SPOTID #
70
76
147
169
184
184
210
213
411
41
411
41
411
41
a1
411
419
419
419
419
419
419
419
419
419
427
427
427
427
427
427
427
427
431
431
431
431
433
433
433
433
433
448
463
523
523
523
532
561
614
626
626
677
735
740
742
763
763
763
789
798
798
798
798
870
871
871
871
885
889

cmpd
102
100
298
121
128
108
279
316
123
126
130
150
151
139
134
194
158
158
139
138
166
145
141
165
162
309
154
152
152
133
147
140
135
290
157
157
154
121
122
108
118
135
129
253
129
226
128
418
434
146
169
126
396
164
200
232
281
350
182
222
285
366
186
188
330
204
259

398
266

D
HS90B_RAT
HS90B_RAT
PGM1_RAT
FETUA_RAT
FETUA_RAT
FETUA_RAT
PDIA3_RAT
CH60_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
NDRG2_RAT
ODPA_RAT
ACTS_RAT
AATM_RAT
AATM_RAT
AATM_RAT
TPM2_RAT
TPM2_RAT
MDHM_RAT
MDHC_RAT
MDHC_RAT
3HIDH_RAT
1433Z_RAT
CAH3_RAT
CAH3_RAT
HSPB1_RAT
HSPB1_RAT
HSPB1_RAT
HSPB1_RAT
HSPB1_RAT
HSPB1_RAT
HSPB1_RAT
HSPB1_RAT
CRYAB_RAT
CRYAB_RAT
CRYAB_RAT
CRYAB_RAT
MLRV_RAT
HSPB6_RAT

Description

Heat shock protein HSP 90-beta OS=Rattus norvegicus GN=Hsp90ab1 PE=1 SV:
=1 SV=4

Heat shock protein HSP 90-beta OS=Rattus norvegicus GN=Hsp90ab1 P!
Phospt 1 0 norvegicus GN=Pgm1 PE=1 SV=2
Alpha-2-HS- glycoprotem OS Rattus norvegicus GN=Ahsg PE=1 SV=2
Alpha-2-HS-glycop norvegicus g PE=1 SV=2
Alpha-2-HS. i C norvegicus ,F'E =1 8V=2
Protein disulfide-isomerase A3 OS=Rattus norvegicus GN=Pdia3 PE=1 SV=2

60 kDa heat shock protein, mitochondrial OS=Rattus norvegicus GN=Hspd1 PE=1 SV=1

Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1

Protein NDRG2 OS=Rattus norvegicus Gl drg2 P S
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1

Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1

Prof NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1

Protein NDRG2 OS=Rattus norvegicus G drg2 Pl S
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 S
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 S
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1
Protein NDRG2 OS=Rattus norvegicus Gl
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1

Protein NDRG2 OS=Rattus norvegicus GN=|
Protein NDRG2 OS=Rattus norvegicus Gl
Protein NDRG2 OS=Rattus norvegicus G
Protein NDRG2 OS=Rattus norvegicus Gl
Protein NDRG2 OS=Rattus norvegicus G
Protein NDRG2 OS=Rattus norvegicus Gl
Protein NDRG2 OS=Rattus norvegicus GN
Protein NDRG2 OS=Rattus norvegicus G|
Protein NDRG2 OS=Rattus norvegicus Gl
Protein NDRG2 OS=Rattus norvegicus GN
Protein NDRG2 OS=Rattus norvegicus Gl drg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV=1
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 SV 1
Protein NDRG2 OS=Rattus norvegicus G drg2 Pl
Protein NDRG2 OS=Rattus norvegicus GN=Ndrg2 PE=1 S\/ 1

drg2 PE=1 SV=1
=Ndrg2 PE=1 SV=1
=Ndrg2 PE=1 SV=1
drg2 PE=1 SV=1

Pyruvate dehvdrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Re

Actin, alpha skeletal muscle - Rattus norvegicus (Rat)

Aspartate amir mitochondrial O: norvegicus GN=Got2 PE=1 SV=2
Aspartate amir mitochondrial O: norvegicus GN=Got2 PE=1 SV=2
Aspartate amir mitochondrial O norvegicus GN=Got2 PE=1 SV=2

Tropomyosin beta chain OS=Rattus norvegicus GN=Tpm2 PE=2 SV=1
Tropomyosin beta chain OS=Rattus norvegicus GN=Tpm2 PE=2 SV=1

Malate dehydrogenase, mitochondrial OS=Rattus norvegicus GN=Mdh2 PE=1 SV=2
Malate dehydrogenase, cytoplasmic OS=Rattus norvegicus GN=Mdh1 PE=1 S'

=4

Malate dehydrogenase, cytoplasmic OS=Rattus norvegicus GN=Mdh1 PE=1 SV=3
3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Rattus norveaicus GN=Hibadh PE K55 K59

14-3-3 protein zeta/delta OS=Rattus norvegicus GN=Ywhaz PE=1 SV=1
Carbonic anhydrase 3 OS=Rattus norvegicus GN=Ca3 PE=1 SV=3
Carbonic anhydrase 3 OS=Rattus norvegicus GN=Ca3 PE=1 SV=3

Heat shock protein beta-1 OS=Rattus norvegicus GN=Hspb1 PE=1 SV=1
Heat shock protein beta-1 OS=Rattus norvegicus GN=Hspb1 PE=1 SV=1
Heat shock protein beta-1 O attus norvegicus GN=Hspb1 PE=1 §'
Heat shock protein beta-1 OS=Rattus norvegicus GN=Hspb1 PE=1 SV=1
Heat shock protein beta-1 OS=Rattus norvegicus GN=Hspb1 PE=1 SV=1
Heat shock protein beta-1 OS=Rattus norvegicus GN=Hspb1 PE=1 SV=1
Heat shock protein beta-1 O: attus norvegicus Gl spb1 P S
Heat shock protein beta-1 OS=Rattus norvegicus GN=Hspb1 PE=1 SV=1
Alpha-crystallin B chain OS=Rattus norvegicus GN=Cryab PE=1 SV=1
Alpha-crystallin B chain OS=Rattus norvegicus GN=Cryab PE=1 SV=1
Alpha-crystallin B chain O attus norvegicus GN=Cryab PE=1 SV=1
Alpha-crystallin B chain OS=Rattus norvegicus GN=Cryab PE=1 SV=1

Modified residue
$§255

$255

T115

S138

S$138

$138

$176

T540

T334; S$335; S338
T330; S332; T334
T330; S338
T330; S332
8332

S338

$332; S338
8352; 8353
$328; T330
T330; $332
T330; $332; T334
T334; S$335; S338
T330; S332
T330; S328
8332; 8338
8332

S338

K13

T334; 8335
T330; S328
$328; T330
$;332; T334; S338
S338

8332; S338
T330; S328

K13

$328; T330
T330; S332
S338

T330; S332
$332; T334
T330; S338
S338

T330

8331

K330

K59

K122

K363

S283

$283

K239

K121

K239

599
$100
S15
$15
S86
S86
815
S15
S87
S86
S59
K90
K92
K166

Myosin regulatory light chain 2, ventricular/cardiac muscle isoform OS=Rattus norvegicus ¢ S15

Heat shock protein beta-6 OS=Rattus norvegicus GN=Hspb6 PE=1 SV=1

S16

Proteins with annotated spectra

Phosphosite

K<< CZLCZZZCZZCCZ LS CZ L CCZ LK <Z K< <Z <<

range
250 - 263
250 - 265
108 - 130
127 - 143
127 -143
127 - 144
162-179
524 - 551
328 - 343
328 - 343
330-343
330-343
330-343
330 -343
330 -343
348 - 371
328 - 343
328 -343
328 - 343
328 -343
330-343
330-343
330-343
330 -343
330-343
2-25
328 -343
328 -343
328 - 343
328 -343
330-343
330-343
330-343
2-25
328 -343
328 -343
330-343
328 -343
328 - 343
330-343
330 -343
330-343
227 -235
329 -337
59 -68
108 - 125
356 - 364
269 - 284
269 - 284
230-239
11-121
239-248
39-59
1-9
92-113
92-113
13-20
13-28
84-93
80-93
13-20
13-28
84-93
84-93
57-69
83-92
91-103
164 - 174
10 - 30
14-27

Page 1

Modified position

Phospho: 6

Phospho: 6

Phospho: 8; Deamidated: 17
Carbamidomethyl: 6; Phospho: 12
Carbamidomethyl: 6; Phospho: 12
Carbamidomethyl: 6; Phospho: 12
Phospho: 15

Phospho: 14, 18

Phospho: 7, 8, 11

Phospho: 3,5, 7

Phospho: 1,9

Phospho: 1, 3

Phospho: 3

Phospho: 9

Phospho: 3,9

Carbamidomethyl: 24; Phospho: 5, 6
Phospho: 1,3

Phospho: 3,5

Phospho: 3, 5, 7

Phospho: 7, 8, 11

Phospho: 1, 3

Phospho: 1, 9

Phospho: 3, 9

Phospho: 3

Phospho: 9

Acetyl: 12

Phospho: 7, 8

Phospho: 3,5

Phospho: 1,3

Phospho: 3, 5, 7

Phospho: 9

Phospho: 3, 9

Phospho: 1,9

Acetyl: 12

Phospho: 1,3

Phospho: 3, 5

Phospho: 9

Phospho: 3,5

Phospho: 5,7

Phospho: 1, 9

Phospho: 9

Phospho: 1

Phospho: 6

Acetyl: 2

Acetyl: 1; Oxidation: 2

Acetyl: 15

Acetyl: 8

Phospho: 15

Phospho: 15

Acetyl: 10

Acetyl: 11

Acetyl: 1

Acetyl: 17, 21

Acetyl: 3

Phospho: 8

Phospho: 9

Phospho: 3

Phospho: 3

Phospho:
Phospho:
Phospho:
Phospho:
Phospho:
Phospho:
Phospho:
Acetyl: 8
Acetyl: 2
Acetyl: 3
Phospho: 6; Deamidated: 14
Phospho: 3

WwhWweNw

peptide score ( Sequence Mass
34.6 (M:34.6) K.IEDVGSDEEDDSGK.D 787.7692
46.6 (M:46.6) K.IEDVGSDEEDDSGKDK.K 606.5377

59.7 (M:59.7) K.AIGGIILTASHNPGGPNGDFGIK.F  763.0286

55.4 (M:55.4) R.VLHAQCHSTPDSAEDVR.K 667.9140
36.6 (M:36.6) R.VLHAQCHSTPDSAEDVR.K 667.9659
76.4 (M:76.4) R.VLHAQCHSTPDSAEDVRK.F 533.2272
25.7 (M:25.7) R.DLFSDGHSEFLKAASNLR.D 695.9822

25.1 (M:25.1) K.VVRTALLDAAGVASLLTTAEAVVTEI 743.2784

32.5(M:32.5) R.SRTASLTSAASIDGSR.S 607.1690
33.2(M:33.2) R.SRTASLTSAASIDGSR.S 607.1581
58.1 (M:58.1) R.TASLTSAASIDGSR.S 748.7292
48.6 (M:48.6) R.TASLTSAASIDGSR.S 748.7062
73.4 (M:73.4) R.TASLTSAASIDGSR.S 708.7679
58.4 (M:58.4) R.TASLTSAASIDGSR.S 708.7250
25.8 (M:25.8) R.TASLTSAASIDGSR.S 748.7131

56.4 (M:56.4) R.TLSQSSESGTLPSGPPGHTMEVS( 869.2446

71.2 (M:71.2) R.SRTASLTSAASIDGSR.S 580.5163
78.1 (M:78.1) R.SRTASLTSAASIDGSR.S 580.5163
39.4 (M:39.4) R.SRTASLTSAASIDGSR.S 910.2264
27.8 (M:27.8) R.SRTASLTSAASIDGSR.S 607.1534
49.2 (M:49.2) R.TASLTSAASIDGSR.S 748.6921
59.4 (M:59.4) R.TASLTSAASIDGSR.S 748.7105
40.5 (M:40.5) R.TASLTSAASIDGSR.S 748.7145
72.4 (M:72.4) R.TASLTSAASIDGSR.S 708.7203
69.0 (M:69.0) R.TASLTSAASIDGSR.S 708.7050
222 (M:22.2) M.AELQEVQITEEKPLLPGQTPEAAK. 887.7748

71.0 (M:71.0) R.SRTASLTSAASIDGSR.S 580.4868
89.0 (M:89.0) R.SRTASLTSAASIDGSR.S 580.7692
73.5(M:73.5) R.SRTASLTSAASIDGSR.S 580.7692
25.8 (M:25.8) R.SRTASLTSAASIDGSR.S 910.2408
70.5 (M:70.5) R.TASLTSAASIDGSR.S 708.7231
67.0 (M:67.0) R.TASLTSAASIDGSR.S 748.6841
63.7 (M:63.7) R.TASLTSAASIDGSR.S 748.6947

23.2(M:23.2) M.AELQEVQITEEKPLLPGQTPEAAK. 887.7730

53.1 (M:53.1) R.SRTASLTSAASIDGSR.S 580.5322
77.4 (M:77.4) R.SRTASLTSAASIDGSR.S 580.5322
57.7 (M:57.7) R.TASLTSAASIDGSR.S 708.7833
87.1 (M:87.1) R.SRTASLTSAASIDGSR.S 580.4877
37.6 (M:37.6) R.SRTASLTSAASIDGSR.S 580.5126
53.7 (M:53.7) R.TASLTSAASIDGSR.S 748.7238
83.2 (M:83.2) R.TASLTSAASIDGSR.S 708.7621
59.1 (M:59.1) R.TASLTSAASIDGSR.S 708.7250
49.4 (M:49.4) R.YGMGTSVER.A 540.1724
30.6 (M:30.6) K.IKIAPPER.K 540.3601
42.4 (M:42.4) KKMNLGVGAYR.D 389.7716
92.2 (M:92.2) K.ASAELALGENSEVLKSGR.F 624.9014
34.8 (M:34.8) R.TQLVSNLKK.E 358.1051
57.0 (M:57.0) K.AISEELDNALNDITSL.- 899.3913
79.1 (M:79.1) K.AISEELDNALNDITSL.- 899.3806
35.0 (M:35.0) R.IQEAGTEVVK.A 558.2736
27.1 (M:27.1) K.SQGAALEKYAK.K 403.4771
26.4 (M:26.4) RKLSSAMSAAK.A 518.7616
35.5 (M:35.5) K.TPVGFIGLGNMGNPMAKNLIK.H  752.5969
39.7 (M:39.7) -.MDKNELVQK.A 573.7547
57.4 (M:57.4) R.QFHLHWGSSDDHGSEHTVDGVK." 639.4749

49.8 (M:49.8) R.QFHLHWGSSDDHGSEHTVDGVK.' 639.4534

29.2 (M:29.2) R.SPSWEPFR.D 543.2070
41.6 (M:41.6) R.SPSWEPFRDWYPAHSR.L 699.9471
69.4 (M:69.4) R.QLSSGVSEIR.Q 578.2173
41.1 (M:41.1) R.ALNRQLSSGVSEIR.Q 537.2801
35.9 (M:35.9) R.SPSWEPFR.D 543.2000
60.1 (M:60.1) R.SPSWEPFRDWYPAHSR.L 699.9021
51.4 (M:51.4) R.QLSSGVSEIR.Q 578.1996
67.1 (M:67.1) R.QLSSGVSEIR.Q 578.2206
88.0 (M:88.0) R.APSWIDTGLSEMR.M 771.8131
20.5 (M:20.5) K.HFSPEELKVK.V 419.5171
30.8 (M:30.8) K.VKVLGDVIEVHGK.H 479.2377
42.5 (M:42.5) R.EEKPAVTAAPK.K 394.8648
32.1 (M:32.1) RLEGGSSNVFSMFEQTQIQEFKEE 829.6632
61.3 (M:61.3) R.RASAPLPGFSTPGR.L 747.2755

Charge Rt(min)

NWROONNNRINONONBEANRNONNNWRONNNNNOONODRNNNNORRONRNNNNONROORNRNNNN W®A®R®®ON

15.44
16.48
30.67
17.99
18.24
16.87
29.83
31.65
21.49
21.67
21.91
23.15
23.19
2244
2213
25.64
23.07
23.07
21.87
21.82
23.47
2222
22.00
23.43
22.70
31.55
23.02
22.90
22.90
21.78
22.59
22.19
21.91
31.27
22.59
2259
22.26
2254
2270
21.61
22.35
2343
19.19
25.98
21.02
26.88
20.97
35.82
35.42
20.13
2252
19.21
35.28
21.18
25.45
25.26
28.33
32.30
21.89
24.60
28.50
32.75
22.31
2244
32.18
24.47
27.60
15.83
37.11
27.40

MS/MS mode
CID
ETD
CID
ETD
Cip
ETD
CID
CID
CID
ETD
CID
CID
CID
CID
ETD
CID
Cip
ETD
CID
CID
CID
CID
CID
CID
CID
CID
CID
ETD
CID
CID
CID
CID
CID
CID
Cip
ETD
CID
ETD
Cip
CID
CID
CID
CID
CID
CID
CID
ETD
CID
CID
CID
ETD
CID
CID
CID
ETD
ETD
ETD
CID
CID
CID
CID
CID
CID
CID
CID
CID
ETD
ETD
CID
CID



I D 1 v 1
! ! —_
—r— : { - —0G—t v t D 1
(738.78 2+) 1476.551
"7 y-Pi14 1476.551 y-Pi14 (738.78 2+)
12
107
A 1020429 1234 484
: y-Fi 10 y-Pi 12
& (483,25 2+) (658.05 2+) 762.254 983.318 1315.091
] b 8925488 y-17121315.091 yA77 Y19 e y-17 12 (658.05 2+)
o Sy s (609.252+) 778,390 958.441 10 1217.491
y3 y4 y1 12'17.491 b-187 D~P‘i 8 y 11 (509.25 2+)
21 243.006 358.078 457.080 Bal I e 17061.512 e Ban
] b2 , b3 b J 6 L [ 8::7#%6 b8 (463.25 24 L "k b 10 v 12
G H H 3 -l i | y :
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Proten View | Match Emors MS/MS Fragments | MSMS Analysis |

[_Sequence: || EDVG=DEEDDSGK (Peptide Mods: 6: Phospho (ST) )

MH+{monc): | 1574.574 MH:+{ava) 1575415  MS/MSTok [0500  [Da ¥| Pesks: [ 64  Above Thieshold: | 64 Zoomtom/zfor2s | Zoom+/: [5 Da
Masses: ¢ Mongisotopic " Average Calculate: IMasses 'l Threshold: IUAUUU Assigned: 21 Not Assigned: 43 1+, m/z 0.000

I1|E|D|V|G|S|D|E|E|D|D|S|G|K lle Glu Asp Val Gly Ser Asp Glu Glu Asp Asp Ser Gly Lys
fon |1 |2 |3 |4 (5|6 |7 [8 |9 |10{11(12|13]|14|1 2 3 4 5 6 7 8 9 10 11 12 13 14
b I| E|D|V|G|S*|D| E| E|D|D|S|G| K 114.091 243.134 358.161 457.229 514.251 681.249 796.276 925.319| 1054.361 1169.3828| 1284.415| 1371.447| 1428.469| 1556.564
b17| I|E|D|V|G|S*|D|E|E|D(D|S|{G| K - - - - - - - - - - - - - 1539.537
b-18| || E|D|V|G|S*|D| E| E|D|D|S|G| K - 225123 340.150 439.219 496.240 663.239 778.265 907.308| 1036.351 1151.378| 1266.405| 1353.437| 1410.458| 1538.553
bPi| I|E|D|V|G|S*|D|E|E|D|D|S|G|K - - - - - 583.272 698.299 827.342 956.384| 1071.411 1186.438| 1273.470| 1330.492| 1458.587
y I| E|D|V|G|S*|D|E|E|D|D|S|G| K 147113 204134 291.168 406.193 521.220 850.263 779.305 894332 1061.331 1118.352 1217.421 1332.447 1461.450 1574574
y-17| || E|D|V|G|S*| D| E| E|D|D|S|(G| K 130.086 187.108 274.140 389.167 504.194 633.236 762.279 877.306| 1044.304| 1101.326| 1200.394| 1315.421 1444 464 | 1557.548
y-18| || E|D|V|G|S*|D| E|E|D|D|S|G|K - - 273.156 388.183 503.210 632.252 761.295 876.322| 1043.320| 1100.342| 1199.410| 1314.437| 1443.480| 1556.564
y-Pi I| E|D|V|G|S*|D| E|E|D|D|S|[G| K - - 193.189 308.216 423243 552.286 6381.328 796.355 $63.354 1020.375 1119.444 1234.471 1363.513 1478.597

14({13({12{11{10{9 |8 |7 |6|5|4|3 |2 |1 Lys Gly Ser Asp Asp Glu Glu Asp Ser Gly Val Asp Glu lle




(259.85 2+)
2+1 5518693
1

|
245.955
z+12

259.850
c2
1

(375.14 2+)
2+27749.275
431.857
z+24
375141
z#23
|
518.693
ST z+15(259.85 2+)
|
531.349
cs

z+16

698.122

(780.65 2+)
z+2 14 1560.295

748275
2+27(375.14 2+)

(909.34 2¢)
"1 16 1817.682
1007.509
z+29
- 1121323
942,409 it
cd
1187.275
=110
i
CRIR 1186355
c10

1302.263
c+1 11

1445540
z+213
'

|
1445540

1580.285
2+2 14 (780.85 2+)

1559.409
z+1 14

c+1 16 (809.34 2+)

1801.559
z+1 18
I

1816.249

1688.386

z+1 15
|
1688.386

Z >

10 2{13|{14{15/16/

D|D|(S|G|K|D|K 131.118 280.160 375.187 474256 5§31.277 698.276 813.303 942345 1071.388 1186.415 1301.442 1388.474 1445485 157
D|D|S|G|K|D|K 132.126 261.168 376.195 475.264 532.285 699.283 314.310 943.353 1072.396 1187.423 1302.450 1389.482 1446.503 157
D|D|S|G|K|D|K 130.086 245113 373.208 430.230 517.262 632.289 747.316 876.358 1005.401 1120.428 1287.426 1344 447 1443.516 158|
D|D|S|G|K|D|K 131.094 246121 374216 431.237 518.269 633.296 748.323 877.366 1006.409 1121.435 1288.434 1345.455 1444 524 155|
D|D|(S|G|K|D|K 132.102 247129 375.224 432245 519.277 534.304 749331 878.374 1007.416| 1122.443| 1289.442| 1346463| 1445532 156|
7[6[s[#[3[2[1] s | As | Lys | Gy | ser | As | Aw | Gu | Gu | As | Ser v | A




