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Figure S1. Effect of 2 uM staurosporine (STA) on ABA/MeJA-induced stomatal closure and H,O, production. (a) STA
abolishes ABA/MeJA induced closure. (b) STA inhibits ABA/MeJA elevated ROS levels. Left, representative stomatal images;
right, quantitative data. The pseudocolor key beside the lower right stomatal image indicates the increase of the fluorescence
from bottom to top. At least 60 stomata were analyzed in each experiment and three replicate experiments were conducted.
The guantitative data are shown as average * standard deviation.



Figure S2

MS/MS spectra of ICAT identified ABA responsive cysteines
Twenty seven cysteines were mapped from ABA treated guard
cells. The precursor of the cysteine-containing peptide and the
fragmented ions were shown as the evidence for mapping.



Ribulose bisphosphate carboxylase large chain precursor
GRPLLGCTIKPK

[ |5 ]|

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Prec MW | Prec miz Best Sequence Modifications Theor MW
5.1.1.1821.4 1508.9796 ( 504.0005 GRPLLGCTIKPE ICAT-C{C)@T 1508.8861
5.1.1.1822.2 1517.9985( 507.0058 GRPLLGCTIEFKE ICAT-C:1 3T CH@T 1517.9163
5.1.1.1881.2 1508.9382 | B03.9867 GEPLLGCTIERE ICAT-C(CH@T 1508.8861

Peptide ID Hypotheses - 5.1.1.1821.4 Precursor MS Region

Conf Prot M Sequence Modifications Theor MW | Theor miz
a3 2?| GRPLLGCTIKPK ICAT-C(CH@T 1506.5861 503.9683 493.3168
. - —507.3398
=1 EDKEHLQTLIQR 1506.7947 B03.9388 ; 498 6534 02.3558 —
=1 KSTHQGNVKEEFR 1508.7695 503.9305 . 5076750

=1 ELIQLFTTYLNK 1508.8715 503.9644 514 8339
~
=1 SSNILLTENYRRE Deamidated(M)@% 1508.7834 503.9351

5035554 ’ —507.0076

Fragmentation Evidence for Peptide

| |GRPLLGCICOTIKPK

Residue b b+2 ¥
530287 295180 1500.8934
2141299 107.5886| 14528719
3111826| 156.0048| 12357708
4242667 2126370 11997180
537.3507| 269.4790| 1036.6340
5043722 297.6897| o73.5499
9245084| 462.7578| 916.5284
10265561| 5132817 586.3923
1138.6401| 569.8237| 4853445 . 1378.82
1266.7351| 633.8712| 372.2606 ’ 1248.76 1332.9 1409.90
1363.7879| 682.3976| 244.1666 i ap0ss | o0 » .
14918328 746.4450[ 4147.1128 |
il
200 1300 1400 1500

1077.71 |
|

‘II i 0

800 900 1000 1100 1
miz, Da




Ribulose bisphosphate carboxylase large chain precursor
CYHIEPVPGEETQFIAY

[ |= ] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Prec MW | Prec miz Best Sequence Theor MW
3 1&dot; 115 2222.0247| T41.8821 CYHIEPVEGEETQFILAY ICAT-C{CHE 2222.0384
31&dot1.15.. 22310327 | 7446848 CYHIEPVPGEETQFIAY ICAT-C13C(BHCHET 2231.0667
101 &dot; 1.1 2221.8971| 741.6730 CYHIEFVEGEETQFILAY ICAT-C{C @ 2222.0384

Peptide ID Hypotheses - 3.1dot;1.1574.2.3

Conf ¥| Sc| Prot N/ Sequence Modifications Theor MW | Theor miz
99| 15 2| CYHIEPVEPGEETQFIRAY ICAT-C:13C(INCH@1 2231.0657 744 6858
=1 M GLTITGVEVNMALNTHVVTHMGE Oxidation{My@20 2231.1401 7447207
=1 HLVWALRDSGINVFEDSFE 22311851 7447357
=1 LACRTVGWGVVGGLGPFLER ICAT-C{C)@3 2231.23:1 7447525

E] LT D T T ST IR L AT O d O R 7734 1E0S TAA TIAG

T45.6200
T45.3578
.

Fragmentation Evidence for Peptide

| |CIcaTYHIEPVPGEETQFI8Y

Residue b b+2 Yy
[SEED 340.1738| 170.5905| 2232.0729
¥ 503.2370| 262.4221| 1692.9085
H 640.2059| 320.6516| 1729.8432

753.3800| 377.936| 1592.7843

8824225  441.7149| 1479.7002

979.4753| 450.2413| 1350.6576
1078.5437| 539.7755| 12538048
1176.5065| 588.3019| 1154.6364
1232.6179| 616.8126| 1057.4837
1361.6605| 631.3330| 1000.4622
1480.7031| 745.8552| G671.4196
1591.7508| 796.3790| 742.3770
1719.8094| 850.4083| 541.3293 1 : 51az
1866.8778| 933.9425| 513.2708 295, ST 7u5 - 946 |ios1.

‘L '|“|.l‘

Mm@ Amimio| ol =|Tm

1979.9619 990.4345 366.2023
20509990 | 1026.003 253.1183 I‘ | 123p.63 138). |’ 170178
1l 1 1,

2214.0623| 11075348 182.0812 i | | Aui) I |l 1L, Il I| |i||| . : : . . N L | ;
300 400 500 600 TOD 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900
miz, Da

- toso.s o 57371 | 1886.87
w




Ribulose bisphosphate carboxylase large chain precursor
VALEACVQAR

[= =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Prec MW | Prec miz Best Sequence Modifications Theor MW
3 1&dot;1.14.. 12858472 | ©43.8300 ALELCVERR ICAT-C{CHEE 12857177
J1&dot; 114, 1284.6741| ©45.3443 RLELCVERER ICAT-CA3C( S CHEe 1284.7478
9.1&dot;1.13... 12866302 | ©43.8224 VALERCVERE ICAT-C{CHEE 12857177

VAL
VAL

9. 1&dot1.13... 12546531 6483338 ELCVERR ICAT-C:13C(9)(C)l@b 12547478
10 1&dot 11, 1285.6475| 643.8310 ELCVERR ICAT-C{C)@6 12857177

Peptide ID Hypotheses - 2.1dot;1.1399.3.2 Precursor MS Region

Conf ¥ | Sc| Prot N~ Modifications Theor MW | Theor miz
9| 14 2| VLLELCVELRR ICAT-CAIC( SN CHEe 1284.7478 543.3812
99( 14| 94, 98, VALEACWVQRR ICAT-C:13C(3)CH@b 12347114| B48.3830
0| 14 VAIEACVORR ICAT-C:13C(9NCH@b 12847114 B43.3830
221 14 VALQACVORR Deamidated(Q)@4, ICAT-C:... | 12347114 5433830
21( 14 VAPEACVORR Oxidation(P}@3, ICAT-C:13... 12846750 B48.3448

§43.9285 | 548.3430

&80.3289
.

Fragmentation Evidence for Peptide

| [vaLeacicomvasr

Residue b b+2 Yy y+2
100.0757 50.5415| 12857187 648.3630
171.1128 36.0600( 1196.6503 558.8288
284.1969 142.6021| 1125.6132| 563.3102
413.2395| 207.1234| 1012.5291 506.7652
434.2766| 242.541%| B83.4865 4422459
§23.4428 412.2251 812.4494 408.7284
9228114 451.7893 473.2831 237.1452

1050.5699 B2B 7886 374.2146 187.6110

1121.8070 B61.3072 246.1561 123.8817

1277.7082 6383577 175.1190 88.0631

977.48 1125.63
15 [ : 87445 | posge
- /553.31 / 548.33 E 937.47 66.51 119366

||.| “IJ"HIIII I Al LI|I|| | i il|il|.l Il

400 500 600 TO0 B00 1100 1200 1300
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Ribulose bisphosphate carboxylase large chain precursor
WSPELAAACEVWK

[ =] ]

Protein Quant

Spectrum List

Protein 1D

Spectra

Summary Statistics

Spectrum

Prec MW

Prec miz

Best Sequence

Modifications

Theor MW

2.1&dot1.14...

1740.8181

871.4148

ELARRCEVWE

ICAT-C:13C(9)(C)@8, Oxidation(Wy@12

1740.8593

9.1&dot;1.14..

1732.7680

8967.3918

WS El
-| WSPELARRCEVWE

ICAT-C:13C(9)(C)@8, Glu-=His@10

17328306

9.1&dot;1.14..

17407300

871.3973

-| WSPELARRCEVWE

ICAT-C:13C(9)(C)@8, Oxidatio n(W)@12

1740.8593

8 1&dot;1.14. .

1731.75646

§66.5546

WSPELARLCEVWQ

ICAT-C(C)}@9, Oxidation(\W)@12

1731.7926

9.1&dot;1.14..

17667841

679.4043

WSPELARRSEVWEATE

Val-=Ala@11

1766.9148

Peptide ID Hypotheses - 9.1dot;1.1467.4.9

Precursor MS Region

Conf ¥ | Sc

Prot N *

Modifications k.

Theor MW

Theor miz

99|17

WSPELRARCEVWQ

ICAT-C(C)@9, Oxidation(WV)...

1731.7926

866.9035

86| 17

2,94

WIPELARRCEVWE

ICAT-C(C @9, Oxidation(i)...

1731.5291

§66.9218

18| 17

WSPELARRCEVGRS

ICAT-C(C)@9, Gly->Ser@12

1731.5251

§66.9198

14|17

WIFEIARRCOVWE

ICAT-C{C)@9, Deamidated|...

1731.8281

866.9218

13|17

W3

ELRRRCOVWE

ICAT-C{C) @9, Deamidated(...

1731.8281

866.9218

13|17

ELLALCIVHE

ICAT-C{C)@®, Deamidated(...

1731.8281

866.9218

867.3854
-

G564 7664

860

871.3955 "
—871.8574

865 870
miz, Da

878

Fragmentation Evidence for Peptide

| |WSPELAAACICONEVIWIOXTK

Residue

b

b+2

¥

y+2

187.0866

24,0485

1732.8363

066.9218

2741186

137 5629

1546.7570

7738821

3714714

186.0893

1458.7250

730.3661

500.2140

250.6108

1362.6722

881.8387

613.2980

3071627

1233.6296

617.3184

684.3362

3426712

1120.5456

BG0.7764

7553723

378.1898

1049.5084

5252579

526.4094

4137083

978.4713

438.7393

1166.6456

EY8.7764

907.4342

454.2207

12855881

5432977

577.2950

2891827

1364 6566

692.56319

448.2564

2248314

WOxi]

1586.7308

7593.8680

3481870

175.0972

K

1714.8258

857.9165

1471128

74.0600

8526 89p.38
85627 75432 N

907 .40
~

gtk st
¥

il

sedl |
?

104949
.
1120.55

FIN N

123}3.55

TOO 800

miz, Da

800

1000

1100

1200
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Ribulose bisphosphate carboxylase large chain precursor
YGRPLLGCTIKPK

BEE

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Prec MW

1671.8117
1671.8381
1680.9078
1671.6954
1671.9034

Prec miz
418.9852
§36.9245
841.4512
558.3057
555.3084

Spectrum
J1&dot; 114,
9.1&dot;1.13...
9.1&dot;1.13...
10.1&dot; 1.1,
11.1&dot1.1...

Best Sequence
YGRPLLGCT IKPK
YGRPLLGCT IKFK
¥YGRPLLGCT IKFK
YGRPLLGCT IKFK
YGRPLLGCT IKFE

Modifications Theor MW
1671.9485
1671.9485
1680.5796
1671.2485

1671.5485

ICAT-C(C)@8
ICAT-C(C)@8
ICAT-C-13C(9)({C)@8
ICAT-C(C) @8
ICAT-C(C)@8

Peptide ID Hypotheses - 9.1dot;1.1391.2.9 Precursor MS Region

Conf ¥ | Sc
99| 17

Prot N /
2 98,

Modifications
ICAT-C:13C(9)CHEE

Theor MW
1680.9796

Theor miz
g41.4971

YGRPLLGCT IKFE —a4t.48z8

99

17

YGRPILGCT IKFK

ICAT-C:13C(9)(C)@8 1680.9796

d41.4871

99

17

YGRPLLGCTIQFK

ICAT-C:13C(9)(C)@8 1660.9432

d41.4739

59

17

YGRFLLGCTIZFK

ICAT-C:13C(3)(Cl@s 1660.9432

G41.4789

59

17

YGRPFLLGCTLEFK

ICAT-C:13C(3)(Cl@s 1680.5796

G41.4571

13

17

HGRPLLGCT IEFE

Delta:H{2)C(2HHM@1, ICAT-._ | 1680.9808

841.6027

—841.8700
343.4058

Fragmentation Evidence for Peptide

|¥GRPLLGCICOTIKPK

Residue

b

b+2

y+2

164.0706

625389

1681.9869

841.457T1

221.0921

111.0487

1518.9236

7589654

3771932

188.1002

1461.8021

731.4547

4742459

237 6266

1305.8010

653.4041

587.3300

2041686

1208.7482

604.8778

7004141

360.7107

1095.6642

543.3367

7574355

379.2214

982.5801

491.7837

1096.6019

B43.8045

925 5536

463.2830

1197.6496

£09.3284

586.3923

293.8998

1310.7336

656.5705

486.3446

2431759

1438.6286

7198179

372.2605

186.6339

1535.8814

756G 4443

2441656

122 5364

1663.9763

832.4918

1471128

74.0600

19

49324 POT-33,

805.47

1051.5§

yJuid

117971
Lyl

13P.75

143

.78

1R

1681.92
~

1664.90

-
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1000

900
miz, Da

1100

1200
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Ribulose bisphosphate carboxylase large chain precursor

GHYLNATAGTCEEMMK

HEE

Protein Quant Protein 1D Spectra

Spectrum List

Summary Statistics

Spectrum Prec MW | Prec miz Best Sequence Modifications

Theor MW

10 1&dat11... 3013.8240| 6722819 GHYLNATAGTCEEMFE ICAT-C(C)@11, Oxidation(My@i4

2013.8925

10.1&dot; 1.1 2013.8265| £72.2828 GHYLNATAGTCEEMFE ICAT-C{C)@11, Oxidation(M}Z14

2013.8925

10 1&dot; 1.1, 2022 8563 | 6752927 GHYLMNATAGTCEEMFE ICAT-CA3C(SNCH@ 11, Oxidation(My@14

20229226

10 1&dot; 1.1, 2022 8683 | 6752967 GHYLMNATAGTCEEMFE ICAT-CA3C(SNCH@ 11, Oxidation(My@14

20229226

12 1&dot 11, 2022.8335| 1012.42 , 24, | GHYLNATAGTCEEMME ICAT-C:13C(9)(CH@ 11, Oxidation(M)@14, Oxidation(My@15

2022 5896

Peptide ID Hypotheses - 10.1dot;1.1302.3.10

Precursor MS Region

Conf ¥| Sc | ProtN -/ Modifications Theor MW | Theor miz
99| 156 98 | GHYLNATAGTCEEMFK ICAT-C(C)@11, Oxidation(M.. | 2013.8925| 672.3047
17 15| 2,94, | GHYLNATAGTCEEMME ICAT-C{CH@ 11, Oxidation(M... | 2013.8584 672.2938
17( 15 GHYINATAGTCEEMME ICAT-C{CH@ 11, Oxidation(M... | 2013.5584 67.2.2938
g 15 GHYLMATAGTCEQMME ICAT-C{CH@11, Deamidated... | 2013.5584 67.2.2938

6726156 — 6752591

Fragmentation Evidence for Peptide

| IGHYLNATAGTC[CEII]EEM[OXI]FK

Residue b b+2 ¥ y+2
£8.0287 205180 2014.8997| 10079535
195.0877 930475 1957.8783| 979.4428
3581510 179.5791| 1820.8193| 9109133
471.2350| 235.1212| 1857.7560| 829.3316
585.2780| 293.1428| 15448720 7728396
656.3151| 323.8812| 14308290 T715.8182
757.3628| 379.1850| 1359.5819%| ©80.2998
828.3999| 4147038| 1258.5442| 6297758
885.4213| 443.2143| 1187.5071| 594.2572
086.4600| 493.7381| 1130.4857| 565.7485

13168062 658.8062| 1020.4380| 5162228

14458478 723.3275| 600.30M8| 350.1545 sdd 3

1674.6904| 787.8485| 570.2682| 2356332 o1 b 739.36 -

M[Oxi] 1721.7258| 8513866 4412166 221.1119 T k2.43| 884.38 : .

F 18687042 9349007 2944812 1475942 ] ” | || h" || ” ‘m

1585.28 '1?21.63\
.

7
T 942_391 N
1
K 19953802 | 098.9432| A147.4128|  74.0600 ll imi "-|| I -“u'hl 1 L L1 ]
100 200 300 400 500 600 70D 800 900 1000 1100 1200
miz, Da

! 11
1400 1500 1500 1700




Ferredoxin
FITPEGEQEVECDDDVYVLDAAEEAGIDLPYSCR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Prec MW Best Sequence Modifications Theor MW
2.1&dot;1.16... 42438867 FITPEGEQEVECDDDVYVLDAREEAGTDLEYSCE ICAT-C{C}@12, ICAT-C(C)@33 4243.9092'?

« T | 3

Peptide ID Hypotheses - 2.1dot;1.1610.4.2 Precursor MS Region

Conf ¥| Sc| Prot N/ Sequence Modifications 4| Theor MW | Theor miz
A

59 14 47| FITPEGEQEVE CDDDVYVLDAREEAGTDLEPYSCR ICAT-C{CH@12, ICAT-C{C}... 42438092 | 1061.9845 1082.7282
21| 14 20| FVIPEGEQEVE CDDDVYVLDAREEAGTDIEYSCR Val-=Leu@2, ICAT-C(CH@1... 42435052 1081.9845

al 4 = ialaka sl ansnnans| ancs oana

Fragmentation Evidence for Peptide

| IFI'I'PEGEQEVEC[CUI]DDDVWLDAAEEAGDLPYSC[CD-I]R

Residue b b+2 ¥y y+2

1704.7421 852.8747| 2656.2083| 1328.6073
1819.7691 9103882 | 2541.1814| 1271.0943
1934. 7980 987.9017| 2426.1544| 1213.5308
2033.8844| 1017.4388| 23111275 11B5.06874
21968278 1098.9675| 2212.0891| 11065332
22958962 11455017 2045.9957| 1025.0015
24090802 | 1205.0433| 12499273 9754873
25241072 | 1282.5572| 18368433 918.9253
25861443 | 1298.0758| 1721.8183 361.4118
2666.1814| 1333.5843| 1850.7792 §25.8832
2796.2240| 1393.11565| 1579.7421 7803747
2024.2666| 1482.6360| 1450.8095 7258534
2096.3037| 1498.1555| 1321.6569 561.3321
30823252 | 15266662 1250.6198 625.8135
31654082 | 1583.2083| 1193.5983 BG7.3028
32804362 | 16407217 1080.5143 B40.7608
338365203 16972638 965.4873 433.2473
34505730 1745.7201 352.4032 4267053
3663.6363| 1827.3218 755.3505 378.1789 ) 152763 16745
37406684 1870.8378 592.2872( 295.8472 T : l T L I T |-|
4070.8046| 2035.8058| 505.2551 2631312 1800 1800 2000
42268057 2113.9585 175.1190 88.0631

D Elmm>=olr|<|<<lo oo

T 181786 193379
1

w|=|mo|rr (o




Ribulose bisphosphate carboxylase /oxygenase small subunit

WIPCVEFELEHGFVYR

[ =]

Spectrum List

Protein Quant

Spectra

Summary Statistics

Spectrum

Time Prec MW | Prec miz

Best Sequence

Theor MW =

7.1&dot1.16..

45.801| 22550684 754.0301

WIPCVEFELEHGFVYR

ICAT-C:13C(8)CrD4

22591233
i

9.1&dot;1.15...

46.637| 2250.0010| 751.0076

7| WI PCVEFELEHGEVYR

ICAT-C(C)@4

2250.0833 ~

il

| 3

Peptide ID Hypotheses - 9.1dot;1.1526.3.9

Precursor MS Region

Conf © Prot N

Modifications

Theor MW | Theor miz

o9

7| WIPCVEFELEHGEVYR

ICAT-C(C)@4

22500833| 751.0383

13

WVPCLEFELEHGEVYR

ICAT-C(C)@4

22500833 751.0383

=1

GWVPCLEFELEHGFVYR

Trp-=Glu@2, ICAT-C{CH@E

22500779 751.0333

=1

WIPCVELELEHGEVYR

ICAT-C(C)@4, Leu->Phe@7

2250.0833 751.0383

=1

ASIGANPOT FGGELOKYTLVR

Deamidated(Mj@e

2250.1646 751.0621

200
180 T51.3438 .

50 1 743.3541
N

745 7RO TBE T8O
miz, Da

" 754.3466

7850181
’
759.3647
1

Fragmentation Evidence for Peptide

| |WIPCICONVEFELEHGFY YR

Residue

b b+2 y

y+2

187.0866 94.0465| 22511005 1

126.0539

3004707 150.5880( 2065.0212) 1

033.0142

397.2234 18581163 1851.9571

876.4722

7273596 364.1834( 1854.5843

827 9458

826.4260 4137176 1524.7482

TE2.877T

9554706  478.2389| 1425.6797

713.3435

1102.5390 BB1.7731| 1296.6371

8458222

123168186 8152944 1149.5687

575.2880

1344 5857 672.6385| 1020.5261

510.7667

14737083 7373578 907.4421

454.2247

1610.7672 805.8872 7783995

38570534

1667.7886 334.3580( 641.3406

3211739

1814.8571 507.9322 584.3191

252 6632

1913.92656 967 4664  437.2507

2181290

207659868 1038.9880( 338.1823

168.5843

1863.87

175579 l| |

Al=|=|T|@|T|m|—|[m|7m|m

2233.0899| 1117.0486 1751190

88.0631

1800




Malate dehydrogenase, mitochondrial precursor
GLNGVPDVVECSYVQSTITELPFFASK

[ ] = %]
o o o
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence kL Modifications Conf | Theor MW =
9.1&dot;1.15... 52.329| 31354971 1048.17... 3 3| GLNGVEDVVECSYVOSTI TELPFFASK ICAT-C:13C{8HCI@11 oo 31355886
i
e Py ppp— PP - e ———— P ———— m—
Peptide ID Hypotheses - 9.1dot;1.1590.3.9 Precursor MS Region
Conf “| Sc| ProtN -~ Sequence P Modifications 4| Theor MW | Theor miz z AMass | - 100
99| 17 3| GLNGVPDVVECSYVQSTI TELPFFASK ICAT-C:13C(8}C)I@11 31355886 10462035 3| o004/ 50 1045.5184
=1 17 GLNGVPDVIECSYVQSTITELFFFASK lle-=Val@9, ICAT-C:13C(9)(... | 3135.5886| 10452035 3| -o.0s04 o
i
Fragmentation Evidence for Peptide
| |GLNGVPDVVECICONS Y VQSTITELPFFASK
Residue b b+2 Yy y+2 o
L 171.1128 86.0800| 3079.5744( 15402008 950 1 vz b v " Ve VT VB 9 ¥10 yit|  yiz 13
M 2851557 143.0815| 2055.4003| 1483.7488 900 A b3+2 b2 yB32 |[bd b5| | yo+2i6 b3 b9 b10
G 3424772 1715872 28524474| 14267273 850 -2 p96.36 -
v 441.2456| 221.1284| 27854259 1398.2188 00 A
P 538.2984| 259.8528| 2606.3575| 1348.5324 750 41324
D §53.3253| 327.1663| 2599.3047( 1300.1550 700 452 2
v 7523937 3757005| 24342778 12428428 850 2813 o s -
v 851.4621| 4262347| 23852004 1193.1083| (S 800 .
J54.12 4412p
E 980.5047| 490.7560| 2286.1410| 1143.5741 550
==
cicel] 1319.86711| 660.3392| 2157.0984| 1079.0528 500 21308 o2 103653
3 1406.7031| 703.8552| 1817.9320( o09.4596 £450
¥ 1569.7665| 7853889 1730.9000( 865.9536 400 80944
v 1668.8349| 834.0211| 1567.3388( 7344220 350
Q 1796.8935| 595.0504| 1468.7682( 72348577 300
s 1883.9255| 942.4554| 1340.7096( &70.8585 250 { 938 47
T 1984.9732| 992.0002| 1253.6776( 827.3424 200
I 2093.0572| 1049.5323| 1152.6299| 576.3136 150 1 S5 ok
T 2199.1048| 1100.0561| 1039.5459| 520.2766 100 1 735.35 083 52 1152.83 138084 01,
E 2328.1475| 11845774| 938.4982| 480.7827 50 ‘ I i | T' 1228.80 )
L 2441 2316 | 12211194 309.4566 2052314 0 . | ||' ||||| ||.| i | ||I | | | ||“|I|I| | | il . f
0 700 800 900 1000 1100 1200 1300 1400
P 2535.2843| 1269.6453| 696.3715| 343.5394 miz. Da
F 26853527 1343.1800| 699.3188| 300.1630|




Cytosolic triosephosphatisomerase
IIYGGSVNGGNCK

[= =] x|

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List [=]

Spectrum Prec MW | Prec miz Best Sequence Maodifications Theor MW =
9. 1&dot1.13.. 1608 6750 | 7563448 II¥YGGSVNGGNCK Deamidated(N)@8, ICAT-C(C)@12 1608.7294
9. 1&dot;1.13... 1516.7208| 759.3877 IIYEGSVNGENCE ICAT-C:13C(S)Ch@D12 1616.7755
9 1&dot;1.13... 1517.6983| 759.8554 IIYEESVNGENCE Deamidated(M)@8, ICAT-C:13C(S)(Ch@12 1517.7598

12 1&dot; 1.1 1516.7283| 759.3714 IIYGESVNGGNCE ICAT-C: 130N CHE 2 15167758 ~
< | 3

Peptide ID Hypotheses - 9.1dot;1.1385.4.9 Precursor MS Region

Conf ¥| Sc | ProtN Modifications #| Theor MW | Theor miz
93| 15 51| ITYGGSVNGGHCE Deamidated(N W@ 8, ICAT-C{. .. 1508.7254 7553719
=1 13 ITYGGSVIGANCK ICAT-C{C @12 1608.7657 7553501
=1 1 EDSQRDMGSGNANK Deamidated(Nh@13 1508.6161 7553154
=1 10 DERLTGYGVSGGHGE 1608.7372 7553759
=1 10 MSRDSARERSGGRAGNE Deamidated (M@ 15 15086526 7553336

759.8504

Fragmentation Evidence for Peptide

| | GGSVN[Dea)GGNCICOK

Residue b b+2 ¥ y+2
114.0%13 57.5483| 1509.7366| 755.3719
2271754 114.0813( 1396.6525 693.5299
390.2387 195.6230( 1283.5685| 642.2879
447.2602| 2241337 1120.5051 560.75662
504.2817 | 252.5445| 1063.4837| 5322455
5913137  296.1605| 1006.4622 503.7347
890.3821 3458047 919.4302 450.2187
8054080 403.2082 820.3618 410.86348
§62.4308 431.718% T05.3348 353 AT
919.4520 460.2296 548.3134 324.6603

1033.4848 517.2511 591.2919( 296.1496

C[Con 1363.6311 682.3192 477.2490( 239.1281 -40 1120.51

K 14917260| 746.3567| 147.1128|  74.0600 1006.44 11535 128851

1000 1100 1200 1300 1400 1500




Succinate dehydrogenase flavoprotein alpha subunit
AAIGLSEHGFNTACITK

[ ] =]
o o o
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence kL Modifications Conf | Theor MW =
8.1&dot1.14... 34703 1967.9650| 656.9956 3| 10,42, | AAIGLSEAGFNTACITE ICAT-C:13C(9)(C)@14 99| 1968.0186 -
< T | 3
Peptide ID Hypotheses - 9.1dot;1.1425.3.9 Precursor MS Region
Conf ©| S¢| ProtN * Sequence k. Maodifications “ | Theor MW | Theor miz z AMass 80
99| 16| 10,42, .| ARIGLSEHGENTACITK ICAT-C13C(8)(C)@14 1966.0166|  657.0135 3| -0.0536 50 656.5958
<1 12 GLAAIVISELASARHDTVSR 1968.0276| 657.0165 3| -o.o&26 40 -85T 6720
<1| 11 RQLLMGQESPRRRAGQIAR Deamidated(Q)@7 1988.0211| 667.0143 3| -0.0881 gg 868.3201
=1 11 ASIDAANKALAFHOTLARR 1968.0541| 657.0253 3| -0.0891 10
<1| 11 SVAHNFZNT GALVTCVE Deamidated(N)@5, ICAT-C:... | 1968.0186| 657.0135 3| -0.0538 o TN RS, LY
B50 655 GBD BG5S
miz, Oa
Fragmentation Evidence for Peptide
| | AAIGLSEHGFNTACICONTK
Residue b b+2 Yy y+2
A 72.0444|  36.5258| 1960.0258| 985.0166 900 vi|[ | v2|| [¥3 4| y5|  yB 7 ¥B| y8 y10 y1z|  y13p4|  y15
A 143.0815|  720444| 18979368 949.4380 BYEP| b b4 | BB D112 yiGe2 yie=2 e12
I 256.1656| 128.5864| 1826.9516| 913.9795
G 313.1870| 157.0972| 1713.8676| 857.4374
L 426.2711| 213.5382| 1656.8461| 828.3267 71579
s 513.3031| 257.1552| 1543.7620( 7723847
E §42.3457| 321.6765| 1456.7300| 728.8586
H T79.4045| 390.2080| 41327.6874| 664.3474
G 836.4261| 418.7167| 1190.6285| 5953179 34
F 983.4945| 492.2508| 1133.6070( 567.3072
M 1087.6374| 549.2724| 9865386 4937730 169581 182630
T 11985851 | 5995.7962| 8724957 4367515 164877
A 12606222 6353148| T7A.8480| 3862277 o o7 10038 8?222?5- 55.53
clcsl] 1608.7886| G04.8979| 700.4108| 350.7091 ‘ 7440 | s43ls sk eo 152672 | 18007 1508le1
I 1721.8727| 861.4400| 361.2445( 1811259 Y 133588
18229203| ©9119638| 248.1606| 124.5839 ‘ H | | | ||||||“| L " |‘|| ( bt 1 :M 1 ||| ‘ | | | ‘
K 19510163 976.0113| 147.1128 74.0500 800 soo m"ﬁ 1200 1400 1800 1800




Vacuolar ATP synthase subunit A (VHA-A)
YSNSDAVVYVGCGER

[ ||=] %]
i . o
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence kL Modifications Conf | Theor MW =
12.1&dot;1.1... 27.217| 3576.3333| B895.0908 4 7| ¥SMLSSALYVT SPAQR TMVAPFTGLESS SAFPVTR Oxidation(M)@3 <1| 3575.3003
2.1&dot;1.14... 31.976) 1844.3003| 9234119 2 8| YSNSDAVVYVGCGER ICAT-C{C)@12 97| 1844.3383
2. 1&dot;1.14... 31.934| 1853.3499| 927.8322 2 8| YSNSDAVVYVECGER ICAT-C:13C{8)}(C)@12 99| 1853.5688
3.1&dot;1.15.. 31.709| 1853.8500| 618.9573 3 8| ¥SNSDAVVYVGCGER ICAT-C:13C{8)}(C)@12 95| 1853.6665
10.1&dot;1.1... 32.321| 1844.3029| 923.4087 2 8| ¥SNSDAVVYVECGER ICAT-C{C)@12 45| 18443363 -
< 1 | 3
Peptide ID Hypotheses - 3.1dot;1.1508.3.3 Precursor MS Region
Conf ©| 5¢| Prot N # Sequence kL Modifications 4| Theor MW | Theor miz z AMass | & \518 —
99| 13 8| YSNSDAVVYVGCGER ICAT-C:13C{3)}(C)@12 1853.8665| 618.9628 3 -ﬂ.0165E| B8 )
85| 13 YSNSNAVVYVGCGER Deamidated(M)@s, ICAT-C... | 1853.8666| 6180628 3| -0018s 4 6198520
2| 12 ¥SNSDEIVYVGCGER ICAT-C:13C{8)}(C)@12 1853.3665| 513.9628 3| -00186 20 £30.7929
113 YSNSDTVVYVGECGEER Thr-=Ala@6, ICAT-C:13C(8)... | 1853.8666| &15.9628 3| -o.018s 0- miz a
El EE-1 I AT R TITTTT = Fad O~ AT S~ 4000 oooQ 240 ono a2 F W] i !
Fragmentation Evidence for Peptide
| |¥SNSDAVVYVGCICIGER
Residue b b+2 Yy y+2
164.0706 826380| 1854.8738| 927.9408 300 1 136.08 ¥1 ¥3 ¥4 ¥6 e ¥7 8
- b2 b4fs+2 | bS|  bB11+2 |67 b8
3 2511026 125.0550| 1691.5105| 8454039 280 4
M 385.1456| 133.0784| 18047734 8023929 280 1
3 4524776 2265924| 1400.7355| 7458714 240 1
D 567.2045| ©2341058| 1403.7035| 702.3554 ;z:: 1 7p7.35
A 638.2416| 319.8245| 128B.6785| 5443419 130
180 ]
v 737.3101| 389.1587| 1217.63%4| 509.3233 B 150 ]
v 836.3785| 418.5029| 11185710 559.7891 £140 ] z814 8pg.41
Y 999.4413| 600.2245| 1019.5026| 5102549 120 ] $3.10 1017.49
v 1098.5102| 549.7587| 856.4303( 4287233 100
G 1166.5317| 678.2805| 757.3708| 379.1891 80 1 278
a0 ] ha7 21 740.33
clcal] 14945980 747.8527| 700.3484( 3506733 36117 - ~
0] 7427 2028 1002.45
G 1661.7195| 776.3634| 361.830( 181.0051 268.14 ) N 111850 147763
E 1680.7621) B40.8347| 3041515| 1525844 e | Ll ||| | | ] Lo 1015 o
: - : - ol Lt IIL 11 1 T TP , , o
R 1836.8632| 918.9352| 175.11%0 88.0831 5} 100 200 300 400 500 80D 700 300 800 1000 1100 1200 1300 1400 1500
miz, Da




Glyceraldehyde-3-phosphate dehydrogenase C subunit (GapC)
SDLDIVSNASCTTNCLAPLAK

[ ||=] %]
o, . v
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence kL Modifications Conf | Theor MW =
12.1&dot; 1.1, 40.473| 25881680 8963.7299 3 39| SDINIVSNASCTTNCLAPTAE ICAT-C{CH@11, ICAT-C{CH@15 99 255’3.293?':
12.1&dot1.1... 41.156| 2589.1445| B864.0555 3 39| SDLNIVSNASCTINCLAPLAK ICAT-C(C)@11, ICAT-C{C)@15 22| 25832037 .
Fl | I | b
Peptide ID Hypotheses - 12.1dot;1.1622.3.12 Precursor MS Region
Conf ¥ | Sc| Prot N -~ Sequence P Modifications 4| Theor MW | Theor miz z AMass | = 100
89| 14 39| SDILNIVSNASCTINCLAPLAK ICAT-C{C)@11, ICAT-C(C)... | 2588.2837| 863.7719 3| -0.1259| 3 281 Sf:sgsgs_
9| 14 SDINIVSNASCTINCLAPLRAK ICAT-C{CH@11, ICAT-C{C)... 2583.2937 863.7T19 3| -D.1258 o -
i
Fragmentation Evidence for Peptide
| ISDLNNSNASC[CDMTNC[CU-I]LAPLAK
Residue b b+2 Yy y+2
5 88.0393] 445233 2580.3011| 12951542 vil vl [vd] ve| ys| | I8 I:;LQ ve|  ye| 1 v
) 203.0662 102.0363 | 2502.2691| 1251.8332 2400 bhE+2 b3 H#0+2 RS2 | BE| b7 ;]
L 316.1503 1686788 | 2387.2421( 11941247 2200 \42 2
M 4301932 2156003 22741581 1137.85827
| 543.2773 2721423 2180.1151| 1080.5612 2000
642.3457| 3216765 2047.0311| 1024.0192 1500
s 7203777 3661925 1947.0627| O74.4850
M 843.4207| 4222140| 1860.9306| 930.9590 1600 1
A 914.4578| 457.7325| 1746.8577| 873.9475 21400
S 1001.4858 501.2485| 156758506 §33.4289 5
1 22813
CICon 133186260 666.3166| 1538.8186 7949129 E1200
T 1432 8737 716.8405| 1258.6824 5255448
T 1633.7213 TE7.3643 | 1157.6347 579.3210 499 ¥
M 1647.7643 8243853 1056.5870 528.7972
Clcon 1977.9005 989.4539 942.5441 471.7757 -
L 2090.9345| 10459959 6124079 306.7076 p15.26
A 2162.0216| 10815145 499.3239| 250.1656 shol
P 2260.0744| 1130.0408| 428.2867| 214.6470 i E.
l 53083 seaqi) | ||105554 146783 |1e57.73 104778
L 2372.1685| 1186.5829| 331.2340| 1661206 bl I PPPRTFRIN |17 56 [ AR RO B R B WU
A 2443.1955| 1222.1014| 218.1498| 1095786 800 80D “i'sz 1200 1400 1800 1800 2000
mizZ, Ua
K 2571.2805| 1286.1439 147.1128 74.0600 '




Putative transitional endoplasmic reticulum ATPase

QSAPCVLFFDELDSIATOR

[ =]
o, . v
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence kL Modifications Conf | Theor MW =
10.1&dot;11... 57.341| 2358.1294] 787.0504 3 33| 03APCVLFFDELDSIATOR GIn-=pyro-Glu@N-term, ICAT-C:13C(9)(Cl@s 90[ 23581614
5.1&dot;1.20... B4.146 0.0000| ©83.7341 0 QSEMGIFKI LOGSLSGEGEHE GIn-=pyro-Glu@N-tem «1| 2048.0248 .
Fl | I | b
Peptide ID Hypotheses - 10.1dot;1.1661.2.10 Precursor MS Region
Conf ¥ | Sc| ProtN -~ Sequence P Modifications | Theor MW | Theor miz z AMass | =
93] 16 33| QSAPCVLFFDELDSTATQR GIn->pyro-Glu@N-term, ICA _ | 2358 1614  787.0610 3| 003192
=1| 18 QSRSCVLFFDELDSIATQR GIn->pyro-Glu@N-term, Ser-__| 235681614  787.0810 3] -0o31s|
Fragmentation Evidence for Peptide
| Pea [asAPCICOIVLFFDELDSIATOR
Residue b b+2 Yy y+2
a 1120393 555233 2350.1585| 1180.0872 480 1 ¥ 2 v3| s ¥ v6 Y7 y o v
B 199.0713| 100.0383| 2248.1385| 11245719 ﬁ: y4+2 03 b4 W82 | e b5 b6 | b14+2 bp od
A 270.1084| 1355578| 2161.1045| 1081.0559 420 1
P 3671612 194.0842| 2000.0674| 10455373 400
clcel 7063276 3536674| 1803.0146| 997.0110 380 4
v 8053960 4032018| 1653.8483| 827.4278 ﬁ ]
L 918.4801| 4507437| 18847798 777.8935 320 1
F 10655485 5332779 14418058 7213515 300 1
F 12126168| 606.8121| 12945274 6476173 giig: 79039
D 13276438| 664.3266) 1147.6690| 5742831 €240 ] 245,07
E 1456.6864| 726.0468| 1032.5320| 516.7695 E0 4 120.08 254.13
L 1560.7705| 7853380 003.4894| 452.2483 fg’g: /2”1540423
D 1664.7974| 0542.0024| 790.4054| 3957063 160 ] ' - &78.3 47
5 17713205 886.4184| 675.3784| 2381028 140 1 a2
I 1884.9135| 0420604| 58B.3464| 2946788 Eg ] " 568.35
2 1955.9506| O78.47%0| 475.2623| 238.1348 201 17812 42012 545L-37\ 559.34 103,55
T 20560983 1029.0028| 404.2252| 2026182 %: 3871 8951;; s 5 1088 41
o [rwesl o eam] ww | ) 1T e e
. L . . o T ! . . T } T . T T T . T T
100 200 300 400 500 600 700 8 900 1000 1100 1200 1300 1400 1500
miz, Da




Reversibly glycosylated polypeptide-1

NLLCPSTPFFFENTLYDPYR

[ ||=] %]
o, . v
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Prec z Best Sequence kL Modifications Conf | Theor MW =
2.1&dot;1.14... 50.509| 2500.1655| 834.3958 3 NLLCPSTPFFFNTLYDFYR ICAT-C(C)@4, Phe-=Leu@9 99| 25002461
2.1&dot;1.14... 50.556| 2509.1316| 837.4012 3 NLLCPSTPFFFNTLYDFYR ICAT-C:13C(9)(C)@4, Phe-=Leu@? 99| 25082764
8.']&d0t1.14... 51.491| 2501.1628| 3347282 3 NLLCPSTPHFFNTLYDEYR ICAT-C{C) @4, His->Asn @9 62| 25012048 T
o LI 3
Peptide ID Hypotheses - 8.1dot;1.1422.3.8 Precursor MS Region
Conf ¥| Sc| Prot N/ Sequence i Modifications 4| Theor MW | Theor miz z AMass | = 400 “
99| 18 28| NLLCPSTPFFFNTLYDEYR ICAT-C{C)@4, Phe-=Leu@® | 25002461 8344225 _0.0305 | 834.7326 - B3T3
37| 18 NLLCESTEHFFNTLYDEYR ICAT-C(C)@4, His-=Leu@9 2500.2451| 834.4228 -0.0805 200 833.4012 B38BT
7| 18 NLLCPATEFFFNTLYDFYR IGAT-C{C)@4, Oxidation(P)... | 25002461 834.4225 3| -ooaos|~ o
Fragmentation Evidence for Peptide
| |NLLCICODPSTPLFFNTLYDPYR
Residue b b+2 ¥y y+2
M 1150602 53.0287| 250125833 1251.1303 1.1e4 I;;JLE v2| ya| e /5 & vl | ye y y y11| yiz
L 2281343 1145708| 23872104 1194.1088 b3 b3pE42 || 4354y D4| [uS H7| bd| b3|| bID
L 3412183 1711128 2274.1264| 11375668 10541
clcon 671.3545| 335.1808| 2161.0423| 1081.0248 2.0e3 1
768.4073| 3347073| 1830.9061| 9158557
5 8554393 428.2233| 1733.8533| 867.4303 8.083 1
T 9564870 4727471| 16468213 8239143 7063 1
P 1053.5397 | 5272735| 15457736 7733005 .
L 1166.6238| 583.8155| 1448.7208| 722.8841 F 803
F 1313.6922| 6573497 13356368 &68.3220 £ 5063
F 1460.7605| 730.8840| 1188.5684( 5947378
M 16748036 787.9054| 1041.5000( 5212838 4.0e3 1 59,08
T 16758512 B838.4203| 027.4571| 484231 2003 | s 15
L 1786.9353| 8940713 826.4004| 4137083 22818
v 19518986 ©O76.5030| 713.3353| 357.1663 2,063 asezy 1331 | E26[s 1921;;; e
D 20670256| 10340164| 550.2620| 2756346 12008 stofe | |ean0e '
P 21640783 10825426| 435.2350| 216.1212 10=31] | oalsy ‘ 0261#8 11pp.ss 21712
¥ 23271417| 11640745| 3384823 159.5943 0.0e0 1 s bl ] gl suddiapll bl F N '51. e . . . L,
R 24332428| 1242.1260| 4751190  88.0831 ¢ 200 400 00 80 R 1400 1800 1800 2000 2200




Threonine synthase
HCGISHTGSFK

[ ] = %]
o o o
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence kL Modifications Conf | Theor MW =
71&dot1.17... 63.912| 1421.7114| 711.8630 2 HATTLKAFASRGER <1| 1421.78852
9.1&dot;1.13... 24586] 1390.6583| 700.8364 2 77| BCEISHTES PR ICAT-C{C)@2 54| 1398.6666
9.1&dot;1.13... 24395] 14086772| 7053459 2 77| HCGI SHTGSFE ICAT-C:13C{9)(C)@2 99 1408.6968—)
9.1&dot;1.13... 25.626| 1221.6116| 611.8130 2 133| HOUNSVSIK ICAT-C:13C(9)(C)@2 90| 1221.6587
10.1&dot;11... 668.528 0.0000| ©95.3573 0 HDHGAGRLAAH PEHAQLVIVPEGTHGGR <1| 27773354
7 ‘1|R.r|nf'1 iR 43 Ran nnnnnl /413 P0RG n HONN S TS ET NEhANTED =1 'liﬁ'l.ﬁ ARA
4 UL 3
Peptide ID Hypotheses - 9.1dot;1.1356.2.9 Precursor MS Region
Conf *| 5¢| ProtN * Sequence E Modifications “ | Theor MW | Theor miz z AMass 150 N
o8| 19 77| HCGTSHTGSFR ICAT-C:13C(3)(C)@2 1408.6969| 7053557 2| 00196 7008317 705.3439
1] 13 TRSSENGEMES FR 1408.6769|  705.3457 2| o0.0003 100 700.8625
<1 12 HCLERLISFK ICAT-C:13C(9)(C)@2 1408.3060|  705.4103 2| -p.1288 !
=1 12 VWAVEMLVVEME Oxidation(M)@11 1408.7611| 7053878 2| -0.0839 50
1| 11 HPVDLLQLLSFE 1408.3079 705.4112 2] -0.1308
0
700 705 TI0 715
miz, Da
Fragmentation Evidence for Peptide
| [HerconasHTESFK |
Residue b b+2 ¥ y+2
350 1 y 2 y3| y4 5 /8 7 ve| ye y1 1
H 138.0662 59.5357| 1409.7041|  705.3857 b1||  b2epge2 b2| B3 baf1142 b5 3 67| b8 bo 510 b1
clceln 477.2326| 2391199 1272.6452| 536.8253 300 A 140970
G 5342540 2676305 933.4789| 4672431 )
I 647.3381| 3241727 876.4574| 4337323 %07 422
: : 110.01 27513 A | s3827
s 7343701 3676837 763.3733| 382.1903 2200 - ’ 2451 480.19 931 45
H 8714290 4352152 676.3413| 3386743 5 54.12 1 L
E 150 4 . 1098.51 1391 59
T 972.4767| 4867420 530.2824| 270.1448 L 432120 o11ks &=
3 4. B
G 1029.4982| 5152527| 438.2347| 219.6210 100 1 207.081 1 - 22\ 16337 oodlag ks
5 11165302 5587567 361.2132| 191.1103 o 1g8.10 ! 64138 [343  ga3a 1081. 1245t 1374f
— R i 1 P P R
K 1391.6936| ©95.3504| 147.1128 74.0800 04— . L L | Ll 0l AaI00EL . Al . .
0 100 200 300 400 500 500 700 800 200 1000 1100 1200 1300 1400
miz, Da




Oxalic acid oxidase

SVODFCVANLKR

[ ||=] %]
o, . v
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence & Modifications Conf | Theor MW | z
9111473 33.512| 16147883 ©508.4014 2 4| SVODFCVANLER ICAT-CIC(SNCHEE 95| 1614.859%| 2 ||
12.1.1.1523.3 35.204| 1614.7589| 808.3372 2 4| SVODFCVANLER ICAT-CA3C(INC)H@E 99| 16148599 2
3.1.1.1531.2 34.351| 1458.7585| 730.3850 2 4| SVQDECVANLE ICAT-C:13C{3)(C)@S 75| 14883.7588| 2
7.1.1.1536.2 35.640| 1458.7185| 730.3866 2 4| SVQDECVANLE ICAT-C:13C{3)(C)@S 28| 14837888 2
9.1.1.1434.4 35.998| 1458.6931| 730.3538 2 4| SVQDFCVENLE ICAT-C:13C{8){C)@E 72| 1488.7888| 2
Peptide ID Hypotheses - 12.1.1.1323.3 Precursor MS Region
Conf ¥| Sc| Prot N/ Sequence Modifications 4| Theor MW | Theor miz z AMass N
99| 16 4| SVODFCVANIER ICAT-C:13C(39)(C)@8 1614.8509| B08.4373 2| -0.1000 E. B 508.4011
=1 10 WEDRAYSTMMNGE Oxidation{My@e 16814.7646 808.35896 2| -0.0043
<1 s ENASLSNTVERLOR 1614.8801| B0G.4474 2| 01203 3] 8043738)  s0ages?
=1 & GNAAFYQSRVVMEE Deamidated(M @2, Oxidatio. .. 1614.81538 g08.4167 2| -D.0580 10
=1 & NEYENAHIARTDR 1614.797% 808.4060 2| -0.037s o
300 810 320
miz, Da
Fragmentation Evidence for Peptide
| ISVODFC[CBI]VANLKR
Residue b b+2 ¥ y+2
5 88.0393|  445233| 1615.8672| 808.4372 ¥ ¥2 ¥3 w4 vE[ |vE ¥ i ¥e 10
v e si0e7s| 1e2asacz|  7easanz 1200 - o “flg, B 672| Eslosa 14D Y1242 b6 b8 b1 b12
Q 3151663 158.0863 | 1429.7667 715.3870
1000 4 188,11 —
D 430.1932| 2155003 1301.7082| 851.3577 e Ha.12
F 57T.2617| 289.1345| 41186.6812| 593.3442 s
clceln 916.4280| 4537176 1039.6128| 520.3100 ‘E
v 1015.4964| 508.25619| 700.4464 38507289 £
A 1086.5336 5437704 601.3780 301.1926 77238
M 1200.5765 600.7919 530.3409 2855741 p52.42 ,B 3.4
L 1313.6605 657.3339 416.2950 208.6526 . 295 40 1095.50 150,51 141270 1511 89
K 14417555 721.3814| 3032138 1521108 N . 35178 .
1597.8566| 799.4319| 4754190 58.0631 |,l | L MJ | || 1 || | .|| | [|
300 800 1000 1100 ‘12I{H} 1300 ‘14;'.“} 15}.“} 16}.“}
miz, Da




Oxalic acid oxidase
AETPAGYPCIRPIHVK

[ ||=] %]
o, . v
Protein Quant Protein 1D Spectra Summary Statistics
Spectrum List (=]
Spectrum Time Prec MW | Precmiz | Precz | Prot N Best Sequence kL Modifications Conf | TheorMW | z |+
31&dot1.22... 50.064| 11945041 | 598.30593 2 RETFGREGGTARK =1| 11945516 2=
2.1&dot;1.15... 28.211| 1987.0409| 497.7875 4 9| RETPAGYPCIRPIHVE ICAT-CA3C(INCIEE 1| 19870780 4
10.1&dot;1.1... 32.228| 1986.9966| 663.3395 3 9| AETPRGYPCIRPIHVE ICAT-C:13C{8){C)}@9 97| 1987.0760( 3
12.1&dot1.1... 29.203| 1987.0282| 497.7643 4 9| AETPRGYPCIRPIHVE ICAT-C:13C{8){C)@9 47| 1987.0760( 4
12.1&dot12... 74,559 0.0000| 717.6058 0 RETRLHSRHESFSAELPSVPSPY.. =1| 2886.4111| 4|
Peptide ID Hypotheses - 10.1dot;1.1535.3.10 Precursor MS Region
Conf ©| 5¢| Prot N # Sequence kL Modifications 4| Theor MW | Theor miz z AMass |
o7| 14 9| AETPAGYPCIRPIHVE ICAT-C:13C{S)(C)@D 1987.0760| 663.3860 3| -D.0794|_
=1| 11 AFMNEGTIVYIADSNGER Deamidated(N})@15 1986.8093| 663.3071 3| ooo73| |
=1| 11 SFGMGLEFYAVLASPASGNAK 1986.9573| 663.3364 3| 00093
=1| 11 SLTSTLSRGPEGANKE IVK Deamidated(M)@14 1937.0586| 663.3601 3| -0.0620
=1[ 11 VEMYNAEIFCETENK ICAT-C{C)@10 1956.9543 563.3254 3 0.0423| 7
Fragmentation Evidence for Peptide
| IAEI'PAGYPC[CBI]IRPIHVK
Residue b b+2 ¥y y+2
A 72,0444 355258 10988.0833| 0045483 1300 | ¥1 bb:'2 ¥3 ¥5 . ¥ ¥7 | vB|  ¥@ y10p1 |12 y13| y14
E 201.0870| 101.0471| 1917.0462| 969.0267 5\'"3 33: ; b be YIPENZ | D152
T 302.1347| 1515710 1788.0036| 894.5054 1800 A
P 399.1874| 2000874 1686.9558| 843.9515 1400 |
A 470.2245 23656159 1589.9032 T95.4552
G 527.2460 264.1266| 1518.8661 T759.9367
W 690.3093 3455583 | 1461.8446 731.4259
P 7873621 35941847 1288.7813 54585943
CIcan 1126.5285 5837679 | 1201.7285 501.3679
| 12398125 §20.3099 862.5621 431.7347 1685.83
R 13957136 698.3505| 749.4781| 375.2427 1208.75 151841 | 165084
P 1482. 7654 T46.8868 593.3770 2971921 1053 58
I 1605.3505| 8034280| 496.3242| 248.6857 59935 73{M1 | seass 115258 12m1hs 1441173 173k o1
A 1742.9004 5719583 S 1921237 ||I ||| | 1 | ”JIIl 11, ||| Ll T 't l | |J | I| | I|| j,ll_ll ||II ! | | r T
v 1841.9773| 921.4925| 246.1812( 1235842 a 200 200 500 300 1000 1200 1400 1500 1800 2000
K 1970.0728| 985.5400| 147.1128 74.0600 miz, Da




Initiation factor 5A-4, putative
KLEDIVPSSHNCDVPHVNR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Time Prec MW | Prec miz Best Sequence Theor MW
11.1&dot;1.1... 32.570| 2393.1709| 599.3000 KLEDIVPSSHNCDVPHVNR ICAT-C:13C{8)HCH@12 2394.2161—)

11 1&dat11 37 370l 7304 1687 700 nAND : Al wrFnTUpssmNCTT DTN E ICAT O 3B C @ 2 0ol 7304 7161 T
4 3

Peptide ID Hypotheses - 11.1dot;1.1494.4.11

Conf “| Sc| ProtN -~ Sequence Modifications Theor MW | Theor miz
99| 16 63| KLEDIVESSHNCDVEHVNE ICAT-C:13C({8)(C)@12 23847161 E9B.5E13
=1 & EPMELFCONERATSIRHNE ICAT-CAIC(INCIET 2393.2395 5993171 600.9299 ’

=1 @ GSPLOTRAIGSNLWEEQDGREPR 2393.2087 559.3004

=1 & BNSLAGMAWFRSLSVIFVPDE 2393.2678 5953242

=1 & ATEGNIVAMTLEPVAYHTRMK 23932124] 5933104

“
5558023

Fragmentation Evidence for Peptide

| |KLEDIVPSSHNCICOIDVPHVNR

Residue b b+2 Yy y+2
129.1022|  ©50548| 23952234 1188.1153
2421863| 121.5968| 2267.1284| 1134.0879
3712289 186.1181| 2154.0444| 1077.5258
486.2558| 243.5316| 2025.0018| 1013.0045
56993399 300.1735| 12095748 9554911
698.4083| 340.7078| 1798.8308| 808.9490
795.4811| 3032342 1607.8228| 8404148
882.4831| 4417502| 1600.7695| 800.8884
959.5251| 4852662| 1613.7376| 757.3724
1108.5341| 553.7957| 1426.7055| 713.8554
12205270 610.3171| 1289.6466 6545.3269
1559.7933| 780.4003| 1475.6037| 583.3055
1674.8203| B837.9138| 8364373 418.7223
1773.8867| B887.4480| 7214104 361.2088 b1 39
1870.9415) ©935.9744| 6223420 311.6746
2008.0004| 10045038| 525.2892| 2631482 mae P s 1har.as | 142670

84?.35‘ : : .| 151881
2107.0688| 1054.0380| 388.2303| 1945188 | J....||||| ’ ol w0

2221.1117| 1111.0685| 289.1619| 145.0845 800 900 1000 1100 1200 1300 1400 1500 1800 1700
2377.2128| 1182.1101| 475.1190|  88.0831 miz, Da

1697.73
~




Mitochondrial elongation factor Tu
QVGVPSLVCFLNK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum i Prec MW | Prec miz Best Sequence Modifications Theor MW
T.1&dot1.17... . 1612.7650( 807.3398 OVGVESLVCFLNE GIn-=pyro-Glu@N-term, ICAT-C{CHES 1612.8647
7. 1&dot;1.17 .. . 1621.7985| 811.9056 OVEVESLVC FLNE GIn->pyro-Glu@N-term, ICAT-C:13C(9)(CHES 1621.8049
T A&dot1 17 y 16297897 | 815.9021 QVGEVESLVCFLNE ICAT-C(C)}@9 1629.8012
T &dot;1.17... . 1636.8088 | 8204122 OVEVESLVCFLNE ICAT-CA3C(I)C)@e 1635.9214
g.1&dot;1.15... . 1286 BROD| 628.7823 OVISSEGQRER 1286.6633

manooud ma e im e ammm e

Peptide ID Hypotheses - 7.1dot;1.1706.2.7 Precursor MS Region

Conf ¥| Sc| ProtN -/ Maodifications Theor MW | Theor miz
99| 15 75| QVGVPSLVCFLNK ICAT-C{C)@& 1629.8912 8159529
=1 M BEVVMLFQNCE Deamidated(Q @8, ICAT-C... 1625.8594 8159520
=1 10 GAVGEWVE55LGGTSELPDE 1629.8209 8159178 X 816.407T1
=1 10 GELGVVAGGGEGEEEWEMR 1629.7682 815.8914
<1( 10 INEPTEVFSVEVERE 1629.9315 §15.9730

-
§15.9028

Fragmentation Evidence for Peptide

| |avevpsLvC[COTFLIK

Residue b b+2 Yy y+2
129.0659 65.0366| 1630.3935 §15.8529
2281343 1145708| 1502.3399% 751.9236
285.1557 143.0815| 1403.7715 7023854
384.2241 1826157 | 1346.7501 673.8787
481.2769 | 2411421 | 1247.681T 524.3445
5683.3009| 204.5581( 1150.6289 575.8181
681.3930 341.2001| 1063.5969 532.3021
Ta0.4814 390.7343 950.5128 4757800

11106976 BBE. 5024 851.4444 426.2258

1267.6660| 629.3366| 621.3082| 261.1577 q 781

591.29 83430 950.47
1370.7501] 665.8767| 374.2398| 157.6235 AT, B2ips | 7032 970.48

14847930 7425001 261.4557| 131.0815 . g4a1.30 | 78543 u . P |1230.88 1812.82
B.67
1612.8880| B805.0476| 147.1128| 740800 I | l l .. L | I ll|||||| Wy I] |."' I N

100 200 300 400 500 600 Bi}l} 900 1000 1100 1200 1300 1400 1500 1600
miz, Da

| r|wm|o| =@ =<|D




60S ribosomal protein L2
SIPEGAVVCNVEHHVGDR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Prec MW | Prec miz Best Sequence Theor MW
5. 1&dot1.17... 0.0000| 591.3188 SINVLISGVHEFODDATEGSSE Deamidated{MN)@3 2361.1084
101 &dot; 1.1 2143.8221| T15.8480 SIPEGAVVCNVEHHVGDR ICAT-C{CHED 2144.0432
101 &dot; 1.1, 2183.0413| 539.2676 51 PEGAVVCNVEHHVGDR ICAT-CA3C(IH CHEo 2183.0735

A ATodoid 4T angngazrnl gancogn - ADTO AT

Peptide ID Hypotheses - 10.1dot;1.1548.3.10

Conf ¥| Sc| Prot N Maodifications Theor MW | Theor miz
99| 16 68| 51 PEGAVVCNVEHHVGEDR ICAT-C:13C(INCHEY 2153.07356 539.2756
=1| 16 SIPEGAVVCNVEQHVEDR ICAT-C:A3CG(SNCHRS, Gln-=... | 2153.0735 5392756 540.0270
=1 1 L3GAPVEAPAPVPE PEFEEDR 2163.0840| 539.2733 ; 7 sap.5008
=1 10 CHRAATOVEYPRRFAFFR ICAT-C:A3C(SHCHR, Deam... | 2153.1365 5352314 '
=1 & LLONIHAFRVOREEEDR Deamidated(N @4 2153.0977 5302817

~
5395132

Fragmentation Evidence for Peptide

| ISIP‘EGAWC[CBI]NVEHHVGDR

Residue b b+2 ¥ y+2
88.0393|  445233| 2154.0808| 1077.5440
2011234| 101.0853| 2067.0487| 1034.0280
298.1761| 149.5917| 1953.9647| 977.4880
4272187| 214.1130| 1856.9119| 0759506
4342402| 2426237| 1727.8693| @s4.4383(F
555.2773| 278.1423| 1670.8478| 535.9276
654.3457| 3276765| 1599.8107| 500.4080
753.4141| 377.2107| 1500.7423| 7505743
1082.5605) 545.7939| 1401.6733| 7013406
1206.6234| ©503.5154| 10625075 5317574
13056918 653.3455| O4B.4646| 4747350
14347344| 717.8708| 8493962 4252017
16717933| 7064003 720.3536| 360.6804 : ' 106y.
1708.8523| ©554.9288| 583.2047| 2921510 | P R 94743 151
1807.9207| 0904.4840| 446.2358 2238215 1 || 113251 | 128157 1
1864.8421| 032.9747| 347.1674| 174.0873 I
800 1000 1200 1400
1979.8691| ©990.4362| 290.1453| 1455766 miz, Da
2136.0702| 1068.5387| 175.1180|  88.0831

AlO|@|=|I|I|m|=




Ubiquitin extension protein (UBQ5)
CGLTYVYQK

[ =] ]

Protein Quant Protein 1D

Summary Statistics

Spectrum List

Spectrum Time Prec MW | Prec miz Best Sequence Modifications
12.1&dot1.1... 40.866| 2104.0342| 702.3887 CGINYQPPTVVEGGDLAK ICAT-C:13C(2HCHE1, Gly-=Pro@2
B.1&dot1.17... 43.321 0.0000| 524.7941 CGELDDAMSLFYEVER ICAT-C:13C(2)HCH@1, Oxidation(My@8
T.1&dot;1.16... 33.385| 1300.5795| 651.2570 CGLTYVIQK ICAT-C{CHE
T A&dot1.16... 33.352| 1309.6002| 558074 CGLTYVYQK ICAT-C:13C(IHCHE
9.1&dot;1.258... 66.616 0.0000| 718.5951 CGOALFTLGIDSWSSSYLGDVSGVLE ICAT-C{C)@1
B.1&dot;1.16... 32.794 0.0000| 432.0382 CGSLOITRELNELR ICAT-CA3C( SN C @1
ol

Peptide ID Hypotheses - T.1dot;1.1604.2.7

Conf ¥ | 5c| Prot N/ Modifications Theor MW | Theor miz
EIRE 71| CELTYVYQH ICAT-C:13C(9)(CH@1 1309.6787| 655.8467
<1| 10 AQFVLTRRLOK Deamidated(Q)@2 1309.7830| &66.3983
=110 GPVYVLATDTME Oxidation(M)@11 1300.8588| 665.8367
=1| 9 BQSSVVOEMLYE 1300.6700| 656.3423 eeeane
=1 @ FESYHHSLYK 1308.6091| 6558118 8673118

Fragmentation Evidence for Peptide

| [cicanermrvvak

Residue b b+2 ¥y y+2
C[CaI 3401738 170.5805| 1310.6880 885.8467
397.1951 198.1012 971.5197 486.2635
510.2792 2558432 914.4982 4B7.782T
6113269 306.1671| 801.4141| 401.2107 ; 254,12
T74.3902 387.6887 T00.3665 350.6569 N
873.4586 4372329 537.3031 269.1552
1036.5219 518.7645| 438.234T| 219.8210 7507
1164.5805 5827838 2751714 138.0893 ’1_09 [

18]
1282 6755 646.8414 1471128 74.0600 Ll bt si
200

Flo|=l=|=|dr|®




Early response to dehydration protein (ERD12)
NPQQLCIGDLVPFTNK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Prec MW | Prec miz Best Sequence
1.1&dot;1.19... 1421.7036| T711.8521 NPNSTPVSIPPGSR
2.1&dot1.16... 2012.9910| 672.0043 NPOOLCIGDLVEFTNE ICAT-C{C)@E

T 1Z8Ant-1 18 MY N12T ETE M13E WMTANT S TN TITNET ML, WO AT a4 U 00T WAe
< | I

Peptide ID Hypotheses - 2.1dot;1.1661.2.2 Precursor MS Region

Conf ¥| Sc| Prot N Maodifications Theor MW | Theor miz
99] 13 89| NPQOLC IGDLVEFTNE ICAT-C{C)@E 2013.0354 672.0190
=1 & LAKVADHVVGRERMTTETIR Oxidation{My@E14 2013.06877 §72.0253
=1 & FDVMSPFVT GLOMCFE ICAT-C{CH@14 2012.9409 6719876
=1 & IWAPISDKIGSFTDMRVE 2013.0718 §72.0312
=1 7 CAGASPPGRVFRFKTSR ICAT-C{C)@ 2013.0891 §72.0303

Fragmentation Evidence for Peptide

| INPQQLC[CGI]BDLVPFI'NK

Residue b b+2 ¥y y+2
1150502 53.0287| 2014.0426| 1007.5249
2121030 106.5651| 1599.9997 950.5035
340.1615 170.5844| 18302.9489 901.9771
468.2201 2348137 1674.8884 §37.9478
581.3042 291.1667 | 1546.8295 7739185
911.4404 456.2238| 1433.7457 T17.3765

1024.5244 512.7659| 1103.6095 5523084

1081.5459 54127658| 990.5255 4857864

1186.6728 588.7901 933.5040( 467.2556

1308.6569 666.3321 315.4771 408.7422

1408.7253 704.8663| T05.3930 353.2001

1605.7781 7533827 606.3246 303.6659

1682.8485 §26.9280 509.2718 2851396

1783.8942 BY7.4507 362.2034 181.8053

1867.8371 9344722 261.1667 131.0815 1600 1SICD

1986.0321 998.5197 147.1128 74.0600

B9 1177.60

1665.90

1722.85
|




Stromal ascorbate peroxidase
VDTSGPHECPEEGRLPDAGPPSPANHLR

[ =] ]

Protein Quant

Spectrum List

Protein 1D

Spectra

Summary Statistics

Spectrum

Prec MW

Prec miz

Best Sequence

10.1&dot;1.1.

3170.4314

T793.6151

VDTSGPHEC FEEGRLPDAGPPSPANHLR

ICAT-C:13C(9)CH@B

<

UL}

Peptide ID Hypotheses - 10.1dot;1.1524.4.10

Conf ¥ | Sc

Prot N *

Sequence

Modifications

Theor MW

Theor miz

99| 20

17| VDTSGPHEC FEEGRLPDRGEFPSPANHLR

ICAT-C:13C(9)(C)@s

3170.5251

793.6385

<1| 10

DPLHV

ASLSLAMAGDDLERMELLYLENR

3170.6104

793.6500

al 4

Deamidated(MN @27

= ialakaal an

qdrn roan

Tnn sacn

Fragmentation Evidence for Peptide

| IVDTSGPHEC[CBI]PEEGRLPDAGPPSPANHLR

Residue

b

b+2

¥y

y+2

100.0757

505415

3171.6323

1686.2608

2151026

108.0850

30724838

1636.7356

316.15603

158 5788

2857 4370

14782221

4031823

202.0245

2566.3593

14286983

45602038

230.6055

2769.3573

13851823

557 2566

2791318

2712.3358

1386 67155

694.31565

347 6614

2615.2830

1308.1452

m|T|of@|w| | OF=

B823.3581

4121827

2478.2241

1238.6157

1162.5244

581.7659

234818156

1175.0044

1269.6772

630.2022

2010.0152

1006.5112

1388.6198

694.8135

1912.9624

956.9348

16178824

759.3343

1783.9198

882.45835

16748339

T87.8456

16543772

89279422

1730.78560

066.6961

1597.8667

T7959.4315

1843.5690

822 4382

1441.7546

721.3810

18408218

870.9645

1328.6706

664.5389

2055.9487

1028.4780

1231.6178

616.3125

21269855

1063.5866

1116.5509

558.7551

2184.0073

1082.5073

1045.55538

5232805

2281.0601

1141.0337

988.56323

454 7698

2378.1128

1189.5801

891.4795

446.2434

m|o|o|@|go|lm|r|alo|mmfo

2466.1448

1233.0781

T794.4268

3IG7.T170

10

Ll

800

47| J116.80

155365

200991

191p

"

96

2166.98

247

pqg 271212
|

M

1000 1200

B
1361.62 1631|65
Libule FFI ] 1l

1400 1600

miz, Da

1800

I

2000

2200

2400

2600

2800 3000




Extensin-like protein
IPASICQLPK

[ =] ]

Protein Quant Protein 1D Summary Statistics

Spectrum List

Spectrum Prec MW | Prec miz Best Sequence Modifications
9.1&dot;1.29... 27221433 | 681.5431 IPALSROVASECKSLELSLVIVGE Deamidated{Q}@7, ICAT-C{C)@12
T.1&dot1.16... : 1304.6754( ©53.3450 IPASICOLPK ICAT-C13C(INCHDE

2 A ZAnt1 18 ANE1 AA1E| B4 7RO THAVCETHMN
<

Peptide ID Hypotheses - 7.1dot;1.1608.4.7 Precursor MS Region

Conf ¥| Sc| Prot N Maodifications Theor MW | Theor miz
24017 153 | IPRSICOLPK ICAT-C:13C(9)HCHEb 1304.7573| 653.3850 663.8568
24017 LISAPVNRPIPK Deamidated(N @7 1304.7816|  653.3881
=1 13 EPSAPPTORPPK Deamidated(Q)@e 1304.6725 653.3435 543.8374
=1( 13 EVEKEPSAPPIK Glu-=pyro-Glu@n-term 1304.6976| 653.3561
=1[ 12 IPKPQGKISLPK 1304.5180| 653.4183 ’52258;!15;5

~
653.3513

Fragmentation Evidence for Peptide

| [RasicicenaLpr

Residue b b+2 ¥ y+2
| 114.0913 57.5483| 1305.7646| 653.3859
2111441 106.0757 | 1192.6805 556.5439
2821812 1415942 | 1095.6278| 548.3175
369.2132 1881103 | 1024.5907 512.7950
482.2973 2418823 937.5586 4802830
B21.4637 411.2358 B24.4746 412.7409
9496233 475 2548 485.3082 2431877
1062.6063 531.3068 357.2496 179.1285
1159.6591 580.3332 244.1656 122.5864
1287.7540 5443307 147.1128 74.0600

56.12
.
08 27812 468.33

58131 32
38713 451“ :
452 25 59486
73323
o bl .1 llhl ]l .:J.J.LI .lllhll.] il‘hl L |A\Ilnl4ll.l .|!|

200 300 400 500 600 700 200
miz, Da




Cell division protein FtsH
GCLLVGPPGTGK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Time Prec MW | Prec miz Best Sequence Theor MW
3.1&dot;1.13... 32.801| 1324.8682| ©563.3414 GCLLVGPPGTGHE ICAT-C{C)@2 13247173
8.1&dot;1.13... 32.758| 1333.6885| 867.8515 GCLLVGPPGTGE ICAT-C13C{8NCHm2 1333.7478
12.1&dot; 12, T4.181 0.0000| ©85.1399 GCSEVEGDT VG EAGYAPVELETAFGESE ICAT-C{C @2 2738, 354!2:'
12.1&dot; 1.1, 36.014) 30312231 1011.41... VEVNIGANPSAEEGGEDEGVDDSVEK ICAT-C{C @2 3031.3201
12.1&dot; 1.1, 35.928| 30402330 101442 VEVNIGANPSREEGGEDEGVDDIVEE ICAT-C13C(8)C)@2 3040.3503
T 1&dot;1.15... 32.509 0.0000| 4326904 VNSPEEFIGAIR ICAT-C13C(8)C)@2 1726.8760
8.1&dot1.17 ... 55.987 0.0000| 699.2973 GDRRGRPAGLSRGGR 1396.7284

< | 3

Peptide ID Hypotheses - B.1dot;1.1302.2.8 Precursor MS Region

Conf ¥| S5c| Prot N/ Maodifications Theor MW | Theor miz 663.3500
53| 14 125 | GCLLVGEPPGTGE ICAT-C: 1 3G C @2 1333.7476 B67.838310
=1 M GASFFNSGGSQFK Deamidated(N @6 1333.5939 G67.5042
=1 M LGPOQLIDNGPGER Deamidated(Q) @4 1333.6950 667.8568

~
667.8660

.
668.3508

Fragmentation Evidence for Peptide

| |GLICSNLLVGPRPGTGK

Residue b b+2 Yy y+2
G 58.0287 28.5180| 13347548 B67.8810
CIC8I 397.1951 1991012 1277.7333 5383703
5102792 255.5432 938.5669 458.787T1
623.3632 312.1853| 825.4829 413.2451
T22.4317 361.7195 T12.3988 356.7030
7794531 390.2302 613.3304 307.1888
g76.5058 433.7666 556.3089 276.6581
973.5586 487.2830 459,.2562 23017
1030.5501 5157937 | 362.2034 181.6053
1131.6278 566.3175( 305.1819 153.0845
1188.6492 5548283 2041343 102.5708 750

13167442 858.8757 | 1471128 74.0800 1510 :
) 1053.53 /1124.61 /1221.?'2
Lil} I P I N M

0 100 400 1000 1100 1200 1300

Fl@|A|l@ oD@ = |




Unnamed protein product
LLICGGSAYPR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Time Prec MW | Prec miz Best Sequence Modifications Theor MW
3.1.1.1960.2 34.430| ©495791| 4257963 LLGTRYK 849.5073
2.1.1.1874.4 35.659| 1334.3087| &93.4121 LLICGGSAYER ICAT-C13C(9)Clm4 1384.7584
5.1.1.1824.3 34588 1295.8284| 4329431 LLIDNLIERQR 12857925

Peptide ID Hypotheses - 2.1.1.1674.4 Precursor MS Region

Conf “| Sc| ProtN -~ Sequence Modifications Theor MW | Theor miz
62| 11 ILICGGSAYER ICAT-C:13C(9){C)@4 13847584 6933866
<1 & ILIQTKEGTDIR 1384.3402| 693.4274 _ §89.4020
<1| 8 LLOKLAIVDENNK Deamidated(Q)@3 13847562  693.3854 BEG.OTIE | 6944139
=1 8 LLSESEFASIDQK Deamidated(Q)@12 1334.7086| 593.3618 5363560 7015851 ‘
<1 8 SYNSPHOVSLER Deamidated(N)@3 13846736 693344
I Hnll I,m.||||||,|||||‘|||‘||I,|
705

690 G956 T0O0
miz, Da

® 93,4087

704.0970
~

4Ll
A1l
&85

Fragmentation Evidence for Peptide

| [LLicicencesaver

Residue b b+2 Yy
114.0913 57.5483| 1385.7857
2271754 114.0813| 1272.6816
3402585 170.6334| 1159.5975
679.4258 340.2168| 1046.5135
7364473 368.7273| TO7.34T1
793.4638 397.2380| 650.3257
380.5008 440.7540 593.3042
951.8379 476.2728 506.2722

1114.8012 BB7.5043 435.2360

1211.6540 606.3306 272477

1367.7551 584.3812 175.1190

14
391.23 85037
1992 | #9334, 1028.54 18

34420 | .
! 58033 760.47 902,60 1143
M T i.,H. T b L I Ll Ll L l i

300 400 500 T00 800 D00 1000 1100
miz, Da




Figure S3
MS/MS spectra of ICAT identified MeJA responsive cysteines
Twenty one cysteines were mapped from MelA treated guard cells.
The precursor of the cysteine-containing peptide and the
fragmented ions were shown as the evidence for mapping.



Ribulose bisphosphate carboxylase large chain precursor

GHYLNATAGTCEEMMKR

[ =] ]

Protein Quant Protein 1D Spectra

Spectrum List

Summary Statistics

Spectrum Prec MW | Prec miz Best Sequence Modifications

Theor MW

4.1.1.1345.3 2179.0981| 727.3733 GHYLNATAGTCEEMMER ICAT-C13C(8)(C)@11, Oxidation(M)@14, Oxidation(My@1e

2178.8807

4.1.1.1344.3 2179.2668| 545.5212 GHYLNATAGTCEEMMER Thr-=Lys@10, ICAT-C(C)@11, Methyl(E}@13

2179.0337

51113253 J170.0605 | 724 3674 GHYLNATAG TC EEMMKE. ICAT-C13C(8)(C)@ 11, Methyl( E)@12, Lys->His@16

2169.9305

51113242 21702039 | 5435882 GHYLNATAGTCEEMMKE, ICAT-C(C)@11, Oxidation (M)@14, Oxidation(M@15

2189.9504

Peptide ID Hypotheses - 5.1.1.1323.3

Precursor MS Region

Conf ¥| Sc| Prot N Maodifications < | Theor MW | Theor miz

93| 17 2| GHYLNATAGTCEEMMKR ICAT-CA3C(9NCH@11, Met_.. | 2189.9806| 7243341

73| 15 GHYLHATAGTCEEMMER ICAT-C{C)}@11, Oxidation(M... | 21888604 7243275

=1 1 LEDLGIFERYTHFLTDER 2170.1636 7243918

=1 1 MVVEMMEWR W EFFLVIR Oxidation(M)@5 21701731 724.3883

=1] o ATKLAGDSH LR PLETVTOSHE 21701130 1243783

—T727.3695
T28.03584
.

7245954

728.7067
.

Fragmentation Evidence for Peptide

| IGHYLNATAGTC[CBI]EH MelEMMHR

Residue b b+2 ¥y y+2
53.0287 29.51580| 2170.9578| 1085.997%
195.0877 98.0475 2113.9883| 1057.4868
358.1510 179.5791 | 1976.9074 988.9573
471.2350 2361212 1813.8441 907.4257
585.2780 293.1426( 1700.7600 650.65836
656.3151 3236612 1586.717T1 793.8622
757.3628| 379.1850| 1515.6800| 758.3436
828.3999 41470358 | 1414.6323 T07.8198
8854213 443.2143| 1343.5952| 6723012
986.4690 4837381| 1286.573T7 543.7805
1325.6354 663.3213| 1185.5260 593.2667
1468.6836 734.8505 345.3597 423.6835
16887.7362 T799.3718 T03.3014 382.1544
1728.7767 §64.8920 5742588 287.8331 538 35

1859.5172| ©930.4122| 443.2183| 2221128 -
1996.8761| ©998.8417| 312.1779| 156.5926 . I.||.|.Iu|ll|uhl'|| hm.ll Lall ab ol ||Iu.h ...l.lding

48 104.54 135070 | 1521,

18.70

.
I||||||“I|l 3 II|‘ I l.' ||||“||

1912.98
210720,

1815.92

21628772 10769522 175.1190 88.0631 400 600 ﬂﬂm}fz D 1200 1400

1600

1800 2000




Ribulose bisphosphate carboxylase small chain
LPLFGCTDSAQVLK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Prec MW | Prec miz Best Sequence Modifications Theor MW
4.1.1.1458.2 1734.0232( 579.0150 LPLFGCTDSAQVLE ICAT-C{C}@DE, Ala-=Ser@10 1733.802
4.1.1.1487 .4 1743.0562 | 532.0280 LPLFGCTDSAOVLE ICAT-C3C(9)(CHEs, Ala-»Ser@10 1742 9322

41116252 17609383 | 881 4789 LPLFGCTDSRQVLE Carbamyl@n-term, ICAT-C{C @8 1760813 +
4 | r

Peptide ID Hypotheses - 4.1.1.1526.2

Conf ¥ | Sc| ProtN * Madifications “| Theor MW | Theormiz

85| 14 3| LPLFGCTDSRQVLE Carbamyl@M-term, ICAT-C{... 1760.9131 g61.46838
=1 7 18| GVFQSLOPSDTDLGRKV 1760.6945 §81.4645 881.4752 ’
=1 10 LPLFGCTDSAOVLE Lev-=Phe@3, ICAT-C:13C(9...| 1780.921% 881.45882
=1 MIARGAKSLLGLSMASFK Oxidation(My@14 1760.9529 881.4337 377.4554
=1 VSEVSSLLGRAGTMGLGE 1760.9454 881.4500
=1 V3SNSLCSLOGLTEE Deamidated(N @4, ICAT-C(. . 1760.8978 g81.45682

385.0034 "

875 880 885 820
miz, Da

Fragmentation Evidence for Peptide

| CRM ILPLFGC[CDI]TDSAQVLK

Residue b b+2 ¥ y+2
157.0972 790822 1751.89204 5381.4638
254.1499 127.5786| 1605.8305| 803.4189
367.2340 184.1208| 1808.7777 7548525
514.3024 25765843 [ 1395.6937 698.3505
571.3239 286.1656  1245.8253 524.8183
801.4800 451.2337 | 1191.6038 5963055

1002.5077 B01.767E B61.4676 431.2374

1117.6347 5582710 T760.4199 380.7136

1204 5687 502.7870| 6453930 323.2001

1275.6038 638.3055| 558.3610| 279.8841

1403.6624 702.3348 487.3239| 244.1856 e o2

129 4 .53 1102.56
1502.7308 751.8680| 359.2653 180.1363 ’ ., 645.42 943 45 1247 59

16158149 808.4111| 2601969 1305021 115-11\\]‘ ‘ | l ‘ |
17438008| 8724585 | 1474128 720500 . i M1 T g Ll |||| i T I|| b i a1

0 100 200 300 400 500 600 70O 800 900 1000 1100 1200 1300 1400 1500 1600
miz, Oa

147.12
~

1445.69 1760.83

Alri=s|olx|wulo|d




Malate dehydrogenase, mitochondrial precursor
GLNGVPDVVECSYVQSTITELPFFASK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Best Sequence

5.1.1.1546.2 GLNGVPIVVECSYVQSTITELPFFASE ICAT-C:13C(9HCH@11
< 1

Peptide ID Hypotheses - 5.1.1.1546.2

Conf “| Sc| ProtN -~ Sequence Modifications Theor MW | Theor miz
85| 14 12 | GLNGVEDVVECSYVQSTITELPFFASK ICAT-CAIC(INCH@11 3135.6886| 104562035
3314 17| GLNGVENVVECSFVQSTITELPFFASK Deamidated(Np@7, ICAT-C.... 3136.6886| 10462035

5| 14 GLMGVPDVVEC SYVOSTITELPFFASK ICAT-C{C)@11, GIn-=His@15 | 3135.558&| 10451335

"
10485801
1047.5610
.

Fragmentation Evidence for Peptide

| IGLNGVPDVVEC[CBI]SWQSWLPFFASK

Residue b b+2 Yy y+2
530287 2965180 3136.5868( 15G65.8015
171.1128 §6.0600| 3079.5744| 15402908
2861557 143.0815| 2965.4903( 1483.7488
3424772 1715922 2852.44T4( 14287273
441.2456| 221.1264| 27954253 1385.2166
538.2984| 269.8528| 26083575 1345.8824
663.3263( 327.1863| 25090.3047| 1300.1580
7523937 | 375.7005| 2484.2778( 1242.6425
851.4621 426.2347| 2385.2094| 11%3.1083
9305047 | 400.7560| 2288.1410( 1143.5T41
13198711 660.3392( 2157.0984| 1079.0528
1408.7031 T703.8852| 1817.89320 S00.45896
1668.7665 785.3668| 1730.8000 66,9636
1665.6349 §34.9211| 1567.8366 T64.4220
1796.8935| 898.9504| 41468.7682( 734.3377
1883.9255| 0424664 41340.7096( S70.8585
1984.9732 082.0502 | 41263.6776| 627.3424
2098.0572| 10495323| 1152.6299| 576.8186 ’ ,13:11-575 1750 00
2199.1043| 1100.0561| 1039.5459| 520.2766 L ’
2328.1475| 116845774| 938.4982| 4507527 1400
2441.2316| 12211124 809.4556| 4052314
2538.2843| 1260.8458 696.3715 3438.6894




Malate dehydrogenase, mitochondrial precursor
AGKGSATLSMAYAGALFADACLK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Prec MW | Prec miz Best Sequence Modifications Theor MW
5.1.1.1343.4 2510.4749| 837.8322 AGEGSATLSMAYAGALFADACLE | Trimethyl(K}@3, Oxidation(M)}@10, ICAT-C:13C{2)C @21 2510.2959

Peptide ID Hypotheses - 5.1.1.1343.4 Precursor MS Region

Conf ¥| Sc| Prot N/ Sequence Modifications 4| Theor MW | Theor miz
99 3| AGKGSATLSMA YAGAT FADACTE Trimethyl(Kh@3, Oxidation(... 2510.2959 837.7726
=1 ASDTSAHTMGHEPGATLSANEFIHR Deamidated(Nh@19 25102700 837.7639

4 arsn acan onT TnaT

~
638.1476
842 11564

Fragmentation Evidence for Peptide

| IA’GKISM e]GSATLSM[OxilAYAGALFADACICSILK

Residue b b+2 ¥ y+2
T2.0444 36.5258| 2511.3033| 1256.1553
129.0659 55,0366 2440.2662| 12206387
299.2078 1801075 | 2383.2447( 11921280
356.2292 178.6183| 2213.1028| 1107.0650
443.2613 2221343 2156.0813( 1075.5443
514.2984 2676628 ( 20689.0493( 10350283
615.3461 308.1767| 18898.0122 950 5097
T728.4301 364.7187 | 15956.0845 943.9359
B815.4621 408.2347 | 1753.5304| B892.4439
9624975 481.7524| 1506.0434 548.9278
1033.5347( 517.2710| 1548.8130 7754101
11965080 598.8026| 1478.7759 739.8916
1267.6351 6343212 135.7126 653.3509
1324.6566 | 662.8319| 1244.6755 822.8414
1395.6937 698.3505 ( 1187.6540 584 3306
1808.7777 T54.8925| 1116.6169 BBB.8121
1666 5462 §28.4267 | 1003.53528 502.2700
1726.86833 §63.9453 B856.4644 428.7358
1841.8102 921.4587 | T85.4273 3832173 13
1912.8473 956.9773| 670.4004 3357038 HLII“

22621137 11265805 599.3632 3001853
23851978 | 1183.1025| 260.1963| 130.8021 1000 12?213 0 1400 1600 1800 2000 2200 2400
miz, Da

199619
5.81 1666.05 251571
N

490.08
e [ e | e

24832827 12471500 147.1128 74.0600




Malate dehydrogenase, mitochondrial precursor
YCPHALVNMISNPVNSTVPIAAEIFKK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Prec MW Best Sequence £ Theor MW =
5.1.1.1361.2 3198.9021 YCPHALVNMISNEVNSTVEIZAREIFKE | ICAT-C(C)@2, Oxidation(M@2 3188.6570 ..
< i | 3

Peptide ID Hypotheses - 5.1.1.1361.2 Precursor MS Region

Conf ¥| Sc| Prot N / Sequence Madifications /| Theor MW | Theormiz 5032108
99| 18 3| YCPHALVNMISNPVNSTVPIARE TFKE ICAT-C{CH@2, Oxidation(M)... | 3198.6570 300.6715 . 304.7240
10 YCPQALVNMISHNEPVNSTVEPIAREIFKE ICAT-CA3C(SHCH@m2, Oxida.. 3198.6868 S00.6790

Fragmentation Evidence for Peptide

| IYC[CDI]PHALVNH[OXI]ISNWN STVPIAAEIFKK

Residue b b+2 Yy y+2
¥ 164.0708|  B2.5389| 31996642 | 16003358
clcol 494.9068| 247.6070| 3036.5008| 1518.3041

5812595 296.1334| 2706.454T| 1353.7360

728.3185| 3546629| 2608.4120( 13052096

799.3556| 400.1814| 2472.3531| 1236.8802

012.4396| 456.7235| 2401.3159) 12011516
1011.5080| 506.2577| 2288.2319| 11446196
11255510 563.2791| 2180.1535| 1095.0854
1272.5864| 636.7968| 2075.1205| 1038.0639
1385.6704| 6933389 1925.0851| 084.5452
14727035 735.3549| 1815.0011| ©08.0042
1586.7454| 793.8763| 1727.9690| 864.4882
1683.7982| 842.4027| 1613.8281| 807.4667
1782.8666| 0019389 1516.6734| 756.9403
1896.9095| 0459534 1417.8043| 709.4061
19839415 09924744 13037520 552.3846
20848892 1042.9982| 1216.7300| 608.8586 B
21340575| 1092.5324| 1115.6823| 558.3448 '
22811104| 1141.0588| 1016.6133| 508.8106 18950 |
23941944 1197.6008] 919.5611| 460.2842 b A '-1. . —
24852316| 1233.1194| BO0BATT| 4037422 1200 1400 1800 1G0D 2000 2200 2400 2600 2800

miz, Da
26362687 | 1288.6380 T35.4400 368.2236

TS]Z.DS 2080.20 266873 290554
N “




ADP-glucose pyrophosphorylase small subunit
SCISEGAIIEDTLLMGADYYETDADR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Prec MW Best Sequence Modifications
6.1.1.1602.2 31026829 SCISEGATIEDTLLMGADYYETDADR ICAT-C:13C(2HC @2, Oxidation(DH@11
< T

Peptide ID Hypotheses - 6.1.1.1602.2

Conf ©| 5¢| Prot N # Sequence Modifications 4| Theor MW | Theor miz
99| 15 19| SCISEGATIEDTLLMGADYYETDADR ICAT-C13C(9NC)@2, Oxida... | 3102.4097( 1035.1438
12 SCISEGATIEDTLLMGADYYETDALDR ICAT-CA3C(SHCH@m2, Oxida.. 3102.4087| 1035.1438

Fragmentation Evidence for Peptide

| ISC[CBI]ISEGAIIED[OXITI'LLHGADWEI'DADR

Residue b b+2 Yy y+2
S 88.0393 445233] 31034168 15622121
ccal 437.2057| 214.1065| 30163849 15086951
540.2897| 27065485 2677.2185| 1339.1129
627.3218| 314.1645| 2564.1345| 12825709
7563644 3736858 2477.1024 1239.0549
813.3858| 407.1966| 2343.0598| 11745338
884.4229| 4427151| 22910334 1146.0228
997.5070| 499.2671| 2220.0013| 1110.5043
1110.5911| 5557992 2105.9172( 71083.8622
123905337| 620.3205| 1003.3331| 007.4202
13708655 5858314 18647908 9328080
1471.7032| 7363552 17337687 B867.3880
15847873 7928973 16327210 @18.8641
1697.8713| 849.4393| 15196353 7803221
18289118 914.9595| 14065523 7037801 738.50 1454|356 1898.18
18859333 | 0434703| 1275.5124| 5382593 816.42
19569704 9739888 1218.4908( s09.7401
20719973 10355023 41147.4538| 5742308
2235.0807| 1112.0340| 10324269 516.7171 | ‘ ||
8

813.44
-

437 81 . 1473.68

71941 -
3507 /1522.92

1905.68

2393.1240| 1199.5656 869.3636 435.1854
2627 18868| 1254.0869 706.3002 353.6538
28282143 13148108 577.2576 2891325

00

GO0

e L e el B B B =l Bl B |




Putative aldehyde dehydrogenase
LGPALACGNTVVLK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Prec MW | Prec miz Best Sequence Theor MW =~
4.1.1.1447.2 1682.1041( 528.3753 LGPALACGNTVVLE ICAT-C(C)@T 1581.8912
4.1.1.1448.3 1881.1107| B31.3778 LGPALACGNTVVLE ICAT-CA3C{SHCHET 16008214
4.1.1.1888.3 972.4817| 487.2331 LGOGLSGGER O72.4988

=

2?11 18RR 7 1237 74171 £19 A7A1 Rl TEDEanFFTETY 1737 RA39
4 3

Peptide ID Hypotheses - 4.1.1.1447.2 Precursor MS Region

Conf ¥ | Sc| Prot N -~ Modifications Theor MW | Theor miz N
B3| 15 3| LGPATACGNTVVIK ICAT-C(C)@T 1581.8912| 528.3044 531.3817
<1| © 30| AVTLTLDIOKT ¥GK Oxidation(D)@T7, Oxidafion(_.. | 1581.8513] 528.2944
<1| ® GLIERQKLGAVGSIVE 1581.9454| 528.3224
<1 @ MNLTGTIFVEVGOLE 1581.8727| 528.2982 520.0067
<1| 8 EKWE TSONE IVHE 1581.7787| 528.2668 5193219

5283755
~

Fragmentation Evidence for Peptide

| |LePALACICOIGNTVVLK

Residue b b+2 Yy y+2
114.0913 57.5483| 1582.3935 791.8529
171.1128 36,0600 14509.3145| T735.4109
268.1656 13458684 1412.7930 T06.9001
338.2027 170.1050 | 1315.7402 £58.3738
4522867 | 225.54T0| 124470 522.8552
5233239 2621656 1131.6191 566.3132
853.4600 427.2337| 1060.5819 530.7946
910.4815 4857444 T30.4458 3B65.T265

1024.5244 B12.7658 673.4243 337.2158

11265721 B63.2897 559.3814 280.1943

12248405 612.8238 4588.3337 22986705 i

1323.7089 662.3581 359.2653 180.1363 AEL - - | n

1436.7930 718.9001 260.1969 130.6021 iyl L

800 1100 1200 1300 1400 1500 1800

1564.8880 782.8478 147.1128 74.0600 miz, Da

1296.85

837 1199.84 1377.9 144881
.




3-isopropylmalate dehydratase-like protein (small subunit)
EHAPVCLGAAGAK

[ =] ]

Protein Quant

Spectrum List

Protein 1D

Spectra

Summary Statistics

Spectrum Prec MW

Prec miz

Best Sequence

Modifications

Theor MW ~

b1.1.1241.4 1458.96T9

437.3299

EHAPVCLGRRGRK

ICAT-C:13C(2)C)@E

1458.7700

8.1.1.1771.2 1474.8381

4926193

EHAPVCLGARGRE

Oxidation(P)@4, ICAT-C:13C(8)(C)@De

1474.7649

2.1.1.18852 12217333

§11.8739

EHDVLPGFGRAK

Glu-»=pyro-Glu@M-tem

12216143

T111721 2 1004 9741

F4R 4047

FHFET.EROR

1004 ROdR T

ol

b

Peptide ID Hypotheses - 5.1.1.1241.4

Precursor MS Region

Conf ¥ | Sc| Prot N~

Maodifications

Theor MW

Theor miz

86| 13 22| EHAPVCLGRRGRK

ICAT-C:13C(9)(C)@6

1458.7700

457.2639

=1 16| PRGN IQKDS PARKF

Oxidation{Ky@7

1458.7487

437 2562

=1 HGEVYGSVAEKER

1458.7579

437 2559

=1 IQATIQGMRRSSLR

Deamidated(Qy@E

1458.7865

437 2654

<1 ATLOQERTEFVNRER

1458.8168

4872795

<1 LADTECVVVISE

ICAT-C{C)@6

1458.7753

487 2657

4853419, | 487.3327

484 6570
498.2935
“

Fragmentation Evidence for Peptide

| |EHAPVCICONLGAAGAK

Residue b b+2 Yy

y+2

130.0439 66.6286

14587773

730.3923

267.1088 134.0580

13307347

6658710

338.1459 168.5766

1183.6758

BS7 3415

4351887 218.1030

1122.6387

561.8230

534.26T1 267.6372

1025.5869

513.2866

8734334 437.2204

926.5175

463.7624

986.6175 483.7624

587.3511

2941792

1043.6380 22273

474.2671

237.8372

11148781 BET. 7917

417.2456

209.1264

11856132 593.3102

346.2085

173.6079

1242 8347 §21.8210

2751714

138.0893

1313.6718 657.3395

218.1499

108.6786

14417687 721.3870

1471128

74.0600

L J.,hul m

.30

53433

735.44

“
Lo tilaley

78345

656.4

1L,

g22

Lk

83 1#19.53 1122.81 ‘
L b

1321.82

1002 67 1073.72
’ 121078

.MI. 1T

600 700
miz, Da

800

800

1000 1100 1200 1300




Aspartate aminotransferase Asp2
VGALSIVCK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Prec MW | Prec miz Best Sequence Theor MW =~
7.1.1.2048.2 0.0000| 5952124 VFNDTARYVDOGGGER DeamidatediQ)}@11 1782.8649
4.1.1.1480.3 1117.7579| BBO 8362 VGALEFSENGE Deamidated(M @9 1117.6132
4.1.1.1427.2 11157665 | 558.8905 VEALSIVCE ICAT-CICHDE 1116.6372 =

=

¥ ‘1| 117204 1NRA 7480 [ R4R 3527 UELVFL ST T ANAR A4
4 3

Peptide ID Hypotheses - 4.1.1.1427.2 Precursor MS Region

Conf ¥ | Sc| Prot N~ Modifications Theor MW | Theor miz
a7 | 13 53| VGALSIVCE ICAT-C{C)@8 1116.8372| 553.8250 5503735
=1[ 10 GVEDIVNTNE Deamidated(MN @3 1115.5835|  558.5040
=1[ 10 INLLSKGMIK 1115.6737| 558.8441

=1 @ BRDSDGVVER 111655796 56B.7971 550.3547

=1 @ EVGDLGRSIK Oxidation(R}@7 11158411 EE8.5278 "

=10 2 VSEIIVDKSK 11156914 558.8530

549 3582
.

Fragmentation Evidence for Peptide

| [veaLserconk

Residue b b+2 Yy y+2

100.0757 50.5415 1116.5445 553.3259
157.0972 79.0522| 1047.5761 509.2917
2281343 1145708 960.5547 480.7810
341.2183 171.1128| 889.5176 4452824
428.2504| 214.8283 T76.4335 383.7204
541.3344 27M.AT09| 689.4015 3452044
W 540.4028 320.7051 576.3174| 285.6823
CICoI] 970.5390 4857731 477.2490 239.1281
K 1088.6340 545 5208 147.1128 74.0800

i

3.27
413.21 ’ 51
N

889

o Lusly Li Ly
400 800




Oxalic acid oxidase
AETPAGYPCIRPIHVK

[ 5] x]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List [=]

Spectrum Prec MW | Prec miz Best Sequence Theor MW =+
8.1.1.1747.3 1688.8354 | B850.4250 AETRANSCLFSGHR ICAT-C:13C(9)CH@8 1698.8195 — |
5.1.1.1278.3 1978.2782 | 495.5763 AETPAGYPCIRPIHVE ICAT-C(C)@2 1978.0459
51.1.1278.2 1987.2030| 497.8305 &| AETPAGYPCIRPIHVE ICAT-C3C(DHC @O 1987.0760

A111417 4 1078 17A31 000 NGR4 AFTDLEVEC TR DTHUE WO AT o wmG ac 1078 N4RG
4 | 3

-

Peptide ID Hypotheses - 5.1.1.1278.2

Conf % Prot N * Modifications Theor MW | Theor miz
89 6| BETPLEYPCIRPIHVE ICAT-CA3C(INC @S 1987.0760 497 7763
=1 DDHLVEHFVERVEL SDHK 1887.0276| 497.7542 496.0045
=1 IVEGQQIEFRAPSVI LMK 1888.0765| 493.0264 431 g5T4 /5[)[).[)[)13
=1 AHWLTLGTKKPNNDELEK 1987.0840| 457.7733 !
=1 TRQTLTHTTLIENYTVE Deamidated (M}@13 1987.073%| 4977757

497.8282
—488.3338

Fragmentation Evidence for Peptide

| |AETRAGYPC[CSIRPIHVK

Residue b b+2 ¥ y+2
72.0444 36.5258| 19880833 0045453 _ / / ' By / ¥ 105370 y8
201.0870| 101.0471| 19170462 9530267
3024347 151.5710| 1788.0036| 5945054
390.1874| 200.0074| 16869559 5439815
470.2245| 2366150| 1580.0032| 795.4552
527.2460| 264.1266| 1518.8661 759.9367
690.3083| 3466583| 1461.8446| 7314289
767.3621| 394.1847| 1298.7813| 649.8943
11265285 5637679 41201.7285| 604.3679
12396125 5203000 B625621| 4317847
1385.7136| 508.3605| 740.4781| 3752427
1482 7664| 746.8868| 5933770 297.4921
1605.6505| 803.4289| 496.3242| 2436657 : f 11]0.
1742.9084| 8719583 383.2401| 192.1237 75
18419778 921.4925| 2464812 1235042 : 'le J.ﬂJh.i. H i
1970.0728| 935.5400| 147.4128|  74.0800 1200

T = @O M| =

1025670
~

1162 8

15‘18.99\ " 18

1855.35
“

h1410.95 10

||u“|||l . l , L

1800 2000




homocysteine S-methyltransferase

CVKPPVIYGDVSRPK

[ =] ]

Protein Quant

Spectrum List

Protein 1D

Spectra

Summary Statistics

Spectrum

Prec MW

Prec miz

Best Sequence

Modifications

Theor MW ~

3.1.1.1812.3

2011.3837

671.4685

CVCFIICEHHE

ICAT-CIC)@1, ICAT-C{C}@3, ICAT-C(C)@7

2011.017 =

5.1.1.1270.4

1884.2605

472.0724

CVEPFVIYGDVSEPE

ICAT-CIC)@1

1884.0292

51112694

1893.3053

4743338

CVEPPVIYGDVSRPK

ICAT-C13C(9)(C @1

1893.0593

R1129723

0 D000

TFAD TADR

CURFLASFUL COANT.ET TR

WCAT-C- 1300 C W

2R N3G

ol | r

Peptide ID Hypotheses - 5.1.1.1269.4 Precursor MS Region

Conf ¥ | Sc| Prot N~
89| 15 & | CVEPFVIYGDVSREK
=1 & EFPSRASVLVLODQQY
=1 7 RARGNSLIIPYSASNRFE
<1| 7 DPLLOFAFLGEVSREFR
<1 7 YVELGYHYLITHLFK

Modifications
ICAT-C:13C(IHCHE
Deamidated(Q)}@15

Theor MW
1893.0693
1882.9633
1883.0221
1893.0625
1884.0505

Theor miz
4742721
4742431
4742628
4742729
4745189

" 474.3300

— 454 8208
723399 -

—474.8393

4823360

Fragmentation Evidence for Peptide

| |cIcanvKkrRYIYGDVSRPK

Residue b b+2 ¥y y+2
crcen 340.1736| 1705905| 1894.0866| 9475389
439.2421| 220.1247| 15545002| 777.8533
§67.3370| 284.1721| 1456.8318| 728.4196
664.3808| 332.0985| 1327.7369| 664.3721
751.4426| 3812249| 12306841 615.8457
860.5110| 430.7501| 1133.6313| 567.3193
973.5050| 487.3012| 1034.5628| 517.7851
1135.6684| ©568.8328| 921.4789| 461.2431
11936795| 597.3435| 758.4165| 379.7114
1305.7065| 654.6570| 704.3941| 351.2007
14077752| 704.3912| b5B6.3671| 293.6872
14943072| 7470072| 487.2987| 244.1530 ; : : o0
1650.8083| B8259573| 400.2667| 200.6370
17479611| B8744342| 244.1656| 122.5864 92863 | 118s)a2 12385

p .
1876.0660| ©938.5317| 1471128  74.0800 _ . I 1] o
900 1000 1100 1200 1300

| oo /| =

147718
-

= o|o|lw|<=|o|al| =<

1400 1500




Streptomyces cyclase/dehydrase family protein
SELAQSIAEFHTYHLGPGSCSSLHAQR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum | Time | Prec MW | Prec miz | Prec z | Prot N | Best Sequence £

EERE.LY M| 3k a7 g1 seeR] g3 a0l el a7l eETaneTaREuTVOTeDEere et mAnD | ICAT CA1 OOV CAETD
< T

Peptide ID Hypotheses - 5.1.1.1318.4

Conf “| Sc| ProtN -~ Sequence Modifications Theor MW | Theor miz
EEIRE 47| SELLQSIAEFHTYHLG PG SCSSLELOR ICAT-C:13C{8}(C)@20 3161.5400| 6333152
=1 & 4% | SLNIERPTY INLNRLVIQVISSLTASLR Oxidation(R @6, Deamidate. .. J161.7043 633.3481

al s = PR = e mamm e o mam

sat77oa” || | 6335732
623 6504 540.6589

Fragmentation Evidence for Peptide

| ISELAQSIJ'-\EFHTYH LGPGSCICONSSLHAGR

Residue b b+2 Yy y+2
330.1660| 1655866| 2946.4726) 1473.7400
4012031 201.1052| 28333888 1417.1979
529.2617| 2B6.1345| 2762.3515| 13816794
616.2937| 308.6505| 2634.2928| 1317.6501
729.3777| 365.1925| 2647.2608| 1274.1341
800.4149| 400.7111| 2434.1768| 1217.5920
929.4675| 4862324 2363.1397| 1182.0735

1076.6269| 533.7866| 2234.0971] 1117.5522

1213.5848| 607.2960| 2087.0257| 1044.0180

13146325| 667.8199| 1949.9697| 976.4885

14776956| 739.3515| 1848.9221| 924.9647

1614.7547| 807.8810| 16B5.8587| 843.4330

1727.8388| B864.4230| 1548.7998| 774.9036

1784.8602| 8929338 1436.7158| 718.3615

1881.9130| 941.4601| 1378.6943| 589.8508

1936.9345| 969.9709| 1281.6415] 641.3244

2025.9665| 1013.4869| 1224.6201( 612.8137

2386.1320| 1183.0701| 1137.5880| 569.2977 : 5.4 nh 5na 57

2452.1649| 12265861 798.4217| 3997145 1686.00 2068.24

\

wml Q||

Wl ml@|r || =T m|I

.
15§0.03 /2?45.??

26391868 | 12701021 T11.3896 356.1985 l || “ | I | ||
| a1yl wlle o i . L .

il
26522610| 1526.6441 [EERERl) 3126624 800 1000 1200 1400 1600 1800 2000 2200 2400 2600 2800 3000
2739.3398| 1395.1736| 611.2736| 256.1404 miz, Da

2660.3770| 1430.6521 374.2146 187.6110




Arabidopsis Rab GTPase homolog Elb

HYAHVDCPGHADYVK

[ =] ]

Protein Quant

Spectrum List

Protein 1D

Spectra

Summary Statistics

Spectrum

Prec MW | Prec miz

Prot N

Best Sequence

Theor MW ~

5.1.1.1232.3

1838.2067

435.6587

10, 48

HYRHVDCPGHADYVE

ICAT-CIC)@7

1937.8843

5.1.1.12322

19472229

487.8130

10, 48

HYRHVDCPGHADYVE

ICAT-C13C(2)CH@T

1946.9144 —

£.1.1.1340.2

19382301 | 435.5643

10, 48

HYRHVDCPGHADYVE

ICAT-C(C)@F

1937.85843

111 13RG 7

mnnnnl - 7AM GINS

TANCEFSCNTIIS AADTTET T TS QT oS

Neamidated (Mm%

J0R0 ART

“ W | 3

Peptide ID Hypotheses - 5.1.1.1232.2 Precursor MS Region

Theor miz
437.7359
487.9813
487.7835
438.0075
433.0023

Prot N
10, 48

Modifications
ICAT-C:13C(INCIH@T
Glu-=pyro-Glu@M-term
Deamidated(Mp@10, Oxidati. ..

Theor MW
1945.9144
1847 8350
1947.0248
1843.0013
1947.9802

Conf ¥| Sc
99| 16
=1 M
<1
<1

=1

4355543 - 487.8158

HYRHVDCPGHADYVE
EMEKEGREKFNTTLFSR
EQDRFLEPIANI SRIMK
SANVELERSFDTANYDVR
TGNITYNGENLREFHVE

—4§8.3104
4855165

455.0687
4815154
|

Fragmentation Evidence for Peptide

| IHYAHVDC[CBI]PGHADWK

Residue b
138.0662
301.1295
3721666
509.2255
608.2940
723.3209

1062.4873

1159.5400

12165615

1353.6204

1424 6575

1539.6845

1702.7478

1801.8162

19289112

b+2 Yy

89.8367| 1947.9217
151.0684 | 1510.8628
186.5670| 1647.7955
255.1164| 1575.7624
304.6506| 1439.7035
3621641 | 1340.6351
531.7473| 1225.6081
580.2737 B86.417
508.7844 789.3890
677.3138 T32.3675
T12.8324 £95.3086
T70.3459 524.2715
851.8775 409.2445
S01.4117 246.1812
95864552 147.1128

y+2
974.4545
805.9351
§24.4034
760.6048
720.3554
&70.8212
613.3077
4437245
395.1981
366.6074
298.1579
282.8394
2051259
123.5942

74.0600

1609.84
1418,

1308.70

64
0 1159.?4‘

1200

1931.04
~

1630.35

i “| 'IIL}_H;I I

A|l=|=|0O|»|IT|GlTD




Arabidopsis Rab GTPase homolog Elb
IVVELIVPVACEQGMR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Prec MW | Prec miz Best Sequence Theor MW =~
5.1.1.1444.3 2359.4800| 787.493% IVVAVDIDEDMELLSQERSR Cxidation{M)}@11 2359.2166
1.1.1.1828.2 0.0000| 700.1820 IVVEGSDGSVRPGE 1385.7467 =
£.1.1.1370.2 20072682 | 670.0987 IVVELIVEVACEQGMR ICAT-C:13C{9}C @11, Oxidation(My@15 20070944

F\‘1| 1172872 1247 NRAT F74 RAGR TIMIS DA UTRAD 1'|JdF'\ N34 S
4 L3

Peptide ID Hypotheses - 5.1.1.1370.2 Precursor MS Region

Conf ¥| Sc| Prot N Maodifications < | Theor MW | Theor miz
99] 19 10| IVWELIVEVRACEQGMR ICAT-C:13C(SNC)H@ 11, Oxid... | 2007.0044 B670.0388
=1 39| ALDLASKPEGT GTETKDFK Oxidation(Fj@18, Cxidafion(... | 2007.0160 &70.0126
=1 IENAFYSAQMCNILGR Deamidated(Np@3, ICAT-C. . 2006.9553 565.9524
<1 QRAKIESYAPSLSYRFPVEAR 2007.0425 §70.0215
=1 TOCPAPFTHGRSISLR Deamidated(Q @2, ICAT-C... 2007.0408 670.0209
=1 VLLDEKNHPLLIHCK ICAT-C1IC(SNCHE14 2007.1387 §70.0535

670.0065
—&70.7661
680.7355
“

Fragmentation Evidence for Peptide

| INVELNWAC[CBI]EQGH[OXI]R

Residue b b+2 Yy y+2

| 114.0913 E7.54093| 2008.1017( 1004.5545
213.1598 107.0835| 1885.0176 943.0124
3M2.2282 186.6177| 1795.9482 §95.4752
441.2708| 221.13%0| 1895.3308 345.2440
554.3548| 277.5311| 41567.8382( 784.4227
667.4389| 3342231 14547541 727.3807
766.5073| 3837573 1341.6704( 671.3387
863.5601 432.2837| 1242.6016| 621.8045
962.6285| 481.8179| 11455489 5732731
1033.6656| 517.3364| 10464805 523.7430

1372.8320| 686.9105| O75.4434| 4882253 ’ 1.90 35} 1048

15018746 7514400 636.2770| 3188421 43638 bi1.80 7 1228,
: 1127

g
1629.8331| 8164702 507.2344( 254.1208 1 867
[ | | 86 q727.07 1852.93
U dull il . C
1000

1686.9548 6439808 | 379.1758 180.0915 b 1 o, |
1833.5800 917.4565| 3221544 161.5808
1890.0911 995 5482 175.1190 88.0631

1800 2000

miz, Oa




Multicatalytic endopeptidase complex
ITQLTDNVYVCR

[ =] ]

Protein Quant Protein 1D Summary Statistics

Spectrum List (=]

Spectrum Prec MW | Prec miz Best Sequence Theor MW =~
3.1.1.1568.2 10155605 508.7375 ITPVLGSSNE Deamidated(MN @2 1015.5550
4.1.1.1441.4 16561.0510( B51.3578 ITQLTDNVYVCR ICAT-C(C)@11 1650.8400 —=
41114413 1660.0840 | 5543836 ITQLIDNVYVCR ICAT-C:13C{B){C @11 1659.8701

1111887 1803 DN&1 RO DGO 5 . TTUMESTHNRFN DOT.R CrwidatinniPumb Deamidated (MW@E ChwidatinonPuwm? 1802 9183
] | +

=

Peptide ID Hypotheses - 4.1.1.1441.3 Precursor MS Region

Conf ¥ | Sc| Prot N~ Modifications Theor MW | Theor miz
20| 15 27| ITQLTDNVYVCR ICAT-C:13C{SNC)@11 1660.8701| 5542873
=1 2 FTSNLEPPESMGRRVE 16560.8879| 554.3032
=1 & MVEISSLAEKVVAIR Oxidation{M}@ 1652.2230| 554.3142
=1 & QHIEVRLIEGDVER 1650.9056( 554.3091
=1 & OLVWHNENYNVEER Deamidated(MN @5, Deamid... 1650.8733| 554.2984

Fragmentation Evidence for Peptide

| II'I'QLTDNVWC[CBI]R

Residue b b+2 ¥y y+2
114.0913 57.5483| 1660.8774 5309423
2151390 108.0731| 1547.7933 T74.4003
343.1976 1721024 | 14487487 T23.8765
456.2817 2286445 1318.68T1 B559.5472
557.3293 2791663 [ 1205.6030 603.3052
672.3563 336.6818| 1104.5553 5B2.7813
786.3992 353.7032 989.5284 4552678
B885.4676 4432374| 8754855 438.2464

1048.5310 5247681 T76.4171 388722

1147.5894 5743033 6133537 307.1805

C[Cen 1436.7657 743.8865| 514.2853| 257.6463

R 1642.3668| 821.9371| 475.4180|  85.0631 11908 886,53 1308.78
e 840.5 1194.83 142784 149539

L o ,|l|.||i/|,|| Lube ot all 1)

100 200 300 400 500 600 T00 300 D00 1000 1100 1200 1300 1400 1500 1600
miz, Da




Myrosinase
QIIQDFKDYADLCFK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List (=]

Spectrum Prec MW | Prec miz Best Sequence Modifications Theor MW =~
6.1.1.1679.2 2056.1816| 686.4011 QI IODFEDYADLCFK GIn-=pyro-Glu@N-term, ICAT-C{CH@13 2055.9976
8.1.1.1511.4 2082.2493| ©095.0004 QIIQDFEDYADICFE Deamidated(Q)@4, ICAT-C13C{9HCHD13 2083.0383
£1.1.142332 25743772 8591330 QIIQDFEDYADLCFEEFGGE GIn-=pyro-Glu@N-term, ICAT-C(CHEN3 25742466

1114233 FRAI A41NG| RRD 1447 5 OT TONFETY AN TOREE FiSCK Gln-=pwro-Ghimh-term AT G130 G0 O3 or DRA3 ITRA
Fl | I b

Peptide ID Hypotheses - 6.1.1.1579.2 Precursor MS Region

Conf ¥ | Sc| Prot N 7 Modifications Theor MW | Theor miz
g9| 15 1| QI IQDFKDYADLCFK GIn->pyro-Glu@N-tem, ICA _ | 20559976 686.3398
=1| 10 FEPQERFASMI ADAGFEK Oxidation(My@10 20555724 836.3314 B87.07T87
1| 10 QVIEDFROLADLCFK Deamidated(Q)@1, Oxidatio... | 2055.9524| 686.3347 884.3788
=1 8 MR ETMOEVLONINATAQT 2056.0444| 586.3555
=1 8 TNFDAVVEPLDICKOK ICAT-C:13C{8}(C)@13, Dea... | 2058.0593| 656.3605

6864039 ‘ —689.7630
8904183
.

Fragmentation Evidence for Peptide

| PGQ IQIIQDFKDYADLC[CEII]FK

Residue b b+2 ¥y y+2
Q 112.0383 565233 2057.0048| 1029.0061
2251234 113.0853| 1945.9728 §73.4500
338.2074 189.6074| 1832.8887 918.9430
466.2660 233.6366| 1719.5047 §60.4060
581.2930 291.1801| 1591.7481 T796.3767
728.3614 3646043 1476.7192 738.8632
B856.4563 428.7318| 1329.6507 665.3290 | . 1702 98
971.4833 455.2453| 1201.5558 801.2815
1134.5466 5B7.7769| 1086.5288 543.7681
12055837 603.2955 923.4655 452.2364
1320.6107 660.8090 852.4284 426.7178 )
1433.6947 717.3510 T37.4015 369.2044 1051.9 1134.71
1763.8309 882.4191 624.3174 312.6623 1 m g
1910.8933 955 0533 2941812 147.5842 “l L |||

2035.9943( 1020.0008 147.1128 74.0600 1000 1200
miz, Da

o =<|g|&|Tolo

1588.82
4;;(58:8 ~ 1686.91

TN P 1 Y
1400 1800 1800 2000

1958.16




Myrosinase
CSPMVDTKHRCYGGNSSTEPYIVAHNQLLAHATVVDLYR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Spectrum Best Sequence Modifications
8.1.1.1887.2 . CSPMVDTEHRCYGGNSSTEPY IVAHNOLLAHATVVDLYR Cys-=Thr@1, Dioxidation{K}@8, ICAT-C:13C{ 2N CH@11
El | 1 |

Peptide ID Hypotheses - 8.1.1.1887.2 Precursor MS Region

Conf ¥ | Sc| Prot N ° Sequence Modifications 7| Theor MW | Theor miz 922 228[)/ \9242450
18 1| CSEMVDTKHRC YGGNS STEFY IVAHNQL LAHATVVDLYR Cys-=Thr@1, Dioxidation(K)@8, ICAT-C:13C{9)CH@11| 4611.2686| 9232810 o0 821 _2'534 '

AT T RTINS W ATS ST E T TITA RAT T LI TIATIT W AT S A O L Nk dratad (S0 1ICAT &4 AR4 7 ANAD 071 ARad

n

Fragmentation Evidence for Peptide

| ITSF‘MVD'I'K[ZOX]HRC[CBI]YGGN SSTEPYIVAHNOLLAHATWVVDLY R

Residue b b+2 ¥y y+2 -
102.0550 515311| 4812.2758( 23068.8418
188.0870 95.0471| 45112282 22881177
2861397 | 1435735| 4424.1981| 2212.8017
4171802 209.0938| 4327.1434| 2164.0753
516.2486| 2526280 4196.1029| 20985551
§31.2756| 316.1414| 4097.0345| 2049.0209
732.3233| 366.6653| 3982.0075| 19915074
§92.4081| 4487077| 3880.9599| 1940.9336

1029.4670| 515.2371| 3720.8751( 1880.9412

1185.5681| 593.2877| 3583.8162( 17324117

15247345| T7E2.8709| 3427.7150( 17143812

1887.7878| 844.4025| 3088.5487( 15447780

17448192 | 872.9133| 2925.4853( 14832453

1801.8407| 901.4240| 2855.4539( 1434.7356

1915.8836| 958.4455| 2811.4424( 1406.2248

20029157 1001.9815| 2697.3995| 1348.2034

2089.9477| 1045.4775| 2610.3675| 13056874 :

2190.9954| 1096.0013| 2523.3354| 12621714 39

2320.0380| 1160.5226| 24222878 1211.8475 ] 748

2417.0907| 1208.0480| 2293.2452| 1147.1262 . il | i |

25301541| 12005807| 2196.1924] 1098.5998 2200 2400

26932381 13471227 2033.1291| 1017.0882

agnn gnec| sgncccenl snan nacn mon Cnoy

242389




Extensin-like protein
IPASICQLPK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Time Prec MW | Prec miz Best Sequence Theor MW
32537 1304.8840| 653.4493 IPASICOLPK ICAT-C:13C{8H CH@e 1304.7573
42205 ©95.4387| G£05.4480 IPDPVR 695.3066
£5.934| 1557.9241| 7795883 IPGNISGYTAGHSOR Deamidated(N @4 1687 7535

AT GR1 T ARTIR|] 1407 22 TN ENTANAVCMT/TIFTN N Noamidatod (O EG 1T IO
I | »

Peptide ID Hypotheses - 4.1.1.1425.4 Precursor MS Region

Conf ¥| S5c| Prot N/ Modifications Theor MW | Theor miz
59 14 38| IPASICOLPE |CAT-C:A3CISNCHEE 1304.7573 653.3859 \553_ 4483

=1 & ASPFTASLSSLEDK 13045450 §53.3303

=1 & EGGLEKSVDMNE 13046758 553.3452

=1 @ IENVLEVGY DK 1304.7039 §53.3817
9 EDLECMGIRTE 1304.6758 £553.3452

643.9324

=1

G54.4484
.

654.9518
.

Fragmentation Evidence for Peptide

| [rasicicanaLpr

Residue b b+2 ¥y y+2

| 1140013|  67.5403| 1305.7646| 653.3859
2111441 1060757| 1192.6805| 5965439
2821812 1415942| 1095.6278| 548.3176
369.2132| 1851103 1024.6907| 5612.7990
482.2973| 2416523| 937.6586| 469.2330
B214837| 4112355| B24.4748| 4127409
9435223 475.2648| 485.3082| 2434577

1062.6063| 531.8068| 357.2496| 179.1285 488 102 119p.89

3 81948 932159
1169.8591| 580.3332| 244.1656| 1225364 ’ saposull L | plll o Sl Ly

1287.7540 644 3807 147.1128 74.0600 400 800 800 1000 1100 1200 1300




Hypothetical protein
MCCLFINDLDAGAGR

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Time Prec MW | Prec miz Best Sequence Modifications Theor MW
41.015| 2086.1541| 1044.08... MCCLFINDLDRAGREGR Oxidation(MM@1, ICAT-C:13C(9HCH@2, ICAT-C:13C{FHCHEI 2086.0144

ana7el 1843 778 R4R o7R : MNLKFTVR DTERERD 1743 R1A?
] n | 3

Peptide ID Hypotheses - 5.1.1.1355.2 Precursor MS Region

Conf v Prot N Sequence Modifications 7| Theor MW | Theor miz .
EE] 28| MCCLFINDLDAGAGE. Oxidation(M)@1, ICAT-C:13C(8)(C)@2, ICAT-C13C{_. | 2086.0144| 10440145 1044.0823
<1 45| LYRIIITVSLRFLFSFS 20862344 1044.1244
<1 RONT STHHENN SPEQLGE Deamidated(Q)@2 2086.0417| 10440281
<1 NWSAAKQIQEMTANLVAPR Deamidated(N)@1, Oxidation(M)@11 2086.0630| 1044.0367
<1 TLAENPLSLECAIDTNE ICAT-C{C)@11, Deamidated({N)@16 2086.0728| 1044.0437
<1 MKECEEVIVNDEFLGK ICAT-C-13C(9)(C) @4 2086.0525| 1044.0336

1045.0818
.

10456187
-
1046.6687
-

Fragmentation Evidence for Peptide

| |MIOxCICINCICONLFINDLDAGAGR

Residue b b+2 ¥ y+2
MICxi] 145.0427| 745250 2087.0217| 1044.0145
cicel 487.2000| 244.1082| 1939.9853| o70.4988
cicel 826.3754| 413.6913| 1600.5198| 800.9136

939.4505| 470.2334| 1261.6835| 531.3304
10865279| 543.7676| 1148.5605| 674.7884
1199.5120| 600.3096| 1001.5010| 501.2542
13136648| 667.3311| 888.4170| 444.7121
14266813| 714.8446| 774.3741| 387.6907
1541 7650| 771.3006| 650.3471| 330.1772
1656.7928| 0628.0001| 546.263| 273.6352 ' _ ' ,659.43
1727.8299| ©6644186| 431.2361| 2161217
1784.8514| 592.9293| 360.19%0| 180.6031 ' 774.45
1855.8885| 028.4479| 303.4775| 152.0024
1912.9100| 0956.9586| 2321404 1165738
2069.0111| 10350082| 1751190  88.0631

8

33 1986.13

sl Jull ||u|||.|| ||||I .

1450.90 .15419_03 1884.09\
| | 11

00 800 1400 1600 1800 2000

DD F@l=o|ro




Unknown protein
LGACVDLLGGLVK

[ =] ]

Protein Quant Protein 1D Spectra Summary Statistics

Spectrum List

Time Prec MW | Prec miz Best Sequence Theor MW
36614 0.0000| 459.1318 LFFTEQIGINSRE Deamidated(M}@10 1374.7144
63.764| 1455.8007| 730.4078 LETGEEDEVIITGER 1458.7831
44721 1483.9393| 7429789 LEACVDLLGGLVE ICAT-CICHD4 1483.8433
44.764| 1482.9650| 7T47.4913 LGACVDLLGGLVE ICAT-CA3IC(SNCHD4 14592.8734

[ W | 3

Peptide ID Hypotheses - 4.1.1.1508.3 Precursor MS Region

Conf *| 5¢| ProtN * Modifications Theor MW | Theor miz 100
99| 16 43| LGACVDLLGGLVE ICAT-C:1A3C(ENC @4 1482 8734 T4T7 4440

<1 & AGRIEDGLTMFREK 1482.7820 T4T7. 3983

<1 & MEYLLVINLSGNEK Deamidated(M)@12 1482.8323 7474235
=1 & SLDFSKEGEYLAHE 1452.8038 T47.4082
g SLEEQLENAFSVE Deamidated(MN)@8 14827773 T47.3959

742 hros— 743474
"747.4937

75651472

=1

740 T45 TR0 TS
miz, Da

Fragmentation Evidence for Peptide

| ILGAC[CBI]\I"DLLGGLVK

Residue b b+2 ¥ y+2
114.0913 575403 1493.8807| 747.4440
1711128 96.0600| 1380.7968| &20.9020
2421499 1215788| 13z377s2| 6623912
581.3163| 291.1618| 1252.7381| &28.8727
680.3647| 3406980 OM3.5717| 4572805
795.4116| 3982095 814.5033| 407.7563
908.4957| 4547515 699.4763| 3802418

10215798 5112935| 5863923 293008

1078.6012| 530.8043| 4733082 2374577

1135.6227| 568.3150| 416.2867| 2088470 1 so0dh 1477.02

12457068 | G24.8570| 350.2663| 1801383 I 101980 44775 122085 134596

1347.7752| 674.3912| 2464812 1235042 . |.|.|J|LI -H'L'." L, ,l I || L1 |||.

1475.8701 738.4387 147.1128 74.0600 800 500 1000 1100 1200 1300 1400 1500

Al=|r|@o|lr|r|ol=




Figure S4

This set of supplemental data contains the information of the
coverage, peptides and MS/MS spectrum (if only one peptide
identified for the protein) of each protein identified to be redox
sensitive to ABA treatment in guard cells by redox DIGE.



gi|109389998 Chloroplast chlorophyll a/b binding protein

Protein View

Match to: gi|1093859%98 Score: 127
chloroplast chlorophyll a/b binding protein [Brassica napns]
Found in search of C:\Documents and Settingsi\schen\Desktop\MengMeng'wiff files“8“E3 2365.wiff

Hominal mass (M_): 28363; Calculated pl wvalue: 5.48
HCEI BLAST =search of gi|l083E89998 against nr
Onformatted segquence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethvl (C)

Variable modifications: Oxidation (M) ,Pho=spho (5T),CyDye-Cy3 (C) ,CyDve-Cyv5 (C),0Oxidation (C)
Cleavage by Trypsin: cuts C-term =ide of ER unlessz next residue iz P

Sequence Coverage: T%

Matched peptides =shown in Bold Red

1 MAASTMRT.SS PAFAGKLVEL SPRLSEVLGS GEVIMEETIVA EFEGPSGSEW

31 ¥GSEEVEYLG PFSGEPPSYL TGEFPGDYGW DTAGLSADFE TFARMNEELOWV
101 THCEWAMLGR LGCVFPELLL ERNGVEFGEAV WFELAGSQIFS EGGLDYLGHE
151 SLVHAQSILA IWATQVILMG AVEGYRVAGD GPLGEAEDLL. YPGGSFDPLG
201 LATDPELAFAFE LEVEEIENGE LAMFSMFGFF AQATVIGEGE LENLADHLAD
251 PVHNMAWALFA THFEVPGE

’ Show predicted peptides also

’ Sort Peptides By ] @ Residue Number () Increasing Mass () Decreasing Mass

Start - End Ob=served Mr (expt) Mr(calc) Delta Mi=s= Segunence
44 - A5 640.2218 1278.42%1 1278.5629 -0.1338 0 E.GPSGSPWYGSER.V (Ions score T73)
126 - 133 452 ,2274 982 .4402 5982.4913 -0.0510 0 E.FGEAVWFE.A (Icn=s score 54)




Start
324
344
383

gi|131285 Photosystem Il 44 kDa reaction center protein

Protein View

Match to:

gi|131285 Score:
Photosystem II 44 kDa reaction center protein (P6 protein)

130

(CP43)

Found in search of C:\Documents and Settings\schen\Desktop\MengMengyl4\DZ 575.wiff

Nominal mass

r

(M_) :

52213;

Calculated pI value: 6.

T1

NCBI BLAST search of gil|l31285 against nr

Unformatted seguence string for pasting into other applications

Taxonomy:
Links to

gi]ll12228§

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Secale

cersale

cersale

8%

Carbamidomethyl
Oxidation (M),CyDye-Cy3
cuts C-term side of ER unless

(C)

Matched peptides shown in Bold Red

End
339
3R7
390

1
51
101
151
201
251
301
351
401
451

MEILYSLERF
GAHVAHAGLT
PGGEVLDTFEP
WEDENEMTTI
NLTLSPSVIF
HITLTEPFAWA
FYGPTGPEAS
FGGETMREFWD
LGSLNSVGEV
ARAGFERGID

Observed
T713.9294
T748.8724
£536.2895

Mr (expt)
1425 .8442
1495.7302
1070.5044

YHVETLFNGT
VEWAGAMNLE
YFVSGVLHLI
LEGIHLILLGL
GYLLESPFGGE
EEAFVWSGEL
QAOQAFTEFLVE
LEAPWLEPLE
ATETNAVNYV
EDLEPVLYMN

Mr (calc)
1425 .7576
1495.6977
1070.5145

FVLAGRDQET
EVAHFVPEEFP
SSAVLGFGGEI
GAFLLVLEAT
EGWIVSVDDL
YLEYSLAATS
DOQRLGANVGS
GPNGLDLSRL
SPERSWLETSH
PLN

Delta
0.0866 Q
0.0325 0
0.0499 0 K

(C)

TEFAWWAGNA
MYEQGLILLE
YHATLLGPETL
YFGEVYIDTWA
EDITGGHVWL
VEFGFIACCEWV
AQGPTGLGEY
EEDIQPWQER
FVLGFFPEVGE

FCyDye—Cy3

RLINLSGELL
HLATLGWGVGE
EESFPFFGYV
PGGEDVEEIT
GFICVEGGIW
WFNNTAYSSE
LMESPTGEVI
REAEYMTHAPD
HLWHAGRAERR

Miss Sequence
R.LGANVGSAQGPTGLGK .Y
R.SPTGEVIFGGETMR.F

LDIQPWQER.R

(C) ,O0xidation
next residus 1s P

Oxidation
(Ions scorse 36)

retrieve other entries containing this sequence from NCBI Entrez:
from Secale

(C)

(Ions score

(M)

(

3

)

ons score 41)




Start
22
195
320
320
436

gi|8745521 Ribulose bisphosphate carboxylase large chain precursor

Protein View

Match to: gil|l346967 Score: 220
Ribulose bisphosphate carboxylase large chain precursor (RuBisCO large subunit)
Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng'l1l4\D2 97%.wiff

Nominal mass (M) : 53436; 88

NCBI BLAST search of gi|l1346%67 against nr
Unformatted seguence string for pasting into other applications

Calculated pI wvalue: b.

Carbamidomethyl (C)
Oxidation (M),CyDye—-Cy3

Fixed modifications:

Variable modifications: (C),CyDye-Cy5 (C),0Oxidation (C)

Cleavage by Trypsin:
Sequence Coverage:

11%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MEPQTETEAS
EEAGRARVAEAE
VAYPTLDLFEE
PPHGIQVERD
FDDENVNSQP
MEBEATFARET
IDEQENHGMH
DDYVEEDRSE
QFGEETLGHE
WSEPELARAACE

VGFEAGVEEY
SSTGTWTTVW
GEVTNMFTST
ELNEYGEPLL
FMEWERDEFLF
GVPIVMHDYT
FEVLAKATEL
GIFFTQDWVS
WGNAPGAVAN
VWEEITFNFE

ELNYYTPEYE
TDGLTSLDRY
VGNVEFGFEATL
GCTIKEPELGL
CAEATYRSQRA
TEEFTANTST
SGGDHVHAGT
LPGVLPVASG
EVALEACVQRA
TIDELDGEQD

cuts C—term side of ER unless

THDTDILAAFE
EGRCYHIERV
ARTETEDLET
SAENYGRAVY
ETGETIEGHYTL
AHYCRDNGLL
VVGHKLEGDEE
GIHVWHMPAT,
ENEGEDLAVE

next residuese is P

REVTPQPGVEED
PGEETQFIAY
PPAYTETFQG
ECLERGGLDFEFT
NATAGTCEEM
LHTHEAMHAWY
STLEFVDLLE
TEIFGDDSVL
GHNEIIREACK

Mr (calc) Delta Miss Sequence
1419.6558 -0.0350 0 . LNYYTPEYETK.D (Ions score 50)
2184.9746 0.0419 .GCLDFTKDDENVNSQPFMR.W Oxidation (M)

Observed
710.8177
729.3461

- End
- 32
- 213

Mr (expt)
1419.6208
2185.0165

(Ions score 51)

1432 .7654
1433.0850
1227.6173

1
1432.7423 0.0231 0 . LSGGDHVHAGTVVGK . L (Ions score 55)
1432.7423 0.3427 0 . LSGGDHVHAGTVVGHK . L (Ions score 34)
1227 .6459 -0.0286 0 DLAVEGNEIIR.E (Ions score 64)

- 334
- 334
- 448

717.3900
478.7023
614.8159

e s e




Start
B4
109
121
147
156

gi|17855 Rubisco small subunit precursor

Protein View

Match to: gi|l7855 Score: 181
rubisco ssu precursor [Brassica napus]
Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng\14\D2 97%.wiff

Nominal mass (M.} : 20523; Calculated pI value: 7.63

NCBI BLAST search of gi|l17855 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye—-Cy3 (C),CyDye—-Cy5 (C),0xidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residuese is P

Sequence Coverage: 23%

Matched peptides shown in Bold Red

1 MAYSMLSSAR VVTSPRQATM VAPFTGLESS SAFEVIREAN NDITSIVSENG
51 GEVNSMQVWE PVGEEEFETL SYLPDLTEVE LGEEVDYLLE NEWIPCVEFE
101 LEHGEFVYREH GSTPGYYDGR YWTMWHKLPLF GCTDSAQVLE EVQECETEYFE
151 NAFIRIIGFD NNRQVQCISF IAYEPPSFTG A

- End Observed Mr (expt) Mr (calc) Delta Miss Sedquence

- 80 454 .2176 906.4206 906.4811 -0.0604 0 K.EVDYLLR.N (Ions score 34)

- 120 669.8454 1337.6763 1337.5636 0.1127 0 R.EHGSTPGYYDGR.Y (Ions score 53)

- 126 465.7598 929.5050 929.4106 0.0944 0 R.YWTMWK.L Oxidation (M} (Ions score 13)
- 155 bEL.8241 1109.6336 1109.5505 0.0831 0 K.TEYPNAFIR.I (Ions score 41)

- 163 474.7656 947 .5166 947 .4825 0.0341 0 R.IIGFDNNR.Q (Ions score 40)




0i]21839 Phosphoribulokinase; ribulose-5-phosphate kinase

Protein View

Match to:
phosphoribulokinase;

gi|2183

S Score:

135
ribunlose-5-phosphate kinase [Triticom aestivom]

Found in search of C:“Documents and Settings‘\=schen’\Desktop\MengMeng'500ug Prep gel Plate 2\Bl 1546.wiff

HNominal mass

(HM_): 45406; Calculated pI walus: 5.84

HCBI BLAST search of gi|2l1839 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Fizxed modifications:
WVariable modifications:
Cleavage by Tryvpsin:
Sequence Coverage:

Triticum aestivum

5%

Carbamidomethyl
Cxidation

(C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MAFCSPHSTT
VSCAVEQPIV
SDTTTVICLD
IEKPIYNHVT
SNEVEFAWKI
EVLETQLIFD
LTCSYPGIKF
FYGEVTQOML
ARV

SLESPCITIE
IGLALADSECE
DYHSLDRTGR
GLLDPAELIG
QEDMAERGHS
DHNEGEVLEVE
SYGPDTYFGD
FEHADFPGSNN

NSGFRQNQVI
KSTFMRRLTS
KEKGVTALDP
PPEIFVIEGL
LESIKASIERL
LIMREGIKFF
EVSVLEMDGQ
GTGLFQTIVG

[ Show predicted peptides also

[ Sort Peptides By

Start - End

T8
351

] i@ Residue Number

(M) ,CyDyve-Cy3

LETTRESSERS
VEFGGAARPFPE
FANDFDLMYE
HPMYDERVRE
REFDFDAFIG
HNEVYLFDEGS
FDRLDELTYV
LEIRDLYEQT

) Increasing Mass

Obzerved Mr (expt) Mr{calc)
- S0 637.3328 1272.6511 1272.6714
- 361 680.8327 1359.6508 1358.6540

(C),CyDye-Cvs
cuts C-term =side of ER unless next residue i= P

NTRHGARTFQ
GGNEDSNTLI
QVEAIKEGKA
LLDFSIYLDI
PQEQYADAVI
TINWIPCGRK
ESHLSNLSTK
IAERAGVEAE

(C) ,Oxidation

(<)

0 Decreasing Mass

Delta
-0.0203
0.9967

0
0

Mi=z= Seqmence

R.LTSVFGGAAEFPPE. G
E.FYGEVTQOMLE . H

(Ions sScore T71)

Oxidation

(M)

(Iocns score 64)




gi|114420 ATP synthase subunit beta, mitochondrial precursor
Protein View

Match to: gi|ll4420 Zcore: 130
ATP syrnthace goborit beta, mitochordrial precucsor
Found in =search of C:\Documents and Fettingsh schen’DesktopiMengMengh 0226 FLATE1 103RMPLEIVF4 1223 wiff

Hominal ma== (M_): 59161l; Calculated pI valwe: 6.01
KHCBI BLAST =earch of gi|ll14420 against nr
Tnformatted =equence =tring for pasting into other applications

Tasonomy: Iea mayps
Link= to retrieve other entries containimng this sequence from BCEI Entres:

gi|22173 from Zea mays

gi|BETELE from Zea mays

Fiwed modifications: Carbamidomsthyl ()

Variable mpdification=: Oxidation (M),CyDye-Cyd (), CyDye-Cyd (C) . Oxidatiomn {C)
Cleavage by Tryp=in: cwts C-term =ide of FR umles=s newt residoe is P

Fequence Coverage: 5%

Mat:ched peptides shown in Bold Bed

1 MASERVVISL LESASRIAAA IPRAPREBAP PHRPSPAGYL. FHERAAYASS

51 ARROARPRTP PEATERTEEE HITDEFTEAE ALSJVOVIE AVVDVRFDES
101l LEFILTALEYV LDHNIRLVLE VACHLGERMW BTIAMDETEG LVBEQRVLET
151 SEPITVEWEE ATLERIINVI GEPITEFEDI FTHHEFLEIHER EAPAFVEQRT
201 EQQILVTEIN WWILLAFTE SEEIGLEEEA GVCETVLIME LINNVARAEE
251 EESVEASVEE BTPESHLILYR EMIESGEVIFL DOHQSESHCR LVYE(MNEEP
301 EABAEVELTE LTVAEHFBOR EGJIWLLEFIN WIFRFTQAHS EVEALLERIP
331 FAVETQETLR TOLGELQERI TTTEEGIITE WAITVERLD LTDEAPATIE
401 AHLDATTVLE BRQISELGIYE AVDPLDSTSE MLESPHVLEED HYNTAREJHE
451 VLONYFHLOD ITAILGMOEL. SETDFLTVEER ABRIQRFLE] PEHVREVETE
501 APEHYVELNE IVESPQEVLD GHYDDLEEQE FYMUVGEIEEY IAHAENTANE
551 Za3

[ Show predicted peptides also ]

| SertPeptide=By | & Residue Number © Increasing Mass © Decreasing Mass

Start - Erd Obhsered Mr {eapt) Mricalc) D=lia Miss Segquerce
132 - 1413 6305400 1277.6634 1277.62E86 0. 0549 0 EB.TIAMDCTEGIVE. G Oxidation (M) {(lon= =coxe E7)
211 - 220 567.3486 1172.6827 1172.6553 0. 0274 0 EMIOLLAFTE. G (Ioms =cors 37)

224 - 234 456 . 3454 874 6762 574 5549 0.12113 0 E.IGLFGEARGE.T (Iom= =core 36)



Start
26
204
223
259
385
5659
578

a7

214
234
2a7
391
575
584

gl

Match to:

gi|1521%234 Score:

368

15219234 Vacuolar ATP synthase subunit A (VHA-A)

WVHA-A:; ATP binding / hydrogen ion transporting ATP synthase, rotational mechanism [Arabidopsis thalianal
Found in search of C:\Documents and Settings\schen\Desktop\MengMeng\FEB22 S500UG PREP PLATEI\BS 703 .wiff

NHominal mass

NHCBI BLAST search of gi|15219234 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Arabidopsis thaliana

(M_): 69111; Calculated pl walues: 5.11

Links to retrieve other entries containing this sequence from HCBI Entrez:
gi|79321468 from Arabidopsisz thaliana

gi| 3334404 from Arabidopsis thaliana

gi|2266990 from Arabidopsis thaliana

gi| 3834305 from Arsbidopsis thaliana

gi|l16649079 from Arabidopsis

thaliana

gi|19698899 from Arabidopsis

thaliana

gi|21553884 from Arasbidopsis

thaliana

gi|27311967 from Arabidopsis

thaliana

gi| 30725440 from Arabidopsis

thaliana

gi|110740311 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

12%

Carbamidomethyl (C)
Oxidation (M),CyDye-Cy3 (C
cuts C-term side of ER unless next residue is P

Matched peptides shown in Bold Red

Ob=erved
751.6538
692 ,3252
628.3441
473.8013
443,.2615
426.3156
442, 2734

1
51
101
151
201
251
301
351
401
451
501
551
601

MPAFYGGELT
DNLIGEIIRL
IFDGIQRPLE
GGDLYATVFE
IEKSYTHLOS
PGAFGCGETV
PDGREESVHE
ADSTERWREL
PERNGSVIIV
VHNWLISYSEY
KDALREGDEIL
YNLANQAVER
VEEFEELYDD

Mr {expt)

2251.59357
1382.6435
1254.6737

945. 5881
§84.5085
850.6166
882.5323

TFEDDEKESE
EGDSATIQVY
TIARISGDVY
NTLMNHLVAL
WEVRTFREFVL
ISQALSKYSN
RTTLVANTSN
LREISGRLLE
GAVSPPGGDF
STALESFYEK
TLETAKLLRE
ALGHMDGOKIT
LHAGFRALED

YGYVEEVSGE VVWVADGMAGA
EETAGLTVND FVLRTHEFPLS
IPRGVSVFAL DEDCLWEFQP
FPDAMGKITY IAPAGQYSLE
SELAADTPLL TGQRVLDALF
SDAVVYVGCG ERGNEMAEVL
MPVAAREASI YTGITIAEYF
MPADSGEYPRY LALRLASFYE
SDEVISATLS IVQVEFWGLDE
FDEDFINIRT KAREVLORED
DYLAQNAFTP YDEFCPEFYES
¥TLIEHRLGD LFYRLVSQEF
ETR

Mr {calc) Delta

2251.1341 0.8056
1382.6653 -0.0213
1254.6932 -0.0155
945,5455 0.0386
G84.4352 0.0653
850.5164 0.1002
882.45559 0.0723

} ¢ CyDye-Cy5 (C),Oxidation (C)

AMYELVRVGH
VELGPGILGN
NEFVEGDTIT
DIVIELEFQG
PSVLGGICAIL
MDFPQLTMTL
RDMGYNVSMM
BAGEVECLGG
ELAQREHFPS
DLNEIVQLVG
VWMMENIIHF
EDPAEGEDTL

Mi=s=s Secumence
1 ER.EVSEGEPVVVADGHMAGAAMYELVRE.V 2 Oxidation (M) (Iocns score 44)
E.SYTHMLOSWPVRE.T Oxidation (M) (Ions score 493)
K.LAADTPLLTGQR .V [Ions score 90)
E.TVISQALSE.Y (Ions score &3)
E.LASFYER.A (Ions score 43)
E.ITYTLIE.H (Ions score 34)
E.LGDLFYR.L (Ions score 47)

[ R e I e e Y e o




Protein View

Match t

O

gi|56384657 F1-ATPase alpha subunit

gl |56384657 Score:

220

F1-ATPa=se alpha subunit [Brassica junceal
Found in search of C:“\Documents and Settingshschen’\Desktop‘\MengMeng'\FEBZZ S500UG PREP PLATEIMNEZ 1107.wiff

Nominal

mass

(M_): 46684; Calculated pl values: 5.64

HCBI BLAST search of gi|56384657 against nr
Unformatted segquence string for pasting into other applications

Taxonomy :

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Erassica juncea

10%

Carbamidomethyl
Cxidation

(C}

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

HMELSPRAAEL
AGEMVLFANG
AGEAMLGEVWV
GLEAVDSLVE
THYCWVYVATG
YS5GCAMGEYF
VEYLHSRLLE
GRQICLETELF
REVARFLOFG

THLFESRIEN
VEGMALNLEN
DAMGVEIDGE
IGRGQRELLI
QERSTVGQLI
RDNGMHALIT
RALKERSDOTG
YRGIRPATINV
SDLDALYEKR

FYANFQVDEL
ENVGIVVEGGE
GFALSDHEQRR
GDRQTGEITI
QTLEEANALE
YDDLSEQAVA
AGSLTALEVI
GLSVSEVGSA
YVLSLESEF

[ Show predicted peptides also

(M), CyDye-Cy3
cuts C-term =ide of ER unless next residue is P

GRVVSVGDGI
DTAIKEGDLY
VEVELEGILE
AIDTILNQEQ
YSILVLLTLS
YROMSLLLER
ETQAGDVSAY
AQLEAMEQVC

[ Sort Peptides By

Start
7

109
154
363

- End
- 17

- 120
- 163
- 376

Observed
625.8285
622.7948
513.7832
4830. 30587

Mr (expt)

1245,
1243.
1025.
1437.

] @ Residue Number

6425
5750
5518
8952

(0 Increasing Mass

Mr{calc)
124%.6302
1243.6231
1025.5869
1437.8416

(C) ,CwDye-Cy3

AQVYGLNEIQ
KRTGSIVDVE
R SVHEEMQT
INSEATSESE
DELPLOFLLE
PEGRELSEGD
IPTHVISITD
GSSELELAQY

(C),Oxidation

(c)

0 Decreasing Mass

Delta
0.0123
-0.0481
-0.0351
0.0537

1]

0
0
1]

Mis=s Sequnence

R.AAELTNLFESR. I

[(Ions score

g2)

R.WVWDAMGVEPIDGR.G Oxidation

E.AVDSLVPIGR.G

R.GIRPATHVGLSVER.V

(M)

(Ion=s score 48)

(Ions =score S56)

[Ions score 36)




gi|5708095 ATP synthase gamma chain, chloroplast precursor

Protein View

Match to:
ATP =svynthase gamma chain,

Hominal mass

gi|5708

095 Score:

112
chloroplast precursor [Arabidop=sis thalianal]
Found in search of C:\Documents and Settings‘schen\Desktop\MengMeng'500ug Prep gel Plate 24%1734.wiff

(M_): 33475; Calculated pl walue: 6.

1z

NCBI BLAST search of gi|5708055 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

6%

Carbamidomethyl
Cxidation

(C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

EMELVARLENY
REVEEVALVV
EGNSYFLERFE
LYTEFVSLVE
ELTVERETFR
ASELARERMSA

Qv

RRAQEAVVHNG
VTGDRGLCGE
YIPVDEYLEA
SEPVIHTLLE
TPFTADFSFPIL
M55A5DHAST

RPFSETLVEWV
FHNNFIIEEAE
GTLETAEEAD
LSPEGEICDT
LFEQDPVQIL
LEESLSMVYH

[ Show predicted peptides also

[ Sort Peptides By

Start - End

5a
117

(M} , CyDye-Cy3
cuts C-term =side of KR unless next residue is P

(C)

LYNINEQLQT
ARIKELEGLG
AVADDVFSLE
HGTCVDRAED
DALLPLYLNS
RERQARITGE

Ob=zerved Mr (expt) Mr{calc)
- 65 514.8060 1027.5%74 1027.6026
- 127 582.2861 1162.5576 1162.6234

 CyDye-Cys

DDVDVEPLTEV
LEYTVISVGE
ISEEVDEVEL
EFFELTTEEG
QILRALQESL
ILETVAGANSA

Delta
-0.00582
-0.06357

(C) ,Oxidation (C)

l @ Residue Number © Increasing Mass ) Decreasing Mass

Mi== Seqnence

0 E.VALVVVTGDR.G
0 E.YLEAGTLPTAK.E

(Ion=s score 63)
(Ions score 49)




gi|126896 Malate dehydrogenase, mitochondrial precursor

Protein View

Match to: gi|126896 Score: 66
Malate dehydrogenase, mitochondrial precursor
Found in zearch of C:\Documents and Settings‘\schen’\Dezktop'\MengMeng\500ug Prep gel Plate 2.WG8 1375.wiff

HNominal mass (M ): 36406; Calculated pI wvalue: B8.88

NCBI BLAST search of gi|lZ26896 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Citrullus lanatus
Link=s to retrieve other entries containing this sequence from NCBEI Entrez:

gi|18297 from Citcrullus lamatus wvar. lanatus
Fixed modifications: Carbamidomethyvl (C)

Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

3%

Oxidation

Matched peptide=s =shown in Bold Red

1
51
101
151
201
251
301

MEASILESVER
ALLMELNPLV
EGSDVVIIEA
SHEVNSTVEI
EVHNVEVIGGH
KAGKG5ATLS
EVELGENGVE

SAVSERS555H
SELALYDIAG
GVPREPGHMTER
RRAFVFEEAGT
AGITILPLFES
MAYRAGAT.FAD
SVLDLGPLSD

ELLSESFATE
TPGVARDVGH
DDLEFNINAGI
YDEEELFGVT
QATPRANLSD
ACLEGLNGVE
FEEEGLEELE

’ Show predicted peptides also

’ Sort Peptides By

(M) ,CyDye-Cy3
cuts C-term side of ER unless next residue is P

SVPEEREVAVL
VHNTRSEVIGY
VESLCTATAK
TLDWVWVERAKTF
DTIVALTERT
DVVECSFEVQS
PELEASIEEG

Start - End
176 - 186

Ob=erved
610.3730

Mr (expt)
1218.7314

Mr ({calc)
1218.6972

iC),CyDye-Cy5

GRAGGIGQPL
VGEEEQLGKAL
YCPNALINMI
YAGKANVEVA
QDGGTEVVEL
TVTELEFFLS
IQFLNAN

Delta
0.0341

(C) ,Cxidation (C)

] @ Residue Number ) Increasing Mass ) Decreasing Mass

Mis=s Sequnence

0 E.LFGVTTLDVVR.A

(Ion= =score 66)



MS/MS Fragmentation of LFGVITLDVVR
Found in gi|126896, Malate dehvdrogenase, mitochondrial precursor

4 b bt b0 b Seq. ¥ il ¥ v ¥ yrto#
1 114.0913] 57.5493 L 11
2| 261.1598131.0835 F 1106.6204]553.8139 1089.5939|545.3006| 1088.6099 544.8086/10
3| 318.1812159.5942 G | 959.5520(480.2796| 942.5255/471.7664| 941.5415(4712744| 9
4| 417.2496/209.1285 V | 902.5306|451.7680| 285.5040 4432536 8845200 4427636 8
5| 518.2973(259.6523 500.2867(250.6470| T | 803.4621/402.2347| 786.4356/393.7214 785.4516 393.2294 7
6 619.3450(310.1761  601.3344(301.1709| T | 702.4145/351.7109 685.3879343.1976 684.4039 342.7056 6
7| 732.4291(366.7182| 714.4185(357.7129| L | 601.3668(301.1870| 584.3402/292.6738| 583.3562292.1817 5
8| 847.4560(424.2316| 829.4454(4152264| D | 488.2827(244.6450| 471.2562(236.1317| 470.2722235.6397 4
0 946.5244/473.7658 928.5138 464.7606| V | 373.2558/187.1315| 3562292 178.6183 3
10/1045.5928 523.3001 1027.5823 514.2948| V | 274.1874/137.5973 | 257.1608 129.0840 2
11 R | 1751190 $8.0631| 158.0924| 79.5498 1




Start
25

88
277
317
328

gi|15231715 Fructose-bisphosphate aldolase, putative

Protein View

Match to:

gil|15231715 Score:

238

fructose-bisphosphate aldolase, putative [Arabidopsis thalianal
Found in search of C:\Documents and Settings\schen\Desktop‘\MengMeng\500ug Prep gel Plate 2\B2 1550.wiff

Nominal mass

[Mr]: 38858; Calculated pI wvalue: 6.

NCBI BLAST search of gill15231715 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this sequence from NCBI Entrez:
gqi| 7525717 from Arabidopsis thaliana

gi|15450683
gill6323105
gil|l7380610
gi|2155254¢6

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

from Arabidopsis

thalizna

from Arabidopsis

thalizna

from Arabidopsis

thalizna

from Arabidopsis

thaliana

13%

Carbamidomethyl
Oxidation (M),CyDye—Cy3
cuts C-term side of ER unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

- End
- 38
- 94
- 285
- 325
- 338

MSAFTSEFAD
NRRNLEELLF
GIKVDREGTVE
ENEPSEHSIH
TERVLAACYK
LORTVPAAVE
QOSTLETWAG
LHVEDYEY

Obhserved
7997
L2744
L2674
.2316
.7809

666 .
424
531
511
577

ELTIANAAYTIG
TAPGALPCLS
LAGTDGETTT
ENAYGLARYA
ATSDHHVLLE
ATVFLSGGEQS
KEENVEKAAQE

1331

846.
1060.
1020.
1153.

Mr (expt)
.kgas
5343
R202
4487
k472

TPGEGILAAD
GVILFEETLY
QGLDGLGDRC
VICQENGLVEP
GTLLEPNMVT
EEEATENLNA
ALYVRCEANS

1331.

(c)

Mr (cala)
6933
846.5215 0.
1060.5335
1019.5400 0.
1153.5615

ESTGTIGKRL
QESSDGELEFV
EEYYEAGARF
IVEPEILVDG
PGSDSPREVSP
MNOLKTEEPW
EATLGTYKGD

05

Delta

.1084
0128
.0133
9087
.0143

(C),CyDye—-Cy5

ASTNVENVET
DILKEGGVLP
ARWRAVLEIG
SHDIQKECAAV
EVIAEHTVERA
SLSFSFGRAL
ARTLGDGARAES

Miss

(=1 = R = I o]

(C) ,oxidation (C

Sequence

K.GILAADESTGTIGK.R

K.LFVDILK.E (I

)

(Ions score 69)

ons score

34)

R.NLNAMNQLK.T

K.ARQEATLYVR.C
K.ANSEATLGTYK.G

Oxidation

(1)

(Ions score 34)

(Ions score S51)

(Ions score 52)




Start
L)
127
127
143
164
172

gi|15219721 Malate dehydrogenase, cytosolic, putative

Protein View

Match to:

gi|15219721 Score:
malate dehydrogenase,

246

cytosolic, putative [Arabidopsis thalianal]

Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng\500ug Prep gel Plate 2\E4 1795.wiff

Nominal mass

T

(M) :

35890;

Calculated pI wvalue: 6.

NCBI BLAST search of gi|l15215721 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Links to retrieve other entries containing this sequence from NCBI Entrez:

gi]11133509% from Arabidopsis thaliana
gi]2341034 from Arabidopsis thaliana

gi|152156592 from
gqi|17473717 from
gqi|20148465 from
gqi|21593602 from

1122137280

from

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

Arabidopsis

thaliana

Arabidopsis

thaliana

Arabidopsis

thaliana

Arabidopsis

thaliana

Arabidopsis

thaliana

1l6%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

End
67

142
142
151
171
180

(<)
(M) , CyDye-Cy3
cuts C-term side of KR unless next residue is P

11

(C) , CyDye—-Cy5

MAFEPVEVLV TGAAGRIGYA LVPMIARGIM LGADQPVILH MLDIPPAAEA
LNGVEMELID AAFPLLEKGVV ATTDAVEGCT GVNVAVMVGEE FPREEGMEERE
DVMSENVSIY ESQAAATFEERH AAPNCEVLVV ANPANTNALI LKEFAPSIFE
KNISCLTRLD HNERALGQISE RLSVPVSDVK NVIIWGNHSS SQYPDVNHAR
VQTSSEGEEPV RELVEDDAWL DGEFISTVQQ RGAAIIFARE LSSALSAASS
ACDHTIEDWVL GTPEGTEVEM GVYSDESYSV PEGLIYSFPV TCENGDWSIWV
QGLPIDEVSR EEMDLTAEEL EKEEEDLAYSC LS
Observed Mr (expt) Mr (calc) Delta
688.9003 1375.7860 1375.7421 0.0439 0 K
825.5131 1649.0117 1648.9876 0.0241 0 K
E50.7232 1649.1476 1648.9876 0.1601 0 K
509.3646 1016.7147 10l1le.5178 0.1969 0 K
437.2560 872.4974 872.4716 0.0258 0 R
472 .3175 942 . 6205 942 53806 0.0819 0 R

(C) ,O0xidation

Miss Sequence
.MELIDAAFPLLK.G Oxidation (M)
NLVVANPANTNALILEK . E
NLVVANPANTNALILK . E
.EFAPSTPEK.N
LALGOQISER.L
.LSVEVSDVK.N

(c)

(Ions score

73

o

(Ions score 14)
(Ions score 40)
(Ions score 27)
(Ions score ©3)
(Ions score 44)

)



Start

39
112
148

gi|18391442 De-etiolated 3 (DET3)

Protein View

Match to: gil|l8391442 Score: 137
DET3 (DE-ETIOLATED 3) [Arabidopsis thalianal]
Found in search of C:\Documents and Settings‘\schen‘\Desktop\MengMeng\500ug Prep gel Plate 2\B4 1571.wiff

Nominal mass (M) : 42878; Calculated pI value: 5.40

NCBI BLAST search of gi|183%1442 against nr
Unformatted segqguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Links to retrieve other entries containing this seguence from NCBI Entrez:
gi]12585488 from Arabidopsis thaliana

qi| 6636332 from Arabidopsis thaliana

gi|8698731 from Arabidopsis thaliana

gi|12248023 from Arabidopsis thaliana

gille645005 from Arabidopsis thaliana

gil20259972 from Arabidopsis thaliana

Fixed modifications: Carbamidomsthyl (C)

Variable modifications: Oxidation (M),CyDye-Cyv3 (C),CyDye-Cy5 (C),Oxidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 8%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

End
13
45
119
1556

MTSRYWVVSL
SLLALGDDLL
YLTRFVWDER
NATNREQSGS
ETLTDYVVEPR
EQSVEAQETR
TFAESIMEYG
DAGAMAGLAG

Observed
L45.8074
437.3059
476.7618
443 .3184

PVKDSASSLW
ESNSEVEGVS
EYPTMSPLKE
LAVEDLSNLV
SSEKELFEDNE
RQELARLWVQD
LPPAFLACVL
DSETHPYVSF

Mr (expt)
1089.6003
872.5973
951.5091
884.6223

NRLQEQISKH
QRIRRQIEEL
VVDNIQSQVA
RPEDIVESEH
YALYTVTLET
QESLRSSLLO
SPAVESEKEV
TINLA

1089.
872.
951.
884.

Mr (cala)
6223
4868
4735
41828

SFDTPVYIRFN
ERISGVESNA
KEIEDDLEVEWV
LVTLLAVVPEK
EVADNFRIAR
WCYTSYGEVE
RSILERLCDS

Delta
-0.0219
0.1105
0.0355
0.1395

IPNLEVGTLD
LTVDEVEVDS
AEYNNIRGQL
YSQRDWLACY
REEGFQVRDF
SSWMHFCAVR
TNSLYWESEE

Miss Sequence
R.¥WVVSLEVK.D
R.FNIPNLR.V

K.¥YPTMSPLK.E

(Ions score 40)
(Ions score 37)
Oxidation (M)

(Ions score 13)

oo Qo

R.GQLNAINR.K (Ions scorese 48)




gi|81621 Glyceraldehyde-3-phosphate dehydrogenase (NADP) B precursor

Protein View

Match to:

gi|B81l621 Score:
glyceraldehyde-3-phosphate dehydrogenase

220

(NADP)

(phosphorylating)

(EC 1.2.1.13) B precursor,

chloroplast

Found in search of C:%\Documents and Settingshschen\Desktop\MengMengi500ug Prep gel Plate 2\B6 1581.wiff

Nominal mass

(M) :

43168;

Calculated pI wvalue:

NCBI BLAST search of gi|81621 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this sequence from NCBI Entrez:
gi|336390 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:

Sequence Coverage:

11%

Carbamidomethyl
Oxidation (M),CyDye-Cy3
cuts C-term side of KR unless next residue is P

(c

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MSSIGGEASE
FLRCWHGRED
TISVDGKELIEK
ASEVIITAPA
VLDEEFGIVE
AKAVSLVLEPQ
REAANGEMEG
WYDNEWGYSQ
YD

FDAVARQTITP
SPLEVWVVLND
VVSNEDPLEL
RGADIPTYVM
GTMTTTHSYT
LKGELNGIAT
ILDVCDAPLV
EVVDLAHLVA

EAVTTSTEVR
SGEVENASHL
PWAELGIDIV
GVNEQDYGHD
GDORLLDASH
RVETPNVEWVV
SVDFRCSDVS
SEWPGAEAV G

)

GETVARLEVA
LEYDSMLGTF
IEGTGVEVDG
VANIISNASC
RDLEEARAARA
DLVINVEEERG
TTIDSSLTMV
SGDPLEDFCK

5.60

Start
96
201
238
283

- End
- 107
- 210
- 252
- 262

Observed

645,
574.
692,
534.

3390
8050
8460
3020

Mr (expt)
1288. 6634
1147 .5954
1383.6774
1066.5894

Mr{calc)
1288.6511
1147 .6125
1383.7722
1066.6750

(C) ,CyDye-Cy5

INGFGRIGEN
FEAEVEIVDNE
PGAGEHIQAG
TTNCLAPFARK
LNIVPTSTGA
LTAEDVNEAF
MGEDDMVEVVA
TNPADEECEW

Delta
0.0124
.0170
.0947
.0856

(C) ,0xidation (C)

Miss Sequence

0

0
0
0

K.IVDNETISVDGK.L (Ions score 95)
K.VLDEEFGIVK.G (Ions score S2)
R.AAATNIVPTSTGAAK . A (Ions score
K.AVSLVLPQLK.G (Ions score 38

3Z)




Protein View

Match to:

gi|14334740 Putative fructose bisphosphate aldolase

gi|1l4334740 Score:
putative fructose bisphosphate aldolase [Arabidopsis thaliana]

93

Found in search of C:\Documents and Settingsi\schen\Desktop\MengMeng\500ug Prep gel Plate 2%\D11 176Z.wiff

Nominal mass

(M) -

43033+

Calculated pIl value: 6.

NCBI BLAST search of gi|14334740 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

b%

Carbamidomethyl
Oxidation (M),CyDye—-Cy3
cuts C—-term side of KR unless next residue is P

(c

Matched peptides shown in Bold Red

Start
282
370

1
51
101
151
201
251
301
351

- End
- 293
- 378

MASSTATMLE
AYADELVETA
TLLVSAPGLG
GLVPLVGESYD
AVEEARWGLA
VEFFYLAQNNV
PAVPGIMEFLS
GGREENVEAR

Observed
654 .3682
451 .2774

ASPVESDWWVE
ETITASPGHGI
QYITSGATLFE
ESWCQGELDGL
RYAARTSQDSG
MFEGILLEPS
GEQSGLEATL
QDITLLARARA

=0STLLERQES
MAEMDE SNATC
ETLYQSTTDG
ASRTRAYYQQ
LVPIVEPEIM
MVTEPGAEATD
NLNAMNQADN
NSLAQLCKYT

Mr (expt)
1306.7218
900.5402

)

SVSATRSHVA
GERLASIGLE
EEMVDVLVEQD
GARFARWRTWV
LDGEHSIDRT
RATPEQVASY
PWHVSFSYAR
GEGESEEARE

Mr (calc)

1306.6769

900.5029

48

(C) ,CyDye—-Cy3

PSATTVRAAS
NTEANERQAYR
NIVPGIEVDK
VSIPNGPSAL
YDVAERVWAE
TLEKLLENEIF
ATONTCLETW
GMEVEGYTY

Delta
0.0449
0.0374

(C) ,0xidation (C)

Miss Sedquence

0
0

R.ATPEQVASYTLK.L

K.ANSLAQLGK .Y

(Ions score 4%5)
(Ions score 48)




Protein View

Match to:

PGK1

gi|15230595 Phosphoglycerate kinase 1 (PGK1)

gi|15230595 Score:
(PHOSPHOGLYCERATE KINASE 1) ;

142

rhosphoglycerate kinase [Arabidopsis thalianal

Found in search of C:\Documents and Settingsh\schen\DesktopiMengMeng\500ug Prep gel Plate 2Z\B1l 1546.wiff

Nominal mass

(M) :

50195;

Calculated pI value:

NCBI BLAST search of gi|l15230555 against nr
Unformatted seguence string for pasting into other applications

Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

Arabidopsis thaliana

T%

Carbamidomethyl
Oxidation

(c
(M) ,C

Matched peptides shown in Bold Red

1
L3 |
101
151
201
251
301
351
401
451

MASAARSSAFE
DSRRFSLHVA
LNVPLDDNQT
SLAPLVPRLS
EEEENDPEFA
LQEELDYLVE
MIFTFYRRQG
EFAPDANSEKI
VFEMEERKFAAG
ISTGEGASLE

SLLESTGAVA
SEVESVEGEG
ITDDTRIERAA
ELLGIEVTEA
EELASTADLY
AVSENPEEPFA
LESVGSSLVEE
VPASGIEDGW
TEATANEKLAE
LLEGEVLPEV

SSAGTEARAS
SRGVVSMAERK
TPTIEYLIEN
DDCIGPEVES
VNDAFGTAHR
AIVGESEVES
DELELATELL
MGLDIGPDST
LSEEGVTTIT
IATDEAIPVT

[ Show predicted peptides also

[ Sort Peptides By

Start
81
150
425

— End
- 91

- 158
- 441

@ Residue Number

Observed
553.3099 1
5E00.3133
787.3732

1572.7319

Mr (expt)
104.6052 1
998.6121

)
yDye—-Cv3

LLPIPSTSVS
SVGDLTSADL
GARVILSTHL
LVASLPEGEV
AHASTEGVTE
EIGVIESLLE
ARARARGVEL
ETFNEATDTT
GGGDSVAAVE
v

Mr (cala)
104.5663
998.5913

1572.8359

5.91

(C) ;CyDye—-Cy>
cuts C—-term side of ER unless next residue is P

ARPLGFSATL
KGEEVFVEAD
GRPEGVTPEF
LLLENVEFYR
FLEPSVAGFL
ECDITLLLGGG
LLPTDVVVAD
QTVIWNGPMG
EVGEVAGVMSH

Delta
0.0389
0.0208

-0.1040

(C),0xidation

0
0
0

(c)

© Increasing Mass © Decreasing Mass

Miss Sequence

K.SVGDLTSADLK. G

(Ions score 49)

K.FSLAPLVPR.L

(Ions score 4g)

K.GVITIIGGGDSVAAVEK .V

(Ions score 459)




gi|15240075 Succinate dehydrogenase 1-1 (SDH1-1)

Protein View

Match

SDH1-1

Nominal mass

to:

(M

gi 15240075 Score:
(Succinate dehydrogenase 1-1)
Found in search of C:\Documents and Settingshschen\Desktop\MengMengh\$h\C4 754 . wiff

70240

)

192

Calculated pl value:

5.86

NCBI BLAST search of gi|l15240075 against nr
Unformatted seguence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

5%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601

MWRCVSRGFR
DAVVVGAGGA
NMSEDDWRWH
TEEGKIYQORA
TQOFFVEYFAL
AYFSATSAHT
RGEGGILRNS
DHIYLHLNHL
SIPTNYHGEV
VVFGRACANE
TRLNMQRTMQ
DLIETLELEN
SYWEDEKVERL

APASKTSSLF
GLERAAIGLSE
MYDTVEGSDW
FGGOSLDFGK
DLLMASDGESC
CTGDGNAMVA
EGERFMERYA
PPEVLEERLP
VTIKGDDPDA
VAEISKPGER
NMNAAVFRTQE
LLINASITMH
DYRPVHMDTL

DEVSGSRFSR
HEFNTACITK
LEDODATQYM
GEQAYRCACA
QEVIALNMED
RAGLPLODLE
PTAKDLASRD
GCISETAARIFA
VIPGLMAAGE
QEPLEKDAGE
TLEEGCQLID
SAEARKESRG
DDEIDTFPEK

[ Show predicted peptides also

l Sort Peptides By l ©® Residue Number © Increasing Mass

Start - End Observed Mr (expt) Mr (calc)
160 - 170 563.7965 1125.5785 1125.5455
442 - 4kB 737.4323 1472.8500 1472.835k1
508 - b17 590.3135 1178.6125 1178.5866

(<)
(M) , CyDye-Cy3
cuts C-term side of ER unless next residue is P

FFSTGSTDTR
LEFPTRSHTVA
CEREAPRAVIE
ADRTGHALLH
GTLHEFRSSQ
FVQFHPTGIY
VVSESMTMEI
GVDVTEEPIP
ARCASVHGAN
ETIAWLDRLR
EAWESFGDVQ
AHAREDFTER
ARVY

(C) ,CyDye-Cy5

SSYTIVDHTY
AQGGINARLG
LENYGLPFSR
TLYGQAMEHN
TILATGEYGR
GAGCLITEGS
REGRGVGPHE
VLEPTVHYNMG
RLGANSLLDT
NSNGSLPTST
VEDRSMIWNS
EDGEWMEHTL

[Arabidopsis thalianal]

(C) ,oxidation (C)

© Decreasing Mass

Delta
0.0330
0.0149
0.0259

0
0
0

Miss Sequence

R.AFGGQSLDFGK.G

R.LGANSLLDIVVFGR.A

R.IMONNAAVFR.T

{(Ions score

1)

(Ions score

86)

Oxidation (M)

(Ions score

g)




gi|3256066 Chloroplast NAD-dependent malate dehydrogenase

Protein View

Match to: gi|3256066 Score: 164
chloroplast NAD-MDH [Arabidopsis thaliana]
Found in search of C:\Documents and Settings)\schen\Desktop\MengMeng\500ug Prep gel Plate 2Z\H1Z 2051.wiff

Nominal mass (M) : 42623; Calculated pI value: 8.48

NCBI BLAST search of gi|3256066 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye-Cy3 (C),CyDye-Cy5 (C),0Oxidation (C)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coverage: 10%

Matched peptides shown in Bold Red

1 MATATSASLF STVSSSYSKA SSIPHSELQS VEFNSVESFT GLESTSLISGE
51 SDSSSLTETL RGSVTNAQTS DEEPYGFEIN ASYEVAVLGA AGGIGQPLSL
101 LIEMSPLVST LHLYDIANVE GVAADLSHCN TPSQVRDFTG PSELADCLED
151 VNVVVIPAGV PREPGMTRDD LFNINANIVE TLVEAVAENC PNAFIHIISN
201 PVNSTVPIAR EVLEEEGVYD PEELFGVTTL DVVRANTEVS QEENLELIDV
251 DVEVIGGHAG ITILPLLSET EPSVNFTDEE IQELTVREIQN AGTEVVDAKA
301 GAGSATLEMA YARARFVESS LERALDGDEDV YECSFVESTL TDLPFFASEV
351 EIGENGLEAV IESDLQGLTE YEQEALEALE VELKASIDEG VAFANEKEPAAR

401 mAN
Start - End Observed Mr (expt) Mr (calc) Delta Miss Sedquence
150 - 162 667.89%972 1333.7799 1333.7718 0.0081 0 K.DVNVVVIPAGVPR.K (Ions score 50)
224 - 234 610.3568 1218.6990 1218.6972 0.0017 0 K.LFGVTTLDVVR.ZA (Ions score 22)
288 - 299 622.7974 1243.5803 1243.6408 -0.0605 0 R.IQNAGTEVVDAK.A (Ions score 51)
316 - 322 419.2391 836.4636 836.4392 0.0244 0 R.FVESSLR.A (Ions score 40)




Protein View

Match to:

gi|7763871 Score:

gi|7769871 F12M16.14

86

F12M16.14 [Arabidopsis thalianal
Found in search of C:\Documents and Settingshschen\Desktop\MengMeng\500ug Prep gel Plate 2M\201¢.wiff

Nominal mass

{Mr): 37197; Calculated pI wvalue: 8.54

NCBI BLAST search of gi|776%371 against nr
Unformatted seguence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

Arabidopsis thaliana

T2

Carbamidomethyl
Oxidation

(c)

Matched peptides shown in Bold Red

Start - End

80
171

1
51
101
151
201
251
301
351

MEESMLVESS
LNPLVSSLEL
VIIPAGVPERK
STVPIAARTF
VIGGHAGVTI
TEVVEAFAGEK
LPFFASEVEL

NG

93
181

Observed
T757.7786
610.3155

ASAFQAVIEER
YDIANTPGVA
PGMTRDDLFN
ERAGMYDEER
LPLFSQWVSSH
GSATLSMAYA
GENGVEEVLD

Mr (expt)
1513.5427
1218.6164

SFS5GSVPER
ADVGHINTRS
ITNAGIVENLC
LFGVTTLDVV
FLSTQTVATP
GATLFADACLE
LGPLSDFERE

(M) , CyDye—-Cy3

Mr (calc)
1512.6766
1218.6972

EVATLGAAGS
EVVGYMGDDN
TATARYCPHA
RARTFYAGER
QANTLSSDITLT
GLNGVPDVIE
GLEATKPELEK

Delta
0.8661
-0.0809

(C) ,CyDye-Cy3
cuts C-term side of KR unless next residus is P

IGQPLATLLME
LAKATEGADL
LINMISNEPVHN
NVEVAEVNVE
ATTERTQDGSE
CSYVQSTITE
SS5IERGVEFA

(C) ,0xidation (C)

Miss Sequence

0 R.SEVVGYMGDDNLAK.A Oxidation (M)
0 K.LFGVTTLDVVR.A

(Ions score 47)

(Ions score 40)




Protein View

Match to:

gi| 204041 Score:

gi|904041 Adenosine triphosphatase

adenosine triphosphatase
Found in search of C:\Documents and Settingsi\schen\Desktop\MengMeng\022¢ PLATEl 10SAMPLES\F4 1223 .wiff

Nominal mass

130

(M.} : 53930; Calculated pI walue: 5.05

NCBI BLAST search of gi|5%04041 agalnst nr

Unformatted sequence string for pasting into other applications

Taxonomy: Akebiz quinata

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

9%

Carbamidomethyl (C)
Oxidation (M),CyDye—-Cy3
cuts C-term side of KR unless next residue is P

Matched peptides shown in Bold Red

Start
40
155
168
232

1
51
101
151
201
251
301
351
401
451

End
50

163
178
246

FES00.5.9.0.0.0.4
GRDTVDQOIN
PVGGATLGRI
TGIEKVVDLLA
GVGERTREGN
LTALTMAEYF
TLSTEMGSLQ
VLSRGLAARG
LODIIATLGL
LTETIRGFQL

Observed
639.3996
523.3224
488.3454
809.3937

FES00.5.9.0.0.0.4
VICEVQOLLG
FNVLGEPVDN
PYRRGGEIGL
DLYMEMEESG
RDVNEQDVLL
ERITSTEEGS
IYPAVDPLDS
DELSEDDRLT
ILSGELDGLP

Mr (expt)
1276.7847
1044.6303

974.6762
1616.7728

XXTAQITIGEV
NNEVEAVAMS
LEHEHKEHTES
FGGAGVGKTV
VINEQNIPES
FIDNIFRFVQ
ITSIQAVYVPE
TSTMLQPEIV
VABRARKIERF
EQAFYLVGNI

Mr (calc
1276.6849
1044.5968

974 .5549
1616.7981

LDVAFPPGEM
ATDGLMREGME
PMHRSAPAFI
LIMELINNIA
EVALVYGOMN
AGSEVSALLG
ADDLTDPAPA
GEEHYETAQR
LSQPFFVAEV
DEATARAMNL

) Delta
0.0998
0.0335
0.1213

-0.0253

(C),CyDye-Cy>

PNIYNATLVVE
VIDTGAPLSV
QLDTELSIFE
EAHGGVSVEG
EPPGARMEVG
RXXSAVEYQP
TTFAHLDATT
VEQTSQRYRE
FTGSPGRYVG
EVESNLEK

Miss Sequence

(C) ,0xidation (C)

0 K.MPNIYNALVVK.G Oxidation (M)

0 K.VVDLLAPYR.R
0 K.IGLFGGAGVGK.T
0 K.VALVYGOMNEPPGAR.M Oxidation (M)

(Ions score

30)

(Ions score 50)

(Ions score 36)

(Ions score 13%)




Protein View

Match to:

gi|14423528 Putative fructokinase

gi|14423528 Score:

123

putative fructeokinase [Arabidopsis thalianal]

Found in search of C:\Documents and Settingshschen\Desktop\MengMeng\500ug Prep gel Plate 241913 .wiff

Nominal mass

(M) =

35405;

Calculated pI wvalue:

5.30

NCBI BLAST search of gi|14423528 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this sequence from NCBI Entrez:
gi]|22136070 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

10%

Carbamidomethyl
Oxidation

()

Matched peptides shown in Bold Red

Start - End

38
186
229

1
51
101
151
201
251
301

MASNGDRGLI
SRLGGRSAFV
LERADGDREFM
SAHLEAMEVA
SDVELEFLTG
DPFHVNAVDT
ITTTERGAIP

52
194
237

Observed
675.8471
569 .2463
493.2918

VSFGEMLIDF
GELGDDEFGH
FYHNPSADML
REAGALLSYD
SNEIDDETAT
TEAGDSEFVGA
ATPSDAEVES

Mr (expt)
1349.679%06
1136.4780

984 .5691

VPTESGVSLA
MLAGITLRENG
LEPDELNLDL
PNLEEPLWES
TLWHPNLELL
LLNQIVDDRS
FLEEE

Mr (calc)
1349.7415
1136.5536

984 .6219

EAPGFLRAPG
VDDOQGINFDT
IRSAEVFHYG
REEARTQIMS
LVTLGEKGCR
VLEDEERLER

Delta
-0.0620 0
-0.0756 a0
-0.0528 0

(M) ,CyDye—-Cy3 (C),CyDye—-Cy5
cuts C—-term side of KR unless next residue is P

GAPANVATAV
GARTATAFVT
SISLIVEPCR
TWDKAETIEW
YYTETFRGAWV
VLRFANACGA

(C) ,Oxidation (C)

Miss Sequence
K.APGGAPANVATAVSR.L
K.TQIMSIWDK.A Oxidation (M)
K.LLLVTLGEK.G

(Ions score

34)

(Ions score 29)

(Ions score 60)




Protein View

Match to:

gi|693690 Score:

gi|693690 Aspartate aminotransferase

aspartate aminotransferase
Found in search of C:\Documents and Settingshschen‘\Desktop\MengMenghS00ug Prep gel Plate 2\B¢ 1581.wiff

Nominal mass

(M) :

44497 ;

114

Calculated pI wvalue: 6.

NCBI BLAST search of gil653650 against nr
Unformatted sedquence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

Arabidopsis thaliana

5%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

Start -
32 -
153 -
252 -

End
40

159
259

MDSVEFSNVAR
VVRRAEQQLV
TVQCLSGTGS
FRYYDPATRG
IRQLMRSKSL
ENMGLYGERV
TITLKSSDMYN
EMFTFTELNE
VTRLG

Observed
481.7991
443 . 2554
478.2617

APEDPILGVT
NDPSEVREYTI
LEVGAEFLET
LDFEGLLEDL
LPFFDSAYQG
GATLSIVCESA
NWTIELEEMA
EQVEFMTEEF

Mr (expt)
961.5837
884.4963
954 .5089

VAYNNDPSEV
PIVEISDENE
HYHQSVIYIP
GRAADPSEAIVL
FASGSLDTDA
DVASEVESQV
DRIKSMRQQOL
HIYMTSDGRI

()
(M) , CyDye—-Cy3
cuts C-term side of KR unless next residues is P

Mr (calc)
961.5345
B884.4028
954 .4229

EINLGVGAYR
LSARTLILGAD
EPTWGNHPEV
LHACAHNPTG
QSVRETEFVADG
ELVVRPMYSS
FEATQARGTPE
SMAGLSSKETV

80

Delta
0.0492 0
0.093%8 0
0.0860 0

(C) ,CyDye-Cy5

TEEGEFPLVLD
SPATITESEVT
FNLAGLSVEY
VDETSEQWEQ
GECLIAQSYT
PPIHGASIVA
GDWSHITEQT
PHLADAMHAR

Miss

(C) ,0xidation ()

Sequence
K.INLGVGAYR.T (Ions score &2)
R.¥YYDPATR.G (Ions score 18)
K.NMCLYCER.V Oxidation (M)

(Ions score 34)




Protein View

Match to:

gi|6966930 Glutamine synthetase

gi|6966930 Score:

83

glutamine synthetase [Brassica napus]
Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng“14\D2 S7S.wiff

Nominal mass

(M) =

47889;

Calculated pI wvalue: 6.37

NCBI BLAST search of gi|€5%66%30 against nr

Unformatted sequence string for pasting into other applications

TaxXxonomy: Brassica napus

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

b%

Carbamidomethyl (C)
Oxidation (M),CyDye—-Cy3 (C)
cuts C-term side of ER unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

Start - End
95 - 108
166 — 173

MAQITLAASPT
QSDNSTINRV
EDPSELPKWN
YTPAGEPIPT
WEVGAYPGEQ
PGOWEFQVGE
GAGCHTNYST
KHETASIDQF
SLLAETTLLW

Observed
E28.0324
440.2458

COMELTEPSS
ESLLNLDTEP
YDESSTEQAR
NERARAAETF
GPYYCGVGAE
SVRIEAGDHV
EEMEEDEEFE
SWEVANRGCS
EPTLEAEATA

Mr (expt)
1581 .07k2
878.4771

TASSELWNSV
FTDERITAEYT
GEDSEVILYP
SNEEVNEETIP
ESWGERDISDA
WCARYLLERT
VIEFEAILNLS
IEVGEDTEER
AOELSLEV

Mr (calc)
1580.8297
878.4498

VLEQREDSSS
WYSGSGIDLR
QAIFRDPFRG
WFGIEQEYTL
HYRACLYAGT
TEQAGVVLTL
LEHMEHIIAY
GRGYLEDRRP

Delta
0.24558
0.0274

r CyDye—-Cyo

EVRSFEVMAT
SESETLEKEV
GNNILVICDT
LOPNVNWPLG
NISGTNGEVM
DPEPIEGDWN
GEGNERELTGE
ASNMDOPYIVT

Miss Sedquence
0 R.TLEKPVEDPSELPK.W
0 R.AAETIFSNK.K

() ,0oxidation ()

(Ions score

=1)

(Ions score 32)




Start - End

37
131

gi|1070000 Biotin carboxyl carrier protein

Protein View

Match to: gil|l070000 Score: 74
biotin carboxyl carrier protein [Brassica napus]
Found in search of C:\Documents and Settings‘schen\Desktop\MengMeng\Af8 2106.wiff

Nominal mass (M) : 20791; Calculated pI value: 4.60
NCBI BLAST search of gi 1070000 against nr

Unformatted sequence string for pasting into other applications

TaxXonomy: Brassica napus
Links to retrieve other entries containing this sequence from NCBI Entrez:
gi|1585%040 from Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye—-Cy3 (C),CyDye—-Cy5 (C),0xidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 12%

Matched peptides shown in Bold Red

1 SEZFKDENSSE DESSSTDLAT
51 LDCELVIEREE EARTLPQPESPER
101 TPASSPTHLH YSSYSSELPTV
151 VLCIVEAMETL MNEIESDNET

EESISEFLTQ VITTLVELVDS RDIVELQLKEQ
QYVMMOQOPNQ SSYVQSVAPP SAPAASPAPS
ESEPMAGTFYERE SPGPGEPPFI KVGDEVQEGD
VVDIVAEMQP VSLDTPLEVV QP

Observed Mr (expt) Mr (calc) Delta Miss Sequence
49 E09.9990 15h26.9783 1526.8668 0.1085 1
141 E63.32E8 1124.6370 1124 .5866 0.0k04 0

K.LVDSEDIVELQLK.Q
R.SPGPGEPPFIK.V

(Ions score 31)
(Ions score 43)




0i|15228194 Sedoheptulose bisphosphatase (SBPASE)

Protein View

Match to: gi|l5228194 Score: 208
SBFASE (sedoheptulose-bisphosphatase); phosphoric ester hydrolase [Arabidopsis thalianal
Found in search of C:\Documents and Settings’\schen\Desktop\MengMeng\500ug Prep gel Plate 2\D12 1767.wiff

Nominal mass (Mr): 42787; Calculated pI wvalue: 6.17

NCBI BLAST search of gi|l152281%4 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Links to retrieve other entries containing this seguence from NCBI Entrez:
gi]1173345 from Arabidopsis thaliana

gi|7864€¢6 from Arabidopsis thaliana

gi| 7263568 from Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye-Cy3 (C),CyDye—-Cy5 (C),Oxidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 13%

Matched peptides shown in Bold Red

1 METSTACYSE GILPPSVSS(Q RESSTLVSPPS YSTSSSFERL ESSSIFGDSL

L1l ELAPESQLEA TEAESNGAST VTECEIGQDSL EEFLAQATPD EGLRTLLMCM

101 GEALRTIAFE VRTASCGGETA CVNSFGDEQL AVDMLADELL FEALQYSHVC

151 EYACSEEVPE LQDMGEPVEG GFSVAFDPLD GSSIVDTNFET VGTIFGVWES

201 DELTCITEGD QVARRAMGIYGE PRETTYVLAVK GFPGTHEFLL LDEGEWQHVE

251 ETTEIAEGEM FSPGNLRATF DNSEYSKLID YYVKERYTLR YTGGMVPDVN

301 QIIVEEEGIF THNVTSPTAKA ELRLLFEVAP LELLIENAGGC FSSDCHESVL

351 DETIINLDDE TQVAYGSENE IIRFEETLYG TSRLENVPIG VTA

Start - End Obhserved Mr (expt) Mr (calc) Delta Miss Sequence

223 - 230 447 .7505 893.4865 893.5222 -0.0357 0 R.TTYVLAVK.G (Ions score 27)
260 - 267 469.2111 936.4077 936.4487 -0.0410 0 K.MFSPGNLR.A Oxidation (M) (Ions score 24)
268 - 277 £81.2725 1160.5304 1160.4986 0.0319 0 R.ATFDNSEYSK.L (Ions score Z24)
278 - 284 457 .2706 912 .5266 912 .4957 0.0309 0 K.LIDYYVK.E (Ions score Z28)
308 - 319 618.3155 1234.616d4 1234.6558 -0.0393 0 K.GIFTNVTSPTAK.A (Ions score 58)
374 - 383 601.8136 1201.6124 1201.5615 0.0k09 0 R.FEETLYGTSR.L (Ions score 48)




Protein View

Match to:

gi|1143445 Cinnamyl alcohol dehydrogenase

gi|1143445 Score:

56

cinnamyl alcohol dehydrogenase [Eucalyptus gunniil]
Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng\500ug Prep gel Plate 2\D12Z 1767.wiff

Nominal mass

(Mr]: 36053; Calculated pI walue: 8.15

NCBI BLAST search of gi|1143445 against nr

Unformatted seguence string for pasting into other applications

Taxonomy: Eucalyptus qunnii

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

2%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

Start -
171 -

End
179

MEARGEAGEV
LLGLDEARDR
ELLDPAVEGT
SWEFSDPDLCR
LQPTLNTSARA
RYCLVERIAH
LGINYIPLEQ

VCVTGASRYT
LOLFEANLLE
LNVLESCSEA
QTNAWYVLSE
ATGNLINGAP
YSEIVRILRE
NLEETVESLE

Observed
RO2.7760

AESWLVELLLGQ
EGSFDPIVEG
PESLQRVVLTS
TLAEDAAWKE
TFPNASFGWWV
LYPSAQLPEK
EREGFVEF

Mt (expt)

1003.5374

()
(M) , CyDye—Cvy3

RGYTVEASVE
CAGVFHTASP
SMAAVAYNERQ
VEEEGIDMVT
NVEDVANAHT
SADDEPFVPI

Mr {(calc)

1003.4974

(C) ;CyDye—-Cy3>
cuts C—-term side of ER unless next residue is P

DPNDPEETEH
FYHDVEDPQA
PRTPEVVVDE
INPAMVIGPL
LAFEVPSASG
YOQVSEEEVES

Delta
0.0400

(C) ,0oxidation (C)

Miss Sequence

0 K.TLAEDAAWK.F (Ions score

=1=3




MS/MS Fragmentation of TLAEDAAWK

Found in gi|1143445, cinnamyl alcohol dehydrogenase [Eucalyptus gunnii]

# b bt b? b*t Seq. ¥y vy v* vy ¥y yrro#
1/102.0550 51.5311 84.0444 425258 T 9
21215.1390108.0731|197.1285| 99.0679 L [903.4571 452.2322/886.4305 443.7189 885.4465 443.2269 8
3/286.1761 143.5917|268.1656 134.5864 A 790.3730 395.6901 773.3464 387.1769|772.3624 386.6849 7
414152187 /208.1130(397.2082(199.1077 E |719.3359 360.1716/702.3093 351.6583 701.3253 351.1663 6
51530.2457 265.6265|512.2351 256.6212| D 590.2933 295.6503 573.2667 287.1370572.2827 286.6450 5
6 601.2828 301.1450|583.2722/292.1397| A |475.2663 238.1368 458.2398 229.6235 4
7/672.3199 336.6636 |654.3093 327.6583| A |404.2292 202.6183 387.2027 194.1050 3
8 858.3992 429.7032 840.3886 420.6980| W |333.1921 167.0997 316.1656 158.5864 2
9 K [147.1128 74.0600 130.0863 65.5468 1




Start -

Protein View

Match to:

ADK1

gi|15232763 Adenosine kinase 1 (ADK1)

gi|15232763 Score:
(ADENOSINE KINASE 1)

59

[Arabidopsis thalianal

Found in search of C:\Documents and Settingsh\schen\Desktop\MengMeng\500ug Prep gel Plate 2\D11 1762.wiff

Nominal mass

r

(M) :

38268;

Calculated pI wvalue:

NCBI BLAST search of gi|l152327632 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this seguence from NCBI Entrez:
gill17367081 from Arabidopsis thaliana
gil6681336 from Arabidopsis thaliana
gill12017762 from Arabidopsis thaliana
gill12017766 from Arabidopsis thaliana
gil14030721 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

2%

Carbamidomethyl
Oxidation (M),CyDye—-Cy3
cuts C-term side of ER unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

36 - 45

End

MASSDFDGIL
DEMSQEFNVE
EDATAACGVYV
EPENWALVEER
ICEFFEDVQE
PEASGTYERT
FVGGFLSQLWV

Observed
RED.T933

LGMGNPLLDWV
YTAGGATQNS
HYYEDEATPT
ARFYYTAGFF
ECLPYMDYIF
TVITQGADPEV
HGEGIEECVE

SAVVDQQFLD
TEVAQWMLQWV
GTCGVCVLGEGE
LTVSPESIQL
GNETEARTFS
VVAEDGEVEER
AGCYASNVVI

Mr (expt)
1099.5721

(c)

EYDIELNNAT
PGATSYMGST
ERSLIANLSA
VREHAARNNE
RVHGWETDDV
YEPVIPLPEEK
QRSGCTYPEK

Mr (calc)

1059.5873

5.29

(C),CyDye-Cy>

LAEDKHLEPMY
GEDEYGEAME
ANCYEVEHLE
VFTMNLSAPF
EQTATEMSQL
LVDTNGAGDA
PDFN

Delta
-0.01k2

(C) Oxidation (C)

Miss Secquence

0 K.LNMNAILAEDK.H (Ions score 59)




MS/MS Fragmentation of LNNAILAEDK
Found in gi[15232763, ADK1 (ADENOSINE KINASE 1) [Arabidopsis thaliana]

b b b* bt B0 b |Seq. y v v g 50 O #
1 114.0913| 57.5493 L 10
2|228.1343|114.5708 |211.1077|106.0575 N 987.5106 494.2589 970.4840 485.7456 969.5000|485.2536 9
3/342.1772171.5922|325.1506 |163.0790 N 873.4676 437.2374 /856.4411 428.7242 855.4571|428.2322 8
4/413.2143|207.1108 | 396.1878 198.5975 A 759.4247 380.2160742.3981 371.7027 741.4141|371.2107 7
5/526.2984 |263.6528 509.2718 |255.1395 I |688.3876 344.6974 671.3610|336.1842/670.3770|335.6921| 6
6/639.3824|320.1949 622.3559311.6816 L 575.3035 288.1554 558.2770/279.6421 557.2930|279.1501 35
7(710.4196 |355.7134693.3930347.2001 A 462.2195 231.6134 445.1929 223.1001 444.2089 |222.6081 4
8/839.4621 420.2347 |822.4356 |411.7214 321.4516 411.2294 E 391.1823 196.0948 374.1558|187.5815 373.1718|187.0895 3
91954.4891 |477.7482 |937.4625 |469.2349 936.4785 |468.7429 D 262.1397 131.5735 245.1132|123.0602 244.1292|122.5682 2

10 K 147.1128 74.0600 130.0863 65.5468 1




gi|1827677 Enoyl reductase

Protein View

Match to: gil|l827677 Score: 66
Chain , Brassica Napus Enoyl Acp ReductaseNADH BINARY COMPLEX AT Ph 8.0 And Room Temperature
Found in search of C:\Documents and Settingshischen‘\Desktop‘\MengMeng'500ug Prep gel Plate 2%\G10 1989.wiff

Nominal mass (Mr): 32983; Calculated pl wvalue: 5.24

NCBI BLAST search of gi|1827677 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus
Links to retrieve other entries containing this seguence from NCBI Entrez:
gi|1827678 from Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M},CyDye-Cy3 (C),CyDye-Cy5 (C),0xidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residues is P

Sequence Coverage: 7%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

SESSESEASS
TWVPATLNIFE
DVEANERYAG
SREGYLAATS
GMSSAKRAATE
IEYSYNNAPT
ATLDSPVFREDL

GLPIDLRGER
TSLERGEFDQ
SSNWTVQEAR
ASSYSFVSLL
SDTEVLAFELA
QETLTADEVG
DE

AFTAGTIADDN
SRVLPDGSLM
ECVEQDFGSI
SHFLPIMNPG=
GREQNIRVNT
NAAAFTLVSPL

GYGWAVAEKSL
EIKEVYPLDA
DILVHSLANG
GASISLTYIA
ISAGPLGSRA
ASATTGATIY

ARARAGAFRTLVGE
VFDNPEDVEE
PEVSEPLLET
SERITIPGYGE
ARATGFIDTM
VDNGLNSMGV

Start - End
73 - 83
228 - 239

Observed
609.3338
E86.3465

Mr (expt)
1216.6531
1170.6785

Mr (calc)
1216.6373
1170.6357

Delta Miss Sequence
0.0158 0 R.VLEDGSIMEIK.K Oxidaticon (M) (Icons score 18)
0.0429 0 R.VNTISAGPLGSE.A (Ions score 49)




gi|18406430 Dihydrodipicolinate reductase family protein

Protein View

Match to: gil|l8406430 Score: 70
dihydrodipicolinate reductase family protein [Arabidopsis thalianal
Found in search of C:\Documents and Settingsi\schen\Desktop\MengMengi500ug Prep gel Plate 2%1%13.wiff

Nominal mass (M) : 37754; Calculated pIl value: 6.02

NCBI BLAST search of gi|18406430 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

ILinks to retrieve other entries containing this sequence from NCBI Entrez:
gi|20157071 from Arabidopsis thaliana

gi|21536558 from Arabidopsis thaliana

qi|26452703 from Arabidopsis thaliana

gi| 307538295 from Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye-Cy3 (C),CyDye-Cy5 (C),Oxidation (C)
Cleavage by Trypsin: cuts C—term side of ER unless next residue is P

Seguence Coverage: b%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

Start - End
189 - 199
334 - 342

MATNGLMASS
LEMTAMADSG
PISFGSAGED
PSAVNDNAETL
VVAFLAARMET
LGVSYDMDQT
FOHNVCGRST

Obhserved
611.7644
5E76.77358

SVFLHRPRIA
EEAVESVLEG
GORVEVCGEE
YSKVGVEFVM
MAEQFPEAFS
QLIRDEPEQOV
YAEGTVDAVL

Mr (expt)
1221.5142
1151.5325

FASRTNQTV(G
NGISTMVNGC
ITVHGPTERE
GTTGEDENEL
GYSLDVMESH
EMVGVPEEHI
FLARKIRLEA

KYGEGRVSFEFM
SGEMGEAVIE
EVLSSVFEEH
YETVEEARTY
QARSKLDASGT
SGHAFHLYHL
DORIYNMIDV

Mr (calc) Delta
1221 .6427
1151.6009

-0.1285
-0.0684

GIGTRRLEVV
AADSAGVNIV
PELIVVDYTI
AVISPOMGKQ
ARAVISCFQE
TSPDETVSFE
LREGNMR

Miss Sequence

0 K.IYAVISPOMGK.Q Oxidation (M) (Ions score 25)

0 R.IYNMIDVLR.E Oxidation (M)

(Ions score 45)




gi|2494843 Putative lactoylglutathione lyase (Methylglyoxalase)

Protein View

Match to:

gi|2494843 Score:
Putative lactoylglutathione lyase

58

(Methylglyoxalase)

(Aldoketomutase)

(Glyoxalase I)

(Glx I)

Found in search of C:\Documents and Settings\schen\Desktop\MengMeng\wiff files\26%\Al0 2111.wiff

Nominal mass

(M) :
NCBI BLAST search of gi|2454843

31740;

Calculated pl value:

against

5.19
nr

Unformatted ssgquence string for pasting into other applications

Taxonomy: Brassica oleracea var.
Links to retrieve other entries
gi|14695221 from Brassica oleracea var.

gemmifera

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

T%

Carbamidomethyl
Oxidation

(c)

Matched peptides shown in Bold Red

Start
120
247

1
51
101
151
201
251

MAENADLVEW
EEKYSNAFLG
VERVEARGGN
VMLEVGDLDR
LTYNYGVTEY
LPGLGTKIVS

End
129
257

PEEDEREFLH
FGPETSNFVV
VTREPGEVEG
AVEFMEEALG
TEGNAYAQIA
FLDPDGWEQV

Observed
467 .7795
R20.2441

VWVYBVGDLDR
ELTYNYGVSS
GGSVIAFVED
MELLEEIERP
IGTDDVYRSA
LVDNEDFLEE

Mr (expt)
933.5445
1038.4737

(M) , CyDye—Cy3
cuts C-term side of ER unless next residue is P

(c)

TIQFYTECFG
YDIGTGFGHF
PDGYTFELIQ
EYNTIGMMGY
EVVEIVNQEL
LE

 CyDye—Cy5

MEVLEERDVE
ATSTQDVSEM
RGPTPEPLCQ
AFEYESIVLE
GGRITREAGP

Mr (calc)
933.5284
1038.5710

(C),0xidation

Delta
0.0161

-0.0973

containing this sequence from NCBI Entrez:
gemmifera

(c)

Miss
0
0

Sequence
K.GGGSVIAFVK.D
R.EAGPLPGLGTK.I

(Ketone-aldehyde mutase)

(Ions score 22)
(Ions score 36)




gi|12499441 Proliferating cell nuclear antigen (PCNA)

Protein View

Match to: gi|2499441 Score: 62
Proliferating cell nuclear antigen (PCHNA)
Found in search of C:\Documents and Settings\schen\Desktop\MengMeng\A8 2106.wiff

Nominal mass (M.} : 29375; Calculated pI wvalue: 4.61

NCBI BLAST search of gi|2455441 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Brassica napus
Links to retrieve other entries containing this sequence from NCEI Entrez:
gi|408232 from Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye-Cy3 (C),CyDye-Cy5 (C),0Oxidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Seguence Coverage: b%

Matched peptides shown in Bold Red

1
51
101
151
201
251

Start - End

139 -

211

146
- 217

MLELELVQGEE
LLESEGFEHY
FMFESPEQDE
LETIGDTVVI
EPVELSFALR
LAPEIEEDEE

Obhserved
492 2267
453.7513

Mr (expt)
982 .4389
905.4881

LLEEVLESIE
ECDENLSMGM
IADFEMELMD
SVTEEGVEFS
YTMNSFTKATE
DEA

Mr (calc)
982.4178
905.3953

DLVNDANFDC
NLGNMSEMLE
IDSEHLGIFPD
TACGDIGTANT
LSDTVTISLS

Delta
0.0211 0
0.0928 0

STTGFSLOAM
CAGNDDIITT
AFEYHSTVEMP
VLEQNTTVDE
SELPVVVEYR

DESHVATLVSEL
EADDGGDTVT
SNEFSRICED
PEDATVIEMN
VAEMGYIRYY

Miss Sequence
R.MPSNEFSR.T
R.YMNSFTK.A Oxidation (M)

Oxidation

(Ions score 29)

(Ions scors 33




Protein View

Match to:

gi|2501812 Score:

gi|2501812 Glycolate oxidase

84

glycolate oxidase [Arabidopsis thalianal
Found in search of C:%\Documents and Settings\schen\Desktop‘\MengMeng\500ug Prep gel Plate 2\D11 176Z2.wiff

Nominal mass

(M.} : 28165; Calculated pI value: 9.

NCBI BLAST search of gi|2501812 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

6%

Carbamidomethyl

Matched peptides shown in Bold Red

Start
28
74

1

51

101
151
201
251

- End

34
82

ATSSVEEIAS
PRELGPERSDI
RTLEWEDIQW
LDYVPATISA
REVVFATLAAE
DIPEHLPRL

422

Observed
L2210
496.7563

TGPGIRFFQL
ENRFTLPFNL
LOQTITNMPIL
LEEVWVEATQG
GEAGVEEVLY

YVYENREVVE
TLENFEGLDL
VEGVLTGEDA
GVEVFLDGGEV
MLEDEFELTM

Mr (expt)
842 .4274
0991 .4981

(c)
Oxidation (M),CyDye-Cy3
cuts C-term side of KR unless next residus is P

QLVERAERAG
GEMDEANDSG
RIATQAGARAG
RRGTDVFEAL
ALSGCREISE

Mr (calc)
841 .5022
991 .497%

52

(C) ,CyDye—Cy3

FEATATTVNT
LASYVAGQID
ITVSENHGARQ
ATGTSGIFIG
ITENHIVTEW

Delta
0.9253
0.0006

(C) ,0xidation (C)

Miss Sequence
0 K.VVEQLVE.K
0 K.NFEGLDLGK.M

(Ions score 44)
(Ions score 40)




gi|414550 Cytosolic triose phosphate isomerase

Protein View

Match to: gi|414550 Score: 118
cytosolic triose phosphate isomerase
Found in search of C:\Documents and Settings’\schen\Desktop\MengMeng\wiff files\Cl 2227.wiff

Nominal mass (M,): 27366; Calculated pI walue: 5.24

NCBI BLAST search of gi|414550 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this seguence from NCBI Entrez:
gi| 742408 from Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),Phospheo (ST),CyDye-Cy3 (C),CyDye—-Cy5 (C),O0xidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue 1is P

Sequence Coverage: 12%

Matched peptides shown in Bold Red

1
51
101
151
201
251

MAREFFVGGN
LVESTLRSDF
ATITNESSEFV
ITADEVTNWSN
VAATTRIIYG
NESA

WHCNGTAEEWV
FVARONCWVE
GDEVAYATAQ
VVIAYEPVWA
GEVNGGNCEE

EEIVNTLNEA
RGGAFTGEVS
GLEVIACVGE
IGTGEVASPA
LGGQADVDGEE

QVESQDVVEWV
AEMTLVNLDIP
TLEEREAGST
QEOEVHDELR
LVGEASLEPE

VVSPPYIVFLP
WVILGHSEERR
MDVVARQTHA
EWLARNVSAD
FIDITFAAFRV

Start - End Observed Mr (expt) Mr (calco)
477 .80582 953 .595K9 953.4760
712 .3133 1422.6121 1422.6661

552.7565 1103.4984 1103.5571

Delta Miss Sequence

0.1199 0 K.FFVGGNWK.C (Ions score 21)
-0.0540 0 R.EAGSTMDVVAAQTHK.A Oxidation (M) (Ions score 53)
-0.0587 0 K.NVSADVAATTR.I (Ions score 44)

136 — 149
196 - 206




gi|99805 Enoyl-[acyl-carrier-protein] reductase (NADH2) precursor

Protein View

Match to:

gi| 99805 Score:

67

enoyl-[acyl-carrier-protein] reductase
Found in search of C:\Documents and Settings’\schen‘\Desktop\MengMeng'500ug Prep gel Plate 2\2016.wiff

Nominal mass

(M) -

40633;

Calculated pI wvalue:

(NADHZ2)

NCBT BLAST search of gi|%%805 against nr
Unformatted seguence string for pasting into other applications

TaxXonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Brassica hnapus

5%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

Start
81 -
301 -

90

- End

312

MAATARASET
GCLRNDSALPE
DDNGYGWAVA
SLMEIEEVYE
GSIDILVHSL
NPGGASTISLT
VNTISAGPLG
SPLASAITGA

Observed
514.7229
EB86.2406

OMATTRPSIS
ASKRSFSFST
RELAAAGART
LDAVEDNPED
ANGPEVSEPL
YIASERIIPG
SRAARATGFI
TIYVDNGLNS

Mr (expt)
1027 .4312
1170 .4666

AASSEARTYV
EAMSESSESK
LVGTWVPALN
VPEDVEANER
LETSREGYLA
YGEGMSSARA
DTMIEYSYNN
MGVALDSPEVE

(C)
(M) ,CyDye—Cy3
cuts C-term side of ER unless next residue is P

VEANPENAYRK
ASSGLPIDLRE
IFETSLRRGK
YAGSSNWTVQ
ATSASSYSEV
ATESDTRVLA
APIQETLTAD
EDLNEK

Mr (calc)
1027 .5662
1170.63587

§.93

(EC 1.3.1.9)

(C) ,CyDye-Cy5

IACTPHLSNL
GREAFIAGIA
FDORSEVLEPDG
HAAFCVEQDF
SLLSHFLPIM
FEAGEEQNIR
EVGNAARFTV

Delta

-0.1350
-0.1691

(C),0xidation

Pprecursor — rape

(C)

Miss Sedquence

0
0

K.ASSGLPIDLR. G
R.VNTISAGPLGSR.A

(Ions score 13)
(Ions score 49)




Protein View

Match to:

gi| 780814 Score:

gi|780814 3-ketoacyl-acyl carrier protein synthase |

52

3-ketoacyl-acyl carrier protein synthase T

Found in search of C:\Documents and Settings\schen\Desktop\MengMeng\022¢6¢ PLATEl 10SAMPLES\H1 1431.wiff

Nominal mass

T

(M.) :

50890;

Calculated pI wvalue:

NCBI BLAST search of gi|780814 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Ccleavage by Trypsin:
Sequence Coverage:

Lrabidopsis thaliana

2%

Carbamidomethyl
Oxidation

(C)

Matched peptides shown in Bold Red

S5tart
113
113

1
51
101
151
201
251
301
351
401
451

- End
- 123
- 126

MOAT.QSSSLE
SAPERETDPE
SEFPTRFGGR
DELNTIDEREKE
NMGSATLAID
TEAATTIPIGL
MESLEHAMER
AGVSPEEVNY
CLGRAAGGLER
VAISNSFGFG&

Observed
Lo0.2990
E20.2587

ASPPNPLELFE
ERVVITGMGL
IRGFSSEGYL
AGVLVGETGMG
LGLMGPNYSI
GEFVACRALS
GAPIVAEYLG
INAHATSTLA
IATVEAINTG
GHNSVVAFSA

Mr (expt)
1158,
15R7.

SNEQSHQLIT
VSVCGNDVDA
DGKNERRLDD
SLTVESEGVQ
STACATSNYC
QRNDDPQTAS
GAVNCDAHHM
SDLAEINAIR
WLHPSINQFN
FEP

58635

T483

1150
1557

(M) , CyDye—-Cy3
cuts C-term side of ER unless next residue is P

(c

NARFPLEEQQRE
¥YYERLLSGES
CLEYCIVAGEK
NLIEEGHRRI
FYARARNHNHE
RPFWDEARDGF
TDPRADGLGV
EVFESTSGIR
PEQAVDFDTV

Mr (calc)
.h193
. 7059

T.99

) s CyDye-Cy5

SFISASASTV
GISLIDRFDA
RATESANLGG
SPFFIPYAIT
GEADMMIAGG
VMGEGAGVLV
SSCIERCLED
INATESMIGH
PNEEEQHEWVD

Delta
0.0642
0.0424

0
1

(C) ,Ooxidation (C)

Miss Sequence

R.GF33EGYIDGH.N

R.GFSSEGYIDGKNER.R

{(Ions scores

203

(Ions score 24)




Protein View

Match to:

gi|1170506 Eukaryotic initiation factor 4A-2

gi|1170506 Score:
Eukaryotic initiation factor 4A-2

95

(ATP-dependent RMA helicase eIF4A-2)

(eIF-4R-2)

Found in search of C:\Documents and Settings‘schen“Desktop\MengMeng\FEEZZ 500Uz PREP PLATEINGT 1351.wiff

Nominal mass

(M) =

47084;

Calculated pI wvalue:

5.38

NCBI BLAST search of gi|117050& against nr

Unformatted seguence string for pasting into other applications

Taxonomy: Nicotiana plumbaginifolia
Links to retrieve other entries containing this sequence from NCBI Entrez:
gi|15657 from Nicotiana plumbaginifolia

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

8%

Carbamidomethyl (C)
Oxidation (M),CyDye—-Cy3 (C)
cuts C—term side of ER unless next residue is P

Matched peptides shown in Bold Red

Start
LY

77
390

1
51
101
151
201
251
301
351
401

- End

- B9
- 90
- 39

MAGSAPEGSQ
LLRGIYAYGF
QLDYSLVECD
DORILQSEVH
DQIYDIFQLL
EGIRKQFYVNV
SRDHTVSATH
VINYDLETQP
VIEELPANVA

Ohserved
609.9623
T701.3292
6 455.7603

FDARQFDARM
EKPSATQORG
ATVLAPTEREL
VVVGTPGREVE
PPRIQVGVES
DEEEWELETL
GDMDONTREDT
ENYLHRIGRS
DLL

Mr (expt)
1826.8652
1400.6439

909.5061

TELLGTEQEE
IVPFCRGLDV
AQQIEKVMERA
DMLERQSLRE
ATMPEEALET
CDLYETLAIT
IMREFRSGSS
SRFGREGVAI

Mr (calco)
1826.9315
1400.7260

909.4630 0.

FFTSYDEVYD
IQQAQSGTGK
LEGDYLGVEVH
DHIEKMFVLDE
TREFMNEEVE
QSVIEFVNTER
EVLITTDLLA
NSