAR

2 AGSISTLDSLDFAR

3 AHLTVGQAAAGGSGNLLTER

3 AHLTVGQAAAGGSGNLLTQR
3 AIGGILTASHNPGGPNGDFGK

3 AIGGILTASHNPGGPNGDFGK
2 AISSDMFFGR

2 AISSDMFFGR

2 AISSDMFFGR

2 AITSLLGGGSPK

3 ALAEEASEEELPSDVDLNDPYFAEEVK

2 ALDISLSSGEEDEGDEEDSTAGTTK

4 ALELPLAASSIPRPRTPSPESHR

4 ALELPLAASSIPRPRTPSPESHR
ALENGDADEPSFSDPEDFVDDVSEEELLGDVL

: ﬁLENGDADEPSFSDPEDFVDDVSEEELLGDVL

3K

ALENGDADEPSFSDPEDFVDDVSEEELLGDVL
3K

ALENGDADEPSFSDPEDFVDDVSEEELLGDVL
3K

ALENGDADEPSFSDPEDFVDDVSEEELLGDVL
3K
3 ALESPERPFLAILGGAK
3 ALESPERPFLAILGGAK

LH
0.99833
0.91667
0.98083
0.93516
1.13333
1.14417
1.18083

1.0775

1.0875
0.89833
0.93
1.06383

0.92833
0.82467
0.91833
0.94167
1.06308

1.36167
1.3875
1.04

1.0575
1.00417
0.74383

0.7615
0.78067
0.79383
1.15385

1.18333

1.18667
0.78583
0.80992
0.81342
0.81583
0.84583
0.87833
1.28866

0.82317
0.79758
0.79758
0.70183
0.70892
1.1625
0.90583
0.87873
09125
0.92833
0.995
0.99583

1.36583
1.3425
1.12167
0.94833
0.99833
1.02389
1.08583
0.76642
0.71092
1.0025
1.03667
0.64442
0.665
0.70588
1.0775
1.115
1.17555
1.09833

1.15667

1.12083

1.14417

1.17083

1.2475

1.18917
0.98083
1.01417

Std.Err. Modifications
(11) Phospho (ST);(15)
0.03342 Phospho (ST)

(11) Phospho (ST);(22)
0.03674 Phospho (ST)

(11) Phospho (ST);(22)
0.02573 Phospho (ST)

0.02928 (8) Phospho (ST)
0.00869 (8) Phospho (ST)
0.01679 (8) Phospho (ST)

0.01193 (8) Phospho (ST)

(8) Phospho (ST);(24)
0.03497 Oxidation (M)

(8) Phospho (ST);(24)

0.0423 Oxidation (M)

0.01815 (3) Phospho (ST)
0.01547 (3) Phospho (ST)
0.02739 (3) Phospho (ST)

(3) Phospho (ST);(9)
0.01586 Deamidated (NQ)
0.04506 (3) Phospho (ST)
0.02762 (3) Phospho (ST)
0.02071 (3) Phospho (ST)
0.04678 (3) Phospho (ST)

(3) Phospho (ST);(11)
0.04048 Phospho (ST)

(4) Phospho (ST);(11)
0.03507 Phospho (ST)

0.01166 (10) Phospho (ST)

0.02245 (10) Phospho (ST)
0.0998

0.03353 (3) Phospho (ST)
0.0454 (3) Phospho (ST)

0.02702 (3) Phospho (ST)

0.02895 (3) Phospho (ST)

0.01364 (3) Phospho (ST)

0.038 (19) Phospho (ST)

0.03172 (19) Phospho (ST)
0.0308 (10) Phospho (ST)
0.01522 (10) Phospho (ST)
0.03699 (10) Phospho (ST)
0.02661 (10) Phospho (ST)
0.01911 (10) Phospho (ST)
0.01175 (10) Phospho (ST)
0.01487 (10) Phospho (ST)
(8) Deamidated
0.0611 (NQ);(10) Phospho (ST)
0.00953 (10) Phospho (ST)
0.00953 (10) Phospho (ST)
0.01764 (4) Phospho (ST)
0.01458 (4) Phospho (ST)
0.09088 (3) Phospho (ST)
0.0113 (6) Phospho (ST)
0.08724 (8) Phospho (ST)
0.02004 (8) Phospho (ST)
0.01845 (8) Phospho (ST)
0.01169 (8) Phospho (ST)
0.01653 (8) Phospho (ST)
(6) Phospho (ST)(14)
0.01427 Phospho (ST)
0.0693 (7) Phospho (ST)
0.0581 (17) Phospho (ST)
0.02145 (3) Phospho (ST)
0.01181 (3) Phospho (ST)
0.00936 (3) Phospho (ST)
0.07353 (3) Phospho (ST)
0.03915 (13) Phospho (ST)
(13) Phospho (ST);(19)
0.06265 Deamidated (NQ)
(10) Phospho (ST);(17)
0.00743 Deamidated (NQ)
(10) Phospho (ST);(17)
0.01091 Deamidated (NQ)
0.03024 (3) Phospho (ST)
0.02012 (3) Phospho (ST)
0.06284 (3) Phospho (ST)
0.0434 (10) Phospho (ST)
(7) Phospho (ST),(13)
0.01433 Phospho (ST)
(7) Phospho (ST)(8)
0.03403 Phospho (ST)
(16) Phospho (ST);(18)
0.03906 Phospho (ST)
(16) Phospho (ST);(18)
0.04759 Phospho (ST)
(11) Phospho (ST);(13)
Phospho (ST);(23)
0.02617 Phospho (ST)

0.00584 (13) Phospho (ST)
(4) Deamidated
(NQ);(11) Phospho
0.02716 (ST);(13) Phospho (ST)
(4) Deamidated
(NQ);(11) Phospho
0.01376 (ST);(13) Phospho (ST)
(4) Deamidated
(NQ);(11) Phospho
(ST);(13) Phospho
0.0283 (ST);(23) Phospho (ST)
0.01899 (4) Phospho (ST)
0.02175 (4) Phospho (ST)

E2031

El
El

04
02

E1041
E1021
E2022
E1043
E1 022
E204 2

El
El

02
02

2

E2022

El

02
03
03
03

03
o1

2
1
2
2
3

E203 1
E2032

E1
El

o1
04

04

04

3
1

1

E2041

E1

04

02

04

3

- NaNN=N

[ S N I 75

E2022

E202 1

E1043

E1022

E1

02

E1021

E1022

E2021

E2022

E2042

2 ALSSGGSITSPPLSPALPK

2 ALSSLHGDDQDSEDEVLTIPEVK
3 ALSSLHGDDQDSEDEVLTIPEVK
2 ALSSLHGDDQDSEDEVLTIPEVK
3 ALSSLHGDDQDSEDEVLTIPEVK
3 ALSSLHGDDQDSEDEVLTIPEVK
2 ALSSLHGDDQDSEDEVLTIPEVK
3 ALSSLHGDDQDSEDEVLTIPEVK
2 ALSSLHGDDQDSEDEVLTIPEVK
3 ALVEFESNPEETREPGSPPSVQR
3 ALVEFESNPEETREPGSPPSVQR
3 ALVEFESNPEETREPGSPPSVQR
3 ALVEFESNPEETREPGSPPSVQR
2 ALVVPEPEPDSDSNQER

2 ALVVPEPEPDSDSNQER

2 ALVVPEPEPDSDSNQER

3 AMDNHSDSEEELAAFCPQLDDSTVAR
3 AMLDQLMGTSRDGDTTR

2 ANSFVGTAQYVSPELLTEK

2 ANSFVGTAQYVSPELLTEK

3 APSDSSLGTPSDGRPELR

3 APVSSTESVIQSNTPTPPPSQPLNETAEEESR
3 APVSSTESVIQSNTPTPPPSQPLNETAEEESR
3 APVSSTESVIQSNTPTPPPSQPLNETAEEESR
3 APVSSTESVIQSNTPTPPPSQPLNETAEEESR
3 APVSSTESVIQSNTPTPPPSQPLNETAEEESR
3 APVSSTESVIQSNTPTPPPSQPLNETAEEESR

3 APVSSTESVIQSNTPTPPPSQPLNETAEEESR
3 AQGEPVAGHESPKIPYEK

2 AQSPGAVEEILDR

2 AQSPGAVEEILDR

3 ARSPSVAAMASPQLCR

3 ARSPSVAAMASPQLCR

3 ARSPSVAAMASPQLCR

3 ARSVDALDDLTPPSTAESGSR

2 ASAVSELSPR

2 ASAVSELSPR

2 ASAVSELSPR

2 ASAVSELSPR

2 ASAVSELSPR

3 ASLGSLEGEAEAEASSPK

3 ASLGSLEGEAEAEASSPK

2 ASLGSLEGEAEAEASSPK

3 ASLGSLEGEAEAEASSPKGK

3 ASPAPGSGHPEGPGAHLDMNSLDR
3 ASPAPGSGHPEGPGAHLDMNSLDR
3 ASPAPGSGHPEGPGAHLDMNSLDR
2 ASPSPQPSSQPLQHR

2 ASPSPQPSSQPLQHR

3 ASPSPQPSSQPLQHR

2 ASPSPQPSSQPLQHR

2 ASPSPQPSSQPLQHR

2 ASPSPQPSSQPLQHR

2 ASSFADMMGLK

2 ASSFADMMGLK

2 ASSFADMMGLK

2 ASSLEDLVLK

2 ASSLEDLVLK

2 ASSLEDLVLK

2 ASSLEDLVLK

2 ASSLNVLNVGGK

2 ASSLNVLNVGGK

2 ASSLNVLNVGGK

3 ASSPPDRDIFGR

3 ASSPPDRDIFGR

3 ASSPPDRDIFGR

3 ASSPPDRDIFGR

2 ATDEDMQSLASLMSMK

3 ATTPPNQGRPDSPVYANLQELK
2 AVDSSSEEIEVEVPVVDR
3 AVDSSSEEIEVEVPVVDRR
3 AVDSSSEEIEVEVPVVDRR
3 AVDSSSEEIEVEVPVVDRR
2 AVDSSSEEIEVEVPVVDRR
3 AVDSSSEEIEVEVPVVDRR
3 AVDSSSEEIEVEVPVVDRR
2 AVDSSSEEIEVEVPVVDRR
3 AVDSSSEEIEVEVPVVDRR

3 AVDSSSEEIEVEVPVVDRR

3 AVDSSSEEIEVEVPVVDRR

3 AVDSSSEEIEVEVPVVDRR

3 AVDSSSEEIEVEVPVVDRR

3 AVDSSSEEIEVEVPVVDRR

2 AVDSSSEEIEVEVPVVDRR

2 AVDSSSEEIEVEVPVVDRR

0.98917
0.7371
0.88705
0.9525
0.96583
1.005
1.0225
1.04333
1.04583
1.29333
0.86957
11775
1.29333
0.98039
1.02667
1.05417

0.9375
113
1.09

1.1225

1.20667

1.32583

1.19917

0.69832

1.11083

1.18833

1.19917

1.32583
0.96417
0.84333
0.89333
1.00333

1.08917
1.17333
0.92583
0.92583
0.95541
0.9575
0.97
0.97583
0.78217
0.81325
1.67879
0.93667
0.82418
1.0525
1.10583
0.83241
0.84602
1.02333
1.06833
1.07333
1.10917
0.80383
0.83667

0.654
0.88
0.89333
1.24688
1.3089
091417
0.92667
0.97583
0.84917
0.95583
0.96
0.98667
0.99583
0.93833
0.96583
0.19802
1.0925
0.82554
0.85911
1.05083
1.06167
1.06417
1.19667

1.29088

1.2975

1.31

1.335

137917

1.445

077121

0.01711 (10) Phospho (ST)
0.04772 (12) Phospho (ST)
0.00913 (12) Phospho (ST)
0.01752 (12) Phospho (ST)
0.01854 (12) Phospho (ST)
0.01793 (12) Phospho (ST)
0.04422 (12) Phospho (ST)
0.02281 (12) Phospho (ST)
0.02367 (12) Phospho (ST)
0.01119 (12) Phospho (ST)
0.02859 (17) Phospho (ST)
0.02508 (17) Phospho (ST)
0.01119 (17) Phospho (ST)
0.02571 (13) Phospho (ST)
0.01765 (13) Phospho (ST)
0.01482 (13) Phospho (ST)
(6) Phospho (ST)(8)

0.01332 Phospho (ST)
0.04246 (10) Phospho (ST)
0.01722 (3) Phospho (ST)
0.01731 (3) Phospho (ST)
0.05792 (3) Phospho (ST)

0.05209 (12) Phospho (ST)

(12) Phospho (ST);(14)
0.01227 Phospho (ST)

(14) Phospho (ST);(16)
0.02439 Phospho (ST)

(14) Phospho (ST);(16)
0.02396 Phospho (ST)

(14) Phospho (ST);(16)
0.01628 Phospho (ST)

(14) Phospho (ST);(16)
0.01227 Phospho (ST)

0.05543 (16) Phospho (ST)
0.09786 (11) Phospho (ST)
0.02497 (3) Phospho (ST)
0.03407 (3) Phospho (ST)
0.01592 (3) Phospho (ST)
(3) Phospho (ST);(9)
0.04337 Oxidation (M)
0.05875 (5) Phospho (ST)
0.03876 (3) Phospho (ST)
0.05781 (8) Phospho (ST)
0.00917 (8) Phospho (ST)
0.06759 (8) Phospho (ST)
0.01484 (8) Phospho (ST)
0.01672 (8) Phospho (ST)
0.04043 (5) Phospho (ST)
00211 (5) Phospho (ST)
0.01194 (5) Phospho (ST)
0.09279 (16) Phospho (ST)
0.03034 (2) Phospho (ST)
0.03524 (2) Phospho (ST)
0.02414 (2) Phospho (ST)
0.02575 (4) Phospho (ST)
0.02747 (4) Phospho (ST)
0.0208 (4) Phospho (ST)
0.01994 (4) Phospho (ST)
0.02387 (4) Phospho (ST)
0.01758 (4) Phospho (ST)
0.01152 (3) Phospho (ST)
0.01698 (3) Phospho (ST)
(3) Phospho (ST);(8)
0.06255 Oxidation (M)
0.01559 (3) Phospho (ST)
0.01688 (3) Phospho (ST)
0.01797 (3) Phospho (ST)
0.01214 (3) Phospho (ST)
005207 (3) Phospho (ST)
0.02604 (3) Phospho (ST)
0.06544 (3) Phospho (ST)
0.01423 (3) Phospho (ST)
0.01875 (3) Phospho (ST)
0.01774 (3)Phospho (ST)
0.01936 (3) Phospho (ST)
(8) Phospho (ST)(11)
0.02129 Phospho (ST)
(3) Phospho (ST)(12)
0.04678 Phospho (ST)
(5) Phospho (ST);(6)
0.06579 Phospho (ST)
0.1863 (4) Phospho (ST)
0.08991 (4) Phospho (ST)
(4) Phospho (ST);(5)
0.02737 Phospho (ST)
(4) Phospho (ST),(5)
0.03366 Phospho (ST)
(4) Phospho (ST),(5)
0.00995 Phospho (ST)
(4) Phospho (ST);(5)
0.01146 Phospho (ST)
(4) Phospho (ST);(5)
0.05259 Phospho (ST)
(4) Phospho (ST);(5)
0.02794 Phospho (ST)
(4) Phospho (ST);(5)
0.07837 Phospho (ST)
(4) Phospho (ST);(5)
Phospho (ST);(6)
0.03193 Phospho (ST)
(4) Phospho (ST);(5)
Phospho (ST),(6)
0.04134 Phospho (ST)
(4) Phospho (ST);(5)
Phospho (ST);(8)
0.01866 Phospho (ST)
(4) Phospho (ST)(5)
Phospho (ST);(6)
0.02852 Phospho (ST)
(4) Phospho (ST)(5)
Phospho (ST);(6)
0.02838 Phospho (ST)
(4) Phospho (ST);(6)
0.01602 Phospho (ST)



— (12) Phospho (ST);(14)

3 AVPIAVADEGESESEDDDLKPR 0.78992  0.1581 Phospho (ST) E1011 3 DMESPTKLDVTLAK 1.02667 0.01177 (4) Phospho (ST)
— (11) Deamidated E1021 2 DMESPTKLDVTLAK 1.03417 0.01658 (4) Phospho (ST)

3 AVQLMQQVASNGATLPSALSASK 067283 0.1365 (NQ);(22) Phospho (ST) E1022 2 DMESPTKLDVTLAK 1.0375 0.02126 (4) Phospho (ST)
E1013 3 AVTPVPTKTEEVSNLK 094917  0.0294 (3) Phospho (ST) E2 02 2 DMESPTKLDVTLAK 1.05042 0.02721 (4) Phospho (ST)
E1011 3 AVTPVPTKTEEVSNLK 0.96167 0.03605 (3) Phospho (ST) E1013 3 DMESPTKLDVTLAK 1.05833  0.0145 (4) Phospho (ST)
E2011 3 AVTPVPTKTEEVSNLK 1.02417 0.04874 (3) Phospho (ST) E1 01 3 DMESPTKLDVTLAK 1.05932 0.01849 (4) Phospho (ST)
E2022 2 AYTPVWILWYR 0.96833 0.03065 (3) Phospho (ST) E2012 3 DMESPTKLDVTLAK 1.06 0.00964 (4) Phospho (ST)
E2021 2 AYTPVWILWYR 1.03417 0.02561 (3) Phospho (ST) E2011 3 DMESPTKLDVTLAK 1.065 0.01478 (4) Phospho (ST)
—-— (11) Deamidated E2022 2 DMESPTKLDVTLAK 1.10167 0.01301 (4) Phospho (ST)

3 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK ~ 1.03583  0.0421 (NQ);(22) Phospho (ST) E2021 2 DMESPTKLDVTLAK 1.11833  0.0121 (4) Phospho (ST)
— (11) Deamidated €103 (2) Oxidation (M);(12)

4 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK 1.075 0.03728 (NQ)(22) Phospho (ST) 3 DMPGGFLFEGLSDDEDDFHPNTR 0.94221 0.03606 Phospho (ST)

768 P— (2) Oxidation (M);(12)

3 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK ~ 0.78125 0.02497 (22) Phospho (ST) 3 DMPGGFLFEGLSDDEDDFHPNTR 1.11167 0.04628 Phospho (ST)

s & Biz (2) Oxidation (M);(12)

3 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK ~ 0.80819 0.03154 (22) Phospho (ST) 3 DMPGGFLFEGLSDDEDDFHPNTR 1.14917 0.05556 Phospho (ST)

102 €102 2 DMSPLSETEMALGK 1.06007  0.1005 (3) Phospho (ST)

4 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK ~ 0.98684 0.00877 (22) Phospho (ST) E1022 2 DMSPLSETEMALGK 1.22833 0.02313 (3) Phospho (ST)
£2022 E1022 (3) Phospho (ST)(6)

4 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK ~ 1.07167 0.03672 (22) Phospho (ST) 2 DMSPLSETEMALGK 1.17083 0.02321 Phospho (ST)
E1022 4 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK  1.08083 0.00816 (22)Phospho (ST) E2031 5 pMSPLSETEMALGKDVTPPPETEVVLK 147 0.02618 (17) Phospho (ST)
E1 021 E2042 2 DNLLDTYSADQGDSSEGGTLAR 0.62267 0.02538 (14) Phospho (ST)

4 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK ~ 1.09917 0.00733 (22) Phospho (ST) E2041 2 DNLLDTYSADQGDSSEGGTLAR 0.62933 0.03214 (14) Phospho (ST)
- €204 2 DNLLDTYSADQGDSSEGGTLAR 1.28096 0.03691 (14) Phospho (ST)

3 CGSGPVHISGQHLVAVEEDAESEDEEEEDVK 1.15 0.08462 (22) Phospho (ST) E104 2 DNLLDTYSADQGDSSEGGTLAR 1.35014 0.02432 (14) Phospho (ST)
E1021 2 CTELNQAWSSLGK 0.82525 0.05058 (10) Phospho (ST) 1 032
E201 2 DAGTAGLNVMR 141777 0.02642 3 DNLLDTYSADQGDSSEGGTLARGEEEEK 0.74833 0.01561 (15) Phospho (ST)
E1 01 3 DAPEEEDHVLVLR 1.50618 0.02234 & 691
E1 011 3 DAQRLSPIPEEVPK 0.28817 0.07323 (6) Phospho (ST) 3 DNLLDTYSADQGDSSEGGTLARGEEEEK 0.75183 0.03649 (15) Phospho (ST)
E1031 2 DATNVGDEGGFAPNLENK 1.005 0.02528 E102 2 DNSPPPAFKPEPPK 1.33929 0.05411 (3) Phospho (ST)

E1 01 3 DELHVEAEAMNYEGSPIK 1.0989 0.04302 (16) Phospho (ST) E1013 3 DNTFFRESPVGR 0.82475 0.03541 (8) Phospho (ST)
_— (4) Deamidated E1022 2 DNTFFRESPVGR 0.828 0.06141 (8) Phospho (ST)

2 DELQRQLDSMLAK 1.0675 0.01783 (NQ);(9) Phospho (ST) E2011 3 DQSTSMSHINLLFSR 0.68833 0.02693 (5) Phospho (ST)
£1013 2 DFTPVCTTELGR 0.845 0.08129 E2012 3 DOSTSMSHINLLFSR 0.75517 0.02084 (5) Phospho (ST)
£2011 3 DGLNQTTIPVSPPSTTKPSR 1.26333 0.06114 (11)Phospho (ST) o (5) Phospho (ST),(7)
E2012 3 DGLNQTTIPVSPPSTTKPSR 1.35583 0.06577 (11) Phospho (ST) 3 DQSTSMSHINLLFSR 0.7575 0.06067 Phospho (ST)
E1013 2 DGSFGEGLTMK 0.596  0.0248 (3) Phospho (ST) — (5) Phospho (STY,(7)
b2 (3) Phospho (ST);(6) 3 DQSTSMSHINLLFSR 0.77175 0.01402 Phospho (ST)

3 DGSGDSHPDFPEDADIDLKDVDK 1.29667 0.08184 Phospho (ST) G (5) Phospho (ST),(7)
E1011 2 DIDISSPEFK 0.95333 0.01859 (6) Phospho (ST) 3 DQSTSMSHINLLFSR 0.81667 0.01049 Phospho (ST)

E102 2 DIRQPSEEEIK 0.7768 0.01906 (7) Phospho (ST) E2ibai (5) Phospho (ST)(7)
E1 011 3 DIRQPSEEEIK 0.87583 0.01166 (7) Phospho (ST) 2 DQSTSMSHINLLFSR 0.98417 0216 Phospho (ST)

E1 01 3 DIRQPSEEEIK 0.89499 0.01273 (7) Phospho (ST) —

E1021 2 DIRQPSEEEIK 097333 0.253 (7) Phospho (ST) 2 DSQDASAEQSDHDDEVASLASASGGFGTK 1.15333 0.02463 (10) Phospho (ST)
E2011 (4) Phospho (ST);(9) E1031

4 DKQSPSQANGCSDHRPIDLEMLSR 0.97333 0.05069 Deamidated (NQ) 3 DSQDASAEQSDHDDEVASLASASGGFGTK 1.18583 0.01829 (10) Phospho (ST)
E103 2 DKSPVREPDNLTPEER 0.79787 0.02534 (3) Phospho (ST) p—

E1 01 3 DKSPVREPIDNLTPEER 0.98039 0.03023 (3) Phospho (ST) 2 DSQDASAEQSDHDDEVASLASASGGFGTK 1.15333 0.02463 (6) Phospho (ST)
E1013 3 DKSPVREPDNLTPEER 1.04917 0.02645 (3) Phospho (ST) Ei 550
E1011 3 DKSPVREPIDNLTPEER 1.055 0.02847 (3)Phospho (ST) 3 DSQDASAEQSDHDDEVASLASASGGFGTK 1.15917 0.01482 (6) Phospho (ST)
E2011 3 DKSPVREPIDNLTPEER 1.11583 0.02418 (3) Phospho (ST) . (11) Phospho (ST);(15)
£2012 3 DKSPVREPIDNLTPEER 1.12083 0.02358 (3) Phospho (ST) 3 DSQQTLINPSLNDSDSEIEDISEESNR 1.22083 0.01271 Phospho (ST)
E1031 2 DKSPVREPDNLTPEER 1.3875 0.05739 (3) Phospho (ST) . (15) Phospho (ST);(17)
E1032 2 DKSPVREPIDNLTPEER 1.42667 0.05678 (3) Phospho (ST) 3 DSQQTLINPSLNDSDSEIEDISEESNR 0.995 0.01484 Phospho (ST)
E1021 2 DLADELALVDVEDK 1.01 000892 P (15) Phospho (ST);(17)
E1013 3 DLADELALVDVEDK 1.02167 0.05615 3 DSQQTLNPSLNDSDSEEDISEESNR 1.06083 0.1077 Phospho (ST)
E1022 2 DLADELALVDVEDK 1.04 001781 E102 2 DVDVSEDSPPPLPER 0.83987  0.0346 (8) Phospho (ST)
E1 02 2 DLADELALVDVEDK 1.05263 0.01001 E1 01 2 DVLDEQFSTVK 1.27986 0.02477 (10) Phospho (ST)
E1011 3 DLADELALVDVEDK 1.075 0.07755 E1032 3 DVMSDETNNEETESPSQEFVNITK 1.10333 0.04789 (14) Phospho (ST)
£2011 2 DLDDFQSWLSR 08425 0.077 E1021 2 DVIPPPETEVVLK 1.1375 0.02434 (3) Phospho (ST)
€103 2 DLDEDELLGNLSETELK 0.74294 0.01956 (12) Phospho (ST) E1022 2 DVIPPPETEVVLK 1.15833 0.01736 (3) Phospho (ST)
€1013 3 DLDEEGSEKELHENVLDK 0.865 0.1432 (7) Phospho (ST) E101 3 DVTPPPETEVVLK 0.98945 0.01519 (8) Phospho (ST)

(6) Deamidated €203 2 DWEDDSDEDMSNFDR 0.83149 0.01283 (6) Phospho (ST)
E1043 (NQ),(7) Phospho €103 2 DWEDDSDEDMSNFDR 0.86957 0.00416 (6) Phospho (ST)

2 DLFDLNSSEEDDTEGFSER 1.00333 0.03003 (ST);(8) Phospho (ST) E1032 2 DWEDDSDEDMSNFDR 1.3925 0.07997 (6) Phospho (ST)
E1043 2 DLFDLNSSEEDDTEGFSER 0.96667 0.07738 (7) Phospho (ST) £2022 3 DYEESQNPLASPTNTLLGSAK 1.14583 0.03055 (12) Phospho (ST)
2081 (7) Phospho (ST);(8) E1021 3 DYEESQNPLASPTNTLLGSAK 1.16833 0.03348 (12) Phospho (ST)

2 DLFDLNSSEEDDTEGFSER 1.04083 0.01788 Phospho (ST) E2021 3 DYEESQNPLASPTNTLLGSAK 1.1775 0.02549 (12) Phospho (ST)
i (7) Phospho (ST);(8) E2042 2 DYEESQNPLASPTNTLLGSAK 1.24583 0.02417 (12) Phospho (ST)

2 DLFDLNSSEEDDTEGFSER 1.0575 0.02458 Phospho (ST) E1011 2 EAALPPVSPLK 1.05917 0.00893 (8) Phospho (ST)
=p (7) Phospho (ST);(8) E1013 2 EAALPPVSPLK 1.16917  0.0074 (8) Phospho (ST)

2 DLFDLNSSEEDDTEGFSER 1.11857 0.00929 Phospho (ST) E2012 3 EALAEAALESPRPALVR 0.83308 0.07836 (10) Phospho (ST)
o1 aare (7) Phospho (ST);(8) E2011 3 EALAEAALESPRPALVR 0.87167 0.08061 (10) Phospho (ST)

2 DLFDLNSSEEDDTEGFSER 1.14417 0.00791 Phospho (ST) E1011 3 EALAEAALESPRPALVR 0.89583 0.04639 (10) Phospho (ST)
E1013 3 DLFDYSPPLHK 0.91583  0.0104 (6) Phospho (ST) E1013 3 EALAEAALESPRPALVR 0.92667 0.02254 (10) Phospho (ST)
E1 013 2 DLFDYSPPLHK 0.95583 0.01922 (6) Phospho (ST) E1031 (18) Phospho (ST);(21)
E1011 2 DLFDYSPPLHK 0.96917 0.02363 (6) Phospho (ST) 3 EDLESMDKEVDDILGEGSDDSDSEK 1.1425 0.02197 Phospho (ST)
E2012 2 DLFDYSPPLHK 0.97083 0.01472 (6) Phospho (ST) E1022 3 EEENADSDDEGELQDLLSQDWR 0.9425 0.05316 (7) Phospho (ST)
E2011 2 DLFDYSPPLHK 1.00667 0.00903 (6) Phospho (ST) E1 04 2 EEGSDEDEDMEELLNDTR 1.37994 0.04319 (4) Phospho (ST)

E2 01 2 DLFDYSPPLHK 1.02459 0.02112 (6) Phospho (ST) E1032 2 EELMSSDLEETAGSTSIPK 1.185 0.01054 (5) Phospho (ST)