Abs. nt. * 1000

b [ L — —s—t G
b:17 ! et |
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Frotein View | Mateh Emors MS/MS Fragments | MSMS Analysis |
|_§equence: ll AIGGILTASHNPGGP!GDFGIK (Peptide Mods: 17: Deamidated (NQ) 8: Phospho (ST) )
MH+(mono): | 2286128 MH+{avg): 2287.449  MSMSTok [0500  [Da | Peaks | 108 Above Thieshold: | 108 Zoomtom/zfor2+ | Zoom+/< |5  Da
Masses: & Mongisotopic " Average Calculate: IMasses 'l Threshold: IU.UUU Assigned: 3 Mot Assigned: | 77 1+, m/z: 0,000
Al t|e|e| 1| 1| L] T|a|s|H|n|rP|c|c|P|n|c|D|F|c|i|K|] Al e Gly Gly lle e Leu Thr Ala Ser His Asn
jon |1 [2 ]3[4 [5 |6 [7 |8 [9 [10[11[12[13[14]15[16[17]18[19[20{21]22[23[1 2 3 4 5 6 7 8 B 10 1 12
bl Al 1fe]e]| 1| 1| L|[A]ls[H|u[P[c]e] P|n|a]D| F[G] 1] K 72044| 185128 242150 299171 412255 525340 638424 819438 890475 977507 1114566 1228
7| Al [ e[6] 1| 1| L[T[A[s[H[ N[ P[&]&]P[n[G]D] F[G] I[K : = : = Z = E = 5 = T 1211,
ba8] Al 1[e[6] 1| i L[T[A[s[H[n]P[c][a]P[n|G][D][F[a] 1K 2 - - - 2 - -| 801427 872464| 959.496| 1096.555| 1210.
bpi | Al 1[e|c] 1| 1fL|m™[A]ls[H[N|P[c]G|P|n|G|[D] F[G] 1]k 25.933 : E = - E -| 773326 844.363] 931.395| 1068.454| 1182.
voo| Al fe|c] 1| | L|m[A]s|H][N|P[a]|6] P[n[G|D] FlG] 1| kK| 147.113] 260197 317.218] 464287 579314 636.335| 750378 847.431] 904452 961474 1058527 1172
vaz| Al 1Je[e] 1] i L|™[A]s|[H[N]P[c|G|P|n[G[D| FlG| 1| K| 130.086] 243170] 300.192| 447260 562287| 619309 733.352| 830.404| 887.426| 944.447| 1041500 1155
ya8| Al 1J6[c]| 1| 1| L|™[A] s|[H|N] P[G]G]|P|n|G| D] FlG| 1|k E = = -] s61303] 618325 732368 829420 ©886.442| 943463 1040516 1154
yPi | Al 1Je[e] 1] 1| L|™[A] s|H|N] P[G]G|P|n[G[ D] F][G] 1| K Z = S = E = E = z = 3
23[22|21|20[19[18[17[16[15[14[13[12[11[10] 9[8[ 7|6 |54 3] 2] 1 Lys lle Gly Phe Asp Gly Asn Pro Gly Gly Pro Asn




| Abs. int. * 1000
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Protern View | Match Emors MS/MS Fragments | MSMS Analysis |

Iéequence: ll VLHAQCHSTPDSAEDVR (Peptide Mods: 12: Phospho (ST) 6: Carbamidomethyl (C) )

MH+{mona]: 2001.848

MH+({avgl: | 2003034 MS/MS Tol: |U‘5UU IDa "] Peaks: 85  Above Threshold: 85 Zoomtom/zfor 2+ | Zaom +/- ,5_Da

Masses: & Mongisotopic (" Average  Calculate: IMasses "I Threshold: IU.UUU Assigned: 29 NotAssigned: | 56 1+, m/z 0,000

V|L A|Q|C|H|S|[T|P|D|S|A|E|D|V|R Val Leu His Ala Gin Cys His Ser Thr Pro Asp Ser Ala
lon |1 |2 |3 |4 |5 |6 |7 (8|9 |10|11]|12{13[14[15[16|17 2 10 1" 12 13 14
c V|IL|H|A|Q|C*|H|S| T|P|D|S*|A| E|D|V|R 117.102 230.186 367.245 438.282 566.341 726.372 863.430 950.452 1051.510 1148.563 1263.580 1430.588 1501.625
e+t V| L|H|/A|QC*|H| S| T|P|D|S*|A| E|D|V|R 118.110 231.194 368.253 439.290 567.349 727.379 864.438 951.470 1052.518 1148.571 1264.588 1431.596 1502.633
z V|IL|H|A|Q|C*|H|S| T|P|D|S*|A|E|D|V|R 158.092 257.161 372.188 501.230 572.267 739.266 854293 951.346 1052.393 1138.425 1276.484 1436.515 1564 573
2#1| V| L|H|A|QC*|H| S| T|P|D|S*|A| E|D|V|R 159.100 258.169 373.196 502.238 573.275 740.274 855.301 952.353 1053.401 1140.433 1277.492 1437.523 1585.581
222| V| L|H|A|QC*|H|S| T|P|D|S*|A| E|D|V|R 160.108 258.176 374.203 503.246 574283 741.281 856.308 953.361 1054.40% 1141.441 1278.500 1438.530 1566.589
| | 17 16(15|14|13|12{11({10/9 |8 |7 |6 |(5(4[{3 |2 |1 Arg Val Asp Glu Ala Ser Asp Pro Thr Ser His Cys Gin




 Abs. Int. * 1000
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Froten View | Match Erors MS/MS Fragments | MSMS Analysis |
Eequence: I| VLHAQCHSTPDSAEDVRK (Peptide Mods: 12: Phospho (ST) 6: Carbamidomethyl (C) )
MH+(mono) | 2129.943 MH+(avg) | 2131.206 MS/MS Tl 0500 [pa =] Peaks: 108 Above Thieshold: | 108 Zoomtom/zfor2+ | Zoom+/= [5  Da
Masses: & Mongisotopic " Average  Calculate: IMasses 'l Threshold: |0.UDIJ Assigned: [ 35 MNotAssigned: [ 73 14 m/z 0.000
v|L|H|Aala|c|H|s|T|p|D|s|a|E|D|v|R|K|] val Leu His Ala Gin Cys His Ser Thr Pro Asp Ser Ala
lon |1 [2 ]3[4 [5 [6 [7 [8 [ [10]11[12[13[14[15[16[17[18 2 3 4 5 6 7 9 10 1 12 13
c V|IL|IH|A|QIC*(H|S|T|P|D|S*|A|E[D|V|R|K 117.102 230.188 367.245 433282 566.341 726.372 863.430 950.462 1051.510 1148.563 1263.590 1430.588 1501.625
cxl|V|L|HlA|Q|C*H| S| T|P|D|S*|A| E|D|V|R|K 118.110 231.194 368.253 439.250 567.349 727.379 864.438 951.470 1052.518 1149.571 1264.598 1431.596 1502.633
z V|IL|H|A|Q|C*|H|S|T| PD|S*|A| E|D|V|R|K 130.086 286.187 385.256 500.283 629.325 700.362 867.361 982.388 1079.440 1180.488 1267.520 1404.579 1564610
z#¥1|V|L|H|A|Q|C*{H| S| T|P|DIS*|A|E|D|V|R|K 131.094 287.1985 386.264 501.291 630.333 701.370 868.369 983.396 1080.448 1181.496 1268.528 1405.587 1565.618
Zz#2|V| L|H|A|Q|C*|{H| S| T| P|D|S*|A| E|D|V|R|K 132.102 288.203 387.271 502.298 631.341 702.378 869.376 984.403 1081.456 1182.504 1269.536 1406.595 1566.625
18|17|16(15|14|13(12|11|10|9 | 8|7 |6|5|4|3 |2 |1 Lys Arg Val Asp Glu Ala Ser Asp Pro Thr Ser His Cys




Abs. int. * 1000

b — (" = ——p ——t—\ —
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y p—R—t—V —t—D—t——F—t i ! I i

274.077 658.349 1728.900
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Brotein View | Match Emors  MS/MS Fragments IMSMS Anaiysisl

I_§equence: ” VLHAQCHSTPDSAEDVR (Peptide Mods: 12: Phospho (ST) 6: Carbamidomethyl (C) )

MHs(monol | 2001.848  MH+{avgl | 2003034  MS/MSTok 0500  [Da ¥| Peaks [ 103  Above Thieshold: | 109 Zoomtom/zfor2+ | Zoom+/: [5 Da

Masses: @& Mongisotopic ¢ Average  Calculate: IMasses VI Threshold: lU.UUU Assigned: | 27 Not Assigned: 82 1+, m/z: 0,000

v|L|n|a|a|c|H|s|T|r|p|s|a|lE|p|v|r| val Leu His Ala Gin Cys His Ser Thr Pro Asp Ser Ala

on |1 [2 [3[4 5 [6 [7 [8 9 [10[11]12[13[14[15[16[17[1 2 4 3 6 7 8 9 10 11 12 13 14

b | Vv|[L|H[A|Qlc|H|sS|T|P|o[s*|A|E|D|V[R| 100076] 213160 350219 421256| 549.314| 709.345| 846.404| 033436| 1034484| 1131536 1246563| 1413562| 1484599

17| V| L[| H[ A a[cs[ | s|T| P D[s*|A| E| D[ V[ R = z E -| 532288 692318 829377| 916.409| 1017.457| 1114510| 1229537| 1396535 1467572

b-18| V| L| H[ A a[cs[n| s| 7| P|D[s*|A| E[ D[ V[ R = E : = = z -| 915425 1016472 1113526| 1228553| 1395551| 1466588

bpi | V[ L|H[A|alcs[ | s| T| P|D[s*|A] E[ D] V[ R = z : = = E -| 835459 936507| 1033559 1148586| 1315585| 1386622

¥y | V|L|H[A[Q|c[H|S|T| P|D|s*|A| E|D|V|[R| 175.418] 274187 389214| 518257| 589.294| 756292| ©871.319| ©968.372| 1069.420| 1156452 1293511 1453541| 1581.600

y-17| V| L[ H[A[alc*[H|[ S| T| P|D[s*|A| E| D[ V| R| 158092 257.181| 372188 501.230| G572.267| 739.266| 854.293| 951.346| 1052393| 1139.425| 1276.484| 1436515 1564573

y-18| V| L| H[A|alc*[H| S| T| P| D[s*|A[ E[ D[ V| R = -| 371.204| S00248| 571283 738282| 853.309| 950.362| 1051.409| 1138.441| 1275500 1435531| 1563589

yPi |V L|H[A|Qlc[H| S| T| P|D[s*|A| E[ D[ V|R = - E = -| " eS8315| 773342| 870295 971443 1058475 1195534| 1355564| 1483623

17|16|15|14|13|12|11|10|/9 |8 |7 (6 |5| 4|3 |2 |1 Arg Val Asp Glu Ala Ser Asp Pro Thr Ser His Cys Gin



“ Abs. Int. * 1000
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Proten View | Match Emors MS/MS Fragments | MSMS Analysis |
I_§equence: || VWRTALLDAAGVASLLTTAEAVVTEIPK (Peptide Mods: 14: Phospho (ST) 18: Phospho (ST) )
MH+monok | 2968541  MHs(avgh | 2370232  MSMSTok [0500  |Da ] Pesks: | 142 AboveThweshold | 142 _ Zoomtomizfor2+ | Zoom+ [5  Da
Masses: ' Monoisotopic ¢ Average  Calculate: IMasses 'I Threshold: IU.UUU Assigned: | 20 NotAssigned: | 122 1+, méz: 0.000
viv|r|T|al || o|alalc|v|a]s|c|c|T|T[ale|alv|v|T|e]1|r|k] va Val Arg Thr Ala Leu Leu Asp Ala Ala
Yon |12 (3 |45 6|7 |8 |9 |10]11]12]13[14[15[16(17|18[19]20[21(22[23(24|25 2627|281 2 3 4 5 6 7 8 ) 10 11
b |V|VIR[T|A|L|L|D[A[A|G|V[A[S*|L| L| T|T|A| E|A|V|V|[T|[E| 1| P|K| 100.076| 199.144| 355.245| 456.293| 527.330| 640.414| 753498| 868525 939.562| 1010.599| 1
b7 | V|V R| T|A| L| L|D|A|A| G| V[A|S*| L| L| T|T*| A| E|A|V|V][T| E| 1| P|K E C| " 338218| 439.266| 510.303| 623.383| 736.472| 851.499| 922536| 993.573| 1
b18| V| V| R| T|A| L| L|D|A|A|G|V[A|S*| L| L| T|T|A| E|A|V|V][T|E| 1| P|K E 2 C| 438282| 509.319| 622.404| 735.488| 850515 921.552| 992.589| 1
bR | V| VIR| T|A| L[ L|D|A[A[G|V[A|s|L| L| T|T|A| E|A|V[V[T|E| 1| P|K E E C| 358316| 429.353| 542437| 655521| 770.548| 841585 912622
v | V|VIR| T|A|L| L|D[A[A[G[V[A[ST| L[ L| T|T|A[E[A[V|V|T| E| 1| P| K| 147.113] 244.166| 357.250| 486.292| 587.340| 686.408| 785.477| 856.514| 985556| 1056.594| 1.
vA7| V[ VIR| T|A[ L| L|D|A[A|G|V[A[s*| L[| L| T[T |A| E|A[V[V|T| E] I| P|K| 130.086] 227.139| 340.223| 469266| 570313 669.382| 768.450| 839.487| 968.530| 1039.567| 1.
v18| V| V|R| T|A| L| L|D|A|A|G|V[A[S*| L] L| T|T|A| E|A|V[V]T[E| 1| P| K = Z C| 4@s282| 569.320| 668.398| 767.466| 838503 967.546| 1038583| 1.
vpi| V|VIR|T|A[ L| L|D|A[A|G|V[Als*| L| L| T[T |A| E|A[V[V[ T E[ 1| P[K 2 = z _| 489363 588431 687.500| 758.537| 887.580| 958617 1
28|27|26(25|24|23(22|21|20[19]18[17[16[1512[13[12[11[10[ e [8 |7 |6 |5 |4 |3 | 2|1 Lys Pro lle Glu Thr Val Val Ala Glu Ala
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Proiern View | Match Emors MS/MS Fragments | MSMS Analysis |
|_§_equenc;e: Il SRTASLTSAAZIDGSR (Peptide Mods: 7: Phospho (ST) 8: Phospho (ST) 11: Phospho (ST) )
MH+{monal; 1819.702 MH +{avag): 1820619 MS/MS Tol: IU~5UU |Da v'l Peaks: 137 Above Threshold: | 137 Zoomtam/zfor 2+ | Zoom +/- |5 Da
Masses: & Mongisotopic " Average  Calculate: IMasses 'I Threshold: |U.UUU Assigned: | 30 NotAssigned: | 107 14 m/z 0.000
s|r| T|Aa| s| | 7| s|a]a|s|i|p|c|s|[r] ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp 4
lon_|1 |2 |3 |4 |5 (6 |7 |8 |9 [10[11[12[13[14[15[16]1 2 4 5 B 7 3 9 10 11 12 13 14
b | s|R|T[A[s| L|™[5[A[A[s*] 1[D[G[S[R 88.039| 244140 345188| 416.225| 503257| 616341| 797.355| 964354| 1035391| 1106.428| 1273426| 1386510| 1501537| 15
b47| S| R| T|A| 5| L|7[s*|A[A[s*| I|D[G[S|R S| 227114] 328162 399.199| 486231| 599315 780329| 947.327| 1018.364| 1089.401| 1256.400| 1369.484| 1484511| 15
b8| S| R| T|A| S| L|7[5*|A[A[5*| I|D[G[S[R 70029| 226.130| 327.178| 398215| 485247 598331| 779.345| 946343| 1017.380| 1088417 1255416 1368.500| 1483527| 15
bPi | S| R| T|A| S| L|T[s*|A[A[5*| I|D[G[S|R -| 186038 267.086| 338123| 425156| 538240| 719254 B886252| 957.289| 1028326| 1195325| 1308409| 1423436| 14
v | s|R[T[A[s|L|[s*|A[A[s*| 1| D[G|S|R| 175118] 262.151| 319172 434199| 547.283| 714282| 785313| 856356| 1023.354| 1204368| 1317.452| 1404484 1475522| 15
y-17| S| R| T|A| S| L|T[s*|A[A[s*| 1| D[G|S|R| 158.082| 245124| 302146 417.173| 530257| 697.255| 768292 839.323| 1006.328| 1187.342| 1300.426| 1387.458| 1456495 15
y-18| S| R| T|A| 5| L|[s*|A[A[s*| 1| D[G|S|R S| 24a120] 301162 416189 529273| 696271| 767.308| 838.345| 1005.344| 1186358| 1299.442| 1385474| 1457511| 15
yPi | s|R| T|A| 5| L|[s*|A[A[5*| I|D[G[S[R S| 164174| 221196| 336222 449307| 616305 687.322| 758379| 925378| 1106.392| 1219476 1306508| 1377545 14
16[15[14[13[12[11[10] 9 [8 |7 6|5 |4[3|2[1| Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala 1



Abs. Int.* 1000

b ——0——
0-18 —A—t—s— ! !
-“y R T S +—G—t D T | T 5% T A T A— T 1
y-17 R— f f f i —s—
y-Pi | —a—t—as— |
¢ (473.67 2+) (428.85 2+) 856.286 (544.66 2 ]
: e o _| 816270 --- Ll o : sseeihns HORDOR | o (751.26 2+)
o e T e ¥8836286 ] YETEZERI 2] B8 10°06%.308 b 13 1501.512
» som| Tem  @az2 | sz | esmz
3 i = (P pb VAT SIS Y 16 1108 912 y-Pi 12 1306.647
404 i |: i
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it | les.270  iagaepail | TV IHTHE . 7 ) y-Pi 14 (739.65 2+)
y 7785.295 529.981; y-Pi6 | AT ; b 1271386537 T 6-1E8 y-18 12 1386.531 )
3-0: ' i y-17 55 3 : : ' H
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= , i : s ‘
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Y7 1 418.224 i : 758.212 b-18 8 (473.67 2%} y-18 12 (893.77 2+)
: yaze 1 Aiill o : | y-Pi8 | SR '
Ton ] B AT T T T 5 Y =l T | N Fe R T P = T S == = ':
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Profein View | Match Emors MS/MS Fragments | MSMS Analysis |
Lgequence: l] SRTASLTEAAEZIDGSR (Peptide Mods: 7: Phospho (ST) 8: Phospho (ST) 11: Phospho (ST) )
MH+(mono): [ 1813.702 MH-+{avg): 1820619 MS/MS Tok  [0.500 Da x| Peaks: [ 137  Above Thieshold: [ 137 Zoomtam/zfor2+ | Zoom+= [5  Da
Masses: & Mongisotopic (" Average  Calculate: IMasses ~| Thieshoid  [0.000 Assigned: | 30 MotAssigned: | 107 1+ m/z 0000
S|R|T|A|S|L|T|S{A|A|S|I|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp C
lon |1 |2 [3 [4 |5 |6 [7 [8 |9 [10[11]12]13]14[15[16]1 2 4 5 B 7 8 9 10 1 12 13 14
b | s[R[T[Aa[s|L[T[s*[Aa[A[s*] I[B][6]S][R 88.039| 244.140| 345188 416.225| 503.257| 618.341| 797.355] 964.354| 1035391| 1106.428| 1273426 1386510 1501.537| 15
b17| s|R[ T[A[ s L[T[s*[A[A[s*[ I[D[G]S[R -| 227114  328.162| 399199 486.231[ 599.315| 780.328| 947.327[ 1018.364| 1089.401| 1256.400| 1369.484| 1484511 15
b-18| s| R[ T[A[ s[ L[T[s*[a[a[s*[ I[D[G]S[R 70029 226.130| 327.178] 398215 485247| 598.331| 779.345| 946.343| 1017.380| 1088.417| 1255.416| 1368.500[ 1483.527| 15
b-Fi | s|R[ T[A[s| L[T*[s|a]Als*] I[D][G]S|R -|  166.039] 267.086]| 338.123| 425156 538.240| 719.254| 886.252| 957.289| 1028.326| 1195.325 1308.409| 1423.436| 14
vo | s|rR[ T[A[s| L[[s*[alAls:[ 1[o[6]s[R] 175.118] 262151] 319.172] 434.199| 547.283| 714282 785.319| 856.356| 1023.354| 1204.368| 1317.452| 1404.484] 1475522| 15
yA7]| s| R[ T[A] s| L[[s*|alals*| I|D[G[S[R| 158.082| 245124 302146] 417.173[ 530257 697.255| 768292 839.329| 1006.328] 1187.342| 1300.426| 1387.458] 1458495 15
y-18| s| R[ T[A| s| L[T[s*| Al Als*| 1| B]G[S[R -| 244140 301162 416183 529273 696271 767.308| 838.345| 1005.344| 1186.358| 1299.442| 1386.474| 1457511 15
yPi | s|R[ T[A|s| L[[s*|a]als*| I|D|G][S[R S| 164474  221196] 336222] 449307 616305 687.342] 758379 925378| 1106.392] 1219.476] 1306.508| 1377.545) 14
16/15|14({13|12|11({10|/9 |8 |7 |6|5(4 |3 |2 |1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala T



Abs. Int.* 1000

518 —A—t ———R———
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Froten View | Mateh Emors MS/MS Fragments | MSMS Analyss |
Eequencec || TASLTSAASIDGSR (Peptide Mods: 1: Phospho (ST) 9: Phospho (ST) )
MH+(mono): | 1496603 MH+(avg): 1497.376 MS/MS Tol: 0500 [Da | Pesks [ 33 Above Thieshold: [ 93 Zoom to miz for 2+ | Zoom +/+ |5 Da
Masses: & Monaisotopic Average Calculate: IMasses 'l Threshold: |U.UUU Assigned: 42 Not Assigned: 51 1+, m/z 0,000
T|A|S|L|T|S|A[A|S|1|D|G|S|R Thr Ala Ser Leu Thr Ser Ala Ala Ser lie Asp Gly Ser Arg
lon |1 (2|3 14|56 |7 |8 |9 [10{11|12|13[14|1 2 3 4 5 6 7 8 9 10 1" 12 13 14
b T|A|S|L|T|S|A|A|S*| I|D|G|S|R 182.021 253.058 340.090 453.174 554222 541.254 712.291 783.328 950.327 1063.411 1178.438 1235.458 1322.491 1478.592
b-17|T*{A| S| L| T| S|A|A|S*| I|D|G|S|R - - 5 - = B 2 = 2 g = B - 1481588
b-18|T*|A|S|L| T|S|A|A[S*| I|D|[G|S|R 164.011 235.048 322.080 435.164 536.212 623.244 694.281 765.318 932.316 1045.400 1160.427 1217.449 1304.481 1460.582
bPi |T*|A|S|L|T|S|A|A|S*| I|D|[G|S|R 84.044 155.082 242114 355.198 456.245 543277 614314 685.352 852.350 965.434 1080.481 1137.482 1224 514 1380.615
y T|A|S|L|T|S|A|A|S*| I|D|G|S|R 175.119 262151 318.172 434198 547.283 714.282 785.318 856.356 943.388 1044 436 1157.520 1244552 1315.589 1496.603
yA7|T*|A| S| L| T| S|A|A|S*| I|D|G|S|R 158.082 245124 302.146 417173 530.257 697.255 768.292 839.329 926.362 1027.409 1140.493 1227.525 1298.562 1479.576
y-18|T*|A| S| L| T| S|A|A|S*| I|D|G|S|R - 244140 301.162 416.189 529.273 896.271 767.308 838.345 925.378 1026.425 1139.509 1226.541 1287.578 1478.592
yPi |T*|A|S|L|T|S|A|A|S*| I|D|G|S|R - 164.174 221.196 336.222 449307 616.305 687.342 758.379 845411 545.459 1059.543 1148.575 1217612 1398.626
14|13|12{11|10|9 (8|7 |6|5|4|3|2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Profein View | Match Erors MS/MS Fragments | MSMS Analysis |

|_§equence: ll TASLTSAASIDGSR (Peptide Mods: 9: Phospho (ST} )

MH+(mono]: 1416.637 MH+(ava]: 1417.396 M5/MS Tal: ||1500

IDa | Peaks: 133 Above Thieshold: [ 133 Zoomtamizfor 2+ | Zoom+/ |5 Da

Masses: ¢ Monoisotopic (" Average Calculate: m Threshold: Assigned: | 44 Not Assigned: [=0sae 1+, m/z: 0.000
T(A|S|L|T|S|A|A[S|1|[D|G|S|R Thr Ala Ser Thr Ser Ala Ala Ser lie Asp Gly Ser Arg
Ion |1 (2|3 |4 (5|6 |7 |8 |9 |10|11{12]{13]|14|1 10 12 13 14
b T|A|S|L|T|S|A|A[S*| I|D|G|S|R 102.055 173.082 260.124 474256 561.288 632.325 703.362 870.360 983.445| 1098.471 1155.493 1242.525 1398.626
b-17| T|A|[ S| L| T| S|A|A|S*| I|D|G|S|R - - - - - - - - - - - -| 1381.600
b-18| T|A[S|L|T|S|A|A|S*| I|D|G|S|R B84.044 155.082 242114 456245 543.277 614314 685.352 852.350 965.434 1080.461 1137.482| 1224514 1380.615
b-Pi| T|A[S|L|T|S|A|A[S*| I|D|G|S|R 4078 75.115 162.147 376.279 453.311 534.348 605.385 772.384 885.468| 1000.495| 1057.516| 1144.548| 1300649
y T|A|S|L|T|S|A|A[S*| I|D|G|S|R 175.118 262151 319.172 547.283 714.282 785.319 856.356 943.388| 1044436 1157.520| 1244552| 1315.589| 1416.637
y-17| T|A| S| L| T| S|A|A|S*| I|D|G|S|R 158.092 245124 302.146 530.257 697.255 768.292 839.329 926.362| 1027.409| 1140.493| 1227.525| 1298.562| 1399.610
y-18| T|A| S| L| T|S|A|A|S*| I|D|G|S|R - 244140 301.162 529.273 696.271 767.308 838.345 925.378| 1026.425| 1139.509| 1226.541 1297.578| 1398.626
yPi| T|A|S|L|T|S|A|A|S*| I|D|G|S|R - 164.174 221.198 449307 616.305 687.342 758.379 845411 946.459| 1059.543| 1146.575| 1217612 1318.660
14|13|12(11({10|/9 |8 (7|6 |5|4 (3|2 |1 Arg Ser Gly lie Ser Ala Ala Ser Thr Leu Ser Ala Thr




Abs. int.* 1000
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172.924 b3 S ¥ 758282 5 - ¥ 1155.707 1318.568
b5 ‘ b-18 4 ' 1 s Y, b 12 y-Pi 14 (659.79 2+)
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Froiern Viey | Match Emors MS/MS Fragments | MSMS Analysis |
I__Sequence: Il TASLTSAASIDGSR (Peptide Mods: 9: Phospho (ST) )
MH+(mona): | 1416637 MH+(ava]: 1417396 MS/MSTok 0500  [Da | Peaks: [ 133 Above Thieshold: [ 139 Zoomtomizfor2+ | Zoom+/< [5  Da
Masses: @ Monoisotopic ¢ Average  Calculate: IMasses VI Threshold: |U.UUU Assigned: 44 Not dssigned: [ 35 1+ mz 0,000
T|Als|L|T|s|a|als|i|p|c|s|R| Thr Ala ser Leu Thr ser Ala Ala Ser lle Asp Gly Ser Arg
lon |1 (2 [3 (4[5 [6 |7 [8 [9 [10[11[12[13[14]1 3 4 3 5 7 8 9 10 1 12 13 14
b | T|Aa|S|L|T|S[A[A[S*] I|D[G[S[R| 102055] 173.092| 260.124| 373.208| 474.256| 561288| 632.325| 703.362| B70.360| 983.445| 1098.471| 1155493| 1242525 1398626
b17] 7| A| S| L[| T|S[A[A[s*| I|D[G|S|R - - 3 z - 3 3 s - = 3 z - 1381.600
b18| T|A[ S| L| T|S|A[A[5*] I|D[G[S[R 84.044| 155082| 242114| 355198| 456245 S543277| 614314| 885352| 852.350| 985.434| 1080461| 1137.482| 1224514| 1380615
bPi | T|A[ S| L| T[S|A[A[s*] I[D|G|S[R 4078 75115| 162147| 275231| 376.279| 463311| 534.348| 605385 772.384| 885468| 1000495 1057.516] 1144548| 1300648
y | T|A[S|L|T|S[A[A[s*| I|[D[G|S[R| 175118 2621451 319472| 434199| 547.283| 714282| 785319| 856356| 043388 1044436| 1157.520| 1244552| 1315589| 1416637
yA7| T| A S| L| T|S|[A[A[s*| I|D[G|S|R| 158092 245.124] 302146| 417.173| 530257| 697.255| 768292| 839.329| 926.362| 1027.409| 1140493| 1227.525| 1298562| 1399.610
v-18| T|A| S| L| T| S|A[A[s*] 1[D[G[S[R -| 24a140| 301182| 418183 529273| 696.271| 767.308| 838.345| 925378| 1026.425| 1139.509| 1226.541| 1297.578| 1398626
yPi| T|A[S|L|T|[S[a[A[s*] I|D[G[S[R S| 164174 221198| 336222| 449.307| 616.305| 687.342| 758379| 845411| 946.459| 1059.543| 1146575 1217.612| 1318660
14|13|12(11|10| 9|8 |7 (6 |5|4 (3|2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Frotern View | Match Emors MS/MS Fragments | MSMS Analysis |
Lgequence: || 7A5LT5AASIDGSR (Peptide Mods: 1: Phospho (ST) 3: Phospho (ST) )
MH+{mono): 1496.603 MH+{ava): 1497.376 MS/MS Tl 0500 IDa >l Peaks [ 100 Above Thieshold: [ 100 Zoomtomizfor2+ | Zaom+/< |5 Da
Masses: & Mongisotopic " Average Calculate: |Masses 'I Threshold: IU.UUU Assigned: 42 Not Assigned: | 58 1+, m/z: 0.000
T{A|S|L|T|S|A[A|S|1|D|G|S|R Thr Ala Ser Leu Thr Ser Ala Ala Ser e Asp Gly Ser Arg
fon |1 12 (3|4 1|56 |7 |8 (9 |10{11[12|13|14|1 2 3 4 5 6 " § 8 9 10 1" 12 13 14
b T|A|S*|L|T|S|A|A|S| I|D|G|S|R 182.021 253.058 420.057 533.141 634.188 721.221 792.258 863.295 950.327 1063.411 1178.438 1235.459 1322.491 1478.592
b-17|T*| A|S*| L| T| S|A|A| S| I|D|G|S|R - - - - - - - - - - - - - 1461.566
b-18|T*| A|S*| L| T| S|A|A| S| I|D|G|S|R 164.011 235.048 402.046 515.130 616.178 703.210 774247 845284 932.316 1045.400 1160.427 1217.449 1304.481 1460.582
b-Pi |T*|A|S*|L|T|S|A[A|S| I|D|G|S|R 34.044 155.082 322.080 435.164 536.212 523.244 694.281 765.318 852.350 965434 1080.451 1137.482 1224514 1380615
¥y T|A|S*|L|T|S|A|A|S| I|D|G|S|R 175.119 262151 318.172 434188 547.283 634.315 705.353 776.390 863.422 964 489 1077.553 1244552 1315.589 1496.603
y-17|T*| A|S*| L| T| S|A|A| S| I|D|G|S|R 158.092 245124 302.146 417173 530.257 617.289 688.326 759.363 846.395 947 443 1060.527 1227.525 1298.562 1479.576
y-18|T*| A|S*| L| T| S|A|A| S| I|D|G|S|R - 244140 301.162 416.188 529.273 616.305 687.342 758.379 245411 946.459 1059.543 1226.541 1297.578 1478.592
y-Pi |T*|A|S*|L| T|S|A|A|S| I|D|G|S|R - 164.174 221.196 336.222 445307 536.339 607.376 678.413 765.445 866.493 979.577 1146.575 1217612 1388.626
14(13|12|11(10|9 |8 |7 |6|5|4 |3 |2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Profern View | Match Eors MS/MS Fragments | MSMS Analysis |

[ Sequence: || TASLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) )
MH+{mona): | 1416637 MH+{avg): 1417.396  MSMSTok [0500  [Da ¥| Peaks | 119 Above Thieshold: | 119 Zoomtom/zfor2+ | Zoom+/< [5  Da
Masses: & Mongisotopic " Average Calculate: IMasses 'l Threshold: |0<UUD Assigned: | 43 Not Assigned: 76 1+, m/z: 0,000

T{A|S|L|T|S|A|A|S|I1|D|G|S|R Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
lon |1 (2|3 (4|5 |6 |7 |8 (9 |10{11]{12|13|14|1 2 3 B 5 6 7 8 9 10 11 12 13 14
b T|A|S*| L|T|S|A|A|S| I|D|G|S|R 102.055 173.092 340.090 453174 554222 641.254 712.2%1 783.328 870.360 983.445 1098.471 1155.493 1242.525 13586286
b=17] T|A|S*| L| T| S|A|A|S| I|D|G|S|R - - - - - - - - - - - - -|  1381.600
b-18] T|A|S*| L| T|S|A|A|S| I|D|G|S|R 84.044 155.082 322.080 435.164 536.212 623.244 694,281 765.318 852.350 965.434| 1080.461 1137.482| 1224.514| 1380615
bPi| TIA|S*|L| T|S|A|A|S| I|D|G|S|R 4.078 75.115 242114 355.198 456,245 543.277 614.314 685.352 772.384 885.468| 1000.495| 1057.516| 1144.548| 1300643
y TIA[S*|L| T|S|A|A|S| I|B[G|S|R 175.119 262.151 319.172 434199 547.283 634.315 705.353 776.390 863.422 964.469| 1077.553| 1244552| 1315.589| 1416637
y-17] T|A|S*(L| T|S|A|A|S| I|D|G|S|R 158.092 245.124 302.146 417.173 530.257 617.289 688.326 759.363 846.395 947.443| 1060.527| 1227.525| 1298.562| 1399.610
y-18] T|A|S*| L| T| S|A|A|S| I|D|G|S|R - 244140 301.162 416.189 529.273 616.305 687.342 758.379 845411 946.459| 1059.543| 1226.541 1287.578| 1398526
yPi| T|A|S*|L| T|S|A|A[S| I|D|G|S|R - 164.174 221.196 336.222 449307 536.339 607.376 678.413 765,445 866.493 §79.577| 1148.575| 1217612| 1318660

14|13|12|11({10|9 |8 |7 |6|5|4 (3|2 |1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Iéequence: Il TLSQESESGTLPSGPPGHTMEVSC (Peptide Mods: S: Phospho (ST) 6: Phospho (ST) 24: Carbamidomethyl (C) )

MH+(mono): | 2606.019 MH-+{avg): 2607598 MS/MSTol 0500  |Da x| Peaks: [ 72  AboveThieshold: [ 72 Zoomtom/zfor2+ | Zoom+/: [5  Da
Masses: & Monoisotopic ¢ Average Calculate: IMasses VI Threshold: IU.UUU Assigned: 26 Mot Assigned: 48 1+, m/z: 0.000
T|L|s|als|s|e|s|e|T|L|e|s|e|e|e|c|n|Tm{e|[v]s|c] Thr Leu Ser Gin Ser Ser Glu Ser Gly Thr Leu i

lon |1 |2 |3 |4 |5 |6 |7 |8 |9 [10[11[12[13[14[15[16[17[18[19(20(21(22[23[24[1 2 3 5 7 10 11 12

b | 7| L|s|als*[s*[E[S|G|T|L|P|S|G| PP G| H|T|M|E|[V|S[c*| 102055] 215139 302171 430.230| 597.228| 764.226| 893.269| 980.301| 1037.322| 1138370| 1251454 1:

ba7| 7| L| s|alss[s[E[s|[G|T| L| P|S|G| P| PG| H| T| M| E|V]S|Ct 2 x C| 213203 580201 747.200| 876.242| 963.274| 1020296 1121.344| 1234428 1:

b18| 7| L| s|a[s*[s*[E[S|c|T|L| P|S|G| P| P|G|H| T| M| E|V]S[Ct 84044| 197.128| 284160| 412.219| 579.217| 746.216| 875258| 962290 1019.312| 1120380 1233.444| 1¢

bPi | 7| L| S| a|s*[s*[E[S|G| T| L| P|S|G| P| P|G|H| T| M| E|V]S]|C* 4078 117.162| 204194| 332253| 499.251| 666.249| 795.292| 882.324| 939.346| 1040393 1153.477| 12

v | 7| L|s|als*[s*|E|S|G|T|L|P|S|G|P|P|G|H| T|M|E|V|S|CX| 179.048| 266.081| 365.148| 494192| 625232| 726.280| 863.338| 920.360| 1017.413| 1114.468| 1171.487| 1:

vaz| 7| L| s|als*|s*| E|s|G|T|L|P|S|G|P| P|G|H|T|M|E|V|S[Ct = = E = - : i . E = =

yA8| T| L| 5| a|s*|s*| E|S|G|T| L|P|S|G|P|P|G|H|T|M|E|V|S[C* _| 248070 247138 476.181| 607.221| 708.269| 845328 902.349| 999.402| 1096.455| 1153.478| 1:

yPi | T/ L[ s|als*[s*| E|s|G|T|L|P|S|G|P|P|G|H|T|M|E|V|S|C* _| 188104| 267172| 396.215| 527.255| 628.303| 765.362| 822.383| 919.436| 1016.489| 1073510 1

24|23[22|21|20[19[18[17[18[15[12|13[12[11[10[ 9 |8 |7 |6 |5 |4 |3 |2 | 1 Cys Ser Val Glu Met Thr His Gly Pro Pro Gly :
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Profein Vieys | Match Emors MS/MS Fragments | MSMS Analysis |
|_§’equence: II SRTASLTSAASIDGSR (Peptide Mods: 7: Phospho (ST) 8: Phospho (ST) 11: Phospho (ST) )
MH-+{mona): 1819.702 MH-+(ava): 1820619 MS/MS Tol  |0.500 [Da | Peaks: [ 107  Above Thisshold: [ 107 Zoomtomizfor 2+ | Zoom +/- 15 Da
Masses: & Mongisotopic { Average Calculate: IMasses 'l Threshold: IU.UUU Assigned: 25 Mot Assigned: | 82 1+, m/z 0.000
S|R|T|A|[S|L|T|S|A{A|S|I|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp C
lon |1 |2 |3 (4|5 |6 |7 |8 (9 [10{11|12{13|14{15|16|1 2 3 4 5 6 7 8 10 1 12 13 14
b S|R| T|A| S| L|T*|S*|A|A|S*| I|D|G|S|R 38.039 244140 345.188 416.225 503.257 616.341 797.355 964.354 1035.391 1106.428 1273.426 1386.510 1501.537 15
b-17| S| R| T|A| S| L|T*|S*| A| A|S*| I|D|G|S|R - 227114 328.162 399.199 485.231 599.315 780.329 947.327 1018.364 1089.401 1256.400 1369.484 1484.511 15
b-18| S| R| T|A| S| L|T*|S*| A| A|S*| I|D|G|S|R 70.02% 226.130 327.178 388.215 485247 598.331 779.345 946.343 1017.380 1088.417 1255.4186 1368.500 1483.527 15
bPi| S|R|T|A|S|L|T*S*|A|A|S*| I|D|G|S|R - 166.039 267.086 338.123 425156 538.240 719.254 886.252 957.289| 1028.326 1195.325 1308.409 1423436 14
y S|R| T|A| S| L|T*|S*| A|A|S*| I|D|G|S|R 175.118 262.151 318.172 434199 547.283 714.282 785.319 856.356 1023.354 1204.368 1317.452 1404.484 1475.522 15
y-17| S| R| T|A| S| L|T*|S*| A|A|S*| I|D|G|S|R 158.092 245124 302.148 417.173 530.257 697.255 768.292 839.329 1006.328 1187.342 1300.426 1387.458 1458.455 15
y-18| S| R| T| A| S| L|T*|S*| A| A|S*| I|D|G|S|R - 244140 301.162 416.18% 528.273 696.271 767.308 838.345 1005.344 1186.358| 1299.442 1386.474 1457.511 15
yPi| S|R| T|A|S| L|T*|S*|A|A[S*| I|D|G|S|R - 164.174 221.196 336.222 449307 616.305 687.342 758.379 925.378| 1106.392| 1219.476 1306.508| 1377.545 14
16{15|14|13|12{11{10{9 |8 |7 |6|S5|4|3 |2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala T
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Proten View | Match Emors MS/MS Fragments | MSMS Analyss |

|_§equence: I| SRTASLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) 5: Phospho (ST) 7: Phospho (ST) )

MH+{mono): 1819.702 MH+{ava): 1820619 MS/MS Tol  |0.500

{Da x| Peaks: 86 Above Threshold: 86 Zoomtam/zfor 2+ | Zoom +/- IS_Da

Masses: & Monoisotopic " Average  Calculate: m Threshold: 0.000 Assigned: [ 33 Not&ssigned: | 47 14+ m/z 0.000
S|R|T|A|S|L|T|S|A|A|S|I|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser e Asp
on |1 |2 |3 [4 |5 [6 |7 |8 |9 [10]11]12]13]14]15]16]1 2 3 4 < 6 7 8 9 10 11 12 13 14
b S| R|T*[A|S*| L|T*| S|A|A| S| I|D|G|S|R 88.039 244140 425.154 486.182 663.190 776.274 957.288 1044320 1115.357 1186.394 1273.426 1386.510 1501.537
b-17] S| R|T*| A|S*| L|T*| S|A|A| S| I|D|G|S|R - 227114 408.128 479.165 646.163 759.247 940.261 1027.283 1098.331 1169.368 1256.400 1369.484 1484.511
b-18] S| R|T*| A|S*| L|T*| S|A|A| S| I|D|G|S|R 70.029 226.130 407.144 478.181 645.179 758.263 939.277| 1026.308| 1097.347| 1168.384| 1255.416| 1368.500| 1483.527
bPi| S| R|T*|A|S*| L|T*| S|A|A|S| I|D|G|S|R - 166.039 347.053 418.080 585.088 698.172 879.188 966.218 1037.255 1108.293 1195.325 1308.409 1423436
y S| R|T*|A|S*| L|T*| S|A|A|S| I|D|G|S|R 175.119 262.151 318.172 434188 547.283 634.315 705.353 776.390 863.422 1044 436 1157.520 1324.518 1395.555
y-17| S| R|T*[ A[S*| L|T*| S|A|A| S| I|D|G|S|R 158.092 245124 302.146 417173 530.257 617.289 688.326 759.363 846.395| 1027.409| 1140.493| 1307.492| 1378.529
y-18] S| R|T*| A|S*| L|T*| S|A|A|[ S| I|D|G|S|R - 244140 301.162 416.188 529.273 616.305 687.342 758.379 845.411 1026.425 1139.509 1306.508 1377.545
yPi | S|R(T*|A|S*| L|T*|S|A|A[S| I|D|G|S|R - 164.174 221.196 336.222 449307 536.339 607.376 678.413 765.445 946.459 1059.543 1228.541 1287.578
16(15/14|13|12{11(10/9 |8 |7 |6 (5|4 |3 |2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala
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Protein View | Match Emors MS/MS Fragments | MSMS Analysis |
|_gequence. || TASLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) : Phospho (ST) )
MH+(mono): | 1496.603 MH+avg): [ 1497.376  MS/MSTok [0500  |Da | Peaks: [ 115  Above Thieshold: [ 115 Zoomtom/zfor2+ | Zoom+/: [5  Da
Masses: & Mongisotopic  Average  Calculate: IMasses "l Threshold: IU.UUU Assigned: 45 Mot Assigned: | 70 1+, méz 0.000
T|a|s| | 7| s|ala|s|i|o|c|s[r] Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
lon |12 (3 |4 (5 |6 |7 |8 |9 [10[11]12[13[14 2 3 4 6 B 10 11 12 13 14
b | T|A[S*| L| T|S|A[A[S*] I[D[G|S|R| 102055 173.092| 340.090| 453.174| 554222| 641254 712291| 783328| 950.327| 1063411| 1178438 1235459| 1322491 1478592
17| T|A|S*| L| T|S|A|A|S*| I|D|G|S|R 2 = - S = £ = o = ~ e K S 1461.566
b8 T|A|S*| L| T|S|A|A|S*| I|D|G[S|R 84.044| 155082 322080| 435164 538212| 623.244| 694281| 785318| 932316| 1045400 1160.427| 1217.449| 1304.481| 1460582
bPi| T|A[5| L| T| S| A|A|s*] I|[D[G|S|R 4078 75115 242114| 355198| 456245 543277| 614314| 685352| B852350| 985.434| 1080.461| 1137.482| 1224514| 1380615
¥ | T|A|5*| L| T|S|A[A|S°| I|D|G|S|R| 175119] 262151 319172 434198| 547283 714282 785313 896.356| 943388 1044436| 1157.520| 1324518| 1395555 1496603
yA7| T|A|s*| L[ 7| S| A[A[s| I|D[G|S|R| 158082| 245124] 302146 417.173| 530257| 697255 768292| B839.329| 926362 1027.408| 1140493| 1307.492| 1378529| 1479576
y18| T|A|S*| L| 7| S|A|A|S*| 1|D|G|S|R S| 248140 301162| #16.183| 529273| 696271| 767.308| 838345 925378| 1026425 1139.509| 1306.508| 1377.545| 1478592
y-Pi| T|A|5*| L| T|S|A|A|S*| 1|D|G|S|R S| 16a174| 221198 336222 449307 616305 687.342| 758379 845 411| 948459 1059.543| 1226541| 1297.578| 13985626
1813[12[11[10]9 (8|7 |6[5[4[2[2[1| Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr




—s—
o —s—t—a—
b-Pi. I L t T — s ——— i —— 2 — s t | t D 4 —R—
Y R— | t D t I t s* +— A ——t— A —t—— 35—t T t L +——s—1 |
y.18 ! 1 1 1 + + 1. + 1 ! - + + —_A t T i
2504 @©49362+) || ] | 833341 1L 758263 | 845.280
e e ”"13-13-1292'7-15-----9':3179---81-4-,2::_‘7--",---696.12[1 2 :' y-Pi g y-Pig 1245.024
o b-Pi6  b-Ri7 |} L | IS I O ey 946333 | 1080.471 Y12 (623,02 24) 047
200, ——_— (623.022+) ' o 839348 | 26628 TyRi10 | b-PINI ' ;
St i R 5 3 i S B ] S Ty- TT-179 '
B (730.75 2% b14 1478453 Y12 {200 sgg oy P Aes $98 | . 1157242 1478453
150 T S ARRRSSTIRe ¥ 5 .. 623020. .11l [yb! | P st il T b 14 (739.73 2+)
! Z ; 255,196 45»6.211 i b-168 : 5 ' 856.270 594{3..330 Yk : '
100- 241,945 b-Pi 4 BRS 536114 o . : ya ol vl 1160.447 1225 478 " 1280.525
s 943 ) b185 : : 5 965348 | b-18 11 i 1291 TG ~o o oronm sy b-Pi 14 (690,77 2+)
b-Fi3 434,008 ) } i lgge2d12” b-Rit0 " L y-18 13 (649!36 2+)
i ‘ 319.139 ye | - T b-Pig | b
] 174.883 ¥3 ! ok Py { 1?;3{?»3 | 1224530 1460.485
: | | n l ]I'h,-i gl 1 l : \ i B-Pi13 o 73 i
q" yA 1 { Sl 1 " i A nl 18 L il i 'J 4 1t i 5 18|1‘ ﬂ 0.752 '\
L P e " ey T ] B P 7 Al e Z PR e ) Tl 7 T
2l 100 200 300 400 500 1000 1100 1200 1300 1400 1500 ]

Frotein View | Match Emors MS/MS Fragments | MSMS Analysis |

l_§equence: || 7asLTSAA=IDGSR (Peptide Mods: 1: Phospho (ST) 9: Phospho (ST) )
MHsmona): [ 1496603  MH+favg | 1437.376  MSMSTof [0500  [Da ¥] Pesks: | 94  AboveTheshold: | 94  _ Zoomtomizfor2+ | Zoom+/<[5 Da

Masses: @& Mongisatopic ¢ Average Caloulate: [Masses ~| Threshold: IU.UUU Assigned: 44 Not Assigned: | 50 1+, m/z: 0,000

T[als|L| 7| s|ala|s|1|o|c|s|[r] Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
lon_|1 |2 |3 |4 |5 [6 |7 |8 |9 [10]11|12[13[14[1 2 3 4 5 B 7 B 9 10 11 12 13 14
b |T|A|S|L|T|S5|A|A|S*| I|D|G|S|R| 182021 253.058| 340.090| 453174| 554222| 641254| 712291| 7832328| 950327 1063411| 1178.438| 1235459| 1322.491| 1478.592
bA7|T|A| S| L| T| S|A|A|S*| |D|G|S|R E e s = z E & S > 5 = = - 1481588
BA8| T |A| S| L| T|S|A|A|S"| 1| D|G|S|R| 164011| 235048 322080| 435164| 536212| 623244| 694281| 765318| 932316| 1045400| 1160.427| 1217.449| 1304481| 1480582
BPi|T"|A|S|L| T|S|A|A|57| 1|D|G| S| R|  B84044| 155.082| 242114| 355198| 456.245| S43277| 614314| 685352 852.350| 965.434| 1080.461| 1137.482| 1224514 1380615
¥ |T|A|S|L|T|S|A[A[S"| 1|D|G|S|R| 175113] 262151 319472 434198| 547.283| 714282| 785.319| 856.356| 043.388| 1044436| 1157.500| 1244552| 1315589| 1496603
yA7|T"|A| S| L| T| 5| A|A|S*| 1| D|G|S|R| 158.002| 245124 302.146| 417.173| 530257| 697055 768.292| 839.320| 926362 1027.409| 1140493| 1227525 1298.562| 1479576
vA8|T|A| S| L| T|S|A|A|S"| I|D|G|S|R <[ 24a1a0] 301162 416.183| 529273| 698271| 767.308| 838.345| 925378| 1026.425| 1139.509| 1228.541| 1297.578| 1478592
¥R |T"|A|S|L| T|S|A|A|S*| 1|D|G|S|R C| 164174] 221198 336222| 449307| 616.305| 687.342| 758379| B45.411| 946.459| 1050543 1146575 1217.612| 1398626

14|13|12({11({10|9 |8 |7 (6 |S5|4|3 (2|1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala Thr




Abs. it.* 1000
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Protein Viey | Mateh Eors MS/MS Fragments | MSMS Analysis |
|_§equence: || TasLTSAAZIDGSR (Peptide Mods: 9: Phospho (ST) )
MH+{mono): [ 1416.637 MH+{avg): [ 1417.395  MS/MSTok [0500  |Da | Peaks: | 128 Above Thieshold: [ 128 Zoomtomizfor2e | Zoom«+/ [5  Da
Masses: & Monoisotopic ¢ Average Calculate: IMasses ~] Thieshold  [0.000 Assigned: | 50 MNotAssigned: | 78 14 m/z 0,000
T|a|s| [ 7| s|ala]s]|1|o|c|s|[rR] Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
Jon |1 |2 |3 |4 |5 (6|7 |8 |9 |10[11[12[13[14 3 4 5 7 3 9 10 11 12 13 14
b | T|A|S|L|T|S|A[A[S*| 1| D|G|S|R| 102055] 173.082| 260124| 373.208| 474256| S61.288| 632.325| 703.362| B870.360| 983.445| 1088.471| 1155.493| 1242525 1398626
b47| T|A| S| L| T| S|A|A[S*| 1| D|G|S|R 2 5 = = > 5 = = 2 2 = = - 1381.600
b8| T|A| S| L| T|S|A|A|S*| 1|D|G|S|R 84.044| 155.082| 242.114| 355.198| 456.245| S43.277| 614314| 685352| 852.350| 965434| 1080.461| 1137.482| 1224514| 1380615
bPi| T|A|S|L| T|S|A|A[S| 1|D|G|S|R 4.078 75115|  162147| 275.231| 376.279| 463.311| 534.348| 605.385| 772.384| 885468 1000.495| 1057.516| 1144548 1300.649
v | T|A[s| L[| T|s|A[a[s*| 1|D[G|S|R| 175418 262.151| 2319472| 434.199| 547.283| 714282| 785.318| 856.356| 943.388| 1044.436| 1157.520| 1244552| 1315589 1416637
yaz| T|A|s| L| T|s[A[A[s"| 1| D|G|S|R| 158.092] 245.124| 302146| 417.173| 530.257| 697.255| 768.292| 839.329| 926.362| 1027.408| 1140493| 1227.525| 1298.562| 1399.610
vaas| 7| A| S| L| T|S|A|A[s*] 1[D[G[S[R _| 24a140] 301.182| 418.189| 520273| 696.271| 767.308| 838.345|  925378| 1026425 1139.500| 1226.541| 1297.578| 1398.626
VP | T|A|S|L|T|S|A|A[5°| 1|D|G|S|R C| 16a174| 221.198| 336.222| 449.307| 616.305| 687.342| 758.379| B45.411| 946.459| 1059.543| 1146575 1217.612| 1318.660
14({13|12|11{10|9 |8 |7 |6 (5|4 |3 (2|1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Protein View | Match Erors  MS/MS Fragmerts | MSMS Analysis |
|’_§equence: I[ SRTASLTSAASIDGSR (Peptide Mods: 1: Phospho (ST) 3: Phosphe (ST) )
MH+(mono): | 1739.736 MH-+{aval: 1740833 MS/MS Tl  |0.500 |Da x| Peaks: | 126 Above Thieshold: [ 126 Zoom tom/zfor 2+ | Zoom +/- I5 Da
Masses: ' Monoisotopic ¢ Average Calculate: IMasses Vl Threshald: IU.IJIJD Assigned: 37 Not Assigned: 89 1+, méz: 0,000
S|R|T|A|S|L|T|S|A|A|S|I|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp G
lon |1 |2 |3 |4 |5 (6|7 |8 |9 |[10{11[12{13|14]|15|16|1 2 3 4 5 6 7 8 9 10 11 12 13 14
b S*| RIT*|A|S|L|T|S|A|A[S| I|D|G|S|R 168.006 324107 505.121 5§76.158 663.190 776.274 877.322 964,354 1035.391 1106.428 1193.460 1306.544 1421.571 14
b-17|S*| R|T*|A| S| L| T|S|A|A|[S| I|D|G|S|R - 307.080 488.094 559.131 646.163 759.247 860.295 947.327 1018.364 1089.401 1176.433 1289.517 1404 544 14
b-18|S*| R|T*|A| S| L| T| S|A|A[S| I|D|G|S|R 149.995 306.096 487.110 558.147 645179 758.263 859.311 946.343 1017.380 1088.417 1175.448 1288.533 1403.560 14
b-Pi |S*| R|T*|A|S|L|T|S|A|A|[S| I|D|G|S|R 70.029 226.130 407.144 478.181 565.213 678.297 779.345 866.377 937.414 1008.451 1095.483 1208.567 1323.594 13
y S* R|T*|A|S|L|T|S|A|A|[S| I|D|G|S|R 175.118 262.151 319.172 434158 547283 634.315 705.353 776.390 883.422 964,469 1077.553 1164.586 1235623 14
y-17|S*| R|T*| A[ S| L| T|S|A[A|S| I|D|[G|S|R 158.092 245124 302.146 417.173 530.257 617.289 688.326 759.363 846.395 947.443 1060.527 1147.559 1218.596 13
y-18|S*| R|T*| A S| L| T|S|A|A|S| I|D[G|S|R - 244140 301.162 416.18% 529.273 516.305 687.342 758.379 845.411 946.458 1059.543 1146.575 1217.612 13
y-Pi |S*| R|T*|A|S|L| T|S|A[A|S| I|D|[G|S|R - 164.174 221.196 336.222 449307 536.339 607.376 678.413 765.445 866.493 979.577 1066.609 1137.646 13
16{15|14(13{12{11({10|/9 | 8|7 |6 |5(4|3| 2|1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala T



Abs. Int. * 1000

© i ™ +— & —t 5° t— | ——+—T——+—S5—+—A——A—+—5—+ | +——D0——+G—+—35—
z+1 =G —t D + : +— 5 —— 4 —— 4 —+— 5 —+——T— L + 5 | - ot R +—5—
(748.76 2+) (818.98 2+)
----- 894320 .- s (870.35 2+) 1739.693
c=1 14 1486.514 i fubiszectaish o ~1151636.982- |- L !
o . ’ BT b M § o c+1 16 1739693 c+1 16 (870.35 2+)
1001 . : ' 1722554 | 1480459 1582467 | '
760.261| | 9432349 1061.500 z18 z+1 14 c15 H
z#18 |+ ) || #1021 | (862.312+) i i 1723.605
80 i ] 1 z+1 18 1723.605 1496.514 z+1 16 (882.31 2+)
#i5 fac 689.272 ; . -
SRS : ' 348,793 1124.309 c+114 (748.76 2+)
. 303.019 ' 217 VT 220 c+1 10 1300.537 '
o ' i ' 2213
z+13 ) : 1495 462
. 44i.;15 518.231 R | P 1052232 A 1637.438
- 245.783 ' z=18 ! z+19 c9 1323.521 ' 2215
8 H ' ) 65
40 z+12 531.142 759444 12101.:43 c12 1439.493
! 215 680.161 28 0 981.302 =4, c+113 | | 1636.982
| 4 c5 ! c8 ' z+1 15 (818.99 2+)
o0 260.880 . < i ,
le2 513473 22 1228343 1438530
[ I. | ' cé \ l cé | z+112 c12 !
0 J dd J 1l v b b .i i-.|£ .l: R I 1 T = bl i3 A R B S5 b e l.L
& 200 400 600 800 1000 1200 1400 1600 1800
Protern View | Match Erors MS/MS Fragments | MSMS Analysis |
Lgequence: || SRTAZLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) 5: Phospho (ST) )
MH+(mono): [ 1739.736 MH+{ava): 1740633 MS/MSTok [0500  [Da x| Peaks: | 111 Above Thieshold: [ 111 Zoomtomézfor 2+ | Zoom+/< [5  Da
Masses: & Mongisotopic (" Average  Calculate: IMasses 'I Threshold: IU.UUU Assigned: 37 Not Assigned: [ 74 1+, m/z 0,000
s|g|T|a| s|L|T|s|a]a]s|i]o|c|s|[r|] ser Arg Thr Ala Ser Leu Thr ser Ala Ala Ser lle Asp Gl
lon |1 |2 [3 |4 |5 |6 |7 |8 |9 |10[11[12[13[14[15[16[1 2 3 4 5 B 7 B 9 10 11 12 13 14
e | S[R[T[A[s*| L[ T[S[A[A[S| 1|D|G|S|R| 105066] 281167| 442181| 513218| 680218| 793301 892348 981380| 1052417| 1123454 1210488| 1323571| 1438597| 149
c1| S|R|T"|A[S*| L[| T|S|A[A|S| I|D|G|S|R| 106074] 262175| 443189| 514226| 681224| 794308| 895356| 982388 1053425 1124462| 1211494 1324578 1239.605| 149
z |S|R|T|A[S*|L|T|S|A[A[S| |D|G|S|R| 158092| 245124] 302146| 417473| 530257| 617.289| 688326 750.363| 846395 O47.443| 1060527| 1227.525| 1298.562| 147
Z#1| S|R|T"|A[S*| L| T|S|A|A|S| 1|D|G|S|R| 159.100| 246132 303.154| &18181| 531265| 618.297| 689.334| 760.371| 847.403| 948.451| 1061535 1228.533| 1299.570| 148
ze2| S| R|T*[A[S*| L[| T|S|A[A[S| I|D|G|S|R| 160.108] 247.140] 304162| 419.188| 532273| 619.305| 690.342| 761379| 848211| 049459 1062543| 1229541| 1300578 148
16|15|14(13|12|11{10|9 |8 (7|6 |5(4|3 |2 (1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala T
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Protein View | Match Erors MS/MS Fragments | MSMS Analysis |
|_§equence: || TasLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) )
MHs(monal | 1416637 MH+(avg) 1417.3%6  MSMSTak [0500  [Da | Peaks | 108 Above Thieshold: | 105 Zoomtomizfor2+ | Zoom+/: [5  Da
Masses: & Monoisotopic " Average  Calculate: IMasses 'l Thieshold: ~ [0.000 Assigned: | 41 NotAssigned: [ 65 14 m/z 0,000
T|A|s| L[ T|s|a|a]s|1]p|c|s|[r] Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
lon |1 (2 |3 |4 |5 [6 |7 |8 |9 [10[11[12[13[14[1 2 3 4 B B 7 B 9 10 11 12 13 14
b | T|A[S| L|T|S[A[A[S] I|D|6|S|R| 102055] 173092| 340090 453174| 556222| 641254| 712291| 783.328| B870.360| 983445| 1098471| 1155493| 1242525| 1398626
b17] T|A[s*| L[ T| S|A[A|S| I|D[6|S[R £ Z - - E Z - - Z - - - -| 1381600
b8 T|Als*| L[ T|s[A[A[S] 1|D[6[S[R 84.044| 155082| 322080| 435164| 536212| 623244| 694281| 765318| 852350| 965434| 1080.461| 1137.482| 1224514| 1380615
bpi | T[A[ST| L[ T[s[A[A[S] 1|D[6[S[R 4078 75115 242114| 355198 456245 543277 614314| 685352| 772384| 885468| 1000495| 1057.516| 1144.548| 1300643
y. | T|A[sF|[ L[ T|s[A[A[ S| 1| o] S[R] 175118] 262151 318.172| 436199| ©547.283| 634315| 705.353| 776.390| B863.422| 064.469| 1077.553| 1244552| 1315589| 1416637
yA7| T/ A[s*| L[ T|S|A[A[S| 1| D|G|S[R| 1568.092| 245124| 302.146| 417.173| 530257| 617.289| 688325| 759.363| 846.395| 947.443| 1060527| 1227525 1298562| 1399610
ya18| 7| Als*| L[ 7| S|A[A][ S| 1| o[G[S[R -| 242140 301182| 415189 529.273| 616.305| 687.342| 758.379| 845411| 946459| 1059.543| 1226541| 1297578| 1398628
v | T[Als*| LT[ S[A[A[S] 1|D|6[S[R -| 164174| 221196| 336222 449.307| 536.339| 607.378| 678413| 765445 866493| O79.577| 1146575 1217.612| 1318660
1413[12[11[10]9 8|7 [6|5[4|3|2[1| Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Froien Vie | Match Emors MS/MS Fragments | MSMS Analysis |
Eequence: ll TASLTSAASIDGSR (Peptide Mods: 1: Phospho (ST) 3: Phospho (ST) )
MH+{mona]: 14396.603 MH+(aval | 1497.376 MS/MS Tol  |0.500 [Da ¥| Peaks: [ 101  Above Thieshold: [ 101 Zoom to méz for 2+ | Zaom +7 |5 Da
Masses: ' Monoisotopic  {* Awverage Calculate: IMasses 'I Threshold: IU.UUU Assigned: 35 Not Assigned: 6 1+, méz 0.000
T|Aa|s||T|s|ala|s|i|p|e|s|rR] TAr Ala Ser Leu Thr Ser Ala Ala ser lle Asp Gly Ser Arg
lon |1 (2 |3 |45 |6 |7 |8 |9 [10[11]12[13[141 2 3 4 5 7 3 9 10 11 12 13 14
b |T| A5 L[T|S|A|[A[S| I|D|G|S|R| 182021 253.058] 420057| 533141| 634188| 721221| 792258| 853.295| 950.327| 1063.411| 1178.438| 1235459| 1322.491| 1478592
b7 | T Als* | L[ T| S[A[A[ S| I|D[G|S|R £ 3 2 z = 3 2 2 S 5 2 2 -| 1481568
b48| T A[S*[ L| 7| S|A|A| S| I|D|G|S|R| 164011 235048| 402046| 515.130| 616.178| 703.210| 774247| 8450284| 932316| 1045400| 1160.427| 1217.449| 1304.481| 1450.582
bR | T Als*[ L[ T|S[A[A[S| I|D[G|S[R 84044| 155082| 322.080| 435164| 536212 623244| 694281 765318| 852350 965434| 1080461 1137.482| 1224514| 1380515
y |T[A[S*| L[ T[s|A[A|S] I|D|G[S|R| 175118] 262151| 319.172| 434199| G547.283| 634315 705.353| 776.390| B863422| 964.469| 1077.553| 1244552 1315589| 1496603
yA7| T |A|S*| L| T|S[A[A[S| 1| D[G| S| R| 158.092| 245124 302146| 417.173| 530.257| 617.289| 688326| 759.363| B46.395| 947423 1060.527| 1227.525| 1298.562| 1479576
y18 |7 | Als*| L| 7| S|A|A| S| 1| D|G[S[R - 244140 301182 416189| 529.273| 616.305| 687.342| 758.379| 845411 946.459| 1059.543| 1226541| 1297.578| 1478592
yPi || Als*| L] T|S[A[A[S] 1|D[G[S|R - 18a174| 221196| 336222| 449307| 535.333| 607.376| 678.413| 765445 866493 979.577| 1146575 1217.612| 1398626
14|13|12({11|10(9 |8 |7|6|5(4|3 |2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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o0, 845.441 1721691
. -4 y189 y-Pi 16 (361.35 2+)
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80- | |TBIRIT T ypi16 1721691
60- :
578.308 ' 1059646
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Frotern View | Match Emors MS/MS Fragments | MSMS Analysis |
[_Sequence: || sRTASLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) 5: Phospho (ST) 7: Phospho (ST) )
MH+{mono): | 1819.702 MH-+{ava): 1820619 MSMSTok [0500  [Da ¥| Peaks: | 78  Above Threshold: | 78 Zoomtomizfor2+ | Zoom+/< |5 Da
Masses: & Mongisotopic ¢ Average  Calculate: |Masses 'l Threshold: IU.IJIJD Assigned: [ 22 MotAssigned: [ B8 14 m/z 0.000
s|rlT|a|s|L|T|s|ala]s|i|p|c|s|R| ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser le Asp
on |1 |23 |4 |5 (6|7 |8 |9 |10[11]12[13[14[15[16 2 3 4 3 7 11
b | s|[R[T[A[s*| L|T[S[A[A[S] 1|D[G]S[R 88.039| 244140 425154| 495192| 683190 776.274| 957.288| 1044.320| 1115357 1186.394| 1273426| 1386.510| 1501537 15
b17| S| R|T[A[S*| L|T| S|A|A[ S| I|D[G[S[R - 227114  408128| 479.165| 646163 759.247| 940.261| 1027.293| 1098.331| 1169.368| 1256.400| 1369.484| 1484511| 15
b18| S| R|T*|A[S*| L|T| S|A|A| S| 1| D|G[S[R 70.029| 226130| 407.144| 478181 645179 758.263| 939.277| 1026.309| 1097.347| 1168.384| 1255.416| 1368.500| 1483527| 15
b-Pi | 5| R|T| A[S*| L[| S| A[A[S] 1| D] G| S[R _| 166.039] 347.053| 418.090| 585.083| 698.172| ©79.138| 966.218| 1037.255| 1108.293| 1195.325| 1308.409| 1423.436| 14
¥ | S|R[T[A[s|L[T[S[A[A[S] I|D0|G[S|[R| 175119 262.151| 319.172| 434.199| G547.283| 634.315| 705.353| 776.390| 863.422| 1044.438| 1157.520| 1324.518| 1395555 15
yA7| S| R[T[A[S*| L|T*[S|A[A[S| I|D|G[S|R| 158092 245.124| 302.146| 417.173| 530257| 617.289| 688.326| 759.363| 846.395| 1027.409| 1140.493| 1307.492| 1378.529| 15
yA8| S| R[T*[A[S*| L|T*[S|A[A[S| I|D|G[S[R -| " 248140 301.162| 416189 520.273| 616.305| 687.342|  758.379| 845.411| 1026.425| 1139.509| 1306.508| 1377.545| 15
¥Pi | S| R[T*[A[s*[ LT[ S[A[A[S| I|D|G[S[R - 164174| 221.198| 336.222| 449307| 536.339| 607.376| 678.413| 765445 946.459| 1059.543| 1226.541| 1297.578| 14
16{15|14|13(12|11{10|9 |8 |7 |6|5(4|3|2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala T
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Protern View | Match Emors MS/MS Fragments | MSMS Analysis |
I-ﬁequ_ence: || “asLTSAA=DGSR (Peptide Mods: 1: Phospho (ST) 9: Phospho (ST) )
MH+{mono}: 1496.603 tH+{ava): 1497.376 MS/MS Tol: |U~5UU IDa 'l Peaks: 106 Above Threshold: | 106 Zoom to m/z for 2+ | Zoom +/+ |5 Da
Masses: & Monoisotopic  ( Average Caloulate: |Masses ¥ Threshold: IU‘UUU Assigned: | 46 Not Assigned: | B0 1+, m/z 0,000
T|A|s|L|[T|s|ala|s|1|p|c|s|rR] Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
fon |12 |3 (4|56 |7 |8 |9 |10[11|12[13[14 3 F 9 10 11 12 13 14
b |T|A|S|L|T|S|A[A[S*| I|D[G|S[R| 182021| 253058 340.090| 453174| 554202| 641254| 712.291| 783328 950.327| 1063411| 1178.438| 1235459| 1322491| 1478592
bA7|T*(A| S| L| T| S|A|A|S*| I|D|G|S|R - 3 3 = = 3 S = Z i < = -| 1461566
b18|T*|A| S| L| 7| S|A|A|S*| I|D|G|S|R| 164.011| 235048 322080 435164| 536.212| 623244 694281| 765318| 932316| 1045400 1160.427| 1217.449| 1304481| 1480582
bR |T|A| S| L|T|S|A|A|S] 1|D|G[S[R 84.044| 155082| 242.114| 355198| 456.045| 543277| 614314| 685352| 852350| 965434 1080.461| 1137.482| 1224514| 1380515
vy |T[A[S|L|T|[S|A[A[s*] 1|D[G|S|R| 175.118| 262151| 319.172| 234199| S47.283| 714282 785319| 856.356| 043.388| 1044.436| 1157520| 1244552| 1315589| 1496603
yA7T|T[A| S| L| T|S|A[A[S*| 1| D[G| S| R| 158.092] 245124 302.145| 417.173| 530.257| 697.255| 768.292| 839.329| 926.362| 1027.409| 1140.493| 1227.525| 1298562 1479.576
y18|T|A| S| L| T| S|A[A[S*] I|D|G[S[R - 24a140| 301182| 416183| 529273| 696.271| 767.308| 838.345| 925.378| 1026.425| 1139.509| 1226541| 1297.578| 1478592
vPi|T|A| S| L| T|S|A[A[5*| I|D|G[S[R C| 164474| 221196| 336.222| 449.307| 616.305| 687.342| 758.379| B845.411| 0946.459| 1059.543| 1146575| 1217.612| 1398626
14[13[12[11{10{ 9[8[ 7|6 5|4 |3 |2[1| Arg Ser Gly Asp Tle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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e § e A, e A =
t L t F t S t A t e Do | e |
R T t D t | + 5 t A t A t S t T t L t S 1 T
———— F—A—t——5—1 T 1 !
» 5 24) Ry S0 1380.509
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Frofein View | Match Eors MS/MS Fragments | MSMS Analysis |
|_§equence: II TASLTSAAZIDGSR (Peptide Mods: 3: Phospho (ST) 9: Phospho (ST) )
MH+[mono]:| 1496.603 MH+{ava): 1497.376 MS/MS Tol: IU-5UU IDa ZI Peaks: 94 Above Threshold: 94 Zoom to m/z for 2+ | Zoom +/-: |5 Da
Masses: & Mongisotopic ¢ Average  Calculate: IMasses vl Threshold: IU.UDU Assigned: 40 Not Assigned: | 54 1+, méz: 0,000
T(A|S|L|T|S|A[A|S|1|D|G|S|R Thr Ala Ser Leu Thr Ser Ala Ala Ser lie Asp Gly Ser Arg I
fon |1 (2|3 |4 |5 (6|7 |8 |9 [10{11|12|13|14|1 2 3 4 S 6 7 8 9 10 1" 12 13 14
b T|A[s*| L| T[ s|A[A[s*| 1| D|G| S| R 102.055 173.092 340.090 453.174 554222 641.254 712.291 783328 950.327| 1063.411| 1178.438| 1235459 1322491 1478582
b7 T| Ast| L| T s|A|A[s*| I|D|G|S|R - - = E = Z = E = Z = E Z|” 1461566
18| 7| Alst| L[| T[s|AlAals*] 1| D[G[S[R 84.044 155.082 322.080 435.164 536.212 623.244 594231 765.318 932.316| 1045400 1160.427| 1217.449| 1304.481| 1480.582
bPi| T|A[S*|L|T|S|A|A[S*| I|D|G|S|R 4.078 75.115 242114 355.198 £56.245 543.277 614.314 685.352 852.350 965.434 1080.451 1137.482 1224514 1380.615
y T|A|S*|L| T|S|A|A|S*| I|D|G|S|R 175.119 262151 319.172 434199 547.283 714.282 785.319 856.356 943.388 1044 436 1157.520 1324518 1395.555 1496.603
y-17| T| A|S*( L| T| S|A|A[S*| I|D|G|S|R 158.092 245124 302.146 417173 530.257 697.255 768.292 838.329 926.362 1027.409 1140.493 1307.492 1378.529 1479.576
y-18| T| A|S*| L| T| S|A|A[S*]| I|D|G|S|R - 244140 301.162 416.189 529.273 686.271 767.308 838.345 925.378 1028.425 1138.509 1306.508 1377.545 1478.592
yPi| T|/A|S*(L| T|S|A[A[S*| I|D|G|S|R - 164.174 221.196 336.222 449307 616.305 687.342 758.379 245411 945453 1059.543 1226.541 1297.578 1398.626
14|13|12(11({10|9 (8|7 |6 |5|4|3 |2 |1 Arg Ser Gly Asp le Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Proien View | Match Emors MS/MS Fragments | MSMS Analyss |
|_Sequence: || TASLTSAASDGSR (Peptide Mods: : Phospho (ST) )
MHs(monol [ 1416637  MH+lavgl [ 1417.39  MSMSTok 0500  [Da | Pesks: [ 118  AboveThieshold [ 118 _ Zoomtom/zfor2s | Zooms/ [5  Da
Masses: & Monoisotopic  { Average  Calculate: IMasses 'I Threshold: IU.UL'ID Assigned: 40 Not Assigned: 78 1+, m/z: 0.000
T|A|s|L|T|s|a|a|s|1]|p|c|s|r| Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
fon |1 |2 (3 (2[5 (6|7 |8 |9 [10[11[12[13[12]1 2 3 4 5 6 7 8 9 10 1 12 13 14
b | T|A[ S| L| T|5|A[A[S*] 1|D|G|S|R| 102055 173.092] 260.124| 373.208| 474.256| 561288 632.325| 703.362| ©870.360| 983.445| 1098.471| 1155.493| 1242.525| 1398626
17| T|A| S| L| 7| S|A[A[S*| 1| D|G[S|R P 2 B 2 z 2 = 2 2 Z = 3 - 1381600
b18| T|A| S| L| T|S|A|A|S*| I|D|G|S|R 84.044| 155.082| 242.114| 355198| 456.245| G543277| 614314| 685352| 852350| 965.434| 1080.461| 1137.482| 1224514| 1380615
bPi | T|A| S| L| T| S|A|A[s*] 1| D[G[S[R 4078 75115|  162.147| 275231| 376279 463311| 534348| 605.385| 772.384| 885468 1000.495| 1057.516| 1144543 1300.649
y | T|A|s| L] T|s[A[A|s*| 1|D|G|S|R| 175.418] 262151 319.172| 434199| 547.283| 714282| 785319 B856.356| 943388| 1044436| 1157.520| 1244552| 1315589| 1416637
y17| T|A| S| L| 7| s|A|Als*| 1|D[G| S| R| 158082] 245124| 302146 417.173| 530257 697.255| 768292| 839.329| 926.362| 1027.409| 1140.493| 1227525 1298562 1399610
y=18] T|A| S| L| 7| s|A[A[s*| 1|D|G[S|R -| 244140 301162 416189 529273| 696271| 767.308| 838345 925378 1026.425| 1139.509| 1226.541| 1287578| 1398626
yPi | T|A|S|L| T|5|A[A[s*] I|D[G[S|R -| 184174 221198| 336222| 449.307| 616.305| BA87.342| 758.379| B45411| 946.459| 1059.543| 1146575 1217.612| 1318660
14|13|12|11(10{9 |8 |7|6(5(4|3 |2 |1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Brotein View | Match Emors MS/MS Fragments lMSMS Analysis ]
I_%equence: l[ ZRTASLTSAASIDGSR (Peptide Mods: 1: Phospho (ST) 3: Phosphe (ST) )
MH+(mona): 1739.736 MH+{ava): 1740639 MS/MS o 0.500 ‘Da >| Pesks: [ 107 Above Thieshold: [ 107 Zoomtom/zfor2+ | Zoom+/< |5 Da
Masses: & Monoisotopic ¢ Average  Caloulate: IMasses 'I Threshold: IU'UUU Assigned: 42 Not Assigned: | B5 1+, méz: 0.000
S|R|T|A|S|L|T|S|A[A|[S|!|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp 4
fon |1 |2 (3|4 |5 (6|7 |8 |9 [10|11{12{13|14|15{16(1 2 3 4 7 8 9 10 " 12 13 14
b S* R|IT*|A|[S|L|T|S|A|A|[S| I|D|G|S|R 168.006 324107 505.121 576.158 663.190 776274 877.322 964 354 1035.391 1106.428 1193.450 1306.544 1421.571 14
b-A7|S*| R|T*| A S| L| T|S{A|A|S| I|D|G|S|R - 307.080 438.094 559.131 645.163 759.247 860.295 847.327 1018.364 1088.401 1176.433 1289.517 1404.544 14
b-18|S*| R|T*|A| S| L| T| S|A{A|S| I|D|G|S|R 149.995 306.096 487.110 558.147 645.179 758.263 858.311 945343 1017.380 1088.417 1175.449 1288.533 1403.560 14
b-Pi |S*| R|T*|A|[S|L| T|S{A{A|S| I|D|G|S|R 70.029 226.130 407.144 478.181 565.213 678.297 779.345 866.377 937.414 1008.451 1095.483 1208.567 1323.594 13
y S*| R|IT*|A[S|L|T|S|A|A[{S| I|D|G|S|R 175.118 262.151 319.172 434199 547.283 634.315 705.353 776.330 863.422 964469 1077.553 1164.586 1235.623 14
y-17|S*| R|T*|A| S| L| T| S|A|A|(S| I|D|G|S|R 158.092 245124 302.146 417173 530.257 617.289 688.326 759.363 846.395 947 2443 1060.527 1147.558 1218.596 13
y-18|S*| R|T*|A| S| L| T| S|A|A[S| I|D|G|S|R - 244140 301.162 416.189 5§29.273 616.305 687.342 758.379 245411 946.459 1059.543 1146.575 1217612 13
y-Pi |S*| R|T*|A| S| L|T|S|A|A[S| I|D|G|S|R - 164.174 221.196 336.222 449307 536.339 607.376 878.413 765.445 866.493 979.577 1066.609 1137.646 13
16|15|14[13|12|11|10|/9 | 8|7 |6 |5| 4|3 |2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala 1




Abs. Int. * 1000

c L ™ —A—t S* t L t T t S —A—t—A—t S t | t D —G—1 s—
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Proter View | Match Emors MS/MS Fragments | MSMS Analysis |
Eequence: ” SRTASLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) 5: Phospho (ST) )
MH+(mono): 1739.736 MH-+{ava): 1740639 MS/MS Tol:  |0.500 |Da 7| Peaks: 111 Above Threshold: | 111 Zoom tomfz for 2+ | Zoom +/- |5 Da
Masses: @& Mongisotopic € Average  Calculate: |Masses 'I Threshold: ~ |0.000 Assigned: 35 Not Assigned: | 78 1+, m/z: 0,000
S|R|T|A|S|L|T|S|A[A|S|I|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser e Asp Gl
lon |1 |2 |3 (4 (5 (6|7 |8 |9 (10{11]12|13|14|15(16 2 3 5 6 7 8 9 10 11 12 13 14
c S|RIT*|A|S*| L| T|S|A|A|S| I|D|G|S(R 105.066 261.167 442131 513.218 680.216 793.301 894 348 981.380 1052.417 1123.454 1210.486 1323.571 1438.597 148
c+1| S|R|T*|A[S*| L| T| S|A|A|[S| I|D|G|S|R 106.074 262175 443189 514.226 681.224 794.308 895.356 982.388 1053.425 1124.462 1211.494 1324578 1435.605 148
z S|R|T*[A|S*| L|T|S|A|A|S| I|D|G|S|R 158.092 245124 302.146 417173 530.257 617.289 688.326 759.363 846.395 947.443 1060.527 1227.525 1298.562 147
ZH1| S| R|T*|A[S*| L| T|S|A|A|S| I|D|G|E|R 159.100 245132 303.154 418.181 531.265 618.287 689.334 760.371 847 403 948 .451 1061.535 1228.533 12989.570 148
Z22| S| R|T*|A[S*| L| T| S|A|A|[S| I|D|G|S|R 160.108 247.140 304.162 418.188 532.273 619.305 690.342 761.379 848.411 949.459 1062.543 1229.541 1300.578 148
16|15{14|13|12({11]{10| 9 |8 |7 |6|5]|4|3|2 |1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Tt



Abs. int. * 1000
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Protern Vi | Match Emors MS/MS Fragments | MSMS Analysis |
|_§equence: II SRTASLTZAASIDGSR (Peptide Mods: 7: Phospho (ST) 8: Phospho (ST) )
MH+(mono): [ 1739.736 MH+(ava]: 1740633 MSMSTok [0500  [Da x| Pesks: | 130 Above Thieshold: [ 130 Zoomtom/zfor2+ | Zoom+< 6 Da
Masses: & Mongisotopic Average  Calculate: IMasses 'I Threshald: lU.UUU Assigned: 33 Mot Assigned: 97 1+, m/z: 0.000
s| Rl T|A|s|L|T|s|ala|s|i|p|c|s|R] ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp 4
oo |12 (3[4 5 [6 [7 [8[9 [10[11[12[13[14[15]16[1 2 3 4 B 9 10 11 12 13 14
b | s|R| T[A|s|L|7[5*|A[A] S| 1|o]6|S[R 88.039| 244140| 345188| 418225 503257| 616341| 797.355| 984354 1035.391| 1106.428| 1193460| 1306.544| 1421571| 14
b17| S| R[ T|A[ S| L|T[s*[A[A[ S| 1|D[G[S|R - 227114 328182| 399.199| 486.231| 599.315| 780.329| 947.327| 1018.384| 1089.401| 1176433| 1289517| 1404544| 14
68| S| R[ T|A| S| L|T[s*[A[A[ S| I[D[G[S|R 70.029| 226.130| 327.178| 398.215| 485247| 598331| 779.345| 945343| 1017.380| 1088.417| 1175443| 1288533| 1403560| 14
v | S|R[T|A[S[L|T[s*[A[A[S| 1[0[G|S|R| 175118 262151 319.172| 434199| 547.283| 634315| 705.353| 776.390| 0943388 1124402| 1237.486| 1324518] 1395555 14
y17| S| R| T|A| S| L|™[s*[A[A[ S| 1|D[G|S|R| 158.092| 245124 302148| 417.173| 530257| 617.289| 688.326| 759.363| 926.362| 1107.376| 1220460| 1307.492| 1378529| 14
y-18| S| R| T|A| S| L|T*|s*[A[A[ S| 1[o[6]S[R - 244140| 301.182| 416.189| 529.273| 616.305| 687.342| 758.379| 925.378| 1106.392| 1219.476| 1306.508| 1377.545| 14
16|15[14[13[12[11[10[9 8|7 [6 (5|4 |3 |21 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala T
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Protein View | Match Emors MS/MS Fragments | MSMS Analysis |
[_Sequence: || AELQEVQITEEKPLLPGOTPEAAK (Peptide Mods: 12: Acetyl (K) )
MH-+(mona): 2619.388 MH+{ava]: 2620.930 MS/MS Tol:  |0.500 lDa >| Peaks: [ 96 Above Thieshold: 96 Zoom to mizfor 2+ | Zoom +/- |5 Da
Masses: & Mongisotopic  Average  Calculate: IMasses " Threshold: ~ |0.000 Assigned: [ 24 Mot Assigned: 72 1+, m/z: 0.000
Ale|c|ale[v|a| | T|E|e|k|P|L|L|Plc|alT|P|E|A]A] k| Al Glu Leu Gln Glu Val Gin lle Thr Glu Glu 1
jon |1 [2 |3 [« 15 [6 |7 [8 |9 |10[11[12[13[14[15[16[17[18[13[20[21(22[23[24[1 2 3 4 5 B 7 8 9 10 11 12
b |A|[E[L[a[E[V[a] I[T[E[E|k[P|L|L|P[G[a|T|P|E[A[A[K 72.044| 201087| 314171| 442230 571272 670341 798.399| 911483| 1012.531| 1141574| 1270616 1:
bA7| A E| L[| E[v|a] 1| T|E[E|K[ P| L[| L| P[G[Q| T|P| E[A[A[K 3 = -| 425203 SS4248| 653314| 781.373| 894457| 995504 1124547| 1253580| 1:
b18| A E| L[| E|v|a] I|T|E[E|K*[P|L|L| P|G|Q|T|P|E[A[A[K -| 183076 296.160| 424219| 553262| 652330 780.389| 893.473| 994520| 1123563| 1252606| 1:
vy |A[E[L{a|e[v[a| i|T|E[ e[| P[] L[ P|c|a|T|P|E[A[A|K| 147.113] 218150 289.187| 418.230| 515.282| 616.330| 744389 801210 898.463| 1011547| 1124631| 1z
vAT| A E[ L[| E[v|a| 1| T|E[ E[k|[ P L] L] P|G|a| T|P| E[|A[A| K| 130.086] 201.123| 272160| 401203 498256| 599.304| 727.382| 784384| 231436| 994520 1107.604| 1
y18| A E[ L|a| E|v|a| I| T| E[ E[&[ P[ L[ L] P[G|a| T|P| E[A[A]K z z -| 400219 297272 598320 726.378| 783400 820.452| 993536| 1106620 1:
24[23(22[21[20[19]18[17|16[15[14[13[12[11[10] 9 [8 [7 |6 |5 |4 [3 |2 |1 Lys Ala Ala Glu Pro Thr Gin Gly Pro Leu Leu



Abs. Int. * 1000

b —7— —0—
6-18 I L t T f—  —t— . —p— — i »
bRl il || . , ! i | t D t— 2 —— > —t
% : [ D t I 1 : : p—A—t——5 T t L — g —t— A —i
¥-18 - I D t I | , : —A —t——f e o : —T—
547.238  g45289 AN 1244.480
| S 2 885.443| 946 1184.572 1398.585
80 (529.21 2+) 355082  434.145 ys y-Pi6 feoad s s S 2 e s Y2622 72y | VISSalE. . o
~ - (e Sy B RIS A B C i T B] ERRONES AR ' 0 i { -Pi 10 ==ru iy i _Pi i 4 1 &)
b-Pi 12 1057.4227 T 5184 va | g3g27s 767224 687219 8384900 gpqq (BRII0 ¥R i siadam o
! ! 458182 || o914 | 4T T ye ] 1000.472 i
= h Pl 18512 143r: : i T 1148386 | 1398.585
301.004 373.116 : ot || ) b 10 ; y-Pi12 (573.70 2+) ¥-18 14 (699.80 2+)
y-183 b4 i J 772,399 : s
! { 39 ! b-Pig 1098.447
4@ ©€227424) PSSR O N 27 b i : U1 8453220 g 1057.422 1267703
¥ 121244.480 ; | A - I e b-Pi12 (829.20723) 777777 y-18 13 (849.35 2+)
20- : P i 10eda37 ;
(573702+) 241909 25329 11T ydo 1157.601 qobacqp 1315490
y-Pi12 1146.385 b-133 v-189 s 5 P Nl 5318413 y 13 (658.25 2+)
0- g tdd L & A P !
A T = T o Lt ol T 2 T TR T E
2l 100 200 1000 1100 1200 1300 1400 1500 m
Froter View | Match Erors MS/MS Fragments | MSMS Analysis |
[_Sequence: || TASLTSAASIDGSR (Peptide Mods: 9: Phospho (ST) )
MHsmono) | 1416.637  MH+avak [ 1417.336  MSMSTok [0500  [Da ¥| Peaks | 113  AboveThieshold: | 119 _ Zoomtom/zfor2+ | Zoom+/- [5 Da
Masses: ' Monoisotopic " Average Calculate: IMasses 'I Threshold: IU‘UUU Assigned: 44 Not Assigned: 75 1+, miz: 0,000
T|A L|T|S|A|A|S|1|D|G|S|R Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
on 1 [2[3 4[5 [6 [7 [8 [9 [10[11]12[13[14]1 2 3 4 S B 7 B 9 10 1 12 13 14
b | T|A[S|L|T|S[A|A[s*| 1|D|G[S|R| 102055] 173.092] 260.124| 373208 474256| 561288| 632325 703.362| 870.360| 983.445| 1098471| 1155493| 1242525| 1398626
ba7] 7| Al S| L| T|S[A[Als*| 1| D|[G[S|R C 2 z S Z z 2 2 e 3 z = - 1381.600
b18| T|A|S| L[ T|S[A|A|s*| I|D|G[S[R 84044| 155082| 242114| 355198 456.245| G43277| 614314| 685352| 852350| 965434| 1080.461| 1137.482| 1224514| 1380615
bPi| T|A[ S| L| T|S[A[A[s?] 1|D[G[S[R 4078 75115] 162147| 275231| 376.279| 463311| 534348 605385 772.384| 885.468| 1000495 1057.516| 1144548| 1300.649
¥ | T|A|S|L|T|S|A[A[S*| 1|D[6]S[R] 175119 262151 319.172| 434199| G547.283| 714282| 785313| 856.356| 943.388| 1044436| 1157.520| 1244552| 1315589| 1416637
yA7| T|A| S| L| T|s|A[A[s*| 1|D|G[S[R| 158092 245124 302146| 417.173| 530.257| 697.255| 768292| 839.329| 926.362| 1027.409| 1140.493| 1227.525| 1298.562| 1399610
ya8| T|A|s| LT[ s[A[A[s*] 1[D[6[S[R -| 244140] 301162| 416183 S29273| 696.271| 767.308| 838345 925378| 1026425 1139.509| 1226.541| 1297.578| 1398526
ypi| T|A|S|L|T|S|A[A[s7] 1|D[G]S[R - 164174| 221196| 336.222| 449.307| 616305 687.342| 758379| 845411| 0946.459| 1059.543| 1146575 1217.612| 1318660
14|13|12|11]|10|/9 |8 |7 |6 (5|4 (3|21 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Frotern View | Match Emors MS/MS Fragments | MSMS Analysis |
l_§equence: ” ZRTASLTSAASIDGSR (Peptide Mods: 1: Phospho (ST) 3: Phosphe (ST) )
MH+{mona): 1739.736 MH+(ava): 1740639 MS/MS Tol: lU-5UU IDa 'I Pesks: | 130 Above Threshold: | 130 Zoom to méz for 2+ | Zoom +/- |5 Da
Masses: & Monoisotopic  { Average Calculate: IMasses 'I Threshold: 0.000 Assigned: 44 Not Assigned: 86 1+, m/z: 0,000
S|R|T|A|S|L|T|S|A|A|S|I|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lie Asp Gly
ton |1 [2 |3 [4 [5[6 [7 [8 [9 [10[11]12[13[14[15[16[1 3 5 7 10 11 12 13 14
b st R|T[A|s| L] T[s[A[A|s]| I|o][c|s|R] 168.006] 324.107| s05.121| s76.158| 663.190] 776274| 877.322| 964.354| 1035391 1106.428| 1193.460| 1306.544| 1421.571| 1478
a7]s* | R|T*[A| S| L| T| s|A[A[ S| I[D[G|S|R -| 307080 488.094| 559131 646163 759247 860295 947.327| 1018.364| 1089.401| 1176.433| 1289517 1404544| 1461
b18|s*| R|T-[A| S| L| T|S|A[A|S| I|D|G|S|R| 149.995| 306.096| 287.110| G558147| 545179 758.263| 859.311| 946.343| 1017.380| 1088.417| 1175449| 1288533| 1403.560| 1460
bPi |s:| R [A[ S| L| T|s[A| A S| 1| D|G|s|R 70.029| 226130 407.144| 478181 565213| 678297| 779.345| 866.377| 937.414| 1008.451| 1095483| 1208.567| 1323.594| 1380
y |s*|R|T[A|s|L|T|s[A[A|S| I|o|c|s|R]| 175118 282.151 319.172| 434199| S47.283| 634315 705353| 776.390| 863422| 964.489| 1077.553| 1164.586| 1235623| 14164
ya7|s: | R|T[A[s| L| T|s[A[A| S| I|o|6|s|R| 158.092] 245124] 302146 417.173| 530257 617.289| 688326 759.363| 846395 0947.443| 1060.527| 1147.559| 1218596 1399
y-18]s*| R|T[A| S| L| 7| s[A|A|S| I|D|G|s|R -| 24a140| 301162| 416.189| 529273 616305 687.342| 758379| 845411| 945.459| 1059.543| 1146575| 1217.612| 13981
yPi|s*| R|T*[A] s| L[| T|s[A[A| S| I|D][G]S|R .| 164174| 221196 336222| 449307 536339 607.376| 678413 765.445| 866.493| 979.577| 1066609| 1137.646| 13181
16[15[14[13[12[11]10] 9[8[ 7|6 |5 |4 |3 |21 Arg Ser Gly Asp e Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Protein View | Match Emors  MS/MS Fragments l MSMS Analysis ]
Lgequenca II SRTASLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) 5: Phospho (ST) )
MH+{mona]: 1739.736 MH+{ava): 1740.639 MS/MS Tol: IU-500 Da ¥| Peaks: 112 Above Threshold: | 112 Zoom to m/z for 2+ I Zoom+/< |5  Da
Masses: & Mongisotopic (" Average  Calculate: IMasses '] Threshold: lU.UUU Assigned: | 29 Not Assigned: 83 1+, m/z: 0.000
S|R|T|A|S|L|[T|S|A[A|S|I|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly
lon |1 |2 |3 (4|56 |7 |8 |9 [10{11|12{13|14|15|16(1 2 3 4 S 6 7 8 9 10 1 12 13 14
c S|R|T*|A|S*| L| T|S|A|[A|S| I||D|G|S|R 105.068 261.167 442181 513.218 680.216 793.301 894348 981.380 1052.417 1123.454 1210.488 1323.571 1438.597 14856
c+l| S| R|T*|A|S*| L| T| S|A[A| S| I|D|G|S|R 106.074 262.175 443.189 514.226 681.224 794.308 895.356 982.388 1053.425 1124.462 1211.494 1324578 1439.605 1496.6
z S|R|T*|A|S*| L| T|S|A[A|S| I|D|G|S|R 158.092 245124 302.148 417173 530.257 617.289 688.326 759.363 846.395 947 443 1060.527 1227.525 1298.562 1479.5
2+l | S| R|T*|A|S*| L| T|S|A[A| S| I|D|G|S|R 159.100 246132 303.154 418.181 531.265 618.297 689.334 760.371 847,403 948451 1061.535 1228.533 1288.570 1480.5
Z+#2| S| R|T*|A|S*| L| T| S|A[A| S| I|D|G|S|R 160.108 247140 304.162 419.188 532.273 619.305 690.342 761.379 B848.411 949459 1062.543 1229.541 1300.578 1481.5
16{15{14({13/12|11|{10|/9 |8 |7 |6 |5(4 (3|2 |1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Protern View | Match Emors MS/MS Fragments | MSMS Analysis |
[ Sequence: || AELQEVQITEEXPLLPGQTPEAAK (Peptide Mods: 12: Acetyl (K) )
MHs{mono): | 2619.388  MH+{avg} | 2620930  MS/MSTok [0500  [Da ¥| Peaks: | 99  Above Thieshold: | 99 Zoomtom/zfor2+ | Zoom+/: [5  Da
Masses: & Monoisotopic " Average  Calculate: IMasses 'I Threshold: |0.000 Assigned: 19 Mot Assigned: 80 1+, méz: 0.000
ale|c|ale|v|a] | T|e|e|k|p|L|L]|r|c|alT|e[E|ala|k| A Glu Leu Gln Glu Val Gin lle Thr Glu Glu Lys
jon |1 (2 |3 |2 |56 |7 [ |9 [10[11]12[13[14[15[16[17[18[13|20[21[22[23[24[1 2 4 5 6 7 10 11 12
b |A|E|L|a|E[v[a] I[T|E[E|k[P[L|L|P[G|a|T|P[E[A[A[K 72.044| 201.087| 314171| 442230 571272| 670341| 798399| 911483 1012531| 1141574 1270616| 1398
bA7| A E[ L|a| E[v[a] i|T|E[E[K[P[ L] L| P[G|a|T| P|E[A[A[K = Z -|425203] ©sa248| 653314] 781.373| B894457| 995.504| 1124547| 1253590| 1381
b18| A| E| L| | E[v[a| 1| T| E| €|k [ P[ L] L| P[G|Q|T| P[E[A[A[K <[ 183078| 296.160| 424219| ©S53262| 652330  780.389| 893.473| 994520| 1123563 1252606| 1380
y | Al e[ L[alE[v[a] I[T[E[ e[k P L[ L] P|[G|Q| T|P|E[A|A| K| 147413 218150 289.187| 418.230| G515282| 616.330| 744.389| 801410| 898.463| 1011547| 1124631| 1221
vA7| A E[ Ll E|v[a| | T[E[E[K|[P[L|L|P[G|Q| T| P|E[A[A| K| 130088] 201123] 272160| 401203| 498256| 599.304| 727.362| 784384| B8B1436| 994520 1107.604| 1204
vAs| A| €| Lo E[v[a] 1| T|E| E[k[ P[ L[ L] P|G|a| T[P|E[A[A[K - = - 400219| 497272 598.320| 726.378| 783400 880.452| 993.536| 1106620| 1203
24|23|22(21|20[19[18[17[16[15[14[13[12[11[10[ o |8 [ 7 [6 [543 |2 1| Lys Ala Ala Glu Pro Thr Gin Gly Pro Leu Leu Pro
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Protern View | Mateh Emors MS/MS Fragments | MSMS Analysis |
|_§equenc‘e: l[ TASLTSAAZIDGSR (Peptide Mods: 1: Phospho (ST) 9: Phospho (ST) )
MH+(mono): [ 1496603 MHs(avg): 1437.376  MSMSTok 0500  [Da ¥| Peaks: | 110 Above Thieshold: [ 110 Zoomtomizfor2+ | Zoom+/<[6  Da
Masses: & Monoisotopic  Average Caloulate: |Masses v | Thieshold: IU.UUU Assigned: 39 Not Assigned: | 71 1+, m/z: 0.000
T|A|s|L|T|s|a|als|1|o|c|s|R| Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
lon |1 (2 [3 (4[5 [6 |7 [8 [9 [10[11[12[13[14]1 2 3 4 5 5 7 B 9 10 11 12 13 14
b |T|A[S|L|T[S[A[A[S]| I|D|G|S[R| 182021] 253058 340.090| 453.174| G554222| 641.254] 712.291| 783.328| 950.327| 1063.411| 1178438 1235459| 1322491| 1478592
bA7|T(A|S| L| T|S|A|A|S*| I|D|G|S|R - - - - - B - e - S = g - 1461588
18| T [A[ S| L[ 7| S[A[A[S*| 1| D[G|S[R| 164011] 235048 322080| 435164 536212| 623244| 694281 765318 932316| 1045400 1160.427| 1217.449| 1304.481| 1480582
bPi [T [A[S|L| T[S|A[A[s*] I|D[G[S[R 84044 155082| 242114| 355198| 456245| 543277 B14314| 685352| 852350| 965434 1080.481| 1137.482| 1224514| 1380515
y |T|A[S[L|T|S[A[A[s] I[D[G[S[R| 175.118] 262151 319172| 434199 547.283| 714282| 785319| B856.356| 043388| 1044436| 1157.520| 1244552 1315589| 1496.603
yA7| T [A|[ S| L| 7| S|A|[A[S*| 1|D|G|S|R| 158.082] 245124 302146| 417.173| 530257| 697.255| 768.292| B839.323| 026.362| 1027.409| 1140.493| 1227.525| 1298.562| 1479.576
y-18| T A[s| L| 7| S|A[A[s*] I[D[G[S[R -| 244140 301162| 416.189| 529273| 696.271| 767.308| B838.345| 925378| 1026.425| 1139.509| 1226.541| 1297.578| 1478592
yPi |7 |A[S|L| T|S|A[A[5*] I|D|G|5[R - 164174 221196| 336.222| 449307 616305 687.342| 758.379| 845411| 946.459| 1050.543| 1146575 1217.612] 1398626
14[13[12[11[10[ 9 8|7 (6|54 [3]2]1 Arg Ser Gly Asp e Ser Ala Ala Ser Thr Leu Ser Ala Thr
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i y- 2 2 . { b 14 (699.79 2+)
N 616.273 297 ; { ! S
0. {549.28 2+) 241.933 i 4 5 g br18 10 i1 1226.555 |
y-18131297.556" o T el (] Sl | P ' o | i y-1812(813.782+) 1398.574
A B4s 341 | 1026.890 : y-18 14 (699.79 2+)
201 174393 261980 | 355112 Ty-pig [y-1870. 4 1244529 ‘
y1 ly2 . | b-184 20 : l : v 12 (62277 24)
o boadd it el i b HERPRAUTI G o RPN e DO PR
5% A T N I e e ] R S R B R e Sl TS 7y
2l 100 200 300 1000 1100 1200 1300 1400 1500 mi
Frotein View | Match Emors MS/MS Fragments | MSMS Analysis |
Lgequence: ll TASLTSAASIDGSR (Peptide Mods: 9: Phospho (ST) )
MH-+{mona): 1416.637 MH+{ava): 1417.396 M55 Tol: IU-5UU Da ¥| Peaks: 134 Above Thieshold: | 134 Zoomtam/z for 2+ | Zoom +/- I5 Da
Masses: @& Mongisotopic ¢ Average Calculate: lMasses 'I Threshold: IU.UUU Assigned: 44 Not Assigned: | 30 1+, m/z 0.000
T|A|S|L|T|S|A|A|S|I|D|G|S|R Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
fon |1 |2 |3 |4 |5 (6|7 8 |9 [10{11]12{13|14|1 4 5 6 7 8 9 10 1" 12 13 14
b T|IA|[S|L|T|S|A|A|S*| I|D|G|S|R 102.055 173.092 260.124 373.208 474256 561.288 632.325 703.362 870.360 983.445 1098.471 1155.493 1242525 1398.626
b17| T|A|S|L| T|S|A|A|S*| I|D|G|S|R - - - - - - - - - - - - - 1381.600
b-18| T|A|[S| L[| T|S|A|A|S*| I|D|G|S|R 34,044 155.082 242114 355.198 456.245 543.277 614,314 685.352 852.350 965.434 1080.461 1137.482 1224 514 1380.615
bPi| TIA|S|L|IT|S|A|A|S*| I|D|G|S|R 4.078 75.115 162.147 275.231 376.279 463.311 534.348 605.385 772.384 885.468 1000.485 1057.516 1144 548 1300.648
y T|IA|[S| LI T|S|A|A|S*| I|D|G|S|R 175.118 262.151 318.172 434198 547.283 714282 785.319 856.356 943.388 1044 438 1157.520 1244552 1315.589 1416.637
yA7| T|A| S| L| T| S|A|A|S*| I|D|G|S|R 158.092 245124 302.148 417173 530.257 697.255 768.292 839.329 926.362 1027.409 1140.483 1227.525 1298.562 1399.610
y-18] T|A| S| L| T|S|A|A|S*| I|D|G|S|R - 244140 301.162 416.189 529.273 686.271 767.308 838.345 925.378 1026.425 1139.509 1226.541 1297.578 1388.626
yPi| T|A[S|L|T|S|A|A|S*| I|D|G|S|R - 164.174 221.196 336.222 445307 616.305 687.342 758.379 245411 945,459 1059.543 1148.575 1217.612 1318.660
14113(12|11(10|/9 (8|7 (6|5(4|3 (2|1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Protein View | Match Emors MS/MS Fragments | MSMS Analysis |
I_§equenc;e: II SRTASLTSAASIDGSR (Peptide Mods: 3: Phospho (ST) 5: Phospho (ST) )
MH+{mona): [ 1733.736 MH+{avg): 1740.633 MS/MS Tol  [0.500 Da | Pesks: | 102  Above Thieshold: | 102 Zoomtom/zfor 2+ | Zoom+/< {5 Da
Masses: & Mangisotopic (" Average Calculate: IMasses 'l Threshold: |U‘UUU Assigned: 36 Not Assigned: &6 1+, m/z 0.000
s|R|T|A|s|L|T|s|[Aa|A|s|t|D|G|S|R| ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly
lon |1 |2 [3 |4 [5 |6 |7 [8 |9 [10{11]12[13[14]15[16]1 4 3 6 7 3 9 10 11 12 13 14
e | s|rR[T[Alss|L|T[s|a|Aa]s] I|o|G|s|R] 105066] 281167 442.181 513218| 680216 793.301 894348 981380| 1052.417| 1123.454| 1210485| 1323571| 1438597| 14956
c+t| s|R|T|Als*| L[ T[s[A|A[ S| I|D|G|S[R| 106074 262175 443189 514226 681224 794.308] 895356 982388| 1053425 1124.462| 1211494 1324578 1439605 14966
z |s|R|T|Alst| L[ T[s[A|A[s] 1|o|c|s[R| 158092 245124 302146 417.173| 530257 617.289| 688.326| 759.363| 846395| 947.443| 1060.527| 1227.525| 1298562| 14795
z#1| s|R|T|Als| L[ T[s[A[A]s] I[o[Gc|s[R] 159.100] 245132 303154 418181 531265| 618297| 689.334| 760371 847.403| 948451 1061535 1228533| 1299570 14805
z22| s|R|T|Als*| L[ T[ s[A[A[ S| I|D|G| S| R| 160.108] 247140 304162 419188 532273| 619.305| 690342 761379 848411 949.459| 1062543 1229541 1300578 14815
16[15[14[13]12[11]10[ 9|8 |7 |6|5[4[3]2]1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Frotein View | Match Emors MS/MS Fragments | MSMS Analysis |

Lgequence: ll SRTASLTSAASIDGSR (Peptide Mods: 5: Phospho (ST) 7: Phospho (ST) )

MH+{mona): 1739.736 MH+{avg]: 1740.639 145/MS Tol: |U.500 IDa " Peaks: 124 Above Threshold: 124 Zoomtomizfor2+ | Zoom+/- |5 Da
Masses: & Moncisotopic " Average Calculate: IMasses 'l Threshold: IU.UUU Assigned: 32 Not Assigned: 2 1+, méz 0.000
S|R|T|A|S|L|T|S{A|A|S|1|D|G|S|R Ser Arg Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly

fon |1 (2|3 (4|5(6 |7 (8|9 [10|11{12|13{14|15(16|1 2 3 4 ) 6 7 8 9 10 1 12 13 14

b S|R|T|A|S*| L|T*|S|A|A|S| I|D|G|S|R 88.039 244140 345.188 416.225 583.224 696.308 877.322 964.354 1035.391 1106.428 1193.460 1306.544 1421.571 1478

b-17| S| R| T|A|S*| L|T*|S|A|A| S| I|D|[G|S|R - 227114 328.162 399.199 566.187 679.281 860.295 947.327 1018.264 1089.401 1176.433 1289.517 1404.544 1461

b-18]| S| R| T|A|S*| L|T*|S|A|A|S| I|D|G|S|R 70.029 226.130 327.178 398.215 565.213 678.297 859.311 946.343 1017.380 1088.417 1175.449 1288.533 1403.560 1450

bPi| S|R| T|A|S*|L|T*|S|A|A|S| I|D|[G|S|R - 166.039 267.086 338.123 505.122 618.206 799.220 886.252 957.289 1028.326 1115.358 1228.442 1343.459 1400

y S|R|T|A|S*| L[T*|S|A|A|[S| I|D|G|S|R 175.119 262.151 319.172 434199 547.283 634315 705.353 776.350 863.422 1044.438 1157.520 1324 518 1395.555 1458

y-17| S| R| T|A|S*| L|T*| S|A|A|S| I|D|G|S|R 158.092 245124 302.146 417173 530.257 617.289 688.326 759.363 846.395 1027.409 1140.483 1307.492 1378.529 1479

y-18] S| R| T| A|S*| L|T*| S|A|A|S| I|D|G|S|R - 244140 301.162 416.189 529.273 616.305 687.342 758.379 845411 1026.425 1139.509 1306.508 1377.545 1478

y-Pi| S| R| T|A|S*| L|T*| S|A|A|S| I|D|G|S|R - 164.174 221.1%6 336.222 449307 536.339 607.376 678.413 765.445 946.458 1058.543 1226.541 1297.578 1398

16(15|14(13{12{11(10/9 (8|7 |6 |S|4|3 |2 |1 Arg Ser Gly Asp lie Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Protern View | Match Emors MS/MS Fragments | MSMS Analysis |

Lg_equence: || TAsLTSAASIDGSR (Peptide Mods: 1: Phospho (ST) )
MH +{mona): 1416.637 MH+(avg): 1417.396 MS/MS Tok  |0.500 | Da | Peaks: [ 133  Above Thieshold: [ 139 Zoomtom/zfor 2+ | Zoom +/- I5 Da
Masses: @& Mongisotopic " Average  Calculate: IMasses 'l Threshold: lU.DDU Assigned: | 37 Not Assigned: | 102 1+, m/z: 0,000

T|A|S|L[{T|S|A|A|S|I|D|G|S|R Thr Ala Ser Leu Thr Ser Ala Ala Ser lle Asp Gly Ser Arg
lon |1 (2|3 |4 |5 (6|7 |8 |9 [10[11|12|13]|14|1 2 3 4 5 6 7 8 9 10 11 12 13 14
b T*|A|S|L|T|S|A|A[S| I|D|G|S|R 182.021 253.058 340.090 453.174 554222 641.254 712.291 783.328 870,360 983.445| 1088.471 1155.493| 1242.525 1398.626
b17|T|A| S| L| T|S|A|A|S| I|D|G|S|R - - - - - - - - - - - - -|  1381.600
b-18|T*(A|[S|L| T|S|A|A|S| I|D|G|S|R 164.011 235.048 322.080 435164 536.212 623.244 694281 765.318 852.350 965.434| 1080.461 1137.482| 1224.514| 1380615
bPi|T*|A|S|L|T|S|A|A|S| I|D|G|S|R 84.044 155.082 242114 355.198 456245 543277 614.314 685.352 772.384 885.468| 1000.495| 1057.516| 1144548| 1300.649
y THA[S|L|T|S|A|A|S| I|D|[G|S|R 175.119 262.151 318.172 434199 547.283 634.315 705.353 776.3%0 863.422 964.468| 1077.553| 1164.586| 1235.623| 1416637
y-17|T*|A[ S| L| T| S|A[A|S| I|D|G|S|R 158.092 245124 302.146 417173 530.257 617.289 688.326 759.363 846.395 947.443| 1060.527| 1147.559| 1218.596| 1399.610
y-18|T*|A|[S| L| T|S|A|[A|S| I|D|G|S|R - 244140 301.162 416.189 529.273 616.305 687.342 758.379 845411 946.453| 1059.543| 1146.575| 1217612 1398626
yPi |T*|A[S|L| T|S|A[A|S| I|D|G|S|R - 164.174 221.196 336.222 449307 536.339 607.376 678.413 765.445 866.493 979.577| 1066.609| 1137.646| 1318.660

14/13|12{11|10|9 (8| 7|6 (5|4 |3 (2|1 Arg Ser Gly Asp lle Ser Ala Ala Ser Thr Leu Ser Ala Thr
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Proter View | Match Emors MS/MS Fragmerts | MSMS Analysis |

_Sequence: || I<1APPER (Peptide IMods: 2: Acetyl (K) )

MHe(rono} [ 1036851 Mhsaval [ 1007278 MSMsTok [0500  [Do ] Pesks: [ 38 Above Thieshod: [ 94
NotAssigned: | 75 1, m/z 286,151

Masses: ' Monoisotopic  { Average Calculate: |Masses v | Threshold: [EE&U— Assigned: | 19
1K I|A|P|P|E|R lie Lys lle lle Ala Pro Pro Glu Arg |
fon |112|3(4[516|7 (89 |1 4 S 6 rs 8
b HK*| 1| I|A|P|P|E|[R 114.091 242.188 355.270 468354 539.392 636.444 733.497 862.540 1018.641
b-17| I|K* 1| I|A|P|P|E|R - 225.180 338.244 451.328 5§22.365 619.418 716.471 845513 1001.614
b-18| I|K* 1| I|A|P|P|E|R - - - - - - - 844529 1000.630
y I|K* 1| I|A|P|P|E[R 175119 304.162 401.214 498.267 569.304 682.388 795472 923.567 1036.651
y-A7| 1|K*] 1| I|A|P|P|E|R 158.092 287.135 384.188 481.241 552.278 665.362 778.446 $806.541 1019.625
y-18] I|K*| || I|A[P|P|E|R - 286.151 383.204 480.257 551.284 684378 777.462 905.557 1018.641
9|18|7|6|5/4(3|2|1 Arg Glu Pro Pro Ala lle lle Lys lle

Zoomtom/zfor 2+ | Zoom+/- |5 Da
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Frotein Viey, | Mateh Erors MS/MS Fragments | MSMS Analysis |
|_§equence: || ASAELALGENSEVLKSGR (Peptide Mods: 15: Acetyl (K) )
MH+(mono) | 1830956 MH+(avg) | 1832001 MS/MS Tok  [0.500 |Da 'I Pesks: | 95  Above Threshold: | 96 Zoomtom/zfor 2+ | Zoom+/= |5 Da
Masses: % Monoisotopic ¢ Average Calculate: IMasses 'l Threshold: IU.UUU Assigned: 24 Not Assighed: 72 1+, méz 1288.686
Al s|A|e|L|a|L|c|E|n|s|E|v|L|k|s|G|R|] Al Ser Ala Glu Leu Ala Leu Gly Glu Asn Ser Glu Val
ton |1 (2 (3[4 [s |6 [7 [8 |9 [10[11[12[13[14[15[16[17[18]1 2 3 4 3 6 7 8 9 10 11 12 13 14
b | A[s|A[e|L|A] L|e] e[ N[ s|E[V|L[k[S|[G]R 72.044| 159.076| 230.114| 359.158| 472240| 543277| 656.3681| 713383 842425 956468 1043500 1172543 1271611
7| Al s|A[ E| L|A] L[ G| E[ N[ S| E[ V| L|K*[s|G[R 3 - = 3 Z - = E -| 939.442| 1026.474| 1155516| 1254585
8| A| s[A| | L[A] L[G| E[ N[ S| E[ V| L|k*[ s[G|R -| 141.066] 212103| 341146 454230| 525267| 638351| 695372| 824415 938458| 1025490 1154532| 1253601
vy |Als|AlE[ L[A[ L] E[N] S| E[Vv|L|k|S[G|R] 175119 232140 319.172] 447.267| 560351 659.420| 788462 875495 989.537| 1118.580| 1175.601| 1288686 1359.723
ya7| Al s|A[E[ L[A[ L] E[ N[ S| E|v| L[k |S|G|R| 158.092| 215.114| 302.146| 430241 543325 642393 771436 858468 972511 1101553 1158575 1271659] 1342696
ya8] A s|A[ E| L|A[ LG E[ N| S| €[ V| L|k*| s[G|R =z -] 301162| 429257| 542341 641409 770452 857.484| 971527| 1100.569| 1157.591| 1270675 1341.712
18[17]16[15[14[13[12[11]10[ e [8 7654|321 Arg Gly Ser Lys Leu Val Glu Ser Asn Glu Gly Leu Ala
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Protein View | Match Emors MS/MS Fragments | MSMS Analysis |
[ Sequence: || AISEELDNALNDITSL (Peptide Mods: 15: Phospho (ST) )
MH-+(mona]: [ 1797.815 MH+{avg): | 1798817  MSMSTo [0500  [Da ¥| Peaks | 73  Above Thieshold: | 73 Zoomtomézfor 2+ | Zoom+/- [5  Da
Masses: & Mongisotopic (" Average Calculate: IMasses 'l Threshold: IIJ.IJUU Assigned: | 33 MotAssigned: | 46 14 m/z 0000
Al t]s|e|lelc|o|n|alc|n|oft|T]s|] A e Ser Giu Glu Leu Asp Asn Ala Leu Asn Asp lle Thr
lon |1 |2 3 |4 |5 (6|7 |8 |9 |10[11[12[13[14[15]16]1 2 3 4 3 5 7 3 9 10 11 12 13 14
b |A| I|S|E|E|L|D|N[A[L|N|[D] 1| T|S*|L 72.044| 185.128| 272.160| 401.203| 530.246| 643330| 758.357| 872400 943.437| 1056521| 1170.564| 1285.591| 1398675 1499.
b7 A| 1| S| E[E[L|D|N[A| L[N|D| 1| T|S*|L = = 2 2 = = C| 855.373| 926.410| 1039.494| 1153.537| 1268.564| 1381648 14824
b18| A| I| S| E[E|L|D|N[A|L|N[D| 1] T[S*| L E C| 254150 383193 512235 625319 740.345| 854389 925426 1038.510| 1152.553| 1267.580| 1380.664| 1481,
bPi | A| I|S|E[E| L|D|N[A[L|N[D] 1| T[S L 25933 C| T 226.048| 355.091| 484.134| 597.218| 712.245| 826.288|  897.325| 1010.409| 1124.452| 1239.479| 1352.563| 14534
y |A| I[S[E[E|L|D[N[A[L|N[D| 1| T[s*| L] 132102] 299.100] 400.128| 513.232| 628.259| 742.302| 855.388| 926.423| 1040.466| 1155493| 1288577| 1397.620| 1526862| 16134
yA7| A| 1| S[E|E| L|D|N[A[ L[ N[D| 1| T|S*[ L = B Z = C| 725275 838.3%59| 909.397| 1023.439| 1138.466| 1251550 1380.593| 1509.635| 15964
y18| A| 1| S| E| E| L|D|N|A| L|N[D| 1| T|S*[ L -| 281000 382137 495221| 610248| 724291| 837.375| 908.412| 1022.455| 1137.482| 1250.566| 1379.609| 1508652| 15951
yPi|A| I|S[E[E|L|D|N[A[L[N[D] 1| T[S L - 201123 302471| 415285 530282 644.325| 757.400| 828446  942489| 1057.518| 1170.600| 1299.643| 1428685 1515.
16(15(14[13[12[11[10| 9 [8 |7 |6 5| 4|3 |2 |1 Leu Ser Thr e Asp Asn Leu Ala Asn Asp Leu Glu Glu Ser



Abs. Int. * 1000

b t £ t t D t N — 4 L t N t D i
b-17 - — - —t L + N ; D |
b-18 —L—
Y T I N T L T A— I L T E T E 1
y-18 —— ! -
y-Pi —T—
150 401.024 .
b 4 (201.022+) s 299.0 oy 1397.603
| SR ol R T - SRR P O R Lk -3479.583 - -
f ‘ A 843319 " b-Pi6 §57 N y12
o] ; o b6 Faile
700 2021103 3521;33“ 512.291 ' iagy
(201.02 2+) y-Pi3 T b-185 @eslaes sy g e
. b 4 401.024 " ) 5623;70 b Tv_l':‘
501 299,037 00145 S30.148 1t | gpeaf | |
201018 yi2 Y3 bs . -L----b_‘{se. : 337.410.--{- B2BI18T "]
-Pi2 o * \ ~871° T T b-ris T
0 H i ! | | B il N :
T 1 T T 1 T 1 1 1 1 1
B 100 200 300 400 500 600 700 900 1000 1100 mi
Frotein View | Metch Erors MS/MS Fragments | MSMS Analysis |
[_Sequence: || AISEELDNALNDITSL (Peptide Mods: 15: Phospho (ST) )
MH+{monal: 1797.815 MH-+(ava): 1798.817 MS/MS Tol: |0-5UU lDa 'l Peaks: 82 Above Threshold: [ 82 Zoomtom/zfor 2+ | Zoom +/- |5 Da
Masses: * Monoisotopic " Average Calculate: IMasses 'l Threshold: IU.UUU Assigned: 4 Not Assigned: 41 1+, m/z: 0,000
Al I1|S|E|E|L|D|N|JA|L[N|D|I|T|S|L Ala lle Ser Glu Glu Leu Asp Asn Ala Leu Asn Asp lie Thr
lon |1 |2 [3 4|5 |67 |8 |9 |10[11[12[13[14[15[16[1 2 3 4 B 5 3 9 10 11 12 13 14
b |A[ I[S[E[E[L[o|N[A]L|N[D] 1| T|s*[L 72.044| 185.128| 272160| 401203| 530.246| 643330| 758.357| 872.400| 943437| 1056.521| 1170.564| 1285591| 1398675 1499,
b7 | A 1| S| E[E[ L[ D[ N[A[ L[ N[D] I[T[s*[L E = 3 = z z -| 855373| 925.410| 1039.494| 1153537 1268564| 1381643| 1482,
b-18| A| 1| S| E| €| L|D| N[A[L|N[D] 1| 7[5 L - -| 284150 383193| 512235 625.313| 740346| 854389| 925426 1038510| 1152553| 1267.580| 1380664| 1431,
bPi | A| I[S|E|E[ L|D|N[A]L|N[D] 1| T[s*[L 25933 -| 226049| 385091| 484134] 97218 712245 826288| 897.325| 1010.409| 1124452| 1239.479| 1352563| 1453,
y  |A[ [s[E[E[L|D[N[A[L[N[D] I[T|57[ L] 132102] 299.100| 400.148| 513232 628259| 742.302| 855386| 926.423| 1040466| 1155493| 1268577| 1397.620| 1526662| 1613,
y17| A 1| S| E[E| L[ o[ N[A[L[N[D] 1| T[s5[ L 2 E 3 = - 725275| ©38359| 909.397| 1023439 1138466| 1251550| 1380.593| 1509.636| 1596
y-18| A| 1| S| E[E| L|D[N[A[L[N[D| 1| T[5*[ L - 281090 382137| 495221| 610248| 724291| 837.375| 908412| 1022455 1137.482| 1250566| 1379.609| 1508652| 1595,
yPi | A I[S[E[E[L|D|[N[A[L[N[D] 1| T[57[L - 201123 302471| 415255 530282| 644325 757.409| 0B28446| 942489| 1057.516| 1170600| 1299.643| 1428685 1515,
16[15[12[13[12[11[10[ 9 [8[7 6|5 |4 |3 |2 |1 Leu Ser Thr lle Asp Asn Leu Ala Asn Asp Leu Glu Glu Ser
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Protein View | Mateh Emors MS/MS Fragments | MSMS Analysis |
Sequence: I[ DLFSDGHSEFLKAASNLR (Peptide Mods: 15: Phosphe (ST) )
MH+{mono): 2086.959 MH+{ava: 2088.155 MS/MS Tok  |0.500 |Da | Peaks | 113 Above Threshold: | 119 Zoom to miz for 2+ | Zoom +/+ I5 Da
Masses: ¢ Monoisotopic ¢ &verage Calculate: IMasses '] Threshald: IU.UUU Assigned: 32 Not Assigned: 87 1+, miz 741.437
D|L|F|S|D|G|H[S|E|F|L|K|AJA[S|N|L|R Asp Leu Phe Ser Asp Gly His Ser Glu Phe Leu Lys Ala
fon |1 (2|3 |4 (5|6 |7 (8|9 [10({11|12{13|14|15{16|17|18(1 2 3 - 5 6 7 8 10 1 12 13
b D|L|F|[S|D|G|H|S|E|F|L|KH A|A[S*|N|L|R 116.034 225118 376.187 453.219 578.248 635.287 772.326 859.358 $88.401 1135.469 1248.553 1376.648 1447685
bi7|D|L|F|S|D|G|H|S|E| F| L| K| A[A|S*| N|L|R - - - - - - - - - - - 1359.622 1430659
b18| D| L|F|S|D|G|H|S|E| F| L|K|A[A|S*|N|L|R 98.024 211.108 358.176 445208 560.235 6817.257 754315 841.348 970.3590 1117.459 1230.543 1358.638 1429675
bPi|D|L|F| S| DIG|H|S|E|F|L[K/A|A|S*IN[L|R - - - 365.242 480.269 537.290 674,343 761.381 890.424 1037.492 1150.576 1278.671 1349.708
y D|L|F|S|D|G|H|S|E|F|L|KIA[A[S*|N|L|R 175.119 288.203 402246 560.244 640.281 711.319 839.413 952.498 1099.566 1228.609 1315.641 1452.700 1509.721
y17|D| L|F|S|D|G|H| S| E| F| L| K| A|A[S*| N|] L|R 158.092 271.176 385.219 §52.218 623.255 694292 822.387 935.471 1082.539 1211.882 1298614 1435673 1492.694
y-18| D| L| F| S|D|G|H| S| E| F| L| K| A|A[S*| N|] L|R - - - 551.234 622271 693.308 821.403 934.487 1081.555 1210.598 1287.630 1434689 1481.710
yPi|D|L|F|S|D|G|H|S|E|F|L|KA[A|S*|N|L|R - - - 471.267 542.305 613.342 741.437 854.521 1001.588 1130.632 1217.664 1354723 1411.744
18|17|16(15|14({13|12|11({10|/ 9|8 (7|6 |5(4|3 (2|1 Arg Leu Asn Ser Ala Ala Lys Leu Phe Glu Ser His Gly
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Protein View | Match Emors MS/MS Fragments | MSMS Analysis |

|_§equence: || TPVGFIGLGNMGNPMAKNLIK (Peptide Mods: 17: Acetyl (K) 21: Acetyl (K) )
MH+(mona): | 2172167 MH-+{ava) 2173627 MsMSTot 0500  |Da | Pesks | 97  AboveTheshold: | 97  _ Zoomtomizfor2e | Zoom+/: [5  Da

Masses: @& Monoisotopic ¢ Average Calculate: IMasses 'l Threshold: 0.000 Assigned: 73 Not Assigned: 24 1+, m/z: 0.000

T|e|v|c| | 1]|c|L|c|u[m|c|u|p|m|a]k|ufc| i|k] Thr Pro Val Gly Phe lie Gly Leu Gly Asn Met Gly ]
lon |1 |2 [3 4[5 [6 |7 [8 [9 [10[11[12[13[14]15[16[17[18[19[20[21[1 2 3 4 3 B 7 3 9 10 11 12 13
b | 7| P[V[G|F| I[e[ L[| n[mM[c| N[ P[m[A[K| N[ L| I|k*[ 102055] 199.108] 298.178| 355198 G502.266| 615350| 672.372| 785456 B842477| 956.520| 1087.560| 1144582| 1.
bAz| 7| Pl V[G[ F| I[&] L[ N[M[G]| N[ P[m[ATK[ N[ L] 1]k L - = ) T - = . -| 939.493| 1070534 1127555 1.
bag| 7| P[ V|G| F| I[&] L[G|n[m[a|n]P[m[AlK[ N[ L] 1]k 84.044| 181097| 280.166| 337.187| 484255| 597.340| B54361| 767.445| &24466| 938503| 1069.550| 1126.571| 1.
bPi| 7| P| V|G| F| 1[G L|G| N[M[G| N[ P[M[A]K[ N[ L] 1]k 4078| 101131| 200.199| 257.221| 404289| 517.373| G574395| 687.479| 744500 858.543| 989.584| 1046.605| 1
vy | TPV F[ 1[c[ LG N[mM[G| N[ P[m[A[K:[N[ L] I[K*| 147.113] 260197| 373281| 487.324| 615413| 686.456| 817496 914543| 1028592 1085614| 1216654 1330.697| 1.
yA7| 7| P[ V|G| F| 1[G[ L[G| N[M[G[ N[ P[mM[A[K* [ N[ L] I]k*| 130.086] 243170] 356254| 470297 598.392| 6A9.429| 800.470| 897.523| 1011.566| 1068.587| 1199.628| 1313670 1.
ya8| 7| p| V|G| F| 1[G L{e[n[u[c[n| P[m[Al[ N[ L] 1]k T - - " . 2 = n i N 5 a
ypi| 7| P| V|G| F| 1[G LG n[m[G| | P|m[A[| N[ L] 1]k 1 5 3 T T 3 . ] I 5 3 I

21(20[19[18[17[16[15[12[13[12[11[10] 9 [8 |7 [6 5[4 [3[2 1 Lys lle Leu Asn Lys Ala et Pro Asn Gly et Asn




2|3 |4 6|78 1|9

D|K*| N Liv|ia|lK 132.048 247.075 375.170 489.213 618.255 731.339 830.408 958.466
D|K* N L|vViQa|lK - - 358.143 472186 601.229 714.313 813.381 941.440
D[K*| N Liv|ialK - 229.064 357.158 471.202 600.245 713.329 812.397 940.456
D|K*| N L|V|iQa|lK 147.113 275.171 374240 487.324 616.366 730.409 858.504 973.531
D|K*| N L|vV|ia|lK 130.086 258.145 357.213 470.297 599.340 713.383 841.478 956.505
D|K*| N Liv|ia|lK - - - - 598.356 712.389 840.494 955.521
3(7|6 413(2|1 Lys Gin Val Leu Glu Asn Lys Asp

373.540

Q v + L t E + D 1
! v I | :
T N 3 ] 4
{357.182+) 487222 730.365 955.376
y-176713.2687 357,138 (357.14 2+) ¥& egelal gl y-18 8 (478.19 2}
y-17 3] " b-186 713.268 598.398 713.268 -
i b-18 6 (357.14 2+)
(ArGIBEe) 2 L y 7?;?94;2 24)
y-18 8 955.376 i 712.344 '
275.025 “[y-188 1086.434
146.974 y2 y-188 (543.722+)
y1 ' (543.72 2+) |

1088 434
b9 (54372 2+)
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Frotern View | Match Emors MS/MS Fragments | MSMS Analysis |
I_§equence: || QFHLHWG=SDDHGSEHTVDGVK (Peptide Mods: &: Phospho (ST) )
MH+{monoa): 2555.074 MH+{avgl: |  2556.536 MS/MS Tal: IU-5UU IDa 'I Peaks: 119 Above Threshold: | 119 Zoom to mézfor 2+ | Zoom +/= I5 Da
Masses: @& pongisotopic { Average Calculate: IMasses 'I Threshold: IU.UUU Assighed: 44 NotAssigned: | 75 1+, méz: 131.094
Q|F|H|L|H|W|G|S|S|D|D|H|{G|S|E|H|T|V|D|G|V|K Gin Phe His Leu His Trp Gly Ser Ser Asp Asp His
lon |1 [2 [3 4 [5[6 [7 [8 [9 [10[11[12[13[14[15[16[17[18[18]20[21[22[1 2 3 4 B 5 7 B 9 10 11 12 1
c |o| FlH| L[ H|w|e|s*[s| | D[ H[G|S|E[ | T|V|D|G|V|K| 146.092] 293.161| 430220 543.304| 680.363| 866.442| 923.463| 1090.462| 1177.494| 1292521| 1407.548| 1544607
c+1|Q| F|H|L|H|/W|G|S*|S|D|D|H|G|{S|E|H| T|V|D|G|V|K 147.100 294,168 431.228 544312 681.371 867.450 924.471 1081.470 1178.502 1283.529 1408.556 1545614
z |o|F|H|L|H|W|G|s*|S|D|D|H|[G[S|E|H|T|V|D|G|V|[K| 130.086] 229155 286.176] 401.203| 500.271| 601319| 738.378| 867.421| 0954453 1011.474| 1148533 1263.560
z#1| Q| F|H| L|H|/W|G|S*| S|D|D|H|G|S|E|H| T|V|D|G|V|K 131.094 230.162 287.184 402.211 501.279 602.327 739.386 868.428 955.461 1012.482 1149.541 1264.568
z#2| Q| F|H| L|H|/W|G|S*| S|D|D|H|G|S|E|H| T|V|D|G|V|K 132.102 231.170 288.192 403.218 502.287 603.335 740.394 869.436 956.468 1013.480 1150.54% 1265.576
22(21|20[19[18[17[16[15[14[13[12[11[10| 9 |8 |7 6|5 4|3 |21 Lys Val Gly Asp Val Thr His Glu Ser Gly His Asp




Abs. nt. 1000

c —L— t g +— D ——t—D— —7— —v—i
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100+ {1206.50 2+)
RS | S 7+2212411.980
g (575.65 2= 1078.56 2+ _ |+ (1135.98 24) 2411990 |
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704 602.298 e g " o 3 1'2 c+121(1213.96 2+)
: z+16 c172056.001 | R IR (1213.52 2+) !
' i T r T ) ety T
60- W (A 2420035 1690.628 2126.782 2426.035
: 287.069 402,054 543211 955.240 1902915 z+116 z+119 c21 (1213.52 2+)
50 z+13 z=1 4 c4 z+19 z=2 11 \?7540-: P+) ! 1408.528 Y ' : '
2 1 ' ' 681.237 1 ril :
' 15 - Eold o s 1634.458 2014759 2270952
40- 431.143 ' 5 149292 2215 25218 c+118 (1135.98 2+)
E =13 (216,08 2+) c! OV I 1407.624 : !
30 i 1 i) W . ¢ ci 1633.655 2056.001
: | k| I : e 6.
430.153 738389 928908 e z+1 15 c 17 (1028.50 2+) 23262'§09
20- : c2 - Voo | 1202574 i t ¢
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Protein View | Match Emors MS/MS Fragments | MSMS Analysis |
laSequence: || QFHLHWGS=DDHGSEHTVDGVK (Peptide Mods: : Phospho (ST) )

MH+({mona): | 2555.074 MH+{avag): 2556.536 MS/MS Tol:  |0.500 lDa > Peaks [ 98 Above Thieshold: 33 Zoomtomizfor2+ | Zaom +/- |5 Da
Masses: & Mongisotopic " Average Caloulate: IMasses Vl Threshold:  |0.000 Assigned: 35 Mot Assigned: | 63 1+, m/z 0,000
a|F|u|L|n|w|c|s|s|o|o|n|c|s|e|n|T|[v|plc|v[k| 6mn Phe His Leu His Trp Gly Ser Ser Asp Asp His
jon |1 |2 |3 |4 |5 |6 |7 |8 |9 |10[11[12[13[14[15[16[17[18[19[20[21[22[1 2 3 4 5 7 8 9 10 11 12
c |a|F|A|L|A[w[G[s|s*[o[o[H|G|S[E|H| T|V[D|[G|V|K| 146092] 293.161| 430220| 543304| 680.363| 866.442| 923463| 1010498| 1177.494| 1292521| 1407.548| 1544.607
c+i| Q| F|A| L|A|w|G|S[s*|D|D[H|G[S[E|H| T|V[D[G|V|K| 147.100] 294169| 431228 544312 681371| 867.450| 924471| 1011.503| 1178502| 1293529] 1408556| 1545614
z |o|F|H| L|A|w|G|s|s*|po|o[H|G|S[E|H|T|V[D|G|V|K| 130086] 229155 286176 401203| 500271| 601319 738378 867.421| 954453| 1011.474| 1148533| 1263560
z#1| Q| F|H| L|A|w|G|s[s*|D| o[ A|G[S|E[H| T[V[D[6[V[K| 131.094] 230.162| 287.184| 402211| 501279| 602.327| 739.386| 868428| 955461| 1012482| 1149541| 1264568
z+2| Q| F|H| L|A|w|G|s[s*|D|o[A|G[s|E[H| T|V[D[6|[V|K| 132102 231170] 288192| 403219 502287| 603.335| 740.394| 869.436| 956.468| 1013490 1150543 1265576
22121{20|19|18{17|16(|15[14|13|12{11|10{9 |8 |7 (6 |5|4 (3|2 |1 Lys Val Gly Asp Val Thr His Glu Ser Gly His Asp
T 1
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L]
|
| |
apos2e)| | BB pomeln)one [ T (1 (569.29 2+) 1137.572
| b 10 1137.572 b 10 (569.29 2+)
y-1788987.101 | b-185 o 5
(491.42 2%) ' : 963353
9981828 [ il 770375 b-189 1137.572
| b-Pig i v-18 10 (569.28 2+)
258 < SR (600352 | (s60892+) | 984.321
O L '7“7‘-;33 """" B-1710 1120375 b-179
i ¥
i 816380 | 883.508 931.828
i 721.241 y-Pis | b-Pi® b9 (491.42 2+)
% 187 . | !
1
[ 897.101 (569.29 2+)
""""" 1T (449.05°25) |77 " y-18 10 1137.572

1120.375
b-17 10 {S80.68 2+)

1234|567 (89 [10

Qf L S|G|V|S|E R 129.066 242150 409.148 496.180 553.202 852.270 739.302 868.345 981.429| 1137.530
QL S|G|V|S|E R 112.039 225123 392122 479.154 536.175 535.244 722.276 851.318 964.402| 1120.503
QL S|G|V|S|E R - - 391.138 478170 535191 634.260 721.282 850.334 963.418| 1119.519
QL S|G|V|S|E R - - 311171 398.203 455225 554.293 641.325 770.368 383.452| 1039.553
QL S|G|V|S|E R 175.118 288.203 £17.246 504278 603.346 860.368 T747.400 914388 1027.482| 1155541
QL S|G|V|S|E R 158.092 271.176 400.219 487.251 586.320 843341 730.373 897.371 1010.455| 1138.514
QfL S|G|V|S|E R - - 399.235 488.267 585.335 842.357 729.389 896.387| 1009.471 1137.530
QL S|G|V|S|E R - - - 406.301 505.369 562.391 649.423 816.421 929.505| 1057.564
10| 9 7|16|5(4(3 1 Arg lle Glu Ser Val Gly Ser Ser Leu Gin ‘
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y A —+—p—rt Y t W i
y-18 ! —_—— ! !
: | 687.443 (B57.44 2+) 1333.879
B W y-Pi 11 1333.879 y-Pi 11 (667 .44 2+)
(458.70 2+) 632.337
4001 y7916.393 y-Pi6 i1
350 £49.183 i : (771.76 24)
y-18 5 (275.08 2-) LA 7T y-18 12 1542.519
3004 730.283 | i 1542518
. 567.242 y6 i 918,393 e
" ] ' 't ¥ T s
20 y5 : Y7 (458.70 24) y-18 12 (771.76 24)
{55 i 585122 ! i
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e 275 ) : "4 y-Pi151912.732
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Proter View | Match Emors MS/MS Fragments | MSMS Analysis |
_Sequence: || sP=WEPFROWYPAHSR (Peptide Mods: 3: Phospho (ST) )
MH-+{mona]: 2097.897 MH+{ava): 2093.142 MS/MS Tal: IU.SUU lDa '] Peaks: 84 Above Threshold: 84 Zoom to m/z for 2+ | Zoom +/- |5 Da
Masses: ' Monoisotopic ¢ Average Calculate: IMasses “I Threshold: 0.000 Assigned: 21 Not Assigned: 63 1+, m/z 0.000
S|P|S|W|E|P|F|R|[D|W|Y|P|A|H|S[R Ser Pro Ser Trp Glu Pro Phe Arg Asp Trp Tyr Pro Ala H
lon |1 [2 (3[4 |5 |6 |7 [8 |9 [10[11]12[13|14]15[16]1 2 3 4 5 6 7 8 9 10 1 12 13 14
b | s|Plst{w|e| P F[R[D|w|Y|P[A]H]S|R 88039| 185.092| 352090 538170 667.212| 764265 911.334| 1067.435| 1182462 1368541 1531604| 1628657| 1699694 18
b-17| s| Pls*(w| E| P| F| R| D|wW| Y| P|A[ H] S| R = e - = = = -| 1050.408| 1165.435| 1351514 1514578| 1611630 1682668 18
b-18| s| P|s*(w| €| P| F| R| D|wW| Y| P|A[ H] S| R 70.029| 167.082| 334080 520.159| 649.202| 746255 893.323| 1049.424| 1164.451| 1350.530| 1513.594| 1610646| 1681684 18
bPi | s| P[s*|w| E| P| F[ R| D|W| Y| P[A[H| S| R -| 106990 273989 460.068 589.111 835.163| 833232| 989.333| 1104.360| 1290439 1453502 1550555 1621592| 17
y | s|plst|w| €| p| FIR|D|W|Y|P|A[H|S|R] 175119 262.151 399.210| 470247 567.300| 730363| 916.442| 1031.469| 1187.570| 1334639 1431692 1560.734| 1746.814| 19
yv=17| s| P[s*|w| €| P| F| R| D{w| Y| P[A[ H| S[R| 158.092] 245124 382183 453220 550273 713337 899.416| 1014443 1170.544| 1317.612| 1414665 1543708 1729787 18
y-18| s| pls*|w| €| P| F[ R| D|w| Y| P[A|H] S| R -| 244140 381199 452236 sS49288 712.353| 898432 1013459 1169.560| 1316.628| 1413681| 1542724 1728803 18
y-pi | s| pls*|w| €| | F|R| D{w| Y| P[A|H|S|R .| 164174 301233 372270 469323 632385 818.466| 933492 1089.594| 1236.662| 1333715 1462757 1648.837| 18
16|15|14]13|12|11|10|{ 9|8 |7|6|5|4 |3 |2 |1 Arg Ser His Ala Pro Tyr Trp Asp Arg Phe Pro Glu Trp S
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a00f
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300 -17 4 y-Pi7
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Proten View | Mateh Erors MS/MS Fragments | MSMS Analysis |

|_§equence: || ALNRQL=SGVSER (Peptide Mods: 7: Phospho (ST) )
MH-+{manal: 1609.808 MH-+(ava): 1610.688 MS/MS Tol 0500 [Da | Peaks: | 93 AboveThreshold | 93  _ Zoomtom/zfor2+ | Zoom /- r5-— Da

Masses: & Monoisotopic ¢ Average Calculate: | Masses v I Threshold: IU. 000 Assigned: 3 Not Assigned: | 62 1+, m/z: 990,440

A|L|N[R|Q|L|S|S|[G|V|S|E|I|R Ala Leu Asn Arg Gin Leu Ser Ser Gly Val Ser Glu lie Arg
fon |1 (2|3 |4 (5|6 |7 (8|9 [10/11{12({13|14|1 2 3 4 S 6 7 8 9 10 11 12 13 14
b A|L|N[R|Q| L|S*|S|G|V|S|E| I|R 72.044 185.128 299.171 455272 583.331 696.415 863.413 950.448 1007.467 1106.535 1193.567 1322.610 1435694 1591.795
bA7|A| L|N|R|Q| L|S*|S|G|V|S|E| I|R - - 282.145 438.246 566.305 679.389 846.387 933.419 990.440 1089.509 1176.541 1305.583 1418.668 1574.769
b-18| A| L|N|R|Q| L|S*|S|G|V|S|E| I|R - - - - - - 845.403 932.435 989.456 1088.525 1175.557 1304.599 1417.684 1573.785
bPi|A[L|N|R|Q|LIS*|S|G|V|S|E| I|R 25933 - - - - - 817.302 904.334 961.355 1060.424 1147.456 1276.498 1389.582 1545683
y A[LIN|RlQ| L|S*S|G|V|S|E| I|R 175.118% 288.203 417.246 504.278 603.346 660.368 T747.400 914.398 1027.482 1155.541 1311.642 1425685 1538.769 1609.806
y-17|A| L|N|R| Q| L|S*| S|G|V|S|E| I|R 158.092 271.176 400219 487.251 586.320 643.341 730.373 897.371 1010.455 1138.514 1294.615 1408.658 1521.742 1592.779
y-18]| A| L|N|R| Q| L|S*| S|G|V|S|E| I|R - - 399.235 486,267 585.335 642.357 729.389 896.387 1009.471 1137.530 1293.631 1407.674 1520.758 1591.795
yPi|A|L|IN|R|Q| L|S*|S|G|V|S|E| I|R - - - 406.301 505.369 562.391 649.423 816.421 929.505 1057.564 1213.665 1327.708 1440.792 1511.829

14{13|12{11|10|9 |8 |7|6|5|4|3 (2|1 Arg lle Glu Ser Val Gly Ser Ser Leu Gin Arg Asn Leu Ala




v i
R Al Ll = S L] V Ll G
5 -
T 5 L] 1 T
___ (569.272+)
(520.32 2%) b 10 1137.536
b-Pi 10 1039.641
_ (s89.272+)
536.115 y-18 10 1137.536
b-175
£60.360
1504.225 y6
y4 i

388.107

634.278
b-188

835.228
b-1|7 8

554.271

1029.641
b-Pi 10 (520.32 2<)
850,276
188
770354 816311 868332 914360 .. ...
bPi8  yPi8 , b8 ¥s B-179

|1 5|6 8

JafL|[s|s*G|V[S|E| I|R 129.066 242150 329.182 496.180 563.202 652.270 738.302 868.345 981.429| 1137.530
Q| L|S|s*|G|V|S|E| I|R 112.039 225123 312.158 479.154 536.175 635.244 722276 851.318 964.402| 1120.503
Q| L|S|s*|G|V|S|E| I[R - - 31147 478.170 535.191 634.260 721.292 850.334 962.418| 1119.519
jalL|sS|s*|G|V|S|E| I|R - - 231.205 388.203 455.225 554.293 641.325 770.368 883.452 1039.553;
Q| L|S|s*|G|V|[S|E| I[R 175.118 288.203 £17.246 504278 603.346 660.368 827.366 914.398| 1027.482| 1155.541|
Q| L|S[s*G|V|S|E| I|R 158.092 271.176 400.218 487.251 586.320 643.341 810.339 897.371| 1010.455 1138.5141
Q| L|S[S*|G|V|S|E| I|R - - 399.235 488267 585.335 642.357 809.355 896.387| 1009.471| 1137.530
Q| L|S[s*[G|V|S|E| I|R - - - 406.301 505.369 562.391 729.389 816.421 929.508 1057.564!
10{9|8|7|6[5[4[3|2(1 Arg lle Glu Ser Val Gly Ser Ser Leu Gin \




1 5t
v
G v s £ i
R t : E s : v +— G —t s : st |
I s | ! !
| (569.34 2+) 1137678
.............. —
3?9:022 coooee | ¥-18101137678 b 10 (568.34 2+)
486.087
il y-184 ’ 1137678
399.495 i y-18 10 (569.34 2+)
y-183 lwzzs 8 M e b8 6 L D-4BHBRETE- | - |2y 24) :
il v b=te | y-Pi 10 1057.573
e - L Losl ) | easies | (457.7024) | 770302 P o
' : 8914.386 3
: b1 5 BPE b-Fi9
; : 419 816380 914,386
: ' v7 y-Pig ¥ 8 (457.70 2+)
) 935 1057573
wrr78s || | & 850391 gsa4e7  YPI10(529.292%)
b184 b-188 b-189

12 4 (567 |8 10

QL S|G|V|S|E R 129.066 242150 409.148 496.180 553.202 652.270 738.302 868.345 981.429| 1137.530
QL S|G[V|S|E R 112.039 225123 392122 479.154 536.175 635244 722276 851.318 964.402| 1120.503
Q| L S|G|V|S|E R - - 391.138 478170 535.191 634.280 721.292 850.334 963.418 1119.519
Q| L S|G|V|S|E R - - 311171 388.203 455.225 554.293 641.325 770.368 883.452| 1039.553
QL S|G[V|S|E R 175.118 288.203 417.246 504.278 603.346 660.368 747.400 914.398| 1027.482| 1155.541
Q| L S|G|V|S|E R 158.092 271.176 400.218 487.251 586.320 643341 730.373 897.371| 1010.455 1138.514|
QjL S|G|V|S|E R - - 389.235 486.267 585.335 642.357 729.389 896.387| 1009.471 1137.530|
QL S|G|V|S|E R - - - 406.301 505.369 562.391 649.423 816.421 929.505| 1057.564
10/ 9 7(6|5|4(|3 1 Arg lle Glu Ser Val Gly Ser Ser Leu Gin '




184.938

352113

£19.210
Sa il .

4 se 8833
_..Js024115 (499.63 2+)
|y y 7 998.259
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530,164

! y-184

' 1

519.508
b-18 4

649.142
b'1.85

687.168
bsS

1]2 41516 (78
S| P|S*|W|E| P|F|R 88.039 185.082 352.090 538.170 667.212 764.265 911.334
S| P[S*W|E|P|F[R - - - - - - -
S| P[S*W|E|P|F[R 70.028 167.082 334.080 520.158 645.202 746.255 893.323
S| P[S*W|E|P|F[R - 106.980 273.989 460.068 589.111 686.163 833.232
S| P|S*|W|E|P|F[R 175.118 322.187 419.240 548.283 734.382 901.380 988.413
S| P[S*|W|E|P|F|R 158.092 305.161 402214 531.256 717.335 884.334 981.387
S| P[S*|W|E|P|F[R - - - 530.272 716.351 883.350 980.403
S| P|S*|W|E[P|F|R - - - - - 803.383 900.438
18|7 5[4|13[2(1 Arg Phe Pro Glu Trp Ser Pro
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y-Pig (4@34.24 24)

998.259
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Protern View | Match Erors MS/MS Fragments | MSMS Analysis |

|_§equenca || sP=weEPFROWYPAHSR (Peptide Mods: 3: Phospho (ST) )
MH-+{monal: 2097.897 MH+{avg) | 2099142 MS/MS Tol  |0.500 [Da | Peaks | 98 AboveThieshold: | 98 Zoomtom/zfor2+ | Zoom +/- IE_ Da

Masses: @& Mongisatopic " Average  Calculate: I Masses v I Threshold: IU. 000 Assigned: 21 Not Assigned: | 77 1+, m/z 0,000

S|P|S|W|E|P|FIR|D|W|Y|P|A|H|S|R Ser Pro Ser Trp Glu Pro Phe Arg Asp Trp Tyr Pro Ala
fon |1 (2 (3 |4 |5 |6 |7 [8 |9 |10(11|12|13|{14|15|16(1 2 3 4 S 6 7 8 9 10 " 12 13 14
b S| P|S*|W| E|P| F|R|D|W|Y|P|lA|[H|S|R 88.039 185.082 352.050 538.170 867.212 764.265 911.334 1067.435 1182.462 1368.541 1531.604 1628.657 1699.694 18
b-17| S| P|S*|W| E| P| F|R|D|W|Y| P|A|H|S|R - - - - - - - 1050.408 1165.435 1351.514 1514578 1611.630 1682.668 18
b-18| S| P|S*|W| E| P| F|R|D|W|Y| P|A|H|S|R 70.029 167.082 334.080 520.159 649.202 746.255 893.323 1045.424 1164.451 1350.530 1512.584 1610.646 1681.684 18
bPi|S|P|IS*|W|E|P| FIR|D|W|Y| PlA|H|S|R - 106.990 273.989 460.068 589.111 686.163 833.232 989.333 1104.360 1290.439 1453.502 1550.555 1621.592 17
y S| P|S*|W| E|P|F|R[D|W|Y|P|A|H|S|R 175.119 262.151 389.210 470.247 567.300 730,363 916.442 1031.469 1187.570 1334.639 1431.692 1560.734 1746.814 19
y-17| S| P|S*|W| E| P| F| R|D|W|Y| P|A|H|S|R 158.092 245124 382.183 453.220 550.273 713.337 899.416 1014.443 1170.544 1317612 1414665 1543.708 1729.787 18
y-18| S| P|S*|W| E| P| F|R|D|W|Y| P|A|[H|S|R - 244140 381.198 452.236 549.289 712.353 898.432 1013.459 1169.560 1316.628 1413.681 1542.724 1728.803 18
yPi| S| P|S*|W| E|P|F|R|D|W|Y| P|A|[H|S|R - 164.174 301.233 372.270 469.323 632.386 818.485 933.492 1089.594 1236.662 1333.715 1462757 1648.837 18

16{15(14({13|12{11|10|/9 |8 |7 |6 (5|4 (3|2 |1 Arg Ser His Ala Pro Tyr Trp Asp Arg Phe Pro Glu Trp S
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Protern Vie | Match Emors  MS/MS Fragments | MSMS Analysis |

[ Sequence: || APSWIDTGLSEMR (Peptide Mods: 3: Phospho (ST) )
MHs{mono) | 1542666  MH+favgl [ 1543618  MSMSTok [0500  [Da >| Pesks | 80  AboveTheshod [ 90  _Zoomtom/zfor2+ | Zoom+: [ Da

Masses: & Monoisotopic ¢ Average  Calculate: I Masses ¥ I Threshold: IU. 000 Assigned: 34 NotAssigned: | 56 1+, méz: 0,000

alp|[slw[i|o|[T]c|L]s|E[m[r] A Pro Ser Trp lle Asp Thr Gly Leu Ser Glu Met Arg |
lon |1 |2 |3 |4 |56 |7 |8 [9 [10/11]12{13 2 3 4 5 7 8 9 10 1 12 13
b Al P|S*(W| I|D| T|G|L|[S|E[M|R 72.044 189.087 336.096 522.175 635.259 750.286 851.334 $08.355 1021.438 1108.471 1237.514 1368.554 1524 655
b-17| A| P|S*|W| I|D| T|G|L|S|E|M|R - - - - - - - - - - - -| 1507.629
b-18] A| P|S*|W| I|D| T|G|L[S|E[M|R - - 318.085 504.164 617.248 732.275 833.323 850.344 1003.428 1080.481 1219.503 1350.544 1506.645
b-Pi | Al P|S*|W| I|D|T|G|L|S|E[M|R 25.933 - 289.984 476.063 589.147 704.174 805.222 862.243 975.327| 1062.359 1191.402| 1322.442 1478.543
y Al P|S*(W| I|D| T|G|L[S|E[M|R 175.119 306.158 435.202 522234 635.318 692.340 793.387 508.414 1021.488 1207.578 1374 576 1471629 1542666
y-17| A| P(S*(W| I|D| T|G| L| S| E|M|R 158.082 289.133 418175 505.208 618.292 675.313 776.361 891.388| 1004.472| 1190.551 1357.548| 1454602 1525.639
y-18| A| P(S*(W| I|D| T|G| L| S| E|M|R - - 417.191 504.223 617.308 674.329 775.377 850.404 1003.488 1189.567 1356.565 1453618 1524 655
y-Pi | A| P[S*(W| I|D|T|G|L|S|E|M|R - - - 424 257 537.341 594.363 695.410 810.437 923.521 1109.601 1276.599 1373.652 1444533

13|12(11|10(9 |8 (7|6 |S5|4|3|2|1 Arg Met Glu Ser Leu Gly Thr Asp lle Trp Ser Pro Ala
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H[F[S K|V K| 138066 285135 372167| 469.219| 598.262| 727.305| 840.389| 968.484| 1067.552| 1195647
H[F[s K[ V[K - - - - - | 951.457| 1050.525| 1178620
H[F[s K[ VK - 354156| 451209 580251| 709.294| 822378| 950473 1049.541| 1177.636
H[F[s K|V K| 147.113] 246181 374276| 487.360| 616.403| 745445| 842498| 929.530| 1076.599| 1213658
H[F[s K[V K| 130.086| 229155 357.250| 470334| 599.376| 728419| 825.472| 912504| 1059.572| 1196631
[H[F[s K[ VK - - -| s98392| 727.435| 824488| 911.520| 1058.588| 1195647
10[9 8 321 Lys Val Lys Glu Glu Pro Ser Hs
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Proten Vie | Match Emors MS/MS Fragments | MSMS Analysis |

Lgequence: l[ VKVLGDVIEVHGK (Peptide Mods: 2: Acetyl (K) )

MH+{mona): 1392.821 MH+{ava): 1393.653 MS/MS Tol:  |0.500 [pa x| Peaks [ 91 Above Threshold: 9 Zoomtomizfor 2+ | Zoom +/- I5__Da
Masses: & Mongistopic (" Average  Calculate: IMasses 'I Threshold: IU.UUU Assigned: 16 Mot Assigned: | 75 1+, miz 326.182

V|IK|V|L|G|D|V|I|E[V|H|G|K Val Lys Val Leu Gly Asp Val lle Glu Val His Gly Lys |
lon |1 |2 |3 |4 |5 |6 |7 |8 |9 [10|11]|12]{13|1 2 3 4 5 6 7 8 9 10 11 12 13
c VIK*IVILIG|D|V| I| E]V|H|G|K 117.102 245197 344.266 457.350 §14.371 629.398 728.466 841.551 970.593| 1069.662| 1206.720 1263.742| 1381.837
cH | VIK* V| LIG|D|V| || E[V|H|G|K 118.110 246.205 345.273 458.358 5$15.379 630.406 725.474 842.558 971.601 1070.669| 1207.728| 1264750 1392.845
z VIK*V|IL|G|D|V| I| E|]V|H|G|K 130.086 187.108 324187 423.235 552.278 665.362 764.430 879.457 936.479| 1049.563| 1148.631 1276.726| 1375.794
2| VK| V| L|G|D|V| I|E|V|H|G|K 131.084 188.116 325174 424243 553.285 666.370 765.438 880.485 937.486 1050.570 1149.638| 1277.734| 1376.802
22| VI|K*|V|L|G|D|V| I|E[V|H|G|K 132.102 189.123 326.182 425.251 554.293 667.377 766.446 881.473 938.494| 1051.578| 1150.647| 1278.742| 1377.810
| |13[12|11{10{9|8|7|6|5]|4|3|2|1 Lys Gly His Val Glu lie Val Asp Gly Leu Val Lys Val
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Proten View | Mateh Emors MS/MS Fragments. | MSMS Analysis |
I_ﬁequence: l[ LEGGSSNVFSMFEQTQIQEFK (Peptide Mods: 14: Deamidated (NQ) 6: Phospho (ST) )
MH+(mona): | 2486.095 MH+{aval: 2487616 MS/MS Tok J0B00  [Da ¥| Peakss | 115  Above Thieshold: [ 115 Zoomtomizfor2+ | Zoom+/: [5 Da
Masses: & pMonoisatopic (" Average  Calculate: [Masses v | Threshold: IU.UUU Assigned: 3 Not Assigned: 24 1+, m/z: 0.000
L|e|c|c|s|s|un|v|F|s|m|e[e|alT|ali|alE|F|k| Leu Glu Gly Gly Ser ser Asn Val Phe Ser Met Phe
fon |1 |2 |3 |2 |5 [6 |7 8 |9 |10[11[12[13[12[15[18[17[18[18[2021 2 3 4 3 5 7 B 10 11 12 1
b | L|E|[G|6|s|s*[n[Vv|[F|[s|m|F|E[a’| T|a] 1| Q[ E| F| K| 114091| 243134| 300155 357.177| 444209| 611.207| 725250| 824319 971387| 1058419| 1189.460| 1336.528
b47| L| E| G| 6| s|s*| N[ V[ F|s|m]| F| E[o*| T|a| 1| Q] E[ F| K - 2 = 3 z -| " 708224| 807.292| 954360| 1041.392| 1172.433| 1319.501
b-18| L| E|G[G|s|s*[n|V|F|s|m|F|Ela]T|a| 1|a| E[F|K - 225123 282145 339.168| 426.198| 593.197| 707.240| 806.308| 953376| 1040.408| 1171.449| 1318517
bPi | L| E|G|G|S|s*| N[ V| F|s|m| F|E[o’| T|a] 1| E[ F| K = 2 = - 346232 513230 627.273| 726.342| &73410| 960.442| 1091.483| 1238551
v | LI E|c|e|s|s*|n[v|F|s|M[F|Ela]|T|a| 1|aQ| | F| K| 147.113| 234181| 223224 551282| 884386| 792.425| 893.473| 1021531| 1150574| 1297.642| 1428683 1515715
v-17| L E[G| G| s|s*|n|v|F|s|M[F|E[a]| T|a| 1| Q| E[ F| K| 130.086| 277.155| 406.197| 534256| 647.340| 775.398| 876.446| 1004505 1133547| 1280616| 1411656| 1498688
y-18| L| E[G| G| s|s*|n|v|F|s|M|F|E[a]| T|a| 1|a[E[ F|K 3 S| 205213] 533272| 6463%6| 774.414| 875462| 1003521| 1132563| 1279.632| 1410672| 1497.704
yPi | L|E[G|G|s|s* | n|v|F|s|M[F|E[a]| T|a| 1|a[E|[F|K 5 Z = - 5 -| 795496 923554 1052597| 1199.665| 1330.706| 1417.738
21|20[19[18[17[16[15[14[13[12[11[10| 9 [8 7 6|54 |2 |21 Lys Phe Glu Gin lle Gin Thr Gin Glu Phe Met Ser




Abs. Int. * 1000

b-18 Pr—
¥ i P : T +—— 5 —t F | —A—t 5+ +—a—
18 - | —as— - !
y-Pi bttt —a—
: (729,35 2+) 1081.725
400+ b-18 14 1457.687 y-1811
499.015 1010.515 | 1099.619
720.257
2 y-1l85 y-Pi8 )'-18!10 y31
L
‘if;}?;‘ 430‘179 664699 | (669.252+) 1028.538 1239.690 157687
2004 o ¥, v y 13 1337.485 y 10 y-Pi 13 b-18 14 (729.35 2¢)
232.081 38179 517.245 e 1046.455 1168.658 1337.485
= y2 b-Pi 4 ys : b& b-18 10 y-Pi 12 v 13 (669.25 2+)
100 ; 818.452 i d
227.991 329.107 486.022 578.461 : v8 977.450 | | 1147516 1266.596
02 . | b4 b-Pi& : ‘ ] b9 {1811 y12
0. i | (A7 TR | | 3 1 s 2o |. RO R 0 | J
S ST L “?vl. (TR B Sl % s e on A R o Ay LT P IR EST TS
= 100 200 300 400 500 600 800 1000 1100 1200 1300 1400 1500
Protein View | Match Erors MS/MS Fragments | MSMS Analyss |
L§_equence: || RAZAPLPGFSTPGR (Peptide Mods: 3: Phospho (ST) )
MH+(mona): | 1493.726 MH +[ava]: 1494 571 MS/MS Tol  |0.500 IDa x| Peaks: [ 68 Above Threshold: (] Zoom tomfz for 2+ | Zoom +/- |5 Da
Masses: & Monoisotopic ( Average Calculate: IMasses 'I Thieshold:  [0.000 Assigned: | 26 NotAssigned: | 42 14+ m/z 0000
r|A|s|a|e|L|r|c|F|s|T|r|c|R| Arg Ala Ser Ala Pro Leu Pro Gly Phe Ser Thr Pro Gly Arg
lon |1 (2 (3 (4|5 (6|7 |8 |9 |10[11]12[13[14[1 2 3 4 3 5 10 11 12 13 14
b |R|A|S*|A|P|L|P|G|F|S|T|P|G|R| 157.108] 228145 395144| 465.181| 563.234| 676.318| 773371| 830.392| ©077.450| 1064.492| 1165540| 1262.593| 1319.614| 1475715
bA7| R|A|S*[A| P| L| P|G| F| 8| T| P|G| R| 140.082] 211.119| 378.117| 449154| 546.207| 659.291| 756.344| B813.365| 960.434| 1047.486| 1148514| 1245566 1302.588| 1458689
b18| R| A|S*[A| P| L| P|G| F| S| T| P|G|R Z C| 377133| 448170| 545223 658.307| 755.360| 812.381| 959.450| 1046.482| 1147.530| 1244.582| 1301.604| 1457.705
bPi | R|A|S*|A| P|L| PG| F| S| T| P|G|R 2 C| 297167| 368.204| 465257| 578.341| 675.394| 732415 879.484| 966.516| 1067.563| 1164.616| 1221.637| 1377.739
¥ | R[A[S*[A[P|L| PG| F|S|T|P[G|R| 175419 232.140| 320.193| 430.241| S17.273| 664341| 721.363| 818.416| 931500 1028.552| 1099.589| 1266.588| 1337.625| 1493.726
vA7| R|A|S*[A| P| L| P|G| F| S| T| P| G| R| 158.092| 215.114| 312.167| 413.214| 500.246| 647.315| 704.336| 801389 914473 1011.526| 1082.563| 1249.561| 1320.598| 1476.700
v-18| R| A|S*[A| P| L| P|G| F| &| T| P|G| R = 2 - 412230 299282| 646331| 703.352| 800.405| 913.489| 1010.542| 1081579 1248577| 1319.614| 1475715
yPi | R|A[S*[A| P|L| P|G| F| S| T| P|G|R = 2 -| " 332284| 419208| 566.364| 623.386| 720433 833523 930.575| 1001613| 1188511| 1239.648| 1395749
14|13|12(11|10|9 (8|7 |6 (5| 4|3 (2|1 Arg Gly Pro Thr Ser Phe Gly Pro Leu Pro Ala Ser Ala Arg