E1031 2 EELMSSDLEETAGSTSIPK 1.18167 0.01077 (6) Phospho (ST)
£ 04 3 DLGHPVEEEDELESGDQEDEDDESEDPGK 0.72046  0.0134 (14) Phospho (ST) E1032 2 EELMSSDLEETAGSTSIPK 1.185 0.01054 (6) Phospho (ST)
-~ E1021 3 EGEEPTVYSDEEEPKDESAR 0.81767 0.03807 (9) Phospho (ST)

3 DLGHPVEEEDELESGDQEDEDDESEDPGK 1.1825 0.02733 (14) Phospho (ST) E1 02 3 EGEEPTVYSDEEEPKDESAR 1.40713 0.03503 (9) Phospho (ST)
—— €103 (7) Oxidation (M);(19)

3 DLGHPVEEEDELESGDQEDEDDESEDPGK 1.195 0.03667 (14) Phospho (ST) 3 EGHSLEMENENLVENGADSDEDDNSFLK 1.50845 0.0816 Phospho (ST)
E1032 3 DLKESDVQEPTEPEDDLDMLGNK 151917 0.03974 (6) Phospho (ST) E2031 3 EGLRPGDTTSTFCGTPNYAPELR 1.05583 0.02414 (11) Phospho (ST)
E1031 3 DLKIESDVQEPTEPEDDLDMLGNK 1.5525 0.04547 (6) Phospho (ST) E2 03 3 EGMNPSYDEYADSDEDQHDAYLER 0.70788 0.01501 (13) Phospho (ST)
o (6) Phospho (ST);(12) E2031 3 EGMNPSYDEYADSDEDQHDAYLER 1.23 0.02083 (13) Phospho (ST)

3 DLKIESDVQEPTEPEDDLDIMLGNK 200667 0.06261 Phospho (ST) E2042 2 EGMNPSYDEYADSDEDQHDAYLER 1.31583 0.06691 (13) Phospho (ST)
E102 2 DLLSDLQDISDSER 089552 0.04068 (10) Phospho (ST) E2041 2 EGMNPSYDEYADSDEDQHDAYLER 1.32833 0.01601 (13) Phospho (ST)
E1021 2 DLLSDLQDISDSER 1.07417 0.01441 (10) Phospho (ST) i (3) Oxidation (M);(13)
E1022 2 DLLSDLQDISDSER 1.10167 0.03195 (10) Phospho (ST) 3 EGMNPSYDEYADSDEDQHDAYLER 0.73171 0.00814 Phospho (ST)
€l 01 (2) Oxidation (M);(4) E2041 (3) Oxidation (M);(13)

3 DMESPTKLDVTLAK 075917 0.09274 Phospho (ST) 2 EGMNPSYDEYADSDEDQHDAYLER 1.16417 0.03029 Phospho (ST)
- (2) Oxidation (M);(4) e (3) Oxidation (M);(13)

2 DMESPTKLDVTLAK 1.0375 0.03091 Phospho (ST) 3 EGMNPSYDEYADSDEDQHDAYLER 1.37167 0.01711 Phospho (ST)

(2) Oxidation (M);(4) E1013 4 EGPGEEHFEDMASDEDMKPK 1.19 0.04748 (13) Phospho (ST)
E102 5 DMESPTKLDVTLAK 1.05116 0.01901 Phospho (ST) E1022 3 EGPGEEHFEDMASDEDMKPK 1.24167 0.04448 (13)Phospho (ST)
1021 (2) Oxidation (M);(4) E1011 4 EGPGEEHFEDMASDEDMKPK 1.25583 0.09679 (13) Phospho (ST)

2 DMESPTKLDVTLAK 1.05667 0.03176 Phospho (ST) E1021 3 EGPGEEHFEDMASDEDMKPK 1.31667 0.04194 (13) Phospho (ST)
— (2) Oxidation (M);(4) 1011 (13) Phospho (ST)(17)

3 DMESPTKLDVTLAK 1.07667 0.02562 Phospho (ST) 4 EGPGEEHFEDMASDEDMKPK 1.23417 0.05845 Oxidation (M)
- (2) Oxidation (M);(4)

2 DMESPTKLDVTLAK 117667 0.1 Phospho (ST)

T (2) Oxidation (M);(4)

3 DMESPTKLDVTLAK 1.22667 0.03482 Phospho (ST)
— (2) Oxidation (M);(4)

3 DMESPTKLDVTLAK 1.2275 0.03655 Phospho (ST)
E102 2 DMESPTKLDVTLAK 0.99469 0.01447 (4) Phospho (ST)



E2021
E2022

E2021

E2022

E2 02

E1013
E1022
E204 1

E2022
E1041
E1041
E1043

E2 02
E1031
E1032

E2022

E1021
E1041

E1013

E2032

E2 01

E2011

E2031

4 EGPGEEHFEDMASDEDMKPK

EGTGQQERESPRPLQLPGAEGPAISDGEEGGG

4 EPGAGGGAAGAAGAGR

2 EIDLVLDR

2 EITALAPSTMK

3 EKEVDGLLTSEPMGSPVSSK

2 EKEVDGLLTSEPMGSPVSSK

2 EKPDSDDDLDIASLVTAK

2 EKPDSDDDLDIASLVTAK

2 EKPDSDDDLDIASLVTAK

3 EKQSDDEVYAPGLDIESSLK

3 EKVSSIDLEIDSLSSLLDDMTK
2 ELDSEFEDLASDVR

3 ELEKPIQSKPQSPVIQAAAVSPK
3 ELEKPIQSKPQSPVIQAAAVSPK
3 ELEKPIQSKPQSPVIQAAAVSPK
2 ELISNASDALDK

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

3 ELSNSPLRENSFGSPLEFR

2 ENSFGSPLEFR

3 ENVEYIEREESDGEYDEFGR
2 ENVEYIEREESDGEYDEFGR
3 ENVEYIEREESDGEYDEFGR
3 ENVEYIEREESDGEYDEFGR
3 ENVEYIEREESDGEYDEFGR
2 ENVEYIEREESDGEYDEFGR
2 ENVEYIEREESDGEYDEFGR
2 ENVEYIEREESDGEYDEFGR
3 ENVEYIEREESDGEYDEFGR
3 ENVEYIEREESDGEYDEFGRK
3 EREESEDELEEANGNNPIDIEVDQNK
3 EREESEDELEEANGNNPIDIEVDQNK
4 ERGSSLSGTDDGAQEVVKDILEDVVTSAK
3 ERIQQFDDGGSDEEDWEEK
2 ERIQQFDDGGSDEEDWEEK
3 ERSPALKSPLQSVVVR

3 ERSPALKSPLQSVVVR

2 ERSPALKSPLQSVVVR

3 ERSPALKSPLQSVVVR

3 ERSPALKSPLQSVVVR

2 ERSPALKSPLQSVVVR

3 ERSPALKSPLQSVVVR

2 ESDQTLAALLSPK

2 ESDQTLAALLSPK

3 ESEDKPEIEDVGSDEEEEK
3 ESEDKPEIEDVGSDEEEEKK

ESPRPLQLPGAEGPAISDGEEGGGEPGAGGGA

3 AGAAGAGR

ESPRPLQLPGAEGPAISDGEEGGGEPGAGGGA

3 AGAAGAGR

ESPRPLQLPGAEGPAISDGEEGGGEPGAGGGA

3 AGAAGAGR

ESPRPLQLPGAEGPAISDGEEGGGEPGAGGGA

3 AGAAGAGR

ESPRPLQLPGAEGPAISDGEEGGGEPGAGGGA

3 AGAAGAGR
4 ESSPPHSVHSFSGDRDWDR
4 ESSPPHSVHSFSGDRDWDR

3 EVAATEEDVTRLPSPTSPFSSLSQDQAATSK

3 EVAATEEDVTRLPSPTSPFSSLSQDQAATSK

2 EVDGLLTSEPMGSPVSSK

2 EVDGLLTSEPMGSPVSSK

2 EVDGLLTSEPMGSPVSSK

2 EVDGLLTSEPMGSPVSSK

2 EVDGLLTSEPMGSPVSSK

3 EVVEAVTVETPPMVVVGNVGYVETPR
3 EVVEAVTVETPPMVVVGNVGYVETPR
2 EYPGQPPLSQSSDSSPTR

3 FCSNSGRLSGPAELR

3 FEEESKEPVADEEEEDSDDDVEPITEFR

3 FEEESKEPVADEEEEDSDDDVEPITEFR

3 FEEESKEPVADEEEEDSDDDVEPITEFR

3 FGESEEVEMEVESDEEDDKQEK

3 FGESEEVEMEVESDEEDDKQEK

3 FGESEEVEMEVESDEEDDKQEK

1.2425

1.08333
0.96333
0.97784
1.085
1.10167
0.80383
0.83
0.90964
1.3925
1.095
0.71642
1.09
1.1325
1.14417
1.20096

1.0661
1.07417
1.22917
1.05189
0.84833

0.87
0.88917
09
0.905
0.93333
0.93417
1.20968
1.23457
0.75892
0.99
1.02583
1.05333
1.06232
1.07083
1.12917
1.12917
1.18083
1.05083
0.82508
0.98083
1.13417
1.21083

0.9875
1.19167
0.93333
0.93583
0.94917
0.95178
0.96167
0.97417
0.98083
0.80858

0.8575
0.92025
0.86207

0.7768
1.14917

1.1925
1.19667
1.19667
1.00917
1.07667

1.1425
1.04167
0.82057

1.075
1.12583
113
1.14583
0.93917
0.94
0.75301
0.75308
1.02667

1.0525
1.20833
0.94518

1.025

1.07143

(13) Phospho (ST),(17)

0.05476 Oxidation (M)

(10) Phospho (ST);(25)

0.133 Phospho (ST)
0.02557
0.03409
0.02567 (15) Phospho (ST)
0.05525 (15) Phospho (ST)
0.1335 (5) Phospho (ST)
0.1766 (5) Phospho (ST)
0.01094 (5) Phospho (ST)
0.1046 (4) Phospho (ST)
0.01286 (5) Phospho (ST)
0.02322 (4) Phospho (ST)
0.05359 (21) Phospho (ST)
0.03501 (21) Phospho (ST)
0.1 (21) Phospho (ST)
0.02861
(3) Phospho (ST);(5)
0.02319 Phospho (ST)
(3) Phospho (ST);(5)
0.01882 Phospho (ST)
(3) Phospho (ST),(5)
0.09614 Phospho (ST)
(3) Phospho (ST);(5)
Phospho (ST);(14)
0.08105 Phospho (ST)
0.06351 (5) Phospho (ST)
0.06953 (5) Phospho (ST)
(5) Phospho (ST);(10)
Deamidated (NQ);(14)
0.0612 Phospho (ST)
(5) Phospho (ST);(14)
0.04016 Phospho (ST)
(5) Phospho (ST);(14)
0.01401 Phospho (ST)
(5) Phospho (ST);(14)
0.00888 Phospho (ST)
(5) Phospho (ST);(14)
0.04966 Phospho (ST)
(6) Phospho (ST);(14)
0.06383 Phospho (ST)
(5) Phospho (ST),(14)
0.01151 Phospho (ST)
0.1327 (6) Phospho (ST)
0.01785 (11) Phospho (ST)
0.02416 (11) Phospho (ST)
0.03655 (11) Phospho (ST)
0.04395 (11) Phospho (ST)
0.02402 (11) Phospho (ST)
0.03095 (11) Phospho (ST)
0.03095 (11) Phospho (ST)
0.06248 (11) Phospho (ST)
(2) Deamidated

0.03647 (NQ);(11) Phospho (ST)

0.03264 (11) Phospho (ST)
0.06813 (5) Phospho (ST)
0.05314 (5) Phospho (ST)

0.00789 (7) Phospho (ST)
0.1498 (11) Phospho (ST)
0.2765 (11) Phospho (ST)

(3) Phospho (ST);(8)
0.0228 Phospho (ST)
(3) Phospho (ST);(8)

0.03298 Phospho (ST)

(3) Phospho (ST);(8)

0.07713 Phospho (ST)

(3) Phospho (ST);(8)

0.01743 Phospho (ST)

(3) Phospho (ST);(8)

0.01837 Phospho (ST)

(3) Phospho (ST);(8)

0.08362 Phospho (ST)

(3) Phospho (ST);(8)

0.01573 Phospho (ST)

0.02179 (11) Phospho (ST)
0.0182 (11) Phospho (ST)

0.01391 (13) Phospho (ST)

0.02303 (13) Phospho (ST)

0.00808 (17) Phospho (ST)
0.03254 (17) Phospho (ST)

0.0252 (17) Phospho (ST)
0.01617 (17) Phospho (ST)
0.02833 (17) Phospho (ST)

0.01172 (3) Phospho (ST)
0.02458 (3) Phospho (ST)

(14) Phospho (ST);(16)

0.05626 Phospho (ST)
(5) Phospho (ST);(10)
0.08414 Phospho (ST)
0.01186 (13) Phospho (ST)
0.02524 (13) Phospho (ST)
0.01559 (13) Phospho (ST)
0.02035 (13) Phospho (ST)
0.01391 (13) Phospho (ST)
0.0209
0.01761
0.01364 (16) Phospho (ST)
0.03879 (9) Phospho (ST)

0.02287 (17) Phospho (ST)
0.02462 (17) Phospho (ST)

0.00812 (17) Phospho (ST)

(9) Oxidation (M);(13)
0.02032 Phospho (ST)

(9) Oxidation (M);(13)
0.01824 Phospho (ST)

(9) Oxidation (M);(13)
0.01713 Phospho (ST)

E1022

E1021
E1013
E203 1

E2031

E2041
E204 2

E1041

E1043
E1 021

E1013

E1022
E2021

E2031

E1 03
E1 03
E1 03

E1 03

2
E1032
E1031
E1 03

E203 2
E203 1
E2031
E1 04
E1 04
E1 01
E1 02
E1 02
E2 02
E2 02
E2 02
E2 02
E2 02
E103
E1 03
E1 01
Ef 01
E1 01

—Nww
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E201 1
E2 01
E1 01

E1 03
E2 03
E1 03

NN =

E2031

E2022
E202 1
E2032
E2 03
E202 1

E2 03

E2 04

E2032
E201 1

3 FGESEEVEMEVESDEEDDKQEK

3 FGESEEVEMEVESDEEDDKQEK
2 FGSTLQLDLEK

4 FHPEPYGLEDDQRSMGYDDLDYGMMSDYGTAR

4 FHPEPYGLEDDQRSMGYDDLDYGMMSDYGTAR

2 FIGSVSEDNSEDEISNLVK
2 FIGSVSEDNSEDEISNLVK

2 FIGSVSEDNSEDEISNLVK
2 FLESAAADFSDEDEDDDVDGR
2 FLMECRNSPVTK

3 FLNRSPEESFDK
3 FNDSEGDDTEETEDYRQFR
3 FNDSEGDDTEETEDYRQFR

3 FTDKDQQPSGSEGEDDDAEAALKK

3 GAAEEAELEDSDDEEKPVKQDDFPK
3 GAAEEAELEDSDDEEKPVKQDDFPK
3 GDLSDVEEEEEEEMDVDEATGAVKK

3 GDMSDEDDENEFFDAPEITMPENLGHK
2 GDQPAASGDSDDDEPPPLPR

2 GDQPAASGDSDDDEPPPLPR

2 GDQPAASGDSDDDEPPPLPR

2 GDSETDLEALFNAVMNPK

2 GDSETDLEALFNAVMNPK

2 GDSETDLEALFNAVMNPK

2 GDSEELADSEDEEDNEEEER

2 GDSEELADSEDEEDNEEEER

2 GEFSASPMLK

2 GFGFVDFNSEEDAK

2 GFGFVDFNSEEDAK

2 GGSISVQVNSIKFDSE

2 GGSISVQVNSIKFDSE

2 GGSISVQVNSIKFDSE

3 GHYEVTGSDDETGKLQGSGVSLASK
3 GHYEVTGSDDETGKLQGSGVSLASK
3 GIEFEDESSDRDARPALETQPQQEK
3 GIEFEDESSDRDARPALETQPQQEK
2 GIMDSFGR

2 GIMTDSFGR

2 GILAADESTGSIAK

2 GILAADESTGSIAK

2 GIPLATGDTSPEPELLPGAPLPPPK
2 GIPLATGDTSPEPELLPGAPLPPPK
2 GISPVFDR

2 GISPVFDR

3 GKGNIETSSEDEDDTADLFPEESGFEHAWR

3 GLECSDWKPEAGLSPPR

2 GLFSDEEDSEDLFSSQSASK
2 GLGSSPDLELLLR

2 GLGSSPDLELLLR

2 GLGSSPDLELLLR

2 GLLSDSMTDVPVDTGVAAR
2 GLLSDSMTDVPVDTGVAAR
2 GLLSDSMTDVPVDTGVAAR
2 GLLSDSMTDVPVDTGVAAR
2 GLLYDSDEEDEERPAR

2 GLLYDSDEEDEERPAR

3 GLLYDSDEEDEERPAR

2 GLLYDSDEEDEERPAR

3 GLLYDSDEEDEERPAR

3 GLLYDSDEEDEERPAR

3 GLLYDSDEEDEERPAR

3 GLLYDSDEEDEERPAR

2 GLLYDSDEEDEERPAR

2 GLLYDSDEEDEERPAR

2 GLLYDSDEEDEERPAR

3 GLLYDSDEEDEERPARK

3 GLLYDSDEEDEERPARK

3 GLLYDSDEEDEERPARK

3 GLMAGGRPEGQYSEDEDTDTDEYK

3 GLMAGGRPEGQYSEDEDTDTDEYK

3 GLMAGGRPEGQYSEDEDTDTDEYKEAK
2 GLPSPYNMSSAPGSR

2 GLPSPYNMSSAPGSR

2 GLSASLPDLDSENWEVK

2 GLSASLPDLDSENWEVK

2 GLYDGPVCEVSVTPK

2 GNAEGSSDEEGKLVIDEPAK

2 GNAEGSSDEEGKLVIDEPAK

2 GNAEGSSDEEGKLVIDEPAK
2 GNSDGYIPINK

(9) Oxidation (M);(13)
1.075 0.02085 Phospho (ST)
(9) Oxidation (M);(13)
1.095 0.01848 Phospho (ST)
091833 0.03637 (4) Phospho (ST)
102917  0.1572 (14) Phospho (ST)
1.02917  0.1572 (17) Phospho (Y)
1.00833 0.01211 (11) Phospho (ST)
1.04833 0.00974 (11) Phospho (ST)
(7) Phospho (ST);(11)
1.13083 0.03634 Phospho (ST)
0.84 0.07019 (10) Phospho (ST)
1.08417 0.01711 (8) Phospho (ST)
(6) Phospho (ST),(9)
097583 0.03548 Phospho (ST)

078875 0.1481 (4) Phospho (ST)
079733  0.2828 (4) Phospho (ST)

(9) Phospho (ST);(11)
1.36583  0.0462 Phospho (ST)
113083 0.0398 (11) Phospho (ST)

1.18833 0.06751 (11) Phospho (ST)
0955 0.06345 (4) Phospho (ST)

1185 0.0378 (4) Phospho (ST)
0.74075 0.03091 (10) Phospho (ST)
0.75292 0.02946 (10) Phospho (ST)
151469 0.01851 (10) Phospho (ST)
1.00083 0.01507 (3) Phospho (ST)
1.02083  0.0138 (3) Phospho (ST)
1.02083  0.0138 (3) Phospho (ST)
0.71225 0.00898 (11) Phospho (ST)
1.30167 0.02137 (11) Phospho (ST)
0.82442 0.02238 (6) Phospho (ST)
1.3825 0.1084 (9) Phospho (ST)
153417 0.1132 () Phospho (ST)
1.0453  0.148 (15) Phospho (ST)
1.04917 0.03102 (15) Phospho (ST)
1.18833 0.06252 (15) Phospho (ST)
0.95833 0.02629 (8) Phospho (ST)
0.97417 0.02039 (8) Phospho (ST)
143833 0.02637 (3) Phospho (ST)
15475 0.03489 (9) Phospho (ST)
069958 0.02078 (6) Phospho (ST)
0.73542 0.02877 (6) Phospho (ST)
079358 0.09475 (11) Phospho (ST)
1.38122 0.02656 (11) Phospho (ST)
117917 0.0068 (10) Phospho (ST)
147917 0.0068 (3) Phospho (ST)
1.05337  0.0578 (3) Phospho (ST)
112333 0.02528 (3) Phospho (ST)
(7) Phospho (ST);(9)
Phospho (ST);(15)
0.84667 0.09159 Phospho (ST)
0.88333 0.03675 (14) Phospho (ST)
1.00417 0.03151 (4) Phospho (ST)
0.82558 0.02997 (4) Phospho (ST)
121163 0.07874 (4) Phospho (ST)
143541 0.06842 (4) Phospho (ST)
0.885 0.08747 (6) Phospho (ST)
0935 0.04283 (6) Phospho (ST)
0.93667  0.0957 (6) Phospho (ST)
097083 0.04693 (6) Phospho (ST)
085665 0.0252 () Phospho (ST)
098232 0.04937 (6) Phospho (ST)
1.00583 0.05004 (6) Phospho (ST)
1.05667 0.04082 (6) Phospho (ST)
1.06232 0.08457 (6) Phospho (ST)
1.0975  0.0264 (6) Phospho (ST)
1.09833 0.03235 (6) Phospho (ST)
1.10833 0.04233 () Phospho (ST)
118417 0.01625 (6) Phospho (ST)
119833 0.02381 () Phospho (ST)
1.20167 0.02465 (6) Phospho (ST)
096277 0.02757 (6) Phospho (ST)
1.02249 0.02387 (6) Phospho (ST)
1.2225 0.04689 (6) Phospho (ST)
(12) Phospho (Y)(18)
1.16583 0.01472 Phospho (ST)
(13) Phospho (ST);(18)
1.14833 0.01434 Phospho (ST)
(12) Phospho (V);(18)
1125 0.02689 Phospho (ST)
0.94667 0.07114 (10) Phospho (ST)
0.9775 0.03971 (10) Phospho (ST)
090917 0.02782 (5) Phospho (ST)
096712 0.01364 (5) Phospho (ST)
1.005 0.05794 (13)Phospho (ST)
(6) Phospho (ST);(7)
0.88968 0.02088 Phospho (ST)
(6) Phospho (ST),(7)
092194 0.03641 Phospho (ST)
(6) Phospho (ST)(7)
0.93333 0.03762 Phospho (ST)
066558 0.03656 (3) Phospho (ST)
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E1 04

E2 01
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E1 01

E1013

E1011

E2011

E2 012

E1 01

E2 01

E2 01
E1 02
E1 02
E2 02
E2 02
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E2022

E2012

E2021

E2 02
E1 01
E2032

E2031

E2011
E2041
E2 02
E2021
E2021
E2022

E2032

E1032
E1032
E1032
E1031

E1022
E1043

E2012
E1013
E2022
E2 012
E2011
E1031
E1032

E1022

E2011
E1011
E1 02
E1013
E1022
E1021
E1043

E2 03

E2031

E2032

E1031

E1032
E1032

2 GNSDGYIPINK

3 GPPDFSSDEEREPTPVLGSGAAAAGR

3 GPPDFSSDEEREPTPVLGSGAAAAGR

3 GPPDFSSDEEREPTPVLGSGAAAAGR

2 GPPQSPVFEGVYNNSR

2 GPPQSPVFEGVYNNSR

2 GPVSPSVSFQPLAR

3 GQTPLTEGSEDLDGHSDPEESFAR

3 GQTPLTEGSEDLDGHSDPEESFAR
2 GRLGSVDSFER

2 GRLGSVDSFER

2 GRLSPVPVPR

2 GRLSPVPVPR

2 GRLSPVPVPR

GSAPHSESDLPEQEEEILGSDDDEQEDPNDYC

3K

3 GSIFPMSVPDVPPSIHPSK
2 GSLASLDSLR

2 GSLASLDSLR

2 GSLASLDSLR

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSLASLDSLRK

2 GSPEEELPLPAFEK
2 GSPEEELPLPAFEK
2 GSPHYFSPFRPY

2 GSPHYFSPFRPY

2 GSPHYFSPFRPY

3 GSPHYFSPFRPY

2 GSPHYFSPFRPY

2 GSPHYFSPFRPY
2 GSPQAGVDLSFATR

3 GSSLSGTDDGAQEVVKDILEDVVTSAK

3 GSSLSGTDDGAQEVVKDILEDVVTSAK

4 GSYGSDAEEEEYRQQLSEHSK
2 GSYGSDAEEEEYRQQLSEHSK
3 GSYGSDAEEEEYRQQLSEHSK
3 GSYGSDAEEEEYRQQLSEHSK
3 GSYGSDAEEEEYRQQLSEHSK
3 GSYGSDAEEEEYRQQLSEHSK

2 GTGQSDDSDMWDDTALK

2 GTGQSDDSDWDDTALK
2 GTGQSDDSDMWDDTALK

2 GTGQSDDSDMWDDTALK
2 GTGQSDDSDWDDTALK
3 GTSPRPPEGGLGYSQLGDDDLK
3 GTSPRPPEGGLGYSQLGDDDLK

2 GVDFESSEDDDDDPFMNTSSLR
3 GVDFESSEDDDDDPFMNTSSLRR

3 GVDFESSEDDDDDPFMNTSSLRR
2 GVSMPNMLEPK

2 GVSMPNMLEPK

2 GVVDSEDLPLNISR

3 GYTSDSEVYTDHGRPGK

3 GYTSDSEVYTDHGRPGK

3 HDSIPAADTFEDLSDVEGGGSEPTQR
3 HDSIPAADTFEDLSDVEGGGSEPTQR

3 HGSGADSDYENTQSGDPLLGLEGK
4 HGTDLWIDNMSSAVPNHSPEKK
4 HKEEPLSEEEPCTSTAIASPEK
3 HKEEPLSEEEPCTSTAIASPEK
4 HKEEPLSEEEPCTSTAIASPEK
3 HKEEPLSEEEPCTSTAIASPEK
3 HKEEPLSEEEPCTSTAIASPEK
2 HKEEPLSEEEPCTSTAIASPEK

3 HKEEPLSEEEPCTSTAIASPEK
3 HKEEPLSEEEPCTSTAIASPEK
3 HKEEPLSEEEPCTSTAIASPEK
3 HKEEPLSEEEPCTSTAIASPEK

3 HIKEEPLSEEEPCTSTAIASPEK
3 HKEEPLSEEEPCTSTAIASPEKK

069833 0.03119 (3) Phospho (ST)
(6) Phospho (ST);(7)
0.99833 0.05019 Phospho (ST)
(6) Phospho (ST);(7)
1.05417 0.05702 Phospho (ST)
(6) Phospho (ST);(7)
136612 0.05522 Phospho (ST)
081633 0.05344 (5) Phospho (ST)
090667  0.0476 (5) Phospho (ST)
0.95833 0.04575 (4) Phospho (ST)
138889  0.0281 (16) Phospho (ST)
(9) Phospho (ST);(16)
1.60479 0.02936 Phospho (ST)
09625 0.01938 (5) Phospho (ST)
1.01167 0.01829 (5) Phospho (ST)
0.90167 0.03247 (4) Phospho (ST)
0.90833 0.03788 (4) Phospho (ST)
0945 0.03051 (4) Phospho (ST)

1.24417 0.01126 (20) Phospho (ST)
077158  0.222 (2) Phospho (ST)
0.72258 0.02387 (5) Phospho (ST)
0.72825 0.03288 (5) Phospho (ST)
(5) Phospho (ST);(8)
0.68358 0.04126 Phospho (ST)
(2) Phospho (ST);(5)
Phospho (ST);(8)
0.27203 0.05442 Phospho (ST)
(2) Phospho (ST);(5)
Phospho (ST);(8)
0.87667 0.02344 Phospho (ST)
(5) Phospho (ST);(8)
0.68858 0.02577 Phospho (ST)
(5) Phospho (ST);(8)
0.71392 0.03408 Phospho (ST)
(5) Phospho (ST);(8)
0.77108 0.02283 Phospho (ST)
(5) Phospho (ST);(8)
0.80658 0.02163 Phospho (ST)
(5) Phospho (ST);(8)
1.02319 0.02309 Phospho (ST)
(5) Phospho (ST);(8)
1.24069 0.02395 Phospho (ST)
252653 0.04339 (8) Phospho (ST)
1.20676  0.1301 (2) Phospho (ST)
121 0.1458 (2) Phospho (ST)
0.85167 0.00759 (2) Phospho (ST)
0.86667 0.00594 (2) Phospho (ST)
(2) Phospho (ST);(7)
0.69958 0.02987 Phospho (ST)
(2) Phospho (ST),(7)
0.0121 Phospho (ST)
(2) Phospho (ST);(7)
0.83417 0.02105 Phospho (ST)
(2) Phospho (ST)(7)
1.22449 0.01025 Phospho (ST)
1.02529 0.04779 (2) Phospho (ST)

0.78983

1.23167 0.01526 (3) Phospho (ST)

1.23833 0.00591 (3) Phospho (ST)
0.9825 0.02164 (2) Phospho (ST)
1.03917 0.01888 (2) Phospho (ST)
0.95299 0.01406 (5) Phospho (ST)
1.10333 0.01179 (5) Phospho (ST)
110333 0.01179 (5) Phospho (ST)
1.13917 0.01739 (5) Phospho (ST)
(2) Phospho (ST);8)
09875 0.03565 Phospho (ST)
(2) Phospho (ST);(8)
1.05333 0.03751 Phospho (ST)
0.9375 0.02513 (5) Phospho (ST)
(5) Phospho (ST);(8)
1.05333 0.03751 Phospho (ST)
1.07917 0.07112 (8) Phospho (ST)
0.9625 0.02172 (3) Phospho (ST)
0965 0.0313 (3) Phospho (ST)
(6) Phospho (ST);(7)
1.02917 0.05563 Phospho (ST)
(6) Phospho (ST);(7)
0.86083 0.05331 Phospho (ST)
(6) Phospho (ST);(7)
0.945 0.04794 Phospho (ST)
0.835 0.05402 (3) Phospho (ST)
0.95083 0.01638 (3) Phospho (ST)
07125 0.06598
0.83833 0.07071 (4) Phospho (ST)
0.855 0.06643 (4) Phospho (ST)
1.14 0.06333 (14) Phospho (ST)
119833 0.03777 (14) Phospho (ST)
(7) Phospho (ST);(13)
0.83917 0.07217 Deamidated (NQ)
0.92333 0.03735 (12) Phospho (ST)
1.00583 0.04094 (8) Phospho (ST)
1.01695 0.00899 (8) Phospho (ST)
1.08083 0.03431 (8) Phospho (ST)
110833 0.01783 (8) Phospho (ST)
11275 001307 (8) Phospho (ST)
1.19083  0.0503 (8) Phospho (ST)
(8) Phospho (ST);(20)
0.70456 0.03335 Phospho (ST)
(8) Phospho (ST);(20)
1.64917 0.03086 Phospho (ST)
(8) Phospho (ST);(20)
1.66833 0.02973 Phospho (ST)
(8) Phospho (ST);(20)
1.675 0.01319 Phospho (ST)
(8) Phospho (ST)(20)
171333 0.01195 Phospho (ST)
0.865 0.0942 (8) Phospho (ST)

E1013

E1032

E1011

E2021

E2012

E202 2

E2021

E202 1

E2 01
E2 03
E2012
E2032
E1 01

E1041

E202 1
E201

E1011
E1 01
E2 01
E1 01
E2 01
E2 01
E1 01
E2 01
E1 01
E1 01
E1 01
E2 01
E2 01
E1 01
E1 01
E2 01
E2 01
E2 01
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E1032
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E1032

E2032

E1031

E2021
E1 02
E1 02
E2 02
E103
E101
E103
E1 01
E1032
E203 2
E103

Nw NN

E2041

E201 1
E2 01

E2032

E2032

E2 03

E203 1

E1013
E1011
E2011
E2012
E2032
E2031
E2 02
E2022
E2021
E203 1
E1041
E1043

E2042

E1043

E104

E2 04

E1021
E1 02
E2022
E104 1
E1043
E1021
E1022
E1011
E1032

4 HKEEPLSEEEPCTSTAIASPEKK
3 HKEEPLSEEEPCTSTAIASPEKK
4 HKEEPLSEEEPCTSTAIASPEKK

3 HLDVDLDRQSLSSIDKNPSER
HNDVDSDSDAEDRGTLSAELTAAHFGGGGGLL
5 HK

3 HSSISPVRLPLNSSLGAELSR
3 HSSISPVRLPLNSSLGAELSR

3 HSSISPVRLPLNSSLGAELSR

3 HYEDGYPGGSDNYGSLSR

2 HYEDGYPGGSDNYGSLSR

3 HYEDGYPGGSDNYGSLSR

2 HYEDGYPGGSDNYGSLSR

2 IAQEIASLSK
IDEPSTPYHSMMGDDEDACSDTEATEAMAPDL

3 AR

2 IDFSSIAVPGTSSPR

2 IDISPSTFR

2 IDISPSTFR

2 IDISPSTFR

2 IDISPSTFR

2 IDISPSTFR

2 IDISPSTFR

2 IDISPSTFRK

3 IDISPSTFRK

3 IDISPSTFRK

2 IDISPSTLR

2 IDISPSTLR

2 IDISPSTLR

2 IDISPSTLR

2 IDISPSTLR

3 IDISPSTLRK

3 IDISPSTLRK

3 IDISPSTLRK

3 IDISPSTLRK

2 IDISPSTLRK

2 IDISPSTLRK

2 IDISPSTLRK

3 IEDSEPHPLIDDTDAEDDAPTK

3 IEDSEPHPLIDDTDAEDDAPTKR

3 [EDSEPHPLIDDTDAEDDAPTKR
3 [EDSEPHPLIDDTDAEDDAPTKR

3 [EDSEPHPLIDDTDAEDDAPTKR
2 IEDVGSDEEDDSGK

2 IEDVGSDEEDDSGK

2 IEDVGSDEEDDSGK

2 IEDVGSDEEDDSGK

2 IEDVGSDEEDDSGKDK

3 IEEDVGSDEEDDSGKDK

2 [EEDVGSDEEDDSGKDK

3 [EEVLSPEGSPSKSPSK

2 [EVLPVDTGAGGYSGNSGSPK
2 [EVLPVDTGAGGYSGNSGSPK
2 IEVLPVDTGAGGYSGNSGSPK

3 IGDLQAAIEDEMESDENEDLINSLQDMVTK
2 IGGIGTVPVGR
2 IGGIGTVPVGR

3 HDLEDDLEMSSDASDASGEEGGRVPK

3 HDLEDDLEMSSDASDASGEEGGRVPK

3 HDLEDDLEMSSDASDASGEEGGRVPK

3 HDLEDDLEMSSDASDASGEEGGRVPK
3 IHRASDPGLPAEEPK

3 HRASDPGLPAEEPK

2 ILDLISESPK

2 ILDLISESPK

2 ISNASCTTNCLAPLAK

2 ISNASCTTNCLAPLAK

4 INHTVLDDPFDDPPDLLPDRSPEPTR
4 INHTVILDDPFDDPPDLLIPDRSPEPTR
4 INHTVILDDPFDDPPDLLIPDRSPEPTR
3 INHTVLDDPFDDPPDLLPDRSPEPTR
2 IQQFDDGGSDEEDWEEK

2 IQQFDDGGSDEEDWEEK

3 TSVSTGNLCTEEQTPPPRPEAYPIPTQTYTR
2 VEPEVVGESDSEVEGDAWR
2 VEPEVVGESDSEVEGDAWR

2 VEPEVVGESDSEVEGDAWR

3 VRGDQPAASGDSDDDEPPPLPR
3 VRGDQPAASGDSDDDEPPPLPR
3 VRGDQPAASGDSDDDEPPPLPR
2 VRGDQPAASGDSDDDEPPPLPR
2 VRGDQPAASGDSDDDEPPPLPR
3 VRGDQPAASGDSDDDEPPPLPR
3 VRGDQPAASGDSDDDEPPPLPR
3 IYHLPDAESDEDEDFK

2 IYHLPDAESDEDEDFK

1.80417

1.98583

2.0525

1.31667

0.95917

0.91167

0.93833

0.93833
0.80645
0.82418
0.86833
0.87333
1.06686

147083
0.91667
0.92365
0.9575
0.96031
1.01083
1.035
1.03583
0.84333
0.85417
0.86
0.89659
0.9525
0.98833
0.9925
1.00917
0.91417
0915
0.91667
0.9225
0.98667
1
1.0274
1.0101
0.72267

0.8115

0.97583

0.99917
0.94167
0.95359
1
1.01583
0.97833
0.9825
0.98417
097784
0.80142
0.81742
0.90909

0.92583
1.11417
1.35624

1.1475

0.76658

0.93985

1.01333
1.04167
1.05667
0.8775
0.9175
1.01083
1.065
0.85616
1.19417
1.21167
1.23917
1.15833
1.21333

1.34667

1.0225

1.07604

1.2987

0.8875
1.57596
0.68667
0.73658
0.75775
0.87583
0.87583
0.85583

0.9175

(8) Phospho (ST);(20)
0.0471 Phospho (ST)

(8) Phospho (ST);(20)
0.03645 Phospho (ST)

(8) Phospho (ST);(20)
0.05144 Phospho (ST)

(10) Phospho (ST);(13)
0.04691 Phospho (ST)

(7) Phospho (ST)(9)

0.0225 Phospho (ST)

(2) Phospho (ST),(5)
0.01995 Phospho (ST)

(2) Phospho (ST);(5)
0.01655 Phospho (ST)

(3) Phospho (ST)i(5)
0.01655 Phospho (ST)
0.05834 (15) Phospho (ST)
0.01125 (15) Phospho (ST)
0.03341 (15) Phospho (ST)
0.01361 (15) Phospho (ST)
0.05279 (9) Phospho (ST)

0.03007 (22) Phospho (ST)
0.2063 (13) Phospho (ST)
0.01272 (4) Phospho (ST)
0.00422 (4) Phospho (ST)
0.01556 (4) Phospho (ST)
0.00672 (4) Phospho (ST)
0.00985 (4) Phospho (ST)
0.01275 (4) Phospho (ST)
0.06835 (4) Phospho (ST)
0.0145 (4) Phospho (ST)
0.0196 (4) Phospho (ST)
0.00766 (4) Phospho (ST)
0.00584 (4) Phospho (ST)
0.01255 (4) Phospho (ST)
0.00497 (4) Phospho (ST)
0.00738 (4) Phospho (ST)
0.01396 (4) Phospho (ST)
0.01473 (4) Phospho (ST)
0.01186 (4) Phospho (ST)
0.01596 (4) Phospho (ST)
0.08264 (4) Phospho (ST)
0.06891 (4) Phospho (ST)
0.1156 (4) Phospho (ST)
0.09142 (4) Phospho (ST)
0.03058 (4) Phospho (ST)
(4) Phospho (ST);(14)
0.037 Phospho (ST)
(4) Phospho (ST);(14)
0.04663 Phospho (ST)
(4) Phospho (ST),(14)
0.06677 Phospho (ST)
0.03881 (6) Phospho (ST)
0.01788 (6) Phospho (ST)
0.01254 (6) Phospho (ST)
0.04975 (6) Phospho (ST)
0.02984 (6) Phospho (ST)
0.0355 (6) Phospho (ST)
0.02784 (6) Phospho (ST)
0.02567 (14) Phospho (ST)
0.01589 (19) Phospho (ST)
0.03114 (19) Phospho (ST)
0.08195 (19) Phospho (ST)

0.01661 (14) Phospho (ST)
0.02958
0.02912
(10) Oxidation (M);(11)
Phospho (ST);(12)
Phospho (ST);(15)
Phospho (ST);(18)
0.2079 Phospho (ST)
(11) Phospho (ST);(12)
Phospho (ST);(15)
Phospho (ST);(18)
0.3007 Phospho (ST)
(11) Phospho (ST);(12)
Phospho (ST);(15)
Phospho (ST);(18)
0.0468 Phospho (ST)
(11) Phospho (ST);(12)
Phospho (ST);(15)
Phospho (ST);(18)
0.08074 Phospho (ST)
0.01209 (5) Phospho (ST)
0.01358 (5) Phospho (ST)
0.02897 (9) Phospho (ST)
0.0146 () Phospho (ST)
0.03826
0.06355
0.03199 (23) Phospho (ST)
0.0076 (23) Phospho (ST)
0.01045 (23) Phospho (ST)
0.04061 (23) Phospho (ST)
0.05463 (9) Phospho (ST)
0.04994 (9) Phospho (ST)

0.05094 (6) Phospho (ST)

(10) Phospho (ST);(12)
0.00918 Phospho (ST)

(10) Phospho (ST);(12)
0.07145 Phospho (ST)

(10) Phospho (ST);(12)

0.1044 Phospho (ST)

0.00902 (10) Phospho (ST)
0.01641 (10) Phospho (ST)
0.09104 (13) Phospho (ST)
0.02808 (13) Phospho (ST)
0.02556 (13) Phospho (ST)
0.00765 (13) Phospho (ST)
0.01125 (13) Phospho (ST)
0.01136 (9) Phospho (ST)
0.04014 (9) Phospho (ST)
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E2021

E2042

E204 1

2 IYHLPDAESDEDEDFK

3 IYHLPDAESDEDEDFK

2 IYHLPDAESDEDEDFKEQTR
4 IYHLPDAESDEDEDFKEQTR
3 IYHLPDAESDEDEDFKEQTR
2 IYHLPDAESDEDEDFKEQTR
4 IYHLPDAESDEDEDFKEQTR
3 IVHLPDAESDEDEDFKEQTR
3 IYHLPDAESDEDEDFKEQTR
3 IYHLPDAESDEDEDFKEQTR
3 IYHLPDAESDEDEDFKEQTR
3 KAYSFCGTVEYMAPEVVNR
2 KDDSDDDGGGWITPSNIK

2 KDSLTQAQEQGNLLN

KEDSDEEEDDDSEEDEEDDEDEDEDEDEEPA
3 AMK
3 KEEENADSDDEGELQDLLSQDWR
3 KEEENADSDDEGELQDLLSQDWR
3 KEEENADSDDEGELQDLLSQDWR
2 KEESEESDDDMGFGLFD

2 KEESEESDDDMGFGLFD

2 KEESEESDDDMGFGLFD

2 KEESEESDDDMGFGLFD

2 KEESEESDDDMGFGLFD

2 KEESEESDDDMGFGLFD

2 KEESEESDDDMGFGLFD
2 KEESEESDDDMGFGLFD
2 KEESEESDDDMGFGLFD

2 KETESEAEDNLDDLEK

2 KETESEAEDNLDDLEK

2 KETESEAEDNLDDLEK

2 KETESEAEDNLDDLEK

2 KETESEAEDNLDDLEK
2 KETESEAEDNLDDLEK
2 KETESEAEDNLDDLEK
2 KETESEAEDNLDDLEK
3 KETESEAEDNLDDLEK
3 KFSKEEPVSSGPEEAVGK

3 KFSKEEPVSSGPEEAVGK
3 KGGEFDEFVNDDTDDDLPISK

3 KGGSYSQAASSDSAQGSDVSLTACKV
3 KGGSYSQAASSDSAQGSDVSLTACKV
3 KGNAEGSSDEEGKLVIDEPAK

3 KGNAEGSSDEEGKLVDEPAK
2 KGSFSALVGR
2 KGSFSALVGR
2 KGSFSALVGR
2 KGSFSALVGR
2 KGSFSALVGR
3 KGSVVNVNPTNTRPQSDTPER
3 KGSVVNVNPTNTRPQSDTPER
3 KGSVVNVNPTNTRPQSDTPER
3 KGSVVNVNPTNTRPQSDTPER

4 KITPPSSPHSLTSTLVSLGHEEALEMAGSK
3 KKSEPDDELLFDFLNSSQK

3 KKSEPDDELLFDFLNSSQK

3 KKSPNELVDDLFK

3 KKSPNELVDDLFK

3 KKSPNELVDDLFK

3 KKSPNELVDDLFK

3 KLGDVSPTQDVSQFGSFK

2 KLGVSVSPSR

3 KLPVDSVFNKFEDEDSDDVPR
3 KLPVDSVFNKFEDEDSDDVPR
3 KLSCSLEDLRSESVDK

3 KLSCSLEDLRSESVDK

3 KLSGDQMLPTTVDYSSVPK

3 KLSGDQMLPTTVDYSSVPK

2 KLSGDQIMLPTTVDYSSVPK

3 KLSGDQMLPTTVDYSSVPK

3 KLSGDQITLPTTVDYSSVPK

3 KLSLGQYDNDAGGQLPFSK

3 KLSLGQYDNDAGGQLPFSK

3 KLSLPTDLKPDLDVK

3 KLSPQDPSEDVSSVDPLK

3 KLSPQDPSEDVSSVDPLK

3 KLSPQDPSEDVSSVDPLK

3 KLSPQDPSEDVSSVDPLK

3 KLSPQDPSEDVSSVDPLK

3 KLSPQDPSEDVSSVDPLK

3 KLSVPTSDEEDEVPAPKPR

2 KLSVPTSDEEDEVPAPKPR

2 KLSVPTSDEEDEVPAPKPR

1.19332
1.2931
0.79942
0.81108
0.85583
0.85917
0.86083
0.86333
0.865
0.8675
1.24172
0.88333
1.38583
0.94417

1.14
0.96154
0.96917
1.03083
0.96917

0.885

0.88667

0.8875

1.35993

0.94083

0.9525
0.96667
0.97167

0.9325

1.00333

1.01083

1.05263
0.79783
0.82717
0.84167
0.85917

0.94
1.18667

124
1.13833

0.58775

061183

0.87209

0.8975
0.94333
0.94833
1.00667

1.0175
1.32392

1.1375

1.165
1.17667
1.21065

0.88333
0.81958
0.85333
1.0325
1.05333
1.0675
1.09167
1.19083
1.11083
0.945
1.07917
1.005
1.0125
0.68733
0.75717
0.79592
117371
141376

1.03306
1.06833
0.71825
0.79808
0.96167

0.9725
0.79808
0.96167

1.38

1.395

141083

0.01309 (9) Phospho (ST)
0.00813 (9) Phospho (ST)
0.06447 (9) Phospho (ST)
0.02305 (3) Phospho (ST)
0.04161 () Phospho (ST)

0.1037 (9) Phospho (ST)
0.00968 (3) Phospho (ST)

0.1203 (9) Phospho (ST)
0.04911 (9) Phospho (ST)
0.09575 (9) Phospho (ST)
0.02276 (3) Phospho (ST)
0.07935 (4) Phospho (ST)

0.3297 (4) Phospho (ST)
0.04835 (3) Phospho (ST)

(4) Phospho (ST)(12)

Phospho (ST)(34)
0.02604 Oxidation (M)
0.02011 (8) Phospho (ST)
0.01312 (8) Phospho (ST)
0.01998 (8) Phospho (ST)
0.00558 (4) Phospho (ST)

(4) Phospho (ST)(7)

0.01186 Phospho (ST)

(4) Phospho (ST);(7)

0.00725 Phospho (ST)

(4) Phospho (ST);(7)

0.00748 Phospho (ST)

(4) Phospho (ST);(7)

0.01607 Phospho (ST)

(4) Phospho (ST);(7)

Phospho (ST);(11)
0.00822 Oxidation (M)

(4) Phospho (ST)(7)

Phospho (ST),(11)
0.01367 Oxidation (M)
0.00437 (7) Phospho (ST)
0.00649 (7) Phospho (ST)

(3) Phospho (ST)(5)
0.05278 Phospho (ST)

(3) Phospho (ST),(5)
0.04145 Phospho (ST)

(3) Phospho (ST)(5)
0.04158 Phospho (ST)

(3) Phospho (ST)(5)

0.01736 Phospho (ST)
0.03529 (5) Phospho (ST)
0.02792 (5) Phospho (ST)
0.01554 (5) Phospho (ST)
0.07175 (5) Phospho (ST)
0.07073 (5) Phospho (ST)
0.0796 (10) Phospho (ST)

(9) Phospho (ST)(10)

0.05001 Phospho (ST)
0.02937 (13)Phospho (ST)

(17) Phospho (ST);(20)

0.0335 Phospho (ST)

(17) Phospho (ST);(20)

0.04316 Phospho (ST)

(7) Phospho (ST);(8)

0.02116 Phospho (ST)

(7) Phospho (ST);(8)

0.0632 Phospho (ST)
0.04046 (3) Phospho (ST)
0.0326 (3) Phospho (ST)
0.0735 (3) Phospho (ST)
0.04425 (3) Phospho (ST)
0.3718 (3) Phospho (ST)
0.01365 (3) Phospho (ST)
0.01728 (3) Phospho (ST)
0.01985 (3) Phospho (ST)
0.0286 (3) Phospho (ST)

(3) Phospho (ST);(6)

0.01919 Phospho (ST)
0.1201 (3) Phospho (ST)
0.09421 (3) Phospho (ST)
0.01634 (3) Phospho (ST)
0.01249 (3) Phospho (ST)
0.00787 (3) Phospho (ST)
0.0117 (3) Phospho (ST)
0.02069 (6) Phospho (ST)
0.1137 (7) Phospho (ST)
0.1256 (16) Phospho (ST)
0.1589 (16) Phospho (ST)
0.02492 (5) Phospho (ST)
0.02614 (5) Phospho (ST)
0.01418 (3) Phospho (ST)
0.02108 (3) Phospho (ST)
0.01702 (3) Phospho (ST)
0.01446 (3) Phospho (ST)
0.0133 (3) Phospho (ST)
0.03562 (3) Phospho (ST)
0.02341 (3) Phospho (ST)
0.1106 (3) Phospho (ST)
0.05548 (3) Phospho (ST)
0.06899 (3) Phospho (ST)
0.02264 (3) Phospho (ST)
0.0119 (3) Phospho (ST)
0.06899 (8) Phospho (ST)
0.02264 (8) Phospho (ST)

(3) Phospho (ST);(6)

Phospho (ST)(7)
0.01639 Phospho (ST)

(3) Phospho (ST);(6)

Phospho (ST);(7)
0.01793 Phospho (ST)

(3) Phospho (ST);(6)

Phospho (ST);(7)
0.01729 Phospho (ST)
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E1 01
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E201 1
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E1011
E1 01

E1 03

E1032

E1022
E1021
E1022
E1021
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E2 012

E2 01

E1 01

2 KLSVPTSDEEDEVPAPKPR

3 KLSVPTSDEEDEVPAPKPR

2 KLSVPTSDEEDEVPAPKPR

2 KLSVPTSDEEDEVPAPKPR

4 KLSVPTSDEEDEVPAPKPR

2 KLSVPTSDEEDEVPAPKPR

3 KLSVPTSDEEDEVPAPKPR

3 KLSVPTSDEEDEVPAPKPR

3 KLSVPTSDEEDEVPAPKPR

2 KLSVPTSDEEDEVPAPKPR

3 KNTFTAWSDEESDYEDDRDVNK

2 KPATPAEDDEDDDDLFGSDNEEEDK
3 KPATPAEDDEDDDIDLFGSDNEEEDK
3 KPATPAEDDEDDDDLFGSDNEEEDK
3 KPATPAEDDEDDDIDLFGSDNEEEDK
2 KPATPAEDDEDDDDLFGSDNEEEDK
2 KPATPAEDDEDDDDLFGSDNEEEDK
3 KPATPAEDDEDDDDLFGSDNEEEDK
3 KPATPAEDDEDDDDLFGSDNEEEDK

3 KPATPAEDDEDDDDLFGSDNEEEDKEAAQLR
4 KPATPAEDDEDDDIDLFGSDNEEEDKEAAQLR
4 KPATPAEDDEDDDIDLFGSDNEEEDKEAAQLR
4 KPATPAEDDEDDDIDLFGSDNEEEDKEAAQLR
3 KPATPAEDDEDDDIDLFGSDNEEEDKEAAQLR

3 KPATPAEDDEDDDIDLFGSDNEEEDKEAAQLR

4 KPATPAEDDEDDDDLFGSDNEEEDKEAAQLR
3 KPSPAQAAETPALELPLPSVPAPAPL
3 KPYRESDEEEDFENVGK

2 KQSLGELIGTLNAAK

3 KQSLGELIGTLNAAK

2 KQSLGELIGTLNAAK

3 KQSLGELIGTLNAAK

2 KQSLGELIGTLNAAK

3 KTSDANETEDHLESLICK

3 KTSDANETEDHLESLICK

3 KTSDANETEDHLESLICK

3 KVEEDLKADEPSSEESDLEDK

3 KVEEDLKADEPSSEESDLEDK
3 KVQVAALQASPPLDQDDR

3 KVQVAALQASPPLDQDDR

3 KVSVSKPVLYR

3 KVSVSKPVLYR

3 KVVDYSQFQESDDADEDYGR
2 KVVDYSQFQESDDADEDYGR
2 KVVDYSQFQESDDADEDYGR
3 KVVDYSQFQESDDADEDYGR

4 KVVDYSQFQESDDADEDYGRDSGPPTK
3 KVVDYSQFQESDDADEDYGRDSGPPTK
3 KVVDYSQFQESDDADEDYGRDSGPPTK

4 KVVDYSQFQESDDADEYYGRDSGPPTK
LASPSGSTSSGLEVVAPEGTSAPGGGPGTLDD

3 SATICR

2 LCDFGSASHVADNDITPYLVSR

2 LCLSTVDLEVK

2 LCLSTVDLEVK

2 LDIDSPPITAR

3 LDNTPASPPRSPAEPNDIPIAK

3 LEDSEVRSVASNQSEMEFSSLQDMPK
2 LEEPPELNRQSPNPR
3 LEEPPELNRQSPNPR
3 LEEPPELNRQSPNPR
3 LEEPPELNRQSPNPR
3 LEEPPELNRQSPNPR

3 LESTARPSESSEEFLEEEPEQR
3 LESTARPSESSEEFLEEEPEQR
3 LESTARPSESSEEFLEEEPEQR
3 LESTARPSESSEEFLEEEPEQR
3 LESTARPSESSEEFLEEEPEQR
3 LESTARPSESSEEFLEEEPEQR
3 LESTARPSESSEEFLEEEPEQR

3 LETGAPRPPATVTNAVSWR

3 LETGAPRPPATVTNAVSWR

3 LETGAPRPPATVTNAVSWR

3 LETGAPRPPATVTNAVSWR

0.7515

0.79872

0.88183

0.9525

1.02083

1.03

1.11917

1.1425

1.15583

1.23333

1.00583
0.71463
0.75605
1.05634
1.14833
119
1.19083
1.295
1.37417

0.7837

08161

1.22083

1.2475

1.295

1.3425

1.40917
1.15083
1.35833
0.90744
0.96333
097
0.975
1.0025
1.07296
1.14
1.14583

1.1275

1.1325
1.19333
1.45667
0.95417
0.96917
1.08833
1.08917

1.09

1.1025

0.98917
1.16083
1.18417
5.00167
1.275
1.01833
0.7415
0.77392
0.6643
0.75113
1.17667
0.90833
0.9325
0.95083
0.9525
0.99867
0.80472
1.24083
12725
1.42583
1.43333
1.42583
1.43333
0.8185
0.85417

1.03878

(8) Phospho (ST);(7)
0.01506 Phospho (ST)

(6) Phospho (ST);(7)
0.01122 Phospho (ST)

(6) Phospho (ST);(7)
0.09117 Phospho (ST)

(6) Phospho (ST);(7)
0.05833 Phospho (ST)

(6) Phospho (ST),(7)
0.03492 Phospho (ST)

(6) Phospho (ST)(7)
0.03721 Phospho (ST)

(6) Phospho (ST);(7)

0.01308 Phospho (ST)
(6) Phospho (ST);(7)
0.01383 Phospho (ST)

(6) Phospho (ST);(7)

0.01556 Phospho (ST)
(8) Phospho (ST),(7)
0.04505 Phospho (ST)

(8) Phospho (ST)(12)

0.0292 Phospho (ST)
0.01313 (19) Phospho (ST)
0.02805 (19) Phospho (ST)
0.03902 (19) Phospho (ST)
0.07305 (19) Phospho (ST)
0.02313 (19) Phospho (ST)
0.01941 (19) Phospho (ST)
0.02227 (19) Phospho (ST)

0.027 (19) Phospho (ST)

0.00973 (19) Phospho (ST)
0.01606 (19) Phospho (ST)
0.00609 (19) Phospho (ST)
0.00847 (19) Phospho (ST)
0.01914 (19) Phospho (ST)

0.01159 (19) Phospho (ST)

(4) Phospho (ST),(19)

0.0249 Phospho (ST)
0.0088 (3) Phospho (ST)
0.04468 (7) Phospho (ST)
0.0216 (3) Phospho (ST)
0.01277 (3) Phospho (ST)
0.0149 (3) Phospho (ST)
0.0106 (3) Phospho (ST)
0.01244 (3) Phospho (ST)
0.04354 (3) Phospho (ST)
0.0195 (3) Phospho (ST)
0.01973 (3) Phospho (ST)

(12) Phospho (ST);(13)

Phospho (ST);(16)
0.02354 Phospho (ST)

(12) Phospho (ST)(13)

Phospho (ST);(16)
0.01874 Phospho (ST)
0.03861 (10) Phospho (ST)
0.04439 (10) Phospho (ST)
0.0232 (3) Phospho (ST)
0.04724 (3) Phospho (ST)
0.01685 (11) Phospho (ST)
0.02435 (11) Phospho (ST)
0.01869 (11) Phospho (ST)
0.01429 (11) Phospho (ST)

0.41 (11) Phospho (ST)
0.0223 (11) Phospho (ST)

0.02754 (11) Phospho (ST)

(11) Phospho (ST);(18)

0.196 Phospho ()

0.0155 (3) Phospho (ST)
0.02505 (18) Phospho (Y)
0.06058 (4) Phospho (ST)
0.05855 (4) Phospho (ST)

0.1474 (5) Phospho (ST)

(7) Phospho (ST),(11)

0.02308 Phospho (ST)

(8) Phospho (ST)(11)

Phospho (ST);(14)
0.01715 Phospho (ST)
0.02838 (11) Phospho (ST)
0.02339 (11) Phospho (ST)
0.0365 (11) Phospho (ST)
0.0395 (1) Phospho (ST)
0.01262 (11) Phospho (ST)

(10) Phospho (ST)(11)

0.04336 Phospho (ST)

(10) Phospho (ST)(11)

0.05594 Phospho (ST)

(10) Phospho (ST);(11)

0.0398 Phospho (ST)
0.05776 (11) Phospho (ST)
0.06375 (11) Phospho (ST)
0.05776 (4) Phospho (ST)
0.06375 (4) Phospho (ST)

(11) Phospho (ST);(13)

0.03057 Phospho (ST)

(1) Phospho (ST)(13)

0.05144 Phospho (ST)

(1) Phospho (ST)(13)

0.03746 Phospho (ST)

(11) Phospho (ST);(13)

141911 0.07886 Phospho (ST)



E1043
E1041
E2012
E2011
E2 02
E2 02
E2 02
E2 02
E1 02
E1 02
E2 02
E1 02
ET 01
E2 01
E1 01
E2 01
E2 03
E2 02
E2 03

N =N -

NN = =N=@N =

ET1013

E2 01

E1013
E1 03
E2012
E1011
E1013
E2022
E2021
E2 01

E2031

E2012

E2011

E2 01

E2022

E2032

E1031

E1032

E2031

E2 03

E2 03

2 LFPEFDDSDYDEVPEEGPGAPAR
2 LFPEFDDSDYDEVPEEGPGAPAR
3 LFRPPSPAPAAPGAR

3 LFRPPSPAPAAPGAR

2 LGAGALNAGSYASLGR

2 LGAGALNAGSYASLGR

2 LGAPENSGISTLER

2 LGAPENSGISTLER

2 LGAPENSGISTLER

2 LGAPENSGISTLER

2 LGAPENSGISTLER

2 LGAPENSGISTLER

3 LGGLRPESPESLTSVSR

3 LGGLRPESPESLTSVSR

3 LGGLRPESPESLTSVSR

3 LGGLRPESPESLTSVSR

3 LGPGRPLPTFPTSECTSDVEPDTR
3 LGPGRPLPTFPTSECTSDVEPDTR
3 LGPGRPLPTFPTSECTSDVEPDTR
3 LGPGRPLPTFPTSECTSDVEPDTR
3 LGPGRPLPTFPTSECTSDVEPDTR
3 LGPGRPLPTFPTSECTSDVEPDTR

4 LGPONFDETSDENLLKEEEDYKEENNDSK

2 LGSVDSFER

2 LGVSVSPSR

2 LGVSVSPSR

2 LGVSVSPSR

2 LHSSNPNLSTLDFGEEK
2 LHSSNPNLSTLDFGEEK
3 LHSSNPNLSTLDFGEEK
2 LIPGPLSPVAR

2 LIPGPLSPVAR

2 LIPGPLSPVAR

2 LISQVSSITASLR

2 LIVENLSSR

2 LIVENLSSR

2 LVENLSSR

3 LKDLFDYSPPLHK

3 LKDLFDYSPPLHK

3 LLDHMAPPPVADQASPR
3 LLDHMAPPPVADQASPR
2 LLVQDASER

4 LLKEGEEPTVYSDEEEPKDESAR
3 LLKEGEEPTVYSDEEEPKDESAR
3 LLKEGEEPTVYSDEEEPKDESAR
3 LLKEGEEPTVYSDEEEPKDESAR

3 LLKPGEEPSEYTDEEDTK
3 LLKPGEEPSEYTDEEDTK
3 LLKPGEEPSEYTDEEDTK
3 LLKPGEEPSEYTDEEDTK
3 LLKPGEEPSEYTDEEDTK
3 LLKPGEEPSEYTDEEDTK
2 LLKPGEEPSEYTDEEDTK
2 LLKPGEEPSEYTDEEDTK
3 LLLERPSPRDR

2 LLSPLSSAR

3 LNHVAAGLVSPSLK

3 LQEEQDGGSSDEDRAGPAPPGASDGVDIQDVK

3 LSGONAMGSQDSLLEMFR
2 LSSMAMISGLSGR

2 LSSPVLHR

2 LSSTDDGYIDLQFK

2 LSSTDDGYIDLQFK

3 LSVPTSDEEDEVPAPKPR
3 LSVPTSDEEDEVPAPKPR

3 LSVPTSDEEDEVPAPKPR
3 LSVPTSDEEDEVPAPKPR
2 LSVPTSDEEDEVPAPKPR
3 LSVPYVPQVTDEDRLSR
3 LVHDSLEDLOMTR

3 LVHDSLEDLQMTR

3 LVHSGPGKGSPQAGVDLSFATR
3 LVHSGPGKGSPQAGVDLSFATR

3 LVINGNPITIFQERDPSK

2 LVINGNPITIFQERDPSK

3 LVINGNPITIFQERDPSK

3 LVINGNPITIFQERDPSK

3 LVINGNPITIFQERDPSK

3 LVINGNPITIFQERDPSKIK

3 MAPTPIPTRSPSDSSTASTPVAEQIER

3 MAPTPIPTRSPSDSSTASTPVAEQIER

3 MAPTPIPTRSPSDSSTASTPVAEQIER

3 MAPTPIPTRSPSDSSTASTPVAEQIER

3 MEREDSSEEEEEEDDEEER

3 MGQAPSQSLLPPAQDQPRSPVPSAFSDQSR

0915
0.96667
1.17833

1.2475

1.065

1.065
0.68267
0.71083
0.80592
0.82142
1.15296
1.16009

1.0925

1.095
1.11333
1.11333
0.95417
0.89917

0.935
0.94083
0.95417
1.26796

1.125
1.0575
0.94997
121
1.21333
0.83583
0.84167
0.86667
0.91352
1.09833
1.1225
1.1194
0.96083
0.99417
1.03583
0.91583
0.92417
1.27417
1.38167
0.32708
0.80975
0.81283
0.82567
0.84333
0.70108
0.73083
0.73817
0.76725
1.1839
1.19522
1.31349
1.31579
091
1.01583
0.91917

1.24667

0.80175
0.99667
0.88583
1.14504
1.14504

0.81933
0.89083
0.9772
0.7095
1.28535
0.73958
0.76867
0.80375
0.68433
0.69492
1.18297
0.83417
1.025
1.0275
1.18671

1.3925

A

1.16583

1.1025

1.15583

1.07219

1.18203

0.02977 (8) Phospho (ST)
0.03011 (8) Phospho (ST)
0.01562 (6) Phospho (ST)
0.02465 (6) Phospho (ST)

0.0292 (13) Phospho (ST)
0.02997 (13) Phospho (ST)
0.03485 (11) Phospho (ST)
0.03675 (11) Phospho (ST)
0.01661 (11) Phospho (ST)
0.02049 (11) Phospho (ST)
0.01841 (11) Phospho (ST)
0.01151 (11) Phospho (ST)
0.05152 (8) Phospho (ST)
0.01808 (8) Phospho (ST)
0.03719 (8) Phospho (ST)
0.01656 (8) Phospho (ST)
0.03431 (13) Phospho (ST)
0.03817 (17) Phospho (ST)

0.0623 (17) Phospho (ST)
0.05156 (17) Phospho (ST)
0.03431 (17) Phospho (ST)
0.02864 (17) Phospho (ST)

0.01579 (11) Phospho (ST)
0.07152 (3) Phospho (ST)
0.06239 (6) Phospho (ST)
0.0348 (6) Phospho (ST)
0.03804 (6) Phospho (ST)
0.05237 (4) Phospho (ST)
0.05357 (4) Phospho (ST)
0.01196 (4) Phospho (ST)
0.05286 (7) Phospho (ST)
0.00922 (7) Phospho (ST)
0.01101 (7) Phospho (ST)
0.0595
0.03454 (8) Phospho (ST)
0.02262 (8) Phospho (ST)
0.03306 (8) Phospho (ST)
0.00786 (8) Phospho (ST)
0.00882 (8) Phospho (ST)
0.05067 (15) Phospho (ST)
0.06083 (15) Phospho (ST)
0.1209 (8) Phospho (ST)
0.04447 (12) Phospho (ST)
0.009 (12) Phospho (ST)
0.02254 (12) Phospho (ST)
0.01564 (12) Phospho (ST)
0.08546 (12) Phospho (ST)
0.04253 (12) Phospho (ST)
0.04722 (12) Phospho (ST)
0.06584 (12) Phospho (ST)
0.01576 (12) Phospho (ST)
0.01572 (12) Phospho (ST)
0.03731 (12) Phospho (ST)
0.01404 (12) Phospho (ST)
0.01082 (7) Phospho (ST)
0.07445 (3) Phospho (ST)
0.09122 (10) Phospho (ST)
(9) Phospho (ST);(10)
0.02953 Phospho (ST)
(9) Phospha (ST)(12)
0.04075 Phospho (ST)
0.07666 (3) Phospho (ST)
0.04013 (3) Phospho (ST)
0.06183 (3) Phospho (ST)
0.06183 (4) Phospho (ST)
(5) Phospho (ST);(6)
0.06433 Phospho (ST)
(5) Phospho (ST);(6)
0.06353 Phospho (ST)
(5) Phospho (ST);(6)
0.07052 Phospho (ST)
0.03094 (6) Phospho (ST)
0.08185 (6) Phospho (ST)
0.1089 (16) Phospho (ST)
0.03949 (5) Phospho (ST)
0.05046 (5) Phospho (ST)
0.03216 (10) Phospho (ST)
0.02655 (10) Phospho (ST)
0.03291 (17) Phospho (ST)
(4) Deamidated
0.3824 (NQ);(17) Phospho (ST)
(4) Deamidated
0.02369 (NQ);(17) Phospho (ST)
(4) Deamidated
0.01881 (NQ);(17) Phospho (ST)
(4) Deamidated
0.02377 (NQ);(17) Phospho (ST)
(4) Deamidated
0.1067 (NQ);(17) Phospho (ST)
(1) Oxidation (M);(12)
0.02967 Phospho (ST)
(1) Oxidation (M);(12)
0.0377 Phospho (ST)
(1) Oxidation (M);(16)
0.02334 Phospho (ST)
(1) Oxidation (M);(16)
0.03486 Phospho (ST)
(6) Phospho (ST);(7)
0.05421 Phospho (ST)
(1) Oxidation (M)(19)
0.03601 Phospho (ST)

11

E2032

E1 03

E1032

ET011

E1013

ET011

E1032

E1013

E2011
E1013

E1031

E1 03

E1013

3 MGQAPSQSLLPPAQDQPRSPVPSAFSDQSR

3 MLAESDESGDEESVSQTDKTELQNTLR

3 MLAESDESGDEESVSQTDKTELQNTLR

3 MLAESDESGDEESVSQTDKTELQNTLR

3 MLAESDESGDEESVSQTDKTELQNTLR

3 MLAESDESGDEESVSQTDKTELQNTLR

3 MPQDGSDDEDKEWPTLEK
3 MPQDGSDDEDKEWPTLEK
3 MPQDGSDDEDKEWPTLEK

3 MSCFSRPSMSPTPLDR

3 MSCFSRPSMSPTPLDR

3 MSCFSRPSMSPTPLDR

3 MSCFSRPSMSPTPLDR

2 MYSFDDVLEEGK

3 NADDLEVSSDIEAVAISSNSFITTGK
3 NADDLEVSSDIEAVAISSNSFITTGK
3 NDARSPGSISYLPSFFTK

3 NDSDLFGLGLEEAGPKESSEEGK

2 NDSWGSFDLR

2 NDSWGSFDLR

2 NDSWGSFDLR

2 NFSAAKSLLK

2 NFSAAKSLLK

2 NFSAAKSLLK

2 NFSAAKSLLK

2 NGILASPQSAPGNLDNSK
2 NGILASPQSAPGNLDNSK

3 NGLHRPVSTDFAQYNSYGDVSGGVR

3 NGLHRPVSTDFAQYNSYGDVSGGVR

3 NGNGGPGPYVGQAGTATLPR

3 NGNGGPGPYVGQAGTATLPR

2 NGNGGPGPYVGQAGTATLPR

2 NGNGGPGPYVGQAGTATLPR

3 NGNGGPGPYVGQAGTATLPR
3 NGRVEIANDQGNR
3 NGRVEIANDQGNR

3 NHSVNEEEQEEQGEGSEDEWEQVGPR

3 NHSVNEEEQEEQGEGSEDEWEQVGPR

3 NHSVNEEEQEEQGEGSEDEWEQVGPR

3 NHSVNEEEQEEQGEGSEDEWEQVGPR

3 NHSVNEEEQEEQGEGSEDEWEQVGPR
2 NIEDVIAQGIGK

2 NIEDVIAQGIGK

2 NIGSDFPPR

3 NKLEGDSDVDSELEDRVDGVK

3 NKLEGDSDVDSELEDRVDGVK

3 NKLEGDSDVDSELEDRVDGVK

3 NKLEGDSDVDSELEDRVDGVK

3 NKLEGDSDVDSELEDRVDGVK

3 NKLEGDSDVDSELEDRVDGVK
2 NKPGPNIESGNEDDDASFK
3 NKPGPNIESGNEDDDASFK
2 NKPGPNIESGNEDDDASFK
2 NKPGPNIESGNEDDDASFK
2 NKPGPNIESGNEDDDASFK
2 NKPGPNIESGNEDDDASFK
2 NLALSRESLWV

3 NLDERPTYTNLNR

3 NLDERPTYTNLNR

2 NLEQILNGGESPK

0.98833  0.0291 (19) Phospho (ST)
(1) Oxidation (M);(5)
Phospho (ST);(8)

0.0392 Phospho (ST)

(1) Oxidation (M);(5)
Phospho (ST);(8)

0.92025 0.01333 Phospho (ST)

(1) Oxidation (M);(5)
Phospho (ST),(8)

1.12083 0.01872 Phospho (ST)

(1) Oxidation (M);(5)
Phospho (ST);(8)

1.12583 0.02019 Phospho (ST)

(5) Phospho (ST);(8)

1.04167 0.02032 Phospho (ST)

0.8975 0.03286 (6) Phospho (ST)

0.995 0.03066 (6) Phospho (ST)

1.08225 0.05912 (6) Phospho (ST)
(1) Oxidation (M);(5)

Phospho (ST);(8)

0.81408 0.08739 Phospho (ST)

(1) Oxidation (M);(8)

Phospho (ST);(10)
0.9475 0.04089 Phospho (ST)

(1) Oxidation (M);(8)

Phospho (ST);(10)

0.98667 0.03376 Phospho (ST)

(8) Phospho (ST),(10)
0.82 0.04817 Phospho (ST)
(1) Oxidation (M),(3)

0.57099 0.04553 Phospho (ST)

0.85833 0.01878 (9) Phospho (ST)

0.9175 0.04656 (9) Phospho (ST)

0.86917 0.01833 (5) Phospho (ST)

0.79702 0.09954 (19) Phospho (ST)

0.86167 0.05111 (3)Phospho (ST)

0.8675 0.05924 (3) Phospho (ST)

1.37489 0.01738 (3) Phospho (ST)

(3) Phospho (ST),(7)

0.89286

0.39067  0.265 Phospho (ST)

(3) Phospho (ST);(7)
041383  0.2851 Phospho (ST)

(3) Phospho (ST);(7)
0.52058  0.1095 Phospho (ST)

(3) Phospho (ST);(7)

053375 0.08464 Phospho (ST)
064517 0.07675 (3) Phospho (ST)

0.7415  0.1236 (9) Phospho (ST)
(1) Deamidated

0.9725 0.02297 (NQ),(16) Phospho (ST)
(1) Deamidated

1.0125 0.03395 (NQ);(16) Phospho (ST)
(1) Deamidated
(NQ);(3) Deamidated
(NQ);(12) Deamidated
0.03534 (NQ);(17) Phospho (ST)
(1) Deamidated
(NQ);(3) Deamidated
0.86667 0.03586 (NQ);(17) Phospho (ST)
(1) Deamidated
(NQ);(3) Deamidated
0.89583 0.01832 (NQ);(17) Phospho (ST)
(1) Deamidated
(NQ);(3) Deamidated
0.8975 0.02398 (NQ),(17) Phospho (ST)
(1) Deamidated
(NQ);(3) Deamidated
0.93583 0.03458 (NQ),(17) Phospho (ST)
0.72317 0.04279 (1) Deamidated (NQ)
0.757 0.05777 (1) Deamidated (NQ)

ot
©
@

093 0.02189 (16) Phospho (ST)
0.96587 0.01875 (16) Phospho (ST)
0.99583  0.0217 (16) Phospho (ST)
1.09167 0.05182 (16) Phospho (ST)

111 0.05116 (16) Phospho (ST)

0.84667 0.04456
09 0.0285

0.91583  0.0208 (4) Phospho (ST)
1.01351  0.0925 (7) Phospho (ST)
(7) Phospho (ST)(11)
0.97 0.05021 Phospho (ST)
(7) Phospho (ST),(11)
1.02583 0.02565 Phospho (ST)
(7) Phospho (ST)(11)

1.02833 0.01665 Phospho (ST)
(7) Phospho (ST);(11)
1.08069 0.02853 Phospho (ST)
(7) Phospho (ST);(11)
113895 0.03409 Phospho (ST)
078125 0.02043 (9) Phospho (ST)
081655 0.01661 (9) Phospho (ST)
1.09333 0.01308 (9) Phospho (ST)
109417 0.02727 (9) Phospho (ST)
1.1225 0.02874 (9) Phospho (ST)
11775 0.02773 (9) Phospho (ST)
0.96167 0.01885 (5) Phospho (ST)
0.94518 0.04332
1.08167 0.09527
0.895 0.03446 (11) Phospho (ST)
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2 NLEQILNGGESPK

2 NLEQLNGGESPK

2 NLGSINTELQDVQR

2 NLGSINTELQDVQR

2 NLGSINTELQDVQR

2 NLGSINTELQDVQR

2 NLLEDDSDEEEDFFLR

3 NLLLQYNSGEDLAVNIFPEK

3 NLLLQYNSGEDLAVNIFPEK
3 NLLLQYNSGEDLAVNIFPEK
2 NLSSPFFHEK

3 NLSSPFFHEK

2 NLSSPFFHEK

3 NLSSPFIFHEK

2 NLSSPFFHEK

3 NMTVEQLLTGSPTSPTVEPEKPTR
3 NMTVEQLLTGSPTSPTVEPEKPTR
2 NNMTASMFDLSMK

2 NPVDYMDLPFSSSPSR

2 NQLTSNPENTVFDAK

2 NQLTSNPENTVFDAK

2 NQLTSNPENTVFDAK

2 NQSQSQDALVLEDVEK

2 NQSQSQDALVLEDVEK

2 NQSQSQDALVLEDVEK

3 NQSQSQDALVLEDVEKK

2 NRPTSISWDGLDSGK

2 NSATFKSFEDR

2 NSDLLTVLSR

3 NSPTFKSFEEKVENLK

3 NSPTFKSFEEKVENLK

3 NVAEALGHSPKDPGGGGGPVR
2 NVFTSAEELER

2 NVFTSAEELER

2 NVFTSAEELER

2 NVFTSAEELER

2 NVFTSAEELER

2 NVFTSAEELER

2 NVPQEESLEDSDVDADFK
2 NVPQEESLEDSDVDADFK
2 NVPQEESLEDSDVDADFK
2 NVPQEESLEDSDVDADFK

3 NVRSDISDQEEDEESEGCPVSINLSK
2 NWEDEDFYDSDDDTFLDR
2 NWEDEDFYDSDDDTFLDR
3 NYSVGSRPLKPLSPLR

3 NYSVGSRPLKPLSPLR

3 PFSAPKPQTSPSPK

2 PFSAPKPQTSPSPK

3 PFSAPKPQTSPSPK

3 PIQSKPQSPVIQAAAVSPK
3 PIQSKPQSPVIQAAAVSPK
3 PIQSKPQSPVIQAAAVSPK
2 PQSPVIQAAAVSPK

2 PSSSPVIFAGGQDR

2 PVPDSPVSVTRL

2 PVPDSPVSVTRL

2 PVPDSPVSVTRL

2 PVPDSPVSVTRL

2 PVSSAASVYAGAGGSGSR
2 PVSSAASVYAGAGGSGSR
2 QASTDAGTAGALTPQHVR
2 QASTDAGTAGALTPQHVR
2 QASTDAGTAGALTPQHVR
2 QASTDAGTAGALTPQHVR
3 QASTDAGTAGALTPQHVR
3 QDDSPPRPIGPALPPGFK
3 QICLVMLETLSQSPQGR

3 QICLVMLETLSQSPQGR
2 QISQDVKLEPDILLR

3 QISQDVKLEPDILLR

3 QISQDVKLEPDILLR

3 QISQDVKLEPDILLR

3 QISQDVKLEPDILLR

3 QISQDVKLEPDLLR

2 QIMVNDLPVGR

3 QKFNDSEGDDTEETEDYRQFR

3 QKFNDSEGDDTEETEDYRQFR
2 QLEMENSPLLSPR

2 QLEMENSPLLSPR

3 QLHLEGASLELSDDDTESK
3 QLHLEGASLELSDDDTESK
3 QLHLEGASLELSDDDTESK
3 QLHLEGASLELSDDDTESK
2 QLSEDLLLTR

2 QLSLEGSGLGVEDLK

2 QLSLPLTQSK

2 QLSLPLTQSK

2 QLSLPLTQSK

2 QLSLPLTQSK

2 QLSLPLTQSK

2 QLSSGVSER

2 QPLLLSEDEEDTK

2 QPLLLSEDEEDTK

2 QPLLLSEDEEDTK

2 QPLLLSEDEEDTK

2 QPLLLSEDEEDTK

3 QPLLLSEDEEDTKR

3 QPLLLSEDEEDTKR

3 QPLLLSEDEEDTKR

3 QPLLLSEDEEDTKR

2 QPLLLSEDEEDTKR

2 QPLLLSEDEEDTKR

2 QPLLLSEDEEDTKR

2 QPLLLSEDEEDTKR

0.92167

1.29534
0.86667

0.8775
0.91333
1.53077
1.16913

1.0175

1.16
0.87
0.94167
0.98667
1.0275
1.05333
1.07667
0.99083
1.29333
0.788
0.85417
0.683
0.7095
1.43678
0.5083
1.09833
1.11417
1.1375
1.07
0.70588
1.38083
0.72608
0.77692
0.945
0.77508
0.79808
0.8525
0.85917
1.08853
1.21852
1.00833
1.0425
1.07583
1.13167

1.31083
0.61501
1.345
1.07333
1.13167
1.0325
1.03667
1.0475
0.90909
1.0825
1.08833
0.803
7.79626
0.71125
0.75467

0.83008

1.07296
1.005
1.03667
1.07917
1.0425
1.0425
1.07917
1.335
1.11917
0.84667

0.71133
0.73725
0.80883
0.92167
0.92194
0.92417

093
0.90964

0.77963

1.075
0.82017
0.82367
0.69883
0.79175
0.84083
1.09569

0.7905
1.35583

0.955

0.96333

1.0075
1.02389

1.0375
0.65942
0.87668
0.89982
1.09417
1.10167
1.13917

0.965
0.97667
1.01917
1.03417
1.05333

1.0575
1.1625
1.20833

(7) Deamidated
0.1604 (NQ);(11) Phospho (ST)
(7) Deamidated
0.05146 (NQ);(11) Phospho (ST)
0.03504 (4) Phospho (ST)
0.02195 (4) Phospho (ST)
0.03759 (4) Phospho (ST)
0.03517 (4) Phospho (ST)
0.02157 (7) Phospho (ST)
(1) Deamidated
0.06014 (NQ);(8) Phospho (ST)
(1) Deamidated
0.06584 (NQ);(8) Phospho (ST)
0.02461 (8) Phospho (ST)
0.04353 (3) Phospho (ST)
0.0205 (3) Phospho (ST)
0.0282 (3) Phospho (ST)
0.03825 (3) Phospho (ST)
0.02555 (3) Phospho (ST)
0.02779 (13) Phospho (ST)
0.2357 (13) Phospho (ST)
0.06755 (6) Phospho (ST)
0.2478 (13) Phospho (ST)
0.1313
0.1486
0.01606
0.03494 (5) Phospho (ST)
0.01994 (5) Phospho (ST)
0.0214 (5) Phospho (ST)
0.02406 (5) Phospho (ST)
0.1084 (5) Phospho (ST)
0.09511 (7) Phospho (ST)
0.1223 (9) Phospho (ST)
0.05507 (7) Phospho (ST)
0.02123 (7) Phospho (ST)
0.03072 (9) Phospho (ST)
0.01262 (5) Phospho (ST)
0.02105 (5) Phospho (ST)
0.01306 (5) Phospho (ST)
0.01665 (5) Phospho (ST)
0.01671 (5) Phospho (ST)
0.01113 (5) Phospho (ST)
0.01275 (11) Phospho (ST)
0.09883 (11) Phospho (ST)
0.01497 (11) Phospho (ST)
0.05625 (11) Phospho (ST)
(4) Phospho (ST);(7)
0.01985 Phospho (ST)
0.04183 (10) Phospho (ST)
0.01096 (10) Phospho (ST)
0.06308 (3) Phospho (ST)
0.04359 (3) Phospho (ST)
0.01725 (10) Phospho (ST)
0.02972 (10) Phospho (ST)
0.01219 (10) Phospho (ST)
0.02878 (17) Phospho (ST)
0.1537 (17) Phospho (ST)
0.188 (17) Phospho (ST)
0.03534 (12) Phospho (ST)
999 (4) Phospho (ST)
0.05189 (5) Phospho (ST)
0.1025 (5) Phospho (ST)
(5) Phospho (ST),(8)
0.01331 Phospho (ST)
(5) Phospho (ST);(8)
0.01417 Phospho (ST)
0.08981 (7) Phospho (ST)
0.07791 (7) Phospho (ST)
0.03327 (3) Phospho (ST)
0.04532 (4) Phospho (ST)
0.04532 (4) Phospho (ST)
0.03327 (4) Phospho (ST)
0.1143 (4) Phospho (ST)
0.07202 (4) Phospho (ST)
0.01351 (13) Phospho (ST)
(6) Oxidation (M);(13)
0.1309 Phospho (ST)
0.05487 (3) Phospho (ST)
0.02304 (3) Phospho (ST)
0.01672 (3) Phospho (ST)
0.04283 (3) Phospho (ST)
0.01989 (3) Phospho (ST)
0.01569 (3) Phospho (ST)
0.02847
(6) Phospho (ST),(11)
0.04566 Phospho (ST)
(6) Phospho (ST);(11)
0.02336 Phospho (ST)
0.08587 (7) Phospho (ST)
0.02911 (7) Phospho (ST)
0.03933 (12) Phospho (ST)
0.01188 (12) Phospho (ST)
0.03724 (12) Phospho (ST)
0.01849 (12) Phospho (ST)
0.06752 (3) Phospho (ST)
0.2635 (3) Phospho (ST)
0.03514 (3) Phospho (ST)
0.04363 (3) Phospho (ST)
0.01623 (3) Phospho (ST)
0.04675 (3) Phospho (ST)
0.01317 (3) Phospho (ST)
0.1153 (3) Phospho (ST)
0.01392 (6) Phospho (ST)
0.0109 (6) Phospho (ST)
0.2242 (6) Phospho (ST)
0.04085 (6) Phospho (ST)
0.04385 (6) Phospho (ST)
0.01172 (6) Phospho (ST)
0.00783 (6) Phospho (ST)
0.01075 (6) Phospho (ST)
0.00803 (6) Phospho (ST)
0.02322 (6) Phospho (ST)
0.02131 (6) Phospho (ST)
0.01972 (6) Phospho (ST)
0.02721 (6) Phospho (ST)
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4 QQFHSKPVDSDSDDDPLEAFMAEVEDQAAR
3 QQFHSKPVDSDSDDDPLEAFMAEVEDQAAR

3 QQFHSKPVDSDSDDDPLEAFMAEVEDQAAR

2 QQSEEDLLLQDFSR
2 QQSEEDLLLQDFSR
3 QSCLRPFTEDDAADPNDSDDPESR
3 QSCLRPFTEDDAADPNDSDIDPESR

3 QSGLSSLVNGKSPR

QVLTAPGSAGQPRSEDEDSLEEAGSPAPGPCP

3R

3 RAADEDWDSELEDDLLGEDLLSGK
3 RAADEDWDSELEDDLLGEDLLSGK
2 RAASLNYLNQPSAAPLQVSR

3 RADDFPVRDDPSDVTDEDEGPAEPPPPPK

3 RADDFPVRDDPSDVTDEDEGPAEPPPPPK

3 RAPSVANVGSHCDLSLK
3 RASGQAFELLSPR
3 RASLSDLTDLEDIEGLTVR

3 RASSKGGGGYTCQSGSGWDEFTK

3 RASSKGGGGYTCQSGSGWDEFTK
2 RASSLNVLNVGGK

2 RASSLNVLNVGGK

4 RDSFDDRGPSLNPVLDYDHGSR
4 RDSFDDRGPSLNPVLDYDHGSR
3 RDSSDDWEIPDGQITVGQR

3 RESGPGIAPGPEPHGLTNK

2 RFSFSQR

2 RFSFSQR

3 RGLLYDSDEEDEERPAR

3 RGLLYDSDEEDEERPAR

3 RGLLYDSDEEDEERPAR

3 RGSGDTSSLDPDTSLSELR

3 RGSGDTSSLDPDTSLSELR

3 RGSGDTSSLDPDTSLSELR

3 RGSGDTSSLDPDTSLSELR

3 RGSGDTSSLIDPDTSLSELR

4 RGSGDTSSLDPDTSLSELRDIYDLK
3 RGSPSAAFTFPDTDDFGK

3 RGTGQSDDSDMWDDTALK

2 RGTGQSDDSDWDDTALK
2 RGTGQSDDSDWDDTALK
2 RGTGQSDDSDWDDTALK
2 RGTGQSDDSDWDDTALK
3 RGTGQSDDSDWDDTALK
3 RGTGQSDDSDWDDTALK
3 RGTGQSDDSDWDDTALK
3 RGTGQSDDSDMWDDTALK
3 RGTGQSDDSDMWDDTALK

2 RGTGQSDDSDMWDDTALK
4 RHSASNLHALAHPAPSPGSCSPK
3 RHSSDINHLVTQGR

4 RHSSDINHLVTQGR

3 RHSSDINHLVTQGR

4 RHSSDINHLVTQGR

3 RHSSDINHLVTQGR

4 RHSSDINHLVTQGR

3 RHSSDINHLVTQGR

4 RHSSDINHLVTQGR

2 RDISPSTFR

2 RDISPSTFR

2 RDISPSTFR

2 RDISPSTFR

2 RDISPSTFR

2 RDISPSTFR

3 RDISPSTFRK

3 RDISPSTFRK

2 RDISPSTLR

2 RDISPSTLR

2 RDISPSTLR

2 RDISPSTLR

2 RDISPSTLR

3 RLSDVTHSAVFGVPASK

3 RPSIVSSPLNSPLDR

3 RIPSIVSSPLNSPLDR

2 RISDPQVFSK

2 RISDPQVFSK

3 RISSSSVQPCSEEVSTPQDSLAQCK
3 RISSSSVQPCSEEVSTPQDSLAQCK
3 RKPEDVLDDDDAGSAPLK

3 RKPEDVLDDDDAGSAPLK

3 RKPEDVLDDDDAGSAPLK

3 RLSEVIYEPFQLLSK

3 RLSGDLSSMPGPGTLSVR

3 RLSGDLSSMPGPGTLSVR

3 RLSLPGLLSQVSPR

3 RLSLPGLLSQVSPR

1.07917

1.10167

1.14333

0.786
1.58646
0.83125
0.85667

1.13917

1425
0.96917
1.0175
1.0425

0.74147

1.25083
1.20968

1.16
0.93333

1.10083

1.10333
1.075
1.0775
1.09167
1.125
0.89583
0.895
0.82425
0.91083
1.26083
1.34917
1.3675
0.89417
0.95583
1.12444
1.15333
1.12444
1.2425
0.70542
0.96167

0.9525
0.95541
1.04083
1.04083
1.04239
1.04417
1.05411
1.05417
1.09167
1.28977
1.08667

0.895
0.90333
0.93083
0.94667

0.95917
0.975

1.02583
0.74813
0.75
1.0525
1.12333
1.1425
1.14833
0.9625
0.96333
0.90917
0.93583
0.95541
0.97025
1.01
0.98333

0.87667

091
0.91333
0.9325
0.9875
0.9875
0.81858
0.84333
1.01078
0.815
0.89
0.92167

0.86417

0.88917

(10) Phospho (ST);(12)
0.00992 Phospho (ST)
(10) Phospho (ST);(12)
0.01376 Phospho (ST) -
(10) Phospho (ST);(12)
0.00723 Phospho (ST)
0.06301 (3) Phospho (ST)
0.04391 (3) Phospho (ST)
0.02047 (18) Phospho (ST)
0.03211 (18) Phospho (ST)
(9) Deamidated
0.04503 (NQ);(12) Phospho (ST)
(14) Phospho (ST);(19)
0.2051 Phospho (ST)
0.1055 (9) Phospho (ST)
0.1697 (9) Phospho (ST)
0.02679 (4) Phospho (ST)
(12) Phospho (ST);(15)
0.02154 Phospho (ST)
(12) Phospho (ST);(15)
0.02659 Phospho (ST)
0.02336 (4) Phospho (ST)
0.04303 (3) Phospho (ST)
0.05566 (3) Phospho (ST)
(3) Phospho (ST);(4)
0.02704 Phospho (ST)
(3) Phospho (ST);(4)
0.04136 Phospho (ST)
0.05529 (4) Phospho (ST)
0.02407 (4) Phospho (ST)
0.03104 (3) Phospho (ST)
0.02144 (3) Phospho (ST)
0.07191 (3) Phospho (ST)
0.05527 (3) Phospho (ST)
0.2638 (3) Phospho (ST)
0.3012 (3) Phospho (ST)
0.02627 (7) Phospho (ST)
0.03 (7) Phospho (ST)
0.02962 (7) Phospho (ST)
0.1157 (3) Phospho (ST)
0.01553 (3) Phospho (ST)
0.01225 (3) Phospho (ST)
0.3173 (3) Phospho (ST)
0.01225 (6) Phospho (ST)
0.05657 (3) Phospho (ST)
0.03482 (3) Phospho (ST)
0.01836 (6) Phospho (ST)
(6) Phospho (ST);(9)
0.05206 Phospho (ST)
(6) Phospho (ST);(9)
0.04389 Phospho (ST)
(6) Phospho (ST)(9)
0.01068 Phospho (ST)
(6) Phospho (ST);(9)
0.01302 Phospho (ST)
(6) Phospho (ST);(9)
0.02284 Phospho (ST)
(6) Phospho (ST);(9)
0.00723 Phospho (ST)
(6) Phospho (ST);(9)
0.00718 Phospho (ST)
(6) Phospho (ST),(9)
0.01442 Phospho (ST)
(6) Phospho (ST);(9)
0.03538 Phospho (ST)
(6) Phospho (ST);(9)
0.01797 Phospho (ST)
0.05038 (5) Phospho (ST)
0.03883 (3) Phospho (ST)
0.021 (3) Phospho (ST)
0.05471 (3) Phospho (ST)
0.02305 (3) Phospho (ST)
0.04983 (3) Phospho (ST)
0.01341 (3) Phospho (ST)
0.04588 (3) Phospho (ST)
0.0493 (3) Phospho (ST)
0.07564 (5) Phospho (ST)
0.116 (5) Phospho (ST)
0.0275 (5) Phospho (ST)
0.02705 (5) Phospho (ST)
0.06156 (5) Phospho (ST)
0.05588 (5) Phospho (ST)
0.01292 (5) Phospho (ST)
0.01213 (5) Phospho (ST)
0.03354 (5) Phospho (ST)
0.02733 (5) Phospho (ST)
0.01467 (5) Phospho (ST)
0.02728 (5) Phospho (ST)
0.02607 (5) Phospho (ST)
0.05118 (4) Phospho (ST)
(8) Phospho (ST);(12)
0.02458 Phospho (ST)
(8) Phospho (ST);(12)
0.0298 Phospho (ST)
0.02445 (3) Phospho (ST)
0.03612 (3) Phospho (ST)
0.03763 (3) Phospho (ST)
0.03763 (6) Phospho (ST)
0.03354 (14) Phospho (ST)
0.02994 (14) Phospho (ST)
0.02378 (14) Phospho (ST)
0.03109 (3) Phospho (ST)
0.198 (3) Phospho (ST)
0.07421 (3) Phospho (ST)
(3) Phospho (ST);(12)
0.01016 Phospho (ST)
(3) Phospho (ST);(12)
0.0192 Phospho (ST)



£2012 3 RLSTSPDVIQGHQPR 0.79367 0.02454 (3) Phospho (ST)

E1011 3 RLSTSPDVIQGHQPR 0.845 001668 (3) Phospho (ST) (5) Phospho (ST)(6)
E101 3 RLSTSPDVIQGHQPR 1.34288  0.0325 (3) Phospho (ST) E2032 5 orc05SLDKLDQELK 112167 0.01317 Phospho (ST)
E2011 3 RLSTSPDVIQGHQPR 078425 0.03317 (5) Phospho (ST) (5) Phospho (ST)(6)
E1013 3 RLSTSPDVIQGHQPR 0.82117 0.03132 (5) Phospho (ST) E2012 5 5ASQSSLDKLDQELK 112667 0.01153 Phospho (ST)
E1011 3 RLSTSPDVIQGHQPR 0845 001668 (5) Phospho (ST) (5) Phospho (ST)(6)
E1 01 3 RLSTSPDVIQGHQPR 1.34288  0.0325 (5) Phospho (ST) E2031 5 SASQSSLDKLDQELK 1.4 0.01432 Phospho (ST)
1021 (6) Phospho (ST)(12) E2012 3 SASTLCLPSVGAARPQVK 1.12917 0.02571 (3) Phospho (ST)

3 RNDDISELEDLSELEDLK 0.83008  0.8368 Phospho (ST) E2011 3 SASTLCLPSVGAARPQVK 1.16583 0.03799 (3) Phospho (ST)
£2012 3 RNLGSINTELQDVQR 072133 0.2545 (5) Phospho (ST) (6) Phaspho (STY@)
E201 1 3 RNLGSINTELQDVQR 0.79692 0.09528 (5) Phospho (ST) E2032 3 SATRPSPSPERSSTGPEPPAPTPLLAER 1.2475 0.01263 Phospho (ST)
E1013 3 RNLLEDDSDEEEDFFLR 0.74375  0.172 (8) Phospho (ST) E2011 3 SAYQEYDSDSDVPEELKR 1.005  0.1443 (10) Phospho (ST)
E102 2 RNSSEASSGDFLDLK 095299 0.02089 (3) Phospho (ST) £1013 2 SCFESSPDPELK 087833 0.04318 (6) Phospho (ST)
E1 01 3 RNSSEASSGDFLDLK 1.11183  0.0174 (3) Phospho (ST) E1031 2 SDKSPDLAPTPAPQSTPR 1.255 0.04198 (1) Phospho (ST)
£2031 (9) Phospho (ST);(10) E1032 2 SDKSPDLAPTPAPQSTPR 1.0775 0.06083 (4) Phospho (ST)

3 RPDYAPMESSDEEDEEFQFIK 0.87 02234 Phospho (ST) E1013 3 SDKSPDLAPTPAPQSTPR 1.0825 0.05817 (4) Phospho (ST)
65 1 (9) Phospho (ST);(10) E101 1 3 SDKSPDLAPTPAPQSTPR 1.11 0.05687 (4)Phospho (ST)

3 RPDYAPMESSDEEDEEFQFIKK 095417 0.04211 Phospho (ST) £1022 2 SDVLELTDDNFESR 575508 0 0aokT
£2032 (9) Phospho (ST)(10) E102 2 SDVLELTDDNFESR 146915 0.09344

3 RPDYAPMESSDEEDEEFQFIKK 1.00417 0.04747 Phospho (ST)
£2031 3 RPLFLAPDFDRWLDESDAEMELR 079525 0.03956 (16) Phospho (ST) E1032 |4 o irEsSELEQPFAQDTSSVGPDR 078167 0.08369 (9) Phospho (ST)
£2031 (16) Phospho (ST);(20) E1031 2 SESLIDASEDSQLEAAR 111 0.01425 (11) Phospho (ST)

3 RPLFLAPDFDRWLDESDAEMELR 1.0075 0.03274 Oxidation (M) £1032 2 SESLDASEDSQLEAAR 145167 0.00855 (1) Phospho (ST)
2011 (11) Phospho (ST)(14) E103 2 SESLIDASEDSQLEAAR 1.29758 0.02259 (11) Phospho (ST)

3 RQQPPLGPSSSLLSLPGLK 085333 0.04211 Phospho (ST) 101 2 SEEVEEVETPNSTPPR 12215 0.02845 (1) Phospho (ST)
€201 1 (9) Phospho (ST);(14) E1011 2 SFSADNFIGIQR 0.69817 0.01131 (3) Phospho (ST)

3 RQQPPLGPSSSLLSLPGLK 085333 0.04211 Phospho (ST) £2012 2 SFSADNFIGKR 072917 00154 (3) Phospho (ST)
£2021 3 RRSIQDLTVTGTEPGQVSSR 1.115 0.02452 (3) Phospho (ST) E1013 2 SFSADNFIGKR 077375 005538 (3) Phospho (ST)
£2012 (4) Phospho (ST)(7) £201 2 SFSADNFIGIQR 1.23967 0.02502 (3) Phospho (ST)

3 RRSSLPNGEGLQLK 086917 0.04867 Deamidated (NQ) Eloi 2 SFSADNFIGKR 141643 02588 (3)Phospho (ST)
E1021 3 RSASPDDDLGSSNWEAADLGNEER 1.0325 0.02108 (12) Phospho (ST) E1022 3 SFSKEELMSSDLEETAGSTSIPK 1.09083 0.03557 (10) Phospho (ST)
E1041 2 RSASPDDDLGSSNWEAADLGNEER 111167 0.02543 (12) Phospho (ST) £2021 3 SFSKEELMSSDLEETAGSTSIPK 109867 00216 (10) Phospho (ST)
£1022 3 RSASPDDDLGSSNWEAADLGNEER 1.00167 0.01804 (4) Phospho (ST) £2022 | 3 SFSKEELMSSDLEETAGSTSIPK 11125 0.00832 (10) Phospho (ST)
1043 2 RSASPDDDLGSSNWEAADLGNEER 1.10867 0.01437 (4) Phospho (ST) (8) Osidation (My(10)
1041 2 RSASPDDDLGSSNWEAADLGNEER 111167 0.02543 (4) Phospho (ST) E1022 | 4icrerre MSSDLEETAGSTSIPK 1.07667 0.06813 Phospho (ST)
E1022 {(4) Fhospho (BT)(12) (8) Oxidation (M);(10)

3 RSASPDDDLGSSNWEAADLGNEER 0.99667 0.01874 Deamidated (NQ) 2021 :4lcrere MSSDLEETAGSTSIPK 109333 0.06867 Phospho (ST)
£203 3 RSASPDDDLGSSNWEAADLGNEERK 0.77801 0.03411 (4) Phospho (ST) (8) Oxidation (M);(10)
E103 3 RSASPDDDLGSSNWEAADLGNEERK 0.79702 0.01858 (4) Phospho (ST) E1021 5 SESKEELMSSDLEETAGSTSIPK 11075 0.04649 Phospho (ST) d
E101 4 RSASPDDDLGSSNWEAADLGNEERK 090799 0.02317 (4) Phospho (ST) (8) Oridation (M)(10)
E2012 4 RSHSGPAGSFNKPAR 162833 0.0256 (4) Phospho (ST) B2022 4 grevrel MSSDLEETAGSTSPK 143 0.06848 Phospho (ST)
£2011 4 RSHSGPAGSFNKPAR 1.77417 0.02113 (4) Phospho (ST) s 9 SESKEVEER 1135 00161 (3)Phospho (ST)
E2011 3 RSPVPAQAMVPK 0.79167 0.09054 (2) Phospho (ST) E2021 2 SFSLASSSNSPISQR 1.06167  0.1294 (3) Phospho (ST)
E2011 2 RSSLLSLMTGK 0.81425. 003077 (3) Phospho (ST) E2022 2 SFSLASSSNSPISQR 1.23667 0.1773 (3) Phospho (ST)
E2011 3 RSSSETLSSLAGSDVK 073575 0.01945 (4) Phospho (ST) Si01 1 2 SFSLDPLVER 09 004701 (3) Phospho (ST)
£203 2 RSSSETLSSLAGSDNVK 119522 0.06227 (4) Phospho (ST) E1013 2 SFSMQDLR 091583 003732 (3) Phospho (ST)
£2011 3 RSSSETLSSLAGSDVK 073575 0.01945 (6) Phospho (ST) F2012 2 SFTGGLGALVVPSK 070017 005863 (1) Phospho (ST)
E2012 3 RSSVFAAEMDAFDR 06535 0.08229 (3) Phospho (ST) £2011 2 SFTGGLGALVVPSK 072082 00331 (1) Phospho (ST)
E2021 3 RSSVFAAEIMDAFDRSPTDK 07095 0.08114 (3) Phospho (ST) ©2012 2 SFTGGLGALVVPSK 070017 0.05863 (3) Phospho (ST)
£2022 3 RSSVFAAEIMDAFDRSPTDK 0.71375 0.05229 (3) Phospho (ST) £2011 2 SFTOGLGALVVPSK 072082 00331 (3) Phospho (ST)
E101 3 RSYSSPDITQAIQEEEK 1.23967 0.03141 (4) Phospho (ST) (12) Phospho (ST)20)
E1013 3 RSYSSPDITQAIQEEEK 0.92583 0.01895 (5) Phospho (ST) E1041 SGLELTELQNMTVPEDDNISNDSNDFTEVENGQI Phospho (ST);(24)
E101 3 RSYSSPDITQAIQEEEK 123967 0.03141 (5) Phospho (ST) 3NSK 0965 0.03547 Deamidated (NQ)
£2012 3 RTSMGGTQQQFVEGVR 1 0.01236 (2) Phospho (ST) : : (20) Phospho (ST)(23)
E201 3 RTSMGGTQQQFVEGVR 1.06458 0.02265 (2) Phospho (ST) E104 1 SGLELTELQNMTVPEDDNISNDSNDFTEVENGQI Phospho (ST),(31)
E1011 3 RTSMGGTQQQFVEGVR 1.095 0.03344 (2) Phospho (ST) 3iNSK 0965 003547 Deamidated (NQ)
1031 2 RTSMGGTQQQFVEGVR 0.845 0.2429 (3) Phospho (ST) T TS S L SIEER 08825 0.0386 (4) Phospho (ST)
E1032 2 RTSMGGTQQQFVEGVR 085583 02023 (3) Phospho (ST) £2011 | 2 SGLSLEELR 088417 003577 (4) Phospho (ST)
£2032 2 RTSMGGTQQQFVEGVR 089083 0.04628 (3) Phospho (ST) M 090416 0.07019 (4) Phospho (ST)
£201 3 RTSMGGTQQQFVEGVR 1.06458 0.02265 (3) Phospho (ST) 6T 5 alSLEELR 098817 005281 (4)Phospho (ST)
£2011 3 RTSMGGTQQQFVEGVR 1.00083 0.02486 (7) Phospho (ST) (8) Deamidated
E1011 3 RTSMGGTQQQFVEGVR 1.085 0.03344 (7) Phospho (ST) St (NQJ(13) Phospho
E1013 3 RTSMGGTQQQFVEGVR 11325 0.03874 (7) Phospho (ST) 4 SGSGSVGNGSSRYSPSQNSPHHPSR 088339 0.02602 (Y);(19) Phospho (ST)
£2012 2 RTSPQULGSLK 096917  0.031 (3)Phospho (ST) (8) Deamidatod
£2011 2 RTSPQULGSLK 1.0125 0.05648 (3) Phospho (ST) iz (NQJ(13) Phospho
E2011 : 3/RVOSLPSVPLSCAAYR 0.72225: 007478 (4) Phospho (ST) 4 SGSGSVGNGSSRYSPSQNSPHHPSRR 1.23333  0.0238 (Y)(19) Phospho (ST)
E2012 3 RVQSLPSVPLSCAAYR 0.768; 0.03577:(4) Phospho (ST) £2021 3 SGSPRPTEPTDFLMLFEGSPSGK 1.20167 0.03572 (3) Phospho (ST)
E1021 (3) Phospho (ST);(4) £2022 3 SGSPRPTEPTDFLMLFEGSPSGK 1205 0.04897 (7)Phospho (ST)

3 RVSSDEEHTVDSCISDMK 117417 0.04389 Phospho (ST) (7) Phospho (STY(14)

E2021 '
3 SGSPRPTEPTDFLMLFEGSPSGK 086583 0.08745 Oxdali
E2022 4 RySSSSELDLPSGDHCEAGLLALDVPLLR 085417 007501 (5) Phospho (ST) (4?9?12;»(\? :s*r)»(s)
(12) Phospho (ST);(19) E1022 3 5GSSSPDSEMELKFPSINHD 101583 0.03676 Phospho (ST)
E2042 3 RyGLLANTEDPTEMASLDSDEETVFESR 1.0225 002021 Phospho (ST) . > (4),,8,‘:05;,)0?5“.(5)
164 § (16) Phospho (ST);(19) B2021 3 5GSSSPDSEMELKFPSINHD 1.06583 0.03433 Phospho (ST)

3 RYGLLANTEDPTEMASLDSDEETVEESR 0.86667; 007776 Phaspho (ST) E1022 3 SGSSSPDSEMELKFPSINHD 0.86083 0.02162 (5) Phospho (ST)
2011 {3'RYSLDPSSAPELLR 1.02333; 0.03183:(3) Phospha (ST) E2021 3 SGSSSPDSEMELKFPSINHD 0.95167 0.02055 (5) Phospho (ST)
E101.8, 12 SASKAPERRS O:7 1 0.04672:(6) Phospho (BT) €201 1 3 SHSGPAGSFNKPAR 137333 0.01691 (3) Phospho (ST)
201 1, 12 SASEAREELK 0:77742; 003606,(3) Phospho[ST) E2012 3 SHSGPAGSFNKPAR 1375  0.024 (3)Phospho (ST)
£2042 2 SASPDDDLGSSNWEAADLGNEER 112333 0.00843 (10) Phospho (ST) 3) Phospho (ST(12)
E1022 3 SASPDDDLGSSNWEAADLGNEER 1.00167 0.01356 (3) Phospho (ST) E2022 |5 g e TOAGTAGALTPGHVR 109583 002839 Phospho (ST)
£2021 3 SASPDDDLGSSNWEAADLGNEER 1.015 0.05929 (3)Phospho (ST) : : 3) Phospho (STY@)
E1043 2 SASPDDDLGSSNWEAADLGNEER 1.10083 0.00781 (3) Phospho (ST) €021 iy oS ROAS TOACTAGALTRGLVE 51 B30 Shauti (o,
E1041 2 SASPDDDLGSSNWEAADLGNEER 112083 0.01489 (3) Phospho (ST) S
£2042 2 SASPDDDLGSSNWEAADLGNEER 1.12333 0.00843 (3) Phospho (ST) E2012 4 oocbacl QLGTGAGAAGSPAQQHAHLR 115167 0.02629. @) Phossho (S
£2041 2 SASPDDDLGSSNWEAADLGNEER 1.1425 0.01793 (3) Phospho (ST) . . {4} Phospho (ST)

(3) Phospho (ST)(12) E2011 4 SHSSPASLQLGTGAGAAGSPAQQHAHLR 583 0.0258
E1022 3 SASPDDDLGSSNWEAADLGNEER 1.00833 001441 Deamidated (NQ) T T oE AR L OTCAGAAGIRAGAHA 117088, C0e m,m:‘;ms(?n
E1022 3 SASPDDDLGSSNWEAADLGNEERK 0.88083 0.06847 (3) Phospho (ST) W5 L5 SEVENDELPVER 0.9275 0.07332 (1) Phospha (ST)
E1041 2 SASPDDDLGSSNWEAADLGNEERK 09325 0.0666 (3)Phospho (ST) e 5 SEVENDRIEVER 129648 003364 (1) Phosphe (ST)
£2022 3 SASPDDDLGSSNWEAADLGNEERK 099417 0.03705 (3) Phospho (ST)
£1:02 1 1 3:SASPOODLGSSNWEANDI GNEERK 1.025; 0.05337:43) Phiospha (ST) E1032 3 SLKPSTPPPQEGEEVGESSEEQDNAPK 120083 0.02805 (20) Phospho (ST)
(3) Phospho (ST);(6)
£203 £2022 2 SKFVDWCPTGFK 0.96 0.02626 (1) Phospho (ST)
2:SASQSSLOKLOGELK 0.91463; 0.01058 Z’)“’;&h" (:)T()SD o E2021 2 SKFVDWCPTGFK 111333 0.032 (1)Phospho (ST)
spl X
1031 £2031 3 SISQDSLDELSMEDYWELENK 0.89167 0.04346 (3) Phospho (ST)
2;SASQSSLOKLDQELK 0:245: 005102 Z’;";&":pﬁ?sms) £2031 3 SISQDSLDELSMEDYWELENKK 0.97417 0.02847 (3) Phospho (ST)
£1032 i £2032 3 SISQDSLDELSMEDYWELENKK 097583  0.033 (3) Phospho (ST)
2:3ASQSSLDKLDAELK 087, 0.06729 Z!r;(;'sﬁohsop()i?ST)'(ﬁ) £2012 4 SLAPDRSDDEHDPLONTSRPR 0.97833 0.02293 (7) Phospho (ST)
E1011 : E2011 4 SLAPDRSDDEHDPLDNTSRPR 1.005 001889 (7) Phospho (ST)
3;2ASQ35L DRLDAELY 1,05083; 0.02006 E’;";&‘:ﬂ‘;"’(’sms) E101 4 SLAPDRSDDEHDPLDNTSRPR 1.0211  0.0365 (7) Phospho (ST)
£2032 i E1013 4 SLAPDRSDDEHDPLDNTSRPR 1.04 0.02019 (7) Phospho (ST)
2:SASQSSLDKI.DQFLK 142167 001317 E’;";&": ()f)?sms) 1011 4 SLAPDRSDDEHDPLDNTSRPR 1.08083 0.01898 (7) Phospho (ST)
p ;i
£2032 E101 2 SLDMDSIAEVK 134048 04557 (1) Phospho (ST)
2 SASQSSLDKLDQELK 112167 001317 rs’;fﬁom (;T()SD & E1013 2 SLEDLRAPK 096667 0.02588 (1) Phospho (ST)
Spi A
1011 E1031 2 SLEGLNQELEEVFVK 0.99167 0.02701 (1) Phospho (ST)

3 SASQSSLDKLDQELK 1.05083 0.02006 (F’;;":&h:p(;?sms) E1032 2 SLEGLNQELEEVFVK 1.06417 0.04325 (1) Phospho (ST)
£2011 : E2012 3 SLGNLQAKPTSSPAK 11775 0.03655 (13) Phospho (ST)

3 SASQSSLDKLDQELK 110167 0.01301 Phospho (ST) £2011 3 SLGNLQAKPTSSPAK 121 0.04744 (13)Phospho (ST)
E201 1 (5) Phospho (ST);(6)

3 SASQSSLDKLDQELK 110167 0.01301 g r;‘;sr?oh:p(hi?sn-w) E203 3 SLGSVQAPSYGARPVSSAASVYAGAGGSGSR  0.67054 0.01095 (20) Phospho (ST)
E1013 *

3:SASQSSLDKLDQELK 1.11333 001715 :’5’;";&";’ (ri?sn i B2032 3 51 GSVQAPSYGARPVSSAASVYAGAGGSGSR  1.20583 0.04352 (20) Phospho (ST)

p 2
E2032
2 SASQSSLDKLDQELK 112167 0.01317 Phospho (ST) E2031 3 51 GSVQAPSYGARPVSSAASVYAGAGGSGSR  1.21167 0.05261 (20) Phospho (ST)
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2 SLIYTDTLVR
3 SLKESEQESEEEILAQKK

3 SLKESEQESEEEILAQKK
2 SLLDASEEAIKKK

3 SLLGDSAPTLHLNKGTPSQSPVVGR
3 SLLGDSAPTLHLNKGTPSQSPVVGR
3 SLLSHEFQDETDTEEETLYSSK

3 SLLSHEFQDETDTEEETLYSSK

3 SLLSHEFQDETDTEEETLYSSKH

3 SLLSHEFQDETDTEEETLYSSKH

2 SLMSSPEDLTK

3 SLMSSPEDLTKDFEELKAEEVDVTK
3 SLPELDRDKSDSDTEGLLFSR
3 SLPELDRDKSDSDTEGLLFSR

3 SLPELDRDKSDSDTEGLLFSR

3 SLPELDRDKSDSDTEGLLFSR

3 SLPELDRDKSDSDTEGLLFSR

2 SLPVSVPVWGFK

2 SLPVSVPVWGFK

3 SLQENEEEEIGNLELAWDMLDLAK
3 SLQENEEEEIGNLELAWDMLDLAK
3 SLQENEEEEIGNLELAWDMLDLAK
3 SLSKSDSDLLTCSPTEDATMGSR
3 SLSKSDSDLLTCSPTEDATMGSR
3 SLSKSDSDLLTCSPTEDATMGSR
3 SLSKSDSDLLTCSPTEDATMGSR

3 SLSKSDSDLLTCSPTEDATMGSR
2 SLSNSNPDISGTPTSPDDEVR
2 SLSNSNPDISGTPTSPDDEVR
2 SLSNSNPDISGTPTSPDDEVR
2 SLSNSNPDISGTPTSPDDEVR
2 SLSPGGAALGYR

3 SLSPGKENVSALDMEK

2 SLSPGKENVSALDMEK

2 SLSPGKENVSALDMEK

2 SLSQSFENLLDEPAYGLIQK

2 SLSQSFENLLDEPAYGLIQK
2 SLSSPTDNLELSLR

2 SLSSPTDNLELSLR

2 SLSSPTDNLELSLR

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSSPTVTLSAPLEGAK

2 SLSTSGESLYHVLGLDK

2 SLSTSGESLYHVLGLDK

3 SLSTSGESLYHVLGLDK

3 SLSTSGESLYHVLGLDK

2 SLSTSGESLYHVLGLDK

2 SLSTSGESLYHVLGLDK

3 SLSTSGESLYHVLGLDK

3 SLSTSGESLYHVLGLDK

3 SLSTSGESLYHVLGLDK
3 SLSTSGESLYHVLGLDK
2 SLSVPVDLSR

3 SLTETELTKPNYLYLLPTEK
2 SLTSSLENIFSR

2 SLTSSLENIFSR

2 SLTSSLENIFSR

2 SLTSSLENIFSR

2 SLTSSLENIFSR

2 SLTSSLENIFSR

3 SMDELNHDFQALALEGR

3 SMDELNHDFQALALEGR
2 SMPVLGSVSSVTK

2 SMSAPVIFDR

2 SMSDVSAEDVQNLR

2 SNISPNFNFMGQLLDFER
2 SNISPNFNFMGQLLDFER

3 SNISPNFNFMGQLLDFER

3 SNSAPLIHGLSDTSPVFQAEAPSAR
3 SNSAPLIHGLSDTSPVFQAEAPSAR
2 SNSELEDEILCLEK

2 SNSELEDEILCLEK

3 SNSELEDEILCLEK

3 SNSELEDEILCLEK

2 SNSELEDEILCLEK

3 SNSFSDEREFSGPSTPTGTLEFEGGEVSLEGGK

3 SNSFSDEREFSGPSTPTGTLEFEGGEVSLEGGK
2 SPAVATSTAAPPPPSSPLPSK
3 SPDVISSASTALSQDIPEIASEALSR

3 SPEKIEEVLSPEGSPSKSPSK

3 SPEKIEEVLSPEGSPSKSPSK

3 SPEKIEEVLSPEGSPSKSPSK

3 SPEKIEEVLSPEGSPSKSPSK

3 SPEKIEEVLSPEGSPSKSPSK

3 SPEKIEEVLSPEGSPSKSPSK

3 SPGETSKPRPFAGGGYR

3 SPGETSKPRPFAGGGYR

2 SPGHMVILDQTK

2 SPGHMVILDQTK

3 SPGKCDQEKPAPSFACLK
SPLGEAPEPDSDAEVAEAAKPHLSEVTTEGYPS

4 EPLGGLEQK

1.2825

1.09

1.10667
1.21852

0.82783

1.03878

0.72575

0.93667

0.92167

0.94167

1.02417

1.29167

0.865

0.83417

1.20482
0.87833
0.96833
0.9625
0.98417
0.945
0.95167
1.10051
1.005
1.01417
1.06833
1.11167

1.1
0.9825
1.06583
0.97917
0.9825
0.80292
0.7735
0.86333
0.9175
1.1675
1.23833
14275
1.43667
1.7675
0.77519
0.88287
1.02
0.77519
0.88287
1.0175
1.02
1.03917
1.07667
0.79017
0.79967
0.82483
0.87833
1.25523
0.79967
0.6525

0.658

0.67208
0.6515
1.07
1.1625
1.01333
1.06083
0.96583
0.97167
0.97583
1.13122
0.89667

0.88333
0.84842
0.62175
0.82147

0.76687

1.0025

1.07333
0.9475
0.9675

0.61242

0.62808

0.66508

0.68158

1.67729

0.92417

1.0925
0.99667
1.00267

0.99333

1.03833
1.02917
0.97833
0.9825
1.02917
1.32667
1.39667
0.88417
0.935
0.74592

1.00583

0.1204 (1) Phospho (ST)
(5) Phospho (ST);(9)
0.02309 Phospho (ST)
(5) Phospho (ST);(9)
0.04664 Phospho (ST)
0.0935 (1) Phospho (ST)
(16) Phospho (ST);(20)
0.01994 Phospho (ST)
(6) Phospho (ST),(20)
0.02594 Phospho (ST)
(11) Phospho (ST);(13)
0.3891 Phospho (ST)
(11) Phospho (ST)(13)
0.1673 Phospho (ST)
(11) Phospho (ST);(13)
0.01711 Phospho (ST)
(11) Phospho (ST)(13)
0.01344 Phospho (ST)
(4) Phospho (ST),(5)
0.05975 Phospho (ST)
(3) Oxidation (M);(4)
Phospho (ST)(5)
0.1624 Phospho (ST)
(1) Phospho (ST);(12)
0.01811 Phospho (ST)
(10) Phospho (ST);(12)
0.02655 Phospho (ST)
(10) Phospho (ST)(12)
0.01678 Phospho (ST)

0.101 (12) Phospho (ST)
0.04595 (12) Phospho (ST)
0.01087 (1) Phospho (ST)
0.01984 (1) Phospho (ST)
0.02251 (1) Phospho (ST)
0.02058 (1) Phospho (ST)
0.02205 (1) Phospho (ST)

0.0262 (7) Phospho (ST)
0.03973 (7) Phospho (ST)
0.06211 (7) Phospho (ST)
0.05208 (7) Phospho (ST)

(7) Phospho (ST);(20)

0.05323 Oxdation (M)

0.03274 (3) Phospho (ST)
0.05727 (3) Phospho (ST)
0.01824 (5) Phospho (ST)
0.03274 (5) Phospho (ST)
0.04404 (3) Phospho (ST)
0.05912 (3) Phospho (ST)
0.05169 (3) Phospho (ST)
0.06106 (3) Phospho (ST)
0.05118 (5) Phospho (ST)

0.0415 (5) Phospho (ST)
0.06259 (4) Phospho (ST)

0.1635 (4) Phospho (ST)
0.08338 (4) Phospho (ST)
0.01614 (3) Phospho (ST)
0.02788 (3) Phospho (ST)
0.00874 (3) Phospho (ST)
0.01614 (4) Phospho (ST)
0.02788 (4) Phospho (ST)

0.0181 (4) Phospho (ST)
0.00874 (4) Phospho (ST)
0.01535 (4) Phospho (ST)
0.01986 (4) Phospho (ST)
0.01789 (3) Phospho (ST)
0.01824 (3) Phospho (ST)
0.00862 (3) Phospho (ST)
0.02267 (3) Phospho (ST)
0.01565 (3) Phospho (ST)
0.01824 (4) Phospho (ST)
0.02962 (5) Phospho (ST)

(5) Phospho (ST)(8)
0.02204 Phospho (ST)

(5) Phospho (ST),(8)
0.01726 Phospho (ST)
0.02048 (8) Phospho (ST)

0.1383 (3) Phospho (ST)

0.1557 (3) Phospho (ST)

0.0629 (1) Phospho (ST)
0.02545 (1) Phospho (ST)
0.00594 (4) Phospho (ST)
0.02063 (5) Phospho (ST)
0.00717 (5) Phospho (ST)
0.03882 (5) Phospho (ST)
0.05141 (1) Phospho (ST)

(1) Phospho (ST),(6)
0.02516 Deamidated (NQ)
0.05867 (1) Phospho (ST)
0.07761 (3) Phospho (ST)
0.03466 (1) Phospho (ST)

(4) Phospho (ST)(10)
0.03007 Oxidation (M)

(4) Phospho (ST)(10)

0.105 Oxdation (M)

(4) Phospho (ST);(10)

0.03134 Oxidation (M)

0.02623 (3) Phospho (ST)
0.02469 (3) Phospho (ST)
0.04156 (3) Phospho (ST)
0.03929 (3) Phospho (ST)
0.03518 (3) Phospho (ST)
0.07014 (3) Phospho (ST)
0.01733 (3) Phospho (ST)

0.06858 (3) Phospho (ST)

0.09587 (3) Phospho (ST)
0.01284 (16) Phospho (ST)
00155 (1) Phospho (ST)
(14) Phospho (ST)(18)
0.08586 Phospho (ST)
(14) Phospho (ST);(18)
0.0545 Phospho (ST)
0.02164 (18) Phospho (ST)
0.02652 (20) Phospho (ST)
0.03214 (20) Phospho (ST)
0.02164 (20) Phospho (ST)
0.05483 (1) Phospho (ST)
0.02794 (1) Phospho (ST)
0.08718 (1) Phospho (ST)
0.11 (1) Phospho (ST)
0.09224 (1) Phospho (ST)

0.02864 (11) Phospho (ST)
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E1032
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3 SPPYTAFLGNLPYDVTEESIK
2 SPSFASEWDEEK

2 SPSFASEWDEEK

2 SPSFASEWDEEK

3 SPSKEPHFTDFEGK

3 SPSPPTQHTGQPPGQPSAPSQLSAPR
3 SPSSDLDTDAEGDDFELLDQSELSQLDPASSR

3 SPSSDLDTDAEGDDFELLDQSELSQLDPASSR
3 SPTMEQAVQTASAHLPAPAAVGR

3 SPTMEQAVQTASAHLPAPAAVGR

3 SPVSTRPLPSASQK

3 SQDATFSPGSEQAEKSPGPNVSR

3 SQLDDHPESDDEENFDANDDEDMEK
3 SQLDDHPESDDEENFIDANDDEDMEK

3 SQSDLDDQHDYDSVASDEDTDQEPLR
2 SQSLPTTLLSPVR

2 SQSLPTTLLSPVR

2 SQSLPTTLLSPVR

3 SQSSHSYDDSTLPLDR

3 SQSSHSYDDSTLPLDR

3 SRDDLYDQDDSRDFPR

2 SRINSSGESGDESDEFLQSR
3 SRLSAEIDPVVSHTT

2 SRSPLAR

3 SRTHSTSSSLGSGESPFSR

3 SRTHSTSSSLGSGESPFSR

3 SRTHSTSSSLGSGESPFSR
SSGDVLETFNFLENADDSDEDEENDMIEGIPEG

3K

SSGDVLETFNFLENADDSDEDEENDMIEGIPEG

3K

3 SSHNFMTHPEFR

3 SSKASLGSLEGEAEAEASSPK
3 SSKASLGSLEGEAEAEASSPK
3 SSKASLGSLEGEAEAEASSPK

2 SSLAETLDSTGSLDPQR
3 SSLETLEDIEENAPLRR
3 SSLETLEDIEENAPLRR

2 SSLSGDEEDELFK
2 SSLSGDEEDELFK

2 SSMSGLHLVK

2 SSMSGLHLVK

2 SSSETILSSLAGSDNK

2 SSSETILSSLAGSDNVK

2 SSSETILSSLAGSDNVK

2 SSSETILSSLAGSDVK

2 SSSETILSSLAGSDVK

2 SSSPAPADIAQTVQEDLR
2 SSSPAPADIAQTVQEDLR
2 SSSPAPADIAQTVQEDLR
2 SSSPAPADIAQTVQEDLR
3 SSSPAPADIAQTVQEDLR
3 SSSPAPADIAQTVQEDLR
2 SSSPAPADIAQTVQEDLR
2 SSSPAPADIAQTVQEDLR

2 SSSPAPADIAQTVQEDLR
2 SSSPAPADIAQTVQEDLR

2 SSSPAPADIAQTVQEDLR
2 SSSPELVTHLK
2 SSSPELVTHLK
2 SSSPELVTHLK
2 SSSPELVTHLK

3 SSSPVTELASRSPIRQDR

3 SSSSPELQTLQDILGDPGDKADVGR
2 SSSVGSSSSYPISPAVSR

3 SSSVPHPFQVTLLR

3 SSSVSLTHHVGLR

3 STAQQELDGKPASPTPVIVASHTANK
3 STAQQELDGKPASPTPVIVASHTANK
3 STAQQELDGKPASPTPVINASHTANK
3 STAQQELDGKPASPTPVIVASHTANK

4 STAQQELDGKPASPTPVINNASHTANKEEK

4 STAQQELDGKPASPTPVIVASHTANKEEK
3 STFREESPLR
3 STFREESPLR
2 STFREESPLR
2 STFREESPLR

3 STIGVMVTASHNPEEDNGVK
3 STLESEKPGSPEAAETSPPSNIDHCEK
3 STLESEKPGSPEAAETSPPSNIDHCEK

2 STLNPQWNESFTFK
3 STSRDRLDDIVLTK

1.335
0.80975
0.95724
0.99667

0.7535

1.14917

0.975

1.02333
0.75817
0.75817
1.24688
0.70356

1.0425

1.06083

1.05167
0.79608
0.81067
1.2087
0.8975
0.925
1.10083

1.06917
0.9025

1.00083
1.16833
117417
1.16833

1.12083

1.12417
0.92583

0.74617

0.94697

0.95333

2.18468
0.63058
0.70625

0.9425

0.965

0.80325
0.79667
0.77417

0.7565
0.77417
0.77758
0.81258
0.92417
0.92583
0.95083
0.95083
0.98167

1.0275
1.13636
1.26582

0.9525

0.9925

1.07667
117417
1.20833
1.25583

1.29

1.03333
0.82692
0.748617
0.88833
0.78858
1.3475
0.94103
1.3475
1.365

1.24333

1.27917
0.87167
0.89667
1.00833

1.03

1.06667
0.99167
1.03417

0.92
0.71433

0.08443 (1) Phospho (ST)
02162 (3) Phospho (ST)
0.03811 (3) Phospho (ST)
0.0282 (3) Phospho (ST)
0.07631 (3) Phospho (ST)

0.01953 (3) Phospho (ST)

(4) Phospho (ST);(8)
0.02768 Phospho (ST)

(4) Phospho (ST);(8)

0.0358 Phospho (ST)

0.03512 (1) Phospho (ST)
0.03512 (3) Phospho (ST)
0.05092 (1) Phospho (ST)
0.07994 (16) Phospho (ST)

0.1359 (9) Phospho (ST)

0.07458 (9) Phospho (ST)
(13) Phospho (ST);(16)
0.03697 Phospho (ST)
0.02317 (3) Phospho (ST)
0.03185 (3) Phospho (ST)
0.03457 (3) Phospho (ST)
0.02159 (11) Phospho (ST)
0.02855 (11) Phospho (ST)
0.08222 (1) Phospho (ST)
(5) Phospho (ST);(6)
Phospho (ST);(9)
Phospho (ST);(13)
0.08955 Phospho (ST)
0.00941 (4) Phospho (ST)
(1) Phospho (ST);(3)
0.0438 Phospho (ST)
0.04666 (6) Phospho (ST)
0.0537 (7) Phospho (ST)
0.04666 (3) Phospho (ST)

0.01763 (18) Phospho (ST)
(8) Phospho (ST);(26)
0.03161 Oxidation (M)
0.05491 (2) Phospho (ST)
(5) Phospho (ST),(8)
0.04471 Phospho (ST)
(5) Phospho (ST)(8)
0.02759 Phospho (ST)
(5) Phospho (ST)(8)
0.04201 Phospho (ST)
(10) Phospho (ST);(12)
0.03533 Phospho (ST)
0.05316 (2) Phospho (ST)
0.07838 (2) Phospho (ST)
(2) Phospho (ST),(4)
0.1623 Phospho (ST)
(2) Phospho (ST)(4)
0.1248 Phospho (ST)
(3) Oxidation (M);(4)
0.03083 Phospho (ST)
0.1021 (4) Phospho (ST)
0.00526 (1) Phospho (ST)
0.01153 (3) Phospho (ST)
0.00526 (3) Phospho (ST)
0.00634 (3) Phospho (ST)
0.02301 (3) Phospho (ST)
0.00916 (3) Phospho (ST)
0.00879 (3) Phospho (ST)
0.01143 (3) Phospho (ST)
0.01465 (3) Phospho (ST)
0.00905 (3) Phospho (ST)
0.00323 (3) Phospho (ST)
0.01772 (3) Phospho (ST)
0.02563 (3) Phospho (ST)
(3) Phospho (ST)(11)
0.09847 Deamidated (NQ)
(3) Phospho (ST)(14)
0.05946 Deamidated (NQ)
(3) Phospho (ST);(14)
0.06738 Deamidated (NQ)
0.01958 (3) Phospho (ST)
0.0091 (3) Phospho (ST)
0.02383 (3) Phospho (ST)
0.02625 (3) Phospho (ST)
(3) Phospho (ST),(12)
0.01234 Phospho (ST)
0.07163 (4) Phospho (ST)
0.9428 (3) Phospho (ST)
0.04089 (2) Phospho (ST)
0.05398 (3) Phospho (ST)
0.2899 (13) Phospho (ST)
0.028 (15) Phospho (ST)
0.2899 (15) Phospho (ST)
0.2864 (15) Phospho (ST)

0.04334 (13) Phospho (ST)

0.04815 (13) Phospho (ST)
0.01724 (7) Phospho (ST)
0.02119 (7) Phospho (ST)
0.0284 (7) Phospho (ST)
0.02702 (7) Phospho (ST)
(10) Phospho (ST);(17)
0.1081 Deamidated (NQ)
(16) Phospho (ST);(17)
0.1617 Phospho (ST)
(16) Phospho (ST);(17)
0.1513 Phospho (ST)
0.0892 (10) Phospho (ST)
0.06836 (3) Phospho (ST)
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3 STSRDRLDDIVLTK

2 STTPPPAEPVSLPQEPPK

3 STTPPPAEPVSLPQEPPKPR

3 STTPPPAEPVSLPQEPPKPR

2 STTPPPAEPVSLPQEPPKPR

2 STTPPPAEPVSLPQEPPKPR

3 STTPPPAEPVSLPQEPPKPR

3 STTPPPAEPVSLPQEPPKPR

3 STTPPPAEPVSLPQEPPKPR

2 STTPPPAEPVSLPQEPPKPR

2 SVDFDSLTVR

2 SVDFDSLTVR

3 SVEDVRPHHTDANNQSACFEAPDQK
4 SVEDVRPHHTDANNQSACFEAPDQK
2 SVSSDSLGPPRPAPAR

2 SVWGSLAVQNSPK

2 SWASPVYTEADGTFSR

2 SWASPVYTEADGTFSR

2 SWASPVYTEADGTFSR

2 SWASPVYTEADGTFSR

2 SWASPVYTEADGTFSR

2 SWSPPPEVSR

2 SYSSPDITQAQEEEK

3 TASISSSPSEGTPTVGSYGCTPQSLPK
3 TASISSSPSEGTPTVGSYGCTPQSLPK
3 TASISSSPSEGTPTVGSYGCTPQSLPK
3 TDGFAEAHSPQVAGVPR

3 TDSREDEISPPPPNPVVK

2 TDSREDEISPPPPNPVVK

3 TESPATAAETASEELDNR

3 TESPATAAETASEELDNR

2 TFDEIASGFR

3 TFQQQEEEDDDYPGSYSPQDPSAGPLLTEELK

3 TGPAATTLPDGAAAESLVESSEVAVIGFFK

3 TGPAATTLPDGAAAESLVESSEVAVIGFFK

3 TGSGSPFAGNSPAREGEQDAASLK

2 TGSGSPFAGNSPAREGEQDAASLK

3 TGSGSPFAGNSPAREGEQDAASLK

2 TGSGSPFAGNSPAREGEQDAASLK

3 TGSSSPPGGPPKPGSQLDSMLGSLQSDLNK

3 TGSSSPPGGPPKPGSQLDSMLGSLQSDLNK
2 THSTSSSLGSGESPFSR

2 TIGGGDDSFNTFFSETGAGK

3 TIQEVLEEQSEDEDREAK

3 TISAQDTLAYATALLNEK

4 TKFASDDEHDEHDENGATGPVK

4 TKFASDDEHDEHDENGATGPVK

4 TKFASDDEHDEHDENGATGPVK

4 TKFASDDEHDEHDENGATGPVK
3 TLDRSGDLGDMEPLK

4 TLHCEGTENSDDEQESKEVEETATAK

3 TLHCEGTENSDDEQESKEVEETATAK
3 TLLSESSSQSSKSPSLSSK

3 TLLSESSSQSSKSPSLSSK

2 TLMLPLTEGSLR

3 TLVLSNLSYSATEETLQEVFEK
3 TLVLSNLSYSATEETLQEVFEK
2 TPEELDDSDFETEDFDVR

2 TPEELDDSDFETEDFDVR

3 TPEELDDSDFETEDFDVR

3 TPEELDDSDFETEDFDVR

2 TPEELDDSDFETEDFDVR

2 TPEELDDSDFETEDFDVR

2 TPEELDDSDFETEDFDVR

2 TPEELDDSDFETEDFDVR

3 TPKDSPGIPPSANAHQLFR

3 TPKDSPGIPPSANAHQLFR

3 TPLSFTNPLHSDDSDSDERNSDGAVTQNK
3 TPLSFTNPLHSDDSDSDERNSDGAVTQNK
3 TPSSEEISPTKFPGLYR

3 TPSSEEISPTKFPGLYR

2 TQTPPLGQTPQALGLK

2 TQTPPLGQTPQALGLK

2 TQTPPLGQTPQALGLK

3 TQTPPVSPAPQPTEERLPSSPVYEDAASFK
3 TQTPPVSPAPQPTEERLPSSPVYEDAASFK
3 TQTPPVSPAPQPTEERLPSSPVYEDAASFK
3 TQTPPVSPAPQPTEERLPSSPVYEDAASFK
3 TQTPPVSPAPQPTEERLPSSPVYEDAASFK

3 TQTPPVSPAPQPTEERLPSSPVYEDAASFK

0.73417
1.0425
0.97339
1.02167
1.02333
1.03417
1.03663
1.09083
1.1625
1.17833
1.0275
1.04167
1.04917
1.04417
1.20583
1.21417
0.86917
0.87833
0.88
0.88083
1.23153
1.06083
0.87167
0.79058
0.79367
0.83917
0.75817
1.525
1.56083
0.9775
1.1811
1.01167

0.9625
0.74142
0.76417
1.09833
1.12917
1.15167
1.30417

1.105

1.1125
1.26333
0.69242
1.19333
0.99833

1.0125
1.01417
1.06583

1.11833
0.8675

1.10083

1.11583
0.98583

0.83333
1.03583
1.04417
0.73099
0.8547
0.98583
1.00167
1.04833
1.05
1.06
1.06917
1.05333
1.07

1.09917
1.10917
0.75567

0.7805
0.80472
1.01333
1.01417
1.38667
1.48583
1.16167
146917
0.70389

0.71667

0.08374 (3) Phospho (ST)
0.1628 (3) Phospho (ST)
0.01054 (3) Phospho (ST)
0.01243 (3) Phospho (ST)
0.03334 (3) Phospho (ST)
0.04282 (3) Phospho (ST)
0.02344 (3) Phospho (ST)
0.03969 (3) Phospho (ST)
0.0317 (3) Phospho (ST)
0.05934 (3) Phospho (ST)
0.01674 (1) Phospho (ST)
0.04592 (1) Phospho (ST)
0.02763 (1) Phospho (ST)
0.01559 (10) Phospho (ST)
0.04658 (3) Phospho (ST)
0.09005 (11) Phospho (ST)
0.01997 (1) Phospho (ST)
0.04481 (1) Phospho (ST)
0.03145 (1) Phospho (ST)
0.0336 (1) Phospho (ST)
0.07951 (1) Phospho (ST)
0.1274 (3) Phospho (ST)
0.0496 (4) Phospho (ST)
0.04524 (3) Phospho (ST)
0.0466 (3) Phospho (ST)
0.03311 (3) Phospho (ST)
0.03218 (10) Phospho (ST)
0.03097 (9) Phospho (ST)
0.04852 (9) Phospho (ST)
0.01715 (10) Phospho (ST)
0.01964 (10) Phospho (ST)
0.03197 (7) Phospho (ST)

0.01932 (18) Phospho (ST)
0.02758

0.01892
(3) Phospho (ST);(11)

0.04059 Phospho (ST)
(5) Phospho (ST);(11)

0.02101 Phospho (ST)
(5) Phospho (ST);(11)

0.03402 Phospho (ST)
(5) Phospho (ST);(11)

0.0873 Phospho (ST)

0.04531 (5) Phospho (ST)

0.03849 (5) Phospho (ST)
0.08774 (3) Phospho (ST)
0.08605 (8) Phospho (ST)
0.03276 (10) Phospho (ST)
0.02175 (3) Phospho (ST)
0.04296 (5) Phospho (ST)
0.05313 (5) Phospho (ST)
(6) Phospho (ST),(15)
0.0825 Deamidated (NQ)
(5) Phospho (ST),(15)
0.08905 Deamidated (NQ)
0.02624 (5) Phospho (ST)

0.1112 (1) Phospho (ST)

0.02224 (11) Phospho (ST)
0.09028 (10) Phospho (ST)
0.07164 (13) Phospho (ST)
0.05438 (10) Phospho (ST)
0.02262

0.01287

0.02008 (8) Phospho (ST)
0.01612 (8) Phospho (ST)
0.04373 (8) Phospho (ST)
0.02813 (8) Phospho (ST)
0.01778 (8) Phospho (ST)
0.01513 (8) Phospho (ST)
0.00968 (8) Phospho (ST)
0.00849 (8) Phospho (ST)
0.04272 (5) Phospho (ST)
0.03382 (5) Phospho (ST)

(1) Phospho (ST);(14)

0.04505 Phospho (ST)

(11) Phospho (ST);(14)

0.02855 Phospho (ST)
0.02431 (3) Phospho (ST)
0.01966 (3) Phospho (ST)
0.05101 (3) Phospho (ST)
0.03321 (3) Phospho (ST)
0.05517 (3) Phospho (ST)

0.03424 (20) Phospho (ST)
0.04421 (20) Phospho (ST)

0.0579 (3) Phospho (ST)

(3) Phospho (ST)(23)
0.02276 Phospho (Y)

(3) Phospho (ST)y(7)
0.03586 Phospho (ST)

(3) Phospho (ST)(7)
0.04912 Phospho (ST)

15

E1043

E203 1
E2032

E204 1

E2022
E2021
E1022
E1041
E2021

E2021

E2032

E2021
E2021
E2022
E1032
E2011

E2022

E2021

E2022

E202 1

E2022

E1021

E2021

E2022

E203 1

E2032

E2031

E2031

E2032
E2021
E204 2

E1022

E2041

E102

E1041

E2022

E1043

E1013
Ef 01
E1011
E1 01
E2012
E2011

E1032

E2032
E1031
E1032
E1022
E202 1
E1021
E1022
E2021
E2 02

E102

E1013
E101

E2042

E2042

E2022

E2021

E2041

E204 2

E2022

E2021

E1021
E2011
E1011
E1013
E1 01

E2 02

E102

E101

E2022
E2021
E1021
E1022
E1032
E1 02

E1032
E2021
E1031
E1021
E2012
E2031
E2022
E2011
E2011

3 TQTPPVSPAPQPTEERLPSSPVYEDAASFK
3 TRSPDVISSASTALSQDIPEIASEALSR
3 TRSPDVISSASTALSQDIPEIASEALSR

2 TSAAACAVTDLSDDSDFDEK
2 TSFSVGSDDELGPR

2 TSFSVGSDDELGPR

2 TSFSVGSDDELGPR

2 TSLITEEEDSTSEVLDEELK

2 TSMGGTQQQFVEGVR

4 TSPKPAVVETVTTAKPQQIQALMDEVTK

3 TSPKPAVVETVTTAKPQQIQALMDEVTK
3 TSSESIYSRPGSSIPGSPGHTIYAK

3 TSSESIYSRPGSSIPGSPGHTIYAK

3 TSSESIYSRPGSSIPGSPGHTIYAK

3 TTQSMQDFPVVDSEEEAEEEFQK

3 TVANLLSGKSPR

4 TVSLGAGAKDELHVEAEAMNYEGSPK

4 TVSLGAGAKDELHVEAEAMNYEGSPK

4 TVSLGAGAKDELHVEAEAMNYEGSPK

4 TVSLGAGAKDELHVEAEAMNYEGSPIK

4 TVSLGAGAKDELHVEAEAMNYEGSPIK

4 TVSLGAGAKDELHVEAEAMNYEGSPK

4 TVSLGAGAKDELHVEAEAMNYEGSPK

4 TVSLGAGAKDELHVEAEAMNYEGSPK

3 TVSLGAGAKDELHVEAEAMNYEGSPIK

3 TVSLGAGAKDELHVEAEAMNYEGSPIK

3 TVSSPPTSPRPGSAATVSASTSNIPPR

3 TVSSPPTSPRPGSAATVSASTSNIPPR

3 TVSSPPTSPRPGSAATVSASTSNIPPR
3 TWTLCGTPEYLAPEILSK

2 VADAKGDSESEEDEDLEVPVPSR

3 VADAKGDSESEEDEDLEVPVPSR

2 VADAKGDSESEEDEDLEVPVPSR

3 VADAKGDSESEEDEDLEVPVPSR

2 VADAKGDSESEEDEDLEVPVPSR

3 VADAKGDSESEEDEDLEVPVPSR

2 VADAKGDSESEEDEDLEVPVPSR
3 VASGSDLHLTDIDSDSNR

3 VASGSDLHLTDDSDSNR

3 VDNLTYRTSPDTLR

3 VDNLTYRTSPDTLR

3 VDNLTYRTSPDTLR

3 VDNLTYRTSPDTLR

2 VDPSLMEDSDDGPSLPTK
2 VDPSLMEDSDDGPSLPTK
2 VDPSLMEDSDDGPSLPTK
2 VDPSLMEDSDDGPSLPTK
2 VDSTTCLFPVEEK

2 VDSTTCLFPVEEK

2 VDSTTCLFPVEEK

2 VDSTTCLFPVEEK

2 VDSTTCLFPVEEK

2 VDSTTCLFPVEEK

2 VDSTTCLFPVEEK

2 VEIANDQGNR

2 VEIANDQGNR

3 VEMGTSSQNDVDMSWIPQETLNQINKASPR

3 VEMGTSSQNDVDMSWIPQETLNQNKASPR

3 VEMYSGSDDDDDFNKLPK

3 VEMYSGSDDDDDFNKLPK

2 VEMYSGSDDDDDFNKLPK

2 VEMYSGSDDDDDFNKLPK

3 VEMYSGSDDDDDFNKLPKK

3 VEMYSGSDDDDDFNKLPKK
3 VGDGDLSAEEPENEVSLRR
2 VGGSSVDLHR

2 VGGSSVDLHR

2 VGGSSVDLHR

2 VGGSSVDLHR

2 VGSLDNVGHLPAGGAVK
2 VGSLDNVGHLPAGGAVK
3 VGSLDNVGHLPAGGAVK
2 VGSLDNVGHLPAGGAVK
2 VGSLDNVGHLPAGGAVK
2 VGSLDNVGHLPAGGAVK
2 VGSLDNVGHLPAGGAVK
2 VLGSEGEEEDEALSPAK
2 VLNTGSDVEEAVADALK
2 VLNTGSDVEEAVADALK
2 VLNTGSDVEEAVADALK
2 VLNTGSDVEEAVADALK
2 VLNTGSDVEEAVADALK
3 VLNTGSDVEEAVADALK
2 VLNTGSDVEEAVADALK
2 VLNTGSDVEEAVADALK
3 VLNTGSDVEEAVADALKK
3 VLSPPKLNEVSSDANR

1.34917
1.14333
1.15583

0.95583
0.87667
0.80417
0.98333
1.24833

1.025

12

1.27917
1.03583
1.03583
1.0775
1.0475
1.1175
1.05833
1.03917
1.0575
0.85167
1.13583

1.1

©

1.0475

1.06083

1.14667

11

@

152333

1.45583

1.52667
0.8675

0.95667

0.96667

0.9675

0.98945

1.00583

1.02333

1.03167
0.79692
147348
0.935
0.94578
0.9625
0.98417

0.74067
0.69042
0.83667
0.84917
0.905
0.94417
0.8925
0.905
0.94417
1.22649
1.25839
1.135
1.31926

0.82983

0.9525

1.10417

1.11167
1.07833
1.09917
1.27583
1.28333
1.07417
0.80567

0.8295
0.85833

0.68997
0.69284
0.79281
1.185
1.20417
1.37667
1.38833
0.925
0.9009
0.98417
1.00583
1.02667
1.02917
1.04583
1.0525
1.10083
1.05333
1.19083

(7) Phospho (ST)(13)
0.02346 Phospho (ST)
0.00533 (3) Phospho (ST)
0.00574 (3) Phospho (ST)

(12) Phospho (ST);(15)

0.0407 Phospho (ST)

0.09628 (7) Phospho (ST)
0.04915 (7) Phospho (ST)
0.06555 (7) Phospho (ST)
0.02625 (12) Phospho (ST)
0.04655 (2) Phospho (ST)

0.03371 (2) Phospho (ST)

0.02262 (2) Phospho (ST)
0.03575 (3) Phospho (ST)
0.03575 (3) Phospho (ST)
0.03553 (3) Phospho (ST)
0.07977 (13) Phospho (ST)
0.05985 (10) Phospho (ST)

(20) Oxidation (M);(21)

Deamidated (NQ);(25)
0.02484 Phospho (ST)

(20) Oxidation (M);(25)
0.01748 Phospho (ST)

(20) Oxidation (M);(25)

0.0227 Phospho (ST)

(21) Deamidated
0.06658 (NQ);(25) Phospho (ST)

(21) Deamidated
0.03131 (NQ);(25) Phospho (ST)

(21) Deamidated
0.04637 (NQJ;(25) Phospho (ST)

0.02221 (25) Phospho (ST)
0.01881 (25) Phospho (ST)
0.01246 (25) Phospho (ST)

0.01005 (25) Phospho (ST)
(3) Phospho (ST);(4)
0.0591 Phospho (ST)
(4) Phospho (ST)(7)
0.04959 Phospho (ST)
(4) Phospho (ST),(7)
0.06192 Phospho (ST)
0.00556 (3) Phospho (ST)
(8) Phospho (ST),(10)
0.01706 Phospho (ST)
(8) Phospho (ST),(10)
0.0193 Phospho (ST)
(8) Phospho (ST);(10)
0.01398 Phospho (ST)
(8) Phospho (ST);(10)
0.01179 Phospho (ST)
(8) Phospho (ST);(10)
0.0254 Phospho (ST)
(8) Phospho (ST);(10)
0.01553 Phospho (ST)
(8) Phospho (ST);(10)
0.02666 Phospho (ST)
0.08504 (5) Phospho (ST)
0.03621 (5) Phospho (ST)
0.03913 (9) Phospho (ST)
0.0349 () Phospho (ST)
0.02081 (9) Phospho (ST)
0.02853 (9) Phospho (ST)
(6) Oxidation (M);(9)
0.02949 Phospho (ST)
0.02816 (9) Phospho (ST)
0.01877 (9) Phospho (ST)
0.01717 (9) Phospho (ST)
0.0129 (3) Phospho (ST)
0.01412 (3) Phospho (ST)
0.01225 (4) Phospho (ST)
0.0129 (4) Phospho (ST)
0.01412 (4) Phospho (ST)
0.06705 (4) Phospho (ST)
0.02474 (4) Phospho (ST)
0.07967
0.04147
(13) Oxidation (M);(28)
0.02055 Phospho (ST)

0.09182 (28) Phospho (ST)
(3) Oxidation (M);(5)
Phospho (ST);(7)
001995 Phospho (ST)
(3) Oxidation (M);(5)
Phospho (ST)i(7)
0.02995 Phospho (ST)
(5) Phospho (STY(7)
0.01752 Phospho (ST)
(5) Phospho (ST)(7)
0.01435 Phospho (ST)
(5) Phospho (ST);(7)
0.04398 Phospho (ST)
(5) Phospho (ST);(7)
0.04092 Phospho (ST)
0.04554 (7) Phospho (ST)
0.0771 (4) Phospho (ST)
0.01769 (4) Phospho (ST)
0.0314 (4) Phospho (ST)
0.05682 (4) Phospho (ST)
0.0523 (3) Phospho (ST)
0.03633 (3) Phospho (ST)
0.06886 (3) Phospho (ST)
0.04342 (3) Phospho (ST)
0.02734 (3) Phospho (ST)
0.01666 (3) Phospho (ST)
0.01621 (3) Phospho (ST)
0.05645 (4) Phospho (ST)
0.0391 (6) Phospho (ST)
0.07531 (6) Phospho (ST)
0.01588 (6) Phospho (ST)
0.04793 (6) Phospho (ST)
0.03862 (6) Phospho (ST)
0.02518 (6) Phospho (ST)
0.03095 (6) Phospho (ST)
0.03173 (6) Phospho (ST)
0.08375 (6) Phospho (ST)
0.09024 (3) Phospho (ST)



E2022
E2012
E2022

E202 1
E2031
E1041
E1 01
E1 01
E1 01
E2 01
E2 01
E101
E101

E1 04

W m N =

E1043
E1041
E2041

E1032

E1013
E1013

E1 02

E1021

E1032
E1031
E2032
E2 04
E1043
E1041
E204 1

E1 03

E1031
E1032
E2032

E203 1

E2021
E2022
E2 03
E2 02

E2 02
E2032
E1031
E1032
E1022

E1021

E2022
E2021
E1022
E102

E1022

E2 03
E2 04
E204 1
E2031

E2041

E2031

E1011
E1 01
E1021
E1022
E1021
E1011
E2012
E2011

E2032

E2032

E104
E1041
E1043
E103
E1032
E2021
E204 1
E2022
E202 1
E2011
E2012

E2011

2 VLSTSTDLEAAVADALK
3 VLSTSTDLEAAVADALK
3 VLSTSTDLEAAVADALLLGDSR

3 VMTIPYQPMPASSPVICAGGQDR
2 VNQSALEAVTPSPSFQQR

2 VPAEDETQSIDSEDSFVPGR
3 VPKPEPIPEPKEPSPEK

3 VPKPEPIPEPKEPSPEK

3 VPKPEPIPEPKEPSPEK

2 VPSVESLFR

2 VPSVESLFR

2 VPSVESLFR

2 VPSVESLFR

VQGEAVSNIQENTQTPTVQEESEEEEVDETGVE

3 VK

VQGEAVSNIQENTQTPTVQEESEEEEVDETGVE

3 VK

VQGEAVSNIQENTQTPTVQEESEEEEVDETGVE

3 VK

3 VQPVSRPDPEPVSDNEEDSYDEEHDPR

3 VSALEEDMDDVESSEEEEEEDEKLER
3 VSGRTSPPLLDR
2 VSGRTSPPLLDR

3 VIFFEPGSGDENGTSNKEDEFR

3 VIFFEPGSGDENGTSNKEDEFR

3 VILQDYRLPDSDDDEDEETAIQR
3 VILQDYRLPDSDDDEDEETAIQR
3 VTTEIQLPSQSPVEEQSPASLSSLR
2 VVDYSQFQESDDADEDYGR

2 VVDYSQFQESDDADEDYGR

2 VVDYSQFQESDDADEDYGR

2 VVDYSQFQESDDADEDYGR

3 VVDYSQFQESDDADEDYGRDSGPPTK

3 VVDYSQFQESDDADEDYGRDSGPPTK

3 VVDYSQFQESDDADEDYGRDSGPPTK

3 VVDYSQFQESDDADEDYGRDSGPPTK

3 VVDYSQFQESDDADEDYGRDSGPPTK
2 VVPSFLPVDQGGSLVGR
2 VVPSFLPVDQGGSLVGR
2 VVPSFLPVDQGGSLVGR
2 VVPSFLPVDQGGSLVGR

4 WAHDKFSGEEGEIEDDESGTENREEK

3 WAHDKFSGEEGEIEDDESGTENREEK

3 WAHDKFSGEEGEIEDDESGTENREEK

3 WAHDKFSGEEGEIEDDESGTENREEK

3 WEDGSRDGVSLGAVSSTEEASR

3 WEDGSRDGVSLGAVSSTEEASR
2 WLDESDAEMELR
2 WLDESDAEMELR
2 WLDESDAEMELR
2 WLDESDAEMELR

2 WLDESDAEMELR

3 WVEENVPSSVTDVALPALLDSDEER
2 WVEENVPSSVTDVALPALLDSDEER
2 WVEENVPSSVTDVALPALLDSDEER
3 WVEENVPSSVTDVALPALLDSDEER

3 YAFMPLIDDSDDEIEEFMVTSENLTEGK

3 YGLLANTEDPTEMASLDSDEETVFESR
3 YGSVDDERLSAEEMDER

3 YGSVDDERLSAEEMDER

3 YKDLDEDELLGNLSETELK

2 YLLGDAPVSPSSQK

2 YLLGDAPVSPSSQK

2 YLSFTPPEK

2 YLSFTPPEK

2 YLSFTPPEK

3 YLVDGTKPNAGSEEISSEDDELVEEK

3 YLVDGTKPNAGSEEISSEDDELVEEKK

3 YLVDGTKPNAGSEEISSEDDELVEEKK

3 YMAENPTAGVVQEEEEDNLEYDSDGNPIAPTK

3 YMAENPTAGVVQEEEEDNLEYDSDGNPIAPTKK

3 YMAENPTAGVVQEEEEDNLEYDSDGNPIAPTKK

3 YQDEVFGGFVTEPQEESEEEVEEPEER

3 YQDEVFGGFVTEPQEESEEEVEEPEER

3 YRIQEQESSGEEDSDLSPEER

2 YRIQEQESSGEEDSDLSPEER

3 YSHSYLSDSDTEAKLTETNA

3 YSHSYLSDSDTEAKLTETNA

3 YSPSQNSPHHIPSR

3 YSPSQNSPHHIPSRR

3 YSPSQNSPHHIPSRR

1.14083
0.98917
1.05417

1.0125
1.04083

1115
0.88863
1.0275
1.03917
0.69633
0.76133
0.76333
084
0.76648
1.2075
1.21167
1.23833
0.94083
0.87167
0.9075
0.87413
1.27667
1.12417
1.13417
1.18833
0.84746
1.025
1.14333
1.1625
0.83011
1.0725
1.13583
1.175
1.21833
0.77225
0.78217
1.23762
1.28205
0.83519
1.1775
1.18417
1.2425
0.58092
0.609
0.7045
0.75525
0.78167
1.26582
0.82925
0.7222
0.73565
1.02667
1.12083
0.88167
0.5865
0.86667
1.18859
0.93667
1.21833
1.23917
0.90167

0.92333
0.9375

0.98167

1.17333

1.20417

0.86705

1.09167

1.13167

1.00536

1.15417

1215

1.3825

0.89833

091583

0.845

1.02917

1.04083

0.1398 (5) Phospho (ST)
0.04711 (6) Phospho (ST)
0.06557 (6) Phospho (ST)
(2) Oxidation (M);(13)
0.03294 Phospho (ST)
0.09045 (12) Phospho (ST)
(9) Phospho (ST);(12)
0.05524 Phospho (ST)
0.1616 (14) Phospho (ST)
0.0956 (14) Phospho (ST)
0.09165 (14) Phospho (ST)
0.05177 (3) Phospho (ST)
0.06328 (3) Phospho (ST)
0.0368 (3) Phospho (ST)
0.01329 (3) Phospho (ST)

0.01233 (22) Phospho (ST)
0.00767 (22) Phospho (ST)

0.00944 (22) Phospho (ST)

(14) Phospho (ST);(20)
0.04767 Phospho (ST)

(13) Phospho (ST);(14)
0.01693 Phospho (ST)
0.01461 (6) Phospho (ST)
0.02983 (6) Phospho (ST)

(8) Phospho (ST);(12)
0.05979 Deamidated (NQ)

(8) Phospho (ST);(12)
0.1126 Deamidated (NQ)
0.0096 (11) Phospho (ST)
0.02405 (11) Phospho (ST)
0.06081 (11) Phospho (ST)
0.01498 (10) Phospho (ST)
0.02971 (10) Phospho (ST)
0.02794 (10) Phospho (ST)
0.01436 (10) Phospho (ST)

0.01607 (10) Phospho (ST)
0.02038 (10) Phospho (ST)
0.01579 (10) Phospho (ST)
0.01866 (10) Phospho (ST)

0.01075 (10) Phospho (ST)
0.06857 (13) Phospho (ST)
0.01795 (13) Phospho (ST)

0.1723 (13) Phospho (ST)

0.1305 (13) Phospho (ST)

(7) Phospho (ST)(18)
0.02074 Phospho (ST)

(7) Phospho (ST);(18)
0.03558 Phospho (ST)

(7) Phospho (ST),(18)
0.02906 Phospho (ST)

(7) Phospho (ST);(20)
0.02654 Phospho (ST)

(10) Phospho (ST);(15)
0.04699 Phospho (ST)

(10) Phospho (ST);(15)
0.03812 Phospho (ST)

0.1604 (5) Phospho (ST)
0.08471 (5) Phospho (ST)
0.01753 (5) Phospho (ST)
0.09083 (5) Phospho (ST)

(5) Phospho (ST),(9)
0.06799 Oxidation (M)
0.03087 (21) Phospho (ST)
0.03134 (21) Phospho (ST)
0.022 (21) Phospho (ST)
0.04097 (21) Phospho (ST)

0.01659 (10) Phospho (ST)
(15) Phospho (ST);(18)

0.1053 Phospho (ST)

0.0651 (3) Phospho (ST)
0.08796 (3) Phospho (ST)
0.01231 (14) Phospho (ST)
0.01255 (3) Phospho (ST)
0.01602 (9) Phospho (ST)
0.00924 (3) Phospho (ST)
0.00884 (3) Phospho (ST)
0.00915 (3) Phospho (ST)

(12) Phospho (ST);(16)
Phospho (ST),(17)

0.0226 Phospho (ST)

(12) Phospho (ST);(16)

Phospho (ST),(17)
0.04994 Phospho (ST)

(12) Phospho (ST);(16)

Phospho (ST);(17)

0.0389 Phospho (ST)

(2) Oxidation (M);(23)
0.02428 Phospho (ST)

(2) Oxidation (M);(23)
0.01263 Phospho (ST)

(2) Oxidation (M);(23)
0.01291 Phospho (ST)

0.03166 (17) Phospho (ST)

0.02281 (17) Phospho (ST)
(8) Phospho (ST);(9)
0.03652 Phospho (ST)
(8) Phospho (ST);(9)
0.04189 Phospho (ST)
(7) Phospho (ST);(9)
0.01585 Phospho (ST)
(7) Phospho (ST),(9)
0.01287 Phospho (ST)
(1) Phospho (Y);(7)
0.3137 Phospho (ST)
(1) Phospho (Y);(7)
0.01628 Phospho (ST)
(1) Phospho (Y),(7)
0.01276 Phospho (ST)

16

E201 1

E201 2

E201 2

E2012

E203 2

E203 1

4 YSPSQNSPIHHPSRR
4 YSPSQNSPIHHPSRR
3 YSPSQNSPIHHPSRR
4 YSPSQNSPIHHPSRR
3 YYDDIVFDSDSEDEDRAVQVTK

3 YYDDIYFDSDSEDEDRAVQVTK

1.05833

1.07417

1.02917

1.07167

1.1975

1.20583

(1) Phospho (Y),(7)
0.04166 Phospho (ST)

(1) Phospho ()(7)
0.04812 Phospho (ST)

(2) Phospho (ST)(7)
0.01628 Phospho (ST)

(2) Phospho (ST);(7)
0.05158 Phospho (ST)

(9) Phospho (ST);(11)

0.1717 Phospho (ST)

(9) Phospho (ST)(11)

0.04174 Phospho (ST)



2 Hit  Accession Score Mass UM SD(geo)  #

£2 U UBLT v T A — DR R L

2
2 z Sequenee el UM SWEm. Fraction Comehton Intensity Modifications
Y < 2 1 2 SGAQASSTPLSPTR x 08077 002184 08192 09878 2437
(*}'L F i S U /Eﬁfftﬁﬁi & ) (ﬁ E‘{ﬁ ;8 {ifﬁ) 2 2 3 NSMLVGAAHEELQQSR X 0781 00387 03721 09583 1115
2
2 Hit Accession Secore um uu Sn(wen) s
2 11 P00011134
Fracton  HR  Accession Score Mass LH  sD(geo) # 2 Gana_Symboi=HSPAT Putstve heat shock 70 kDa prote n 7 tng 357 acounmss s)cu(m K85, 0)0
\ 1.P00761 157 23078 2
1 Trypsn 0S=Sus scrofa PE=1 SV=1 2 z Sequence Incl. uH SWEm. Fraction Comehtior Intensity  Modifications
1 2 1 2 VELANDQGNR X 0974 00401 07228 09876 996
1 z Sequence e UM StEm.  Fraction Comelatior mmny Modifications 2 2 2 TIPSWAFTDTER X Dot 005132 0613 — 080 1442
:) 1 1 VATVSLPR i 57.18 09547 09908 2
12 2 VATVSLPR et oy23 Gats oats  ass 2 Ht  Accession Score Mass LM SDigeo)  #
{3 2 LSSPATLNSR 6076 1247 0964 09997 3255 2 12 PoOOHSS21 85 6503 1047 1108 2
14 3 LGEHNDVLEGNEQF NAAK 1914 1126 093918 09%3 5573 2 Gana_Symbcl=ATAD3B T0B3 =578
1 2
1 HR  Accession Score Mass UH  sDigeo)  # 2 z Sequence Incl. LH  SWEm Fraction Comehitior Intensity Modifications
1 2ASA6ME 141 65621 2 1 2 QIVLESR 1426 01134 06004 08353 1917
1 Keratn, tipe I cytoske'stal 1 0S=Pan toglodytes GN=KRT1 PE=2 SV=1 2 2 2 TAGTLFGEGFR x 0973 005331 0612 09212 1972
1 = 2 3 3 QQOULNEEMR 189 06804 0413 0621 4289
1 z Sequence lnc. UM SWEr. Fraction Comelatior Intensity Modifications 2 4 2 GQALLNEEMIR x 1127 002735 07635 099276 694
[} 3 ESELIR 2529 1421 0ee42 08455 5331 2
12 2 ESELIR 1962 03239 06791 09766 1278 2 HR  Accession Seale Mass UM SD(geo)  #
13 2 YEELQTAGR 9327 506 06584 09919 1059 2 43 Boovetoss 6430 09036 %
1 4 2 SLDLDSIAEVK 9142 4189 08447 09974 2017 2 Gere S)Wbo“EFJDPmtvemnmnmdpﬂ:hnEFi!Dlrg =548
1 5 2 FLEQQNQVLQTK i 4246 08577 09933 1436 2
! 2 z Sequence Il UM SWEm. Fraction Comelaior Intensity Modifications
1 WL : Accésakon Yeowm Mass' LAY SDWged): & 2 1 3 VADWTGATYQDKR X 09035 005219 05591 088S1 1115
1 3 PD0025447 72 48181 131 1 2
1 Gene Symbo=EEF1A1 Elongaton factor 1-aipha ng=441 3 ik Aecaision e Mass LH  sD(geo) s
1 2 14 PD0103525 64
1 z Sequence el UM SWEr. Fracton Comelatior Intensity Modifications 2 Gara Syn P 1 ng=523# SKP(S37. 161 KISNP(SS2. 161K
[ 3 NUTGTSQADCAVLVARGVGEFEAGEX X 131 001866 090 09959 5175 (3)Deamdated (N gt
1 2 z Sequence Incl. UH SWEn. Fraction Comehatior Intensity Modifications
1 Hx : Accession Score Sass | LM :30igeq): & 2 1 4 LFVGNLPTDITEEDFKR 01905 1021 0433 03201 1016
1 4:PD0021304 24881 2 2 3 LFVGNLPTDTEEDFKR 1185 01147 06257 09625 1578
1 Gena SymbotKRT2 Kerafn, e lcytoskelstal 2 ep! dem‘al Q=645 # SNP(677.0,101,GISNP[780,5,101,G} 2
1 2 Hit  Accession Score Mass LM SD(geo)  #
1 Sequence Ilnc. UM StdEr. Fracton Comelatior Intensity Modifications T 557" 88D6D
S 3 ESELIR 2529 1421 08642 08455 5331 2 G S 41ng=602 # SNP{11 1 11,L|SNP{BS0.
12 2 ESELIR 1962 03239 06791 09766 1278 S AR ST, ey
JE 2:FIEQaNQVLATK SEPRARS. A245: 08SW. 0993 M6 2 z Sequence Incl. UH  SWEm  Fracton Comelatior Intensity Modifications
L 2
1 HR Accession Score Mass  UH  sD(geo)  # N T s Miss LM SDigeo)  #
1 5 P00555610 56 312507 102 3 16 PDOOKEES IR
1 Gena_Symbol=AHNAK Pustve uncharactenized protein AHNAK ing=2960 2 Gore Sy 3 boform 2 of binding protein-ike 3 Ing=537
1 2
1 z Sequence Ilnc. UM SWErm. Fracton Comelator Intensity Modifications 3 : FTrre el UM SWEm Fraction Corehaor Intensity Modifications
1o 2 AEGPEVDVNLPK x 102 001922 0826 0992 2761 E;
1 2 HRt  Accession Score Mass UH  SD(geo)  #
1 Ht  Accession Score Mass LH  sD(geo) # 2 17 Peoziass 48 s3ssy
1. 6 ED00193SY 381 239643 2 Gene_Symhai=FUS koform Shor of RNA-bind ng proten FUS Ing=525
1 Gera_Sy Kerstn, tipe 1703.9,142,GISNP(805 9,143 GISHP{888 v 5o ™ "’
1 . 2 z Sequence Inel. UH  SWUEm. Fraction Comehitior Intensity Modifications.
1 z Sequence Incl H StdErr.  Fraction Correlatior Intensity Modificaions 2
1 2 LLODNTR 3226 3047 06449 07442 1951 T T T Mass LM SDiges)  #
2 Hi  Accessior s Mass w sD(geo) P 2 18 PD0017578 48 114175 08968
asr o0, oam, 2 Geno_Symbo'=SHB SH2 domaincortainng adaptar proten B Ing=596 # SNP{611,2,133,QJSHP[665, mc
2 1 P00220327 455 428808 5 i g Asags prowin g ¢ Ehefy,
2 Gene_Symto=KRT1 Keratn, bps I cyloskelstal 1 ng=644 # SNP(695.0,133,GISNP 14, 155V§IF|§|DV 5 = TS incl UM - SHEm  Fracion Cansitor menchy Wodifcations
2
2 1 3 VESAAGGGAGDPLGGACAGGR 05932 0.1662 05214 08093 5875
2 z Sequence Incl. LW StEr. Fracton Comelatior Intensity Modifications 2 5 P VESAAGGCAGDPGONCAGER. 1% oo D ST 0% 2638
2 1 2 TLLEGEESR 6616 3253 03218 08316 80438 2
2 2 2 LALDLEATR 536 2678 07247 09644 186 2 HR  Accession Score Mass wH SD(geo) #
2 3 2 SLDLDSIAEVK 2093 1456 08124 09977 6131 S TPTONE PR T 5
2 4 2 LNDLEDALQQAK 1345 164 07785 09352 1413
Gai bol=- cON , imi's T- e 1sbunt on
2 s 2 SLNNQFASFDK 4483 9624 09322 09351 6326 § ng: Syrbol=cONA FLIS333, gy sinviac o Fcompiax protein | s burst epe!
g j : zﬁfgmgz‘w u"’ff gfg;;‘ :z:‘g °:§2 29 2 z Sequence IncL UM SWEm Fraction Comelatior Intensity Modifications
2 s 3 QSMLQQSSDAEQR 7ee4 2269 05372 08778 5412 2t 2 DGYEQMR X 02937 00429, 07029 0633 6608
2 9 2 QSNLQQSSDAEQR 1544 5768 0925 0% 1118
2 w0 3 FSSCGGGGOSFGAGGGFGSR 1212 02628 03724 05713 1117 3N Jakn Scor R g il 8
2 " 2 FSSCGGGGGSFGAGGGFGSR 298 17.83 05691 09923 1242
2 12 3 LNDLEDALQOAKEDLAR 8385 1629 07693 09926 2247 g Gere Symbol=PTK2 PTK2 protein hyrosine kinase 2 iscform b lng = m?‘*sﬂ’[‘m?ﬂﬂmﬂ’[\"?n‘
2 -
3 z Sequence Il UM SWEm. Fraction Comehtior Intensity Modifications
2 HY L Accaseten Seore R T 3 2 LGDFGLSR x 1045 002117 07634 0989 1586
2.2 - g 5 3 2 2 LoatR x 1033 002114 08395 08913 9057
2 Gera Symbol=PXN scform A'pha of Paxining=557 # SNP[621,7,188,S|SNP[696,5,188 SISNP[718,1,331,1¢ 3 3 2 KLQQTFR 0005469 6039 08058 09733 1661
: Y Y
2 z Sequence Incl UM SWEr. Fracton Comelator Intensity Modiications 3 4 ioom X Yoy ml mm AR
2 4 ZCnohePLbi X 03004, 00755 091 goMr 243 36 2 AQLSTLEEEK X 1142 002042 0052 08916 2183
2z 3 GSLCSGCOKPITGR x 1033 002338 08714 0997 3176 - S ITTOICETRE 2 T R
C 2 TSSVSNPQDSVGSPCSR X 1057 0009195 09305 09347 9625 3% TR RLAVPAR % T T R TR e
2.4 3 EQRDKFYCONCRLK X LT3 _ooteas; o749 0gei2 397 3 e 2 QMLTAAHALAVDAK X 1493 003769 07625 0965 4518
2 s 3 DGOPYCEKDYHNLFSPR X 08418 002144 06791 09433 1055 Y 5 I EROVELE AT bobil Cote. ot . ine
-t 4 DCORCEKDVINFSER: 09008 __ 02126; 05964, (0010, 1583, 3on 3 SNYEVLEKDVGLK X 09755 002566 05%3 09525 1828
3 12 3 SNDKVYENVTGLVK X 1.109 003992 07473 0995 2848
2_HY Accadslon Seots Miss . UM, 50(ge0) 5. 8 3 1 2 SNDKVYENVTGLVK 08032 02166 08808 09813 7922
W 242 T2 3 1 3 GGQVLPTHLMEER X 1123 009003 0907 084% 3321
2 Kerabos b P 15v=2 3 s 2 GGQVLPTHLMEER X 06781 007579 09204 09859 7696
” ’ 316 2 QPAPPEEYPMVK X 1072 001652 09649 09309
2 x Juqusnce st EM. 2 SWEw; ; Fraction Corstatior: inténilly : 'MadMicatons: 3w 3 GGQVLPTHLMEER X 1119 002885 07938 09853 2119 (11)Oxdaton (M)
2 1 2 QGVDADNGLR 3148 2408, 06754 09341 3548 3 18 2 GGQVLPTHLMEER X 1015 001765 07969 0089 4842 (11)Oxdaton (M)
2 2 2 QGVDADNGLR 3379 5777 063% 0.9459 1579 (8) Deamidated (N 3 19 3 LUNGTSQSFIRPQK 1.003 0.1286 08419 09318 2461
2 3 2 QVLONLTMEK 321 3928 07841 09598 2456 (8) Oxdaton (M) 3 20 3 LVNGTSQSFIRPQK x 1068 004916 07199 09915 7451 (3) Deamidated (N
24 ZHGVOELEELQSOLIK 407 Lree 0612 0010, 3 32 3 LAQQYVMTSLQQEYKK 07891 01484 0779% 09672 1931
2 8 3 HGVOELEFLQSAL 5K S 2f5. 0Lonki 0AN0n - 2410 3 2 3 LAQQYVMTSLQQEYKK X 1083 002476 08406 09753 2336 (7) Oxdaton (M)
2 8 3 EETVHNLLEGGQEDFESSGAGK 1006, 2458 08975 08887 374 3 2 3 SEEVHWLHVDMGVSSVR X 09934 001389 08519 09902  457.7 (1) Oxdaton (M)
Z 3 4 SEEVHWLHVDMGVSSVR X 09774 00145 08231 09788 5976 (11)Oxdaton (M)
2 YL ; Acesssion Scorw Masy: | LM 8D(geo) ! 8 3 2 3 AQLSTLEEEKAQQEER X 1086 002307 05043 09345 4709
2. A'ED0OITEIT 99135: 09008, b 3 2 3 TLLATVDETPLLPASTHR X 1058 001681 08203 09342 6143
2 Gere Syrrbd—nDXSi'mbab‘aATPdapa\anum‘usa DDXShgiM#SlP‘Wl(DS/ﬁM?GQEq_ o 2 TLIATVDETELLPASTIR 24 09708 ODIAS 0BSEA  0&vad 601
2 _ - 3 28 3 MAAAYLDPNLNHTPNSSTK X 1021 002627 06387 09343 7304
2 z Sequence IncL  UH  StdEr. Fraction Comelatior Intensity Modifications 3% 3 GFLNQFTEDKPTLAFFYRGVK X 1097 00133 0155 09807 4036
A | 21LALVEDR X OBt4: 005833:: 10764F 090243 2698 3 4 QATVSWDSGGSDEAPPRPSRPGTPSPR X 1105 005222 06975 09765 5951
2 2 2 QVSDLSVLR X 09913: 007532] 07923, 08313 239 R 4 KPPRPGAPGHLGSLASLSSPADSYNEGVK X 1187 003207 07522 09714 2258
23 2 APLIATDVASR X 1136 003016 07437 09856 3432 ") 5 KPPRPGAPGHLGSLASLSSPADSYNEGVK X 1185 002045 04936 09262 7862
2 4 0f002y. ot 0NI8. 0ANS, 2137 3 3 3 CICEGQFGOVHOGINSPENPALAVAK X 12 002323 09214 09515 1189
2 5 3 TLSYLLPAVHNHOPFLER 123 02161 06817 04753 8335 - 4 CCAPTHLADFTQVQTRYSNSEDKDR X 1093 001673 09088 09735 1359
2 6 4 TLSYLLPAVHNHOPFLER X 09034 004963 08061 0863 1395 3 35 3 WGAPEPLTVTAPSLTIAENMADLDGYCR X 1259 001497 0977 09764 2770
2 3 36 4 CSDREDCS.OCPENGHNGPGPORAPL X 1.188 007599 06139 08451 2198
2 HR : Accession Score Mass LM :SD(qe); & 3w 5 CSORECS.OCPINCHITRGAFDPAPS X 1065 001348 07823 09793 7368
2 5Poo7et 211 25078 1986 1 3
2 Tnpsn OS=Sus scrofa PE=1 SV=1 3 HRt  Accession Score uzu LH  SD(geo) #
2 & el w SW.Em.  Fraction C lator Intensity  Modificator 3 2 PD0021267 569 112476 0.9441 1.062 9
2 ® equance FEIT: S EmeEon Caeior tens ns 3 Gene_Symboi=EPHA2 Ephrintype-A receptor 2 1ng=976 # SP{78 A 24 A]
2 1 1 VATVSLPR 4612 55 09642 09921 5692 3 ’ FrinbpeAmesior2ing RIBAZALE.
2 2 2 VATVSLPR #ebessiy | 4615 08448 0.9588 AReRAeRR 3 z Sequence Inel. LM SWEm Fraction Comrelatior Intensity Modifications
< 3 2 LSSPATLNSR EEmEies 6978 08961 09524 3770 3 1 2 VSDFGLSR X 1 003478 08129 09972 5378
2 4 3 LGEHNDVLEGNEQFNAAK £935 01834 06485 09714 6272 5 2 FADNSLDK X 09556 001757, 08567 09972 1840
2 s 2 LGEHNDVLEGNEGF NAAK X 1986 939 09353 09839 8226 = 2 TVSEWLESK % 56 Goses 0e 038 iU
2. 6 4 LGERNDVLEGNEQFNAAK 7569 1621 04816 07959 2106 3 & 2 GSPEDVYESK R 00041, 00067, 0317 . G906 6117
2 7 4 MPFNGNTLDNDNUKLSSPATLNSR 02787 06459 08715 08825 2818 (10) Deamidated ( 3 s 2 WTAPEASYR X 1034 008643 08042 09857 7819
2 3 s 2 NLVNSNLVCK x 08375 002105 09369 09835 1897
2 HR; Accession Scora Mass LM SD(gea)  # 37 2 VIGAGEFGEVYK X 09476 008304 0883 09347 1566
2 6 P00402182 76: 85870 1035 1046 3 a8 2 LPSTSGSEGVPFR X 09371 001912 09139 09928 1425
2.Gena ofom2 3 9 2 TASVSNQTEPPK 1414 02377 08209 07927 6361
2 3 10 2 VLEDDPEATYTTSGGK x 0968 002221 0972 08952 3484
2 z Sequence Inc. LM SWEm Fracton Comelatior lntensity Modificatons 3
2 2 LNMDPLTGLNR X 0993 002784 07897 09831 2605 (2)Oxdaton (M| 3 HR Aecaain S Mass M Smm) .
2 2 2 TGYTLDVTTGAR X 1021 001874 08868 09968 5072 3 3 POOTAS29S 295006 09441
; 3 ZNANTVIEELEK X 1085 04%331: '0BMS ame 3852 3 Gene Symbo=EPHA2 ephvin receptor EphA2 hrsmgspienuu.}swnozo uso,uswnmsum
3
2 HR | Accession Score ““! R 80ges); ¥ 3 x Sequence Incl. UH  SWEm. Fraction Comehtior Intensity Modifications
2 TPO0Se9e9 18 700950 3 q 2 VSDFGLSR X 1003478 08129 09972 5378
2 Gens_Symbo=DYNC1H1 Cytoplasmic dynein 1 Pe-wr)an!hg—ls’ﬁ#sll’ilw 102 MISNP[4663,.1: 3 2 2 FADNSLOK % Gkt G01757 08SeT 08075 4640
2 = 3 3 2 TVSEWLESK X 09262 002368 08595 09206 1148
2 z Sequence e UH  SWEr. Fracton Comelatior Intensity Modifications 3 4 2 GSPEDVYFSK X 00041 002677 08317 09906 6117
2 1 2 VIFVIFTVIR 05582 02315 06057 09001 1721 R 5 WTAPEASYR X 1034 000643 08042 08357 7818
2.2 2 WIDENDTVALK 1184 01008 08699 0.856): 8063 R 2 NLVNSNLVCK X 08375 002105 09369 09835 1897
2 3 2 LDDDTATLENLKR 1719 2164 04201 05093 5882 3 7 2 VGAGEFGEVYK X 09476 008304 0883 09947 1566
24 3LDDOTNTTLEN KR 08641; 01644 /06602 00617 1368 3 8 2 LPSTSGSEGVPFR X 09371 001912 09139 08928 1425
2 3 9 2 TASVSNQTEPPK 1414 02377 08203 07927 636.1
2 HR ' Accession Score Mass M -SD(geo): & ERT) 2 VLEDDPEATYTTSGGK 73 0963 002221 0972 09352 3484
2 8 P00219301 144 126247 09564 3
2 Gens KS anine-rich C. = 192332 # SNP[349.9.191 G}S"PHB 3 Hit  Accession Score Mass LH  sD(geo) #
2 . 3 4P13ss 59703 0
2 z Sequence lnelL  UH  SWEm. Fracton Comelatior Intensity Modifications 3 Keratn tpe | otoskeistal 10 0S =Homo sagiens SERTRAES s
2 1 3 GEAAAERPGEAAVASSPSK x 09584 002511 08541 09356 1014 3
2 3 z Sequence Inc. LM SWEm Fraction Comelator Intensity Modifications
2 HR  Accession Score Mass LM - SD(geo) L 31 2 SLLEGEGSSGGGGR 8028 1543  090% 09238 7205
2 SP164S 1e8: 59703 32 NGLRR 135 2592 053¢ 09834 3461
2 Keratn, tpe | oyfoske'stal 10 0S=Homo sap ens GN=KRT10 PE=1 SV=4 3 3 2 QSVEADNGLRR 3435 2818 06185 09541 2613
2 3 4 3 SQYEQLAEQNR 000366 172 03215 0.4651 2238
2 z Sequence Incl. LH Std.Err.  Fraction Comelatior Intensity Modifications 3 5 2 SQYEQLAEQNR 169.7 2746 08537 09314 338
2 1 2 SLLEGEGSSGGGGR 6834 5577 08603 09982 9009 3 e 2 ALEESMYELEGK 284 1268 08934 09%4 8884
2 2 2 ALEESNYELEGK 6563 1923 0843 09982 2807 3 7 2 QSLEASLAETEGR 2438 5301 08857 09977 5626
23 2 QSLEASLAETEGR 4699 2524 07822 08951 1317 38 2 GSLGGGFSSGGFSGGSFSR BEsEEREZ 7695 09239 0937 7264
2 39 2 G33GGGCFGGSSGOYGRLOGFGGESFR 3076 1988  08ial 09778 3685
3 10 3 G3SGGGCFGGSSGGYGGLGGFGGGSFR. 115 2837 0E819 07746 272
3 1" 3 NVSTGOVNVEANAAPGVDLTOQLLINAR. 2684 2336 08361 0.9686 387 (11) Oxdaten (M)
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3 HR Accession Score Mass LH SD(geo) %

3 5 P000212%0 213896 0898

3 Gene Symbol=ACLY ATP-Gtats syrthase ing=1101# SNP[1120.3,1056 AJSNP[1156.3, m,vlsmuzua v

3

3 z Sequence Inel UM SWEm Fraction Comehtior Intensity
31 2 VIPDTOWAR x 08362 007638 0306 08421

32 2 VDATADYCK 1051 01331 07699 09653 4522
3 3 2 FCTTSAQNR x 08777 003979 08913 09535 4714
34 2 LGLVGVNLTLDGVK 07727 02084 04841 09693

& 5 3 SGGMSNELNNSR 003531 195 0508 05689 1648
36 2 SGGMSNELNNSR x 09579 006186 07749 09703 318
37 2 TAEGPEALTR X 08525 006595 07202 09501 6459
38 2 DLVSSLTSGLLTGOR X 09528 002616 08333 09304 5277
3

3 Hit  Accession Score Mass UM SD(geo)  #

3 6 POs2BY 6149 [

3 Keratn, typs I cytoskeistsl 1 0S=Homo sapers GH= an PE~! sv=s

3

3 z Sequence Incl UH  SWEm Fraction Comehtior Intensity
31 2 ESELWR 2464 1294 07858 09968 6617
32 2 YEELQTAGR 5904 1922 06209 09651 7914
E 553 07471 08315 09344 5648
34 2 LALDLEATR 2983 4796 07242 09637 4728
3.5 2 LNDLEDALQQAK 4695 01755 04384 08155 3367
3 s 2 FLEQaNQVLATK 2366 67 09343 09987 1176
8.7 3 SLNNQFASFDKVR 1408 2236 07337 09878 4114
3 8 3 QSNLOQSSDAECR 4076 08717 05244 08034 1968
3 9 2 QSNLOQSSDAEQR 9384 5781 08906 09%6 1558
3 10 2 LNDLEDALGQAKEDLAR 4179 1666 03821 05677 1439
3 3 LNDLEDALQQAKEDLAR 342 2941 06454 09891 2722
3 12 4 LDSELKNWQDMVEDYR g 02732 04378 0476 154
ERNE) 3 LDSELKNMODMVEDYR 4805 1696 06793 08591 2352
3

3 HR  Accession Score Mass UM SD(geo)  #

3 7 PDO0E41339 318 93638 09852 1.039

3 Gene Symbol=BCAR1 cDNA FLISSS15, hghy simar to Breast carcer ant-estrogen resistarceproten 1 lﬂq

3

3 z Sequence Inel. LH  SWEm. Fraction Comelatior Intensity
3 2 GGSGATLEDLDR 1013 001911 08401 09953 3833
3 2 3 ATAPGPEGGGTLHPNPTDK 1136 01028 06924 08437 7141
3 3 3 ALYDNVAESPDELSFR 5755 1627 03301 04768 358
3 4 2 ALYDNVAESPDELSFR 1104 01087 09265 09599 8795
3 s 2 GGSGATLEDLDRLVACSR 6112 1203 0793 07549  6%03
3 6 3 GGSGATLEDLDRLVACSR x 09566 001841 06254 09642 6944
3

3 Hit Accession Score Mass LM SD(geo)  #

3 8 Po0OI4ES 317 166157 1029

3 Gans_Sy ted protainka 4 ng=931 # SNP(385.6. 283 ESNP[10

3

3 z Sequence IncL. LM SWEm. Fraction Comelatior Intensity
31 2 AALADVIR X 1047 002379 06555 08321 1796
3 2 2 VOQQEDEMVLK X 1086 002757 09256 09919 628
3 3 2 LSLPGNETVADTTLTK X 1048 001638 08534 0993 4829
34 3 ASPSPQPSSQPLOHR x 0933 002635 07909 09898 3211
3

3 HR Accession Score Mass UM SD(geo)

3 9P3se08 €111 5167 1

3 Keratn type i ytosksiatal 2 epidermal 0S=Homo sapens GN=KRT2 PE=15V=1

3

3 z Sequence Incl. LM SWEm Fracton Comelatior Intensity
3 2 ESELNR 2464 1294 07858 09958 6617
3 2 2 TAAENDFVTLK 3385 5876 06902 09319 4382
a3 2 GFSSGSAVVSGGSR 5479 04288 08773 09938 572
34 2 NLDLDS'AEVK 5055 7211 08354 09953 8136
3 s 2 VDLLNGEEFLK x 5167 999 03541 09782  367.1
I 2 FLEQaNQVLATK 2366 67 09349 0997 1176
3.7 3 GGSGGGESSGEGYGSGGGSGOR 01062 07024 005892 03398 1195
3 8 2 GGSGGGGSSGEGYGSGGGSGOR 1141 1212 06722 0995 9515
3

3 Hi Accushn Score Mass LM SD(gm) )

3 10 P0029341 291098 09525

3

Gens. sm»a:nom DNA damage-binding protein 1 Ing=1 mw SNP(11481,1070 HISNP{1 m; 11 22,R}$

Keratn, hpe | toskelstal 9 OS=Homo sapiers GN=KRT3 PE=1SV=2

Gers_SyTbol=NCAPG Condensin compiex subunt 3 Ing= uns & sr-P[mzsh.zs‘ QISKP[1053 d,259, DJSNL

z Sequence IncL. LH  SWEm. Fraction Comekatior Intensity
1 2 QGVDADNGLR 5763 1468 04066 08796 2856
Hit  Accession Score uass LH  sD(geo)  #
18 PD0106435

z Sequence IncL H
1 2 LLSDFLDSEVSELR 1091 04108

HE, [ Eeon Eortns Intensity

3

3 z Sequence Incl. LM SWEm Fraction Cnnehbor humny
3o 2 WEELTR 83 1363 05117 08075 623

3 2 2 LLASNSTVR X 08985 003296 07244 D 9952 614, 7
33 2 VILGTQPTVIR X 09608 002059 07891 09345 5743
3 4 3 QGQGALVTCSGAFK 002436 1172 02125 0.7489 1757
3 5 2 QGQGALVTI X 0954 002709 08679 0935 3937
3 6 3 KTEPATGF DGOL ESFLDSRPK X 09993 0056931 05936 08201 1999
3 7 4 KTEPATGF DGDLESFLDSRPK 3934 0499 0588 07622 5332
3

3 Hit  Accession Score Mass LM SD(geo)  #

3 11 PO0761 189 25078

3 Trypsin OS=Sts scrofa PE=1 SV=1

3

3 z Sequence IncL UM SWEm Fraction Comehatior Intensity
3 1 1 VATVSLPR -2580 04474 09562 09953 3491
3 2 2 VATVSLPR -37.46 006769 0.7086 0.9339 4863
3 3 3 LGEHNDVLEGNEQF NAAK -3959 02093 06408 09459 5660
3 4 2 LGEHNDVLEGNEQF NAAK 5097 06599 08885 09798 1661
3 s 2 LGEHNDVLEGNEQF NAAK 1308 005062 06169 0557

3 6 3 LGEHNDVLEGNEQF NAAK 6323 316 05273 08829

3 7 3 ITHPNFNGNTLONDMLK 1025 203 079 09707

3 8 3 MTHPNFNGNTLDNDMLK 3353 1149 08571 09388 1518
3

3 Hit Accession Score Mass UM sSD(geo)  #

3 12 P00910003 119 88790 1026 1.093 4

3 Gene Symbol=- cDNA FLI53378, highly sim! 3 subunt 8Ing=761

3

3 z Sequence Incl. LH SWEm.  Fraction Comelatior hknst’
3 1 2 ELLGQGLUR x 1162 009529 06912 07976

32 2 LGSLVENNER X 1024 00333 0839 0993 e
3 8 1 FEELTNLR 1265 01785 03459 005773 2553
3 4 2 FEELTNLR X 09821 009868 08108 09789 172
3 5 2 CLEEFELLGK 08974 01272 07035 08446 6653
3 s 4 RLDEEEEDNEGGEWER 08305 02709 03275 06342 1402
3 7 3 RLDEEEEDNEGGEWER X 08472 002958 07402 08862 1907
3

3 Ht  Accession Score LT T

3 13 PO0B40108 111 83774 09278 2

3 Gene Symbol=HNRNPU cDNA FL 44320 fs, clone BRAMY3011501, highly smiarto Heﬁamgﬂmms nuclea

3

3 z Sequence Inel. UH  SWEn. Fraction Comelatior Intensity
3 1 1 FEAAR 17.12 152 05286 08977 4533
3 2 2 FEWAR X 08977 008875 056 09749 1577
3 3 3 NFLDQTNVSAAAQR 0.703 0.1115 03659 05452 2142
3 4 2 NFLDQTNVSAAAGR x 09583 001858 0864 09205 3208
3

3. ML Acastion Score LH  sD(geo)  #

3 14 P00786 102 470\27 1241 1.094 2

3 Gene_Symboi=| LOC7.'I| 751 sim'ar to DNA dependert proten kinase catahtc subunting=4095

3

3 z Sequence Incl. LM SWEm Fraction Comelator Intensity
31 2 VIELALTASDR x 1323 009163 06333 08635 3774
3 2 2 LVNTEEVFRPYAK 2612 03737 02383 04109 1356
33 3 LVNTEEVFRPYAK x 1185 003429 05117 08492 4202
3

3 Ht Accession Score Mass LM SD(geo)  #

3 15 P13847 98 62568 0

3 Keratn hpe | otoskeletal 5 0S=Homo sap'ens GN=KRTS PE=15V=3

3

3 z Sequence Incl. H SWEm. Fraction Comelatior Intensity
3 1 2 SSTSGGSFR 2491 4226 07223 09779 48671
3 2 2 NLDLDSMAEVK 5055 7211 08354 09953 8136
3

3 Hit  Accession Score Mass sD(geo)  #

3 16 PO0022353 93 421374 n 6053

3 Gene_Syhot=TYK2 Non-recepior tyrosna-protein kirase TYK2 ing=1187 # swuznmmsnswnzﬁa,e

3

3 z Sequence Incl. UH  SWEm. Fraction Cormebtor mnsny
3 1 2 ELGAALQGCLLR X 0603 0.03114 06808 09821

3 2 3 AAALSFVSLVDGYFR 03954 04023 04124 05674 192
3 3 2 AAALSFVSLVDGYFR X 06076 004431 0588 08704 2905
3

3 Ht  Accession Score Mass LM SD(geo)  #

3 17 P35527 20 62320 o

3

3

3

3

3

3

3

3

3

3

3
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3 HR  Accession Score Miss LMW SD(geo)  #
3 19 PRO45049 78 272500 09139
3 Gene_Symbo=PARP1 Poly [ADP-nbose] poymerase 1 rg=1014 # SKP[1023£113 FISNP{1040,5,174 PISt

z Sequence Inct LM  SWEm Fraction Comelatior
1 2 TINFAGLSQGLR X 09133 00704 01016 09047
Ht Accession Score Miss LW SD(ges)  #
20 PR0332841 77 183035 09181 1
Gere 1 B {P[1023,1,1053NIS!
z Sequence Inct LM SWEm Fracton Comelator
1 2 ATSGSSLPVGRR x 09181 003512 07657 09912
HR  Accession Score Mass LM SDgeo)  #
21 Poa730 75 48085 [}

s msals

Keratn tpe I cybskeistal 13 0S=)

z Sequence Incl UM SWEm. Fracton Comelatior
1 2 LEGEWNR 6208 1205 06237 06025
2 3 QSVEADNGLRR 135 2502 0534 09334
3 2 QSVEADNGLRR 3435 2818 06185 09541
Hit  Accession Score Mass  UH  SD(ges)  #
22 PROT47119 69 199704 1052 1
Gere hin4 isoborm bing=1149 # SKP[ 223 SENP(1 (12233,
z Sequence Incl. LM SWEm Fraction Comelatior
1 3 AEGQTLVOPSVANR 1352 8444 04803 06127
2 2 AEGQTLVOPSVANR x 1052 002402 0854 09928
HI Accession Score Mass LM SDlgeo)  #
23 PD0003519 63 171026 [

Gsre_Symbo=EFTUDZ 116 4Da L 1 #5NP[9831254T)

3 Sequence Incl. LM SWEm Fraction Comelatior
1 3 EGPLCDELR 1521 09583 05813 07051
2 2 EGPLCDELR 08282 01395 0541 08705
HR  Accession Score Ihsl LM sDgeo)  #
24 PD0012337

Gere_Symbo=KIFSB Kires -1 heavy charn ing=963 :sr.vwsezx Exsnv‘m €291.G]5NP(1026,9.291

z Sequence Inct. LM SWdEm Fraction Comrelatior
1 2 LTDLGDANGK 284 02154 02976 09678
Hit  Accession Score Ilau LM sD(ges)  #
25 PD0221105

Gere_Symboi=SF3B2 spiarg factor 3B subunt 2 rg=395 % smwss u 11.PENP[10125,111 PISNP[1071

% Sequence Inct LM StdEm. Fraction Comelatior
1 2 KPGDLSDELR 0001251 3328 08244 08517
2 4 LAEIGAPIQGNREELVER 3568 06226 04565 04658
3 3 LAEIGAPRGNREELVER 05314  04%03 01917 0835
Ht  Accession Scors Miss LM SD(geo)  #
26 P02533 58 51875 0

Keratn pe | ooske'etal 14 0S=Homo sapens GN=KRT14 PE=1 SV=3

0 L G L 9 9 ) W W L W B N NP NE NN LD LU LELLLLLLLLLLLLLELLWLLWLL WL

z Sequence Incl. LM SWEm Fracton Comelatior
1 2 LEGEWTR 6208 1205 06237 06025
Hit Accession Score Mass LM SDgeo)  #
27 PD0217449 57 125953 06655
Gena_Syr g SNP{992.1,143 RISNP[1035,174
z Sequence Inel UM SWEm Fracton Comelatior
1 2 QVEELFER X 08655 006554 05283 08548
Hit  Accession Score Mass LM SD(geo)  #
28 PD0514231 52 1sas41 07429 1
Gere_Syn 1 koform 1 proten 1 ing { 1200P]
z Sequence Incl LM SWEm Fraction Comelatior
1 2 NVIOSVLOAR E3 07425 005851 05733 07821
HR  Accession Score Mass LM SD(geo)  #
29 P0000T402 47 191272 [
Gena_Symbo=PO7 Irportn? {10581, T]SNP(10924.111, TENP[11133, P
2 Sequence Inct LM SWEm Fracton Comelatior
1 2 AFQTONR 6085 3763 04717 05632
HR Accession Score Mass LM SD(geo)  #
0 PO2769 45 Ti2es [
Senm abumn 0S=Bos tauns GN=ALB PE=1 SV=4
z Sequence Inct LM SWEm Fracton Comelatior
1 2 LVNELTEFAK 2076 1107 04916 08978
Ht  Accession Scors Mass LM SDigeo)  #
31 PR0034049 45 138953 08791
Gere Sy 1 oform 1 of Reg ps 1ing=1129 # CON{1 157,T466 [CON{11
z Sequence Incl. LM SWEm Fracton Correlatior
1 2 AGLSQSLFER X 08791 003485 06335 09215
Hit  Accession Score Miass LM SD[geo) #
1 PR0871832 244 276767 1076 1032 2

Gene_Symbo=SPTEN1 276 kDa protein ing=2377

Sequence Inct. LM SWEm Fraction Comelatior
1 2 LVSDGANSDR x 1052 003552 07833 09909
2 2 TALPAQSAATLPAR b3 1.1 0017 08824 09969
3 3 AQTLPTSVVTITSESSPGKR 04879 03267 07411 06893
HR Accession Score Mass LM SD(geo)  #
2 Po0T61 184 25078 )
Trypsin 0S=Sus scrofa PE=1 SV=1
z Sequence Inct LW SWEnm.  Fraction Comelatior
1 1 VATVSLPR ssssssze 3508 05602
2 2 VATVSLPR s 1737 09025 0969
E} 2 LSSPATLNSR 6411 0574 0831 0895
4 3 LGEKNDVLEGNEQFIAAK 461 03505 06333 09761
5 3 IMHPRFNGNTLDNDIVLIK 598 1404 09041 09951
Ht  Accession Score Miass LW SD(geo)  #

3 PD0333541 154 297575 039 1.105 3
Gere_Symbo'=FLNA kiaform 1 of Fiam n-A Ing=2647 # CON[2650,T.44 JCON2682 L 635 FICON2739,6.1

z Sequence Inet LM SWEm. Fraction Comelaior
1 2 LALLEVLSQK x 09269 002211 05821 09346
2 2 EATTEFSVDAR x 1082 002222 08335 05919
3 3 AFGPGLQGGSAGSPAR 1455 05805 02497 07118
4 2 AFGPGLQGGSAGSPAR x 1117 003509 0909 09972
Hit  Accession Score Mass LM SD(geo)  #
4 PD03826% 93 277637 09338 1083 2

Gene_Symbo=FLNB koform 2 of Fiamin B rg=2578

z Sequence IncL LM SWEm Fraction Correlatior
1 2 LIALLEVLSOK X 09269 002211 035821 09346
2 2 IG\LQTDLSDGLR X 1044 00215 05717 09782
Hit  Accession Score Mass LW SDges)  #
5 PD0744705 89 282828 0

Gere_Symboi=SPTAN1 cONA FLI61399, highy smi'ar 3 Spectn aipha chan, bran ing=2452

z Sequence Incl. LM SWEm. Fraction Comelatior
1 4 LSDDNTIGKEEQQR 05645 03248 05893 06839
2 3 LSDDNTIGKEEIQGR 002575 0831 08389 074
Hit  Accession Score Mass LM SDlgeo)  #
§ PDOT87743 80 23209 09103 1

Gere_Symbo'=RICS koform 1 of Rro'Cde42/Rac GTPase-actvatng protsn RICS Ing=2087

b bbb bbb bbb bbb bbb bbb A A b b bbb bbb bbb A bbb bbb hhbhbhhhhbhhbhhbhhbhbhbhbhbbbbsss

z Sequence Inct LM SWEm. Fracton Comelatior
1 2 FSDAVSAATDEER X 09108 002373 08336 05973
Hit Accession Score Miass LM SD(geo)  #
7 PRO217182 72 399948 09955 1
_Syr 1 22821094 KISNP: 1034 KISNP[
z Sequence Inct. LM SWEm Fracton Comelatior
1 2 AITGFDDPFSCK x 09955 00479 06509 09762
HR Accession Score Mass LM SDgeo)  #
8 P35203 61 66111 0
Keratn oo 2 p PE=15V=1
z Sequence et LM SWEm. Fracton Comelatior
1 2 GFSSGSAVVSGGSR 2451 02319 05799 09925
Ht  Accession Score Mass LM SD(geo)  #
9 P13545 59703 0
Keratn, tpe | oskeletal 10 OS=Homo sapens GN=KRT10 PE=1 SV=4
z Sequence Incl LM SWEm. Fraction Carrelatior
1 3 ALEESNYELEGK 2023 1341 01329 05161
2 2 ALEESNVELECK 6697 2621 07835 09953
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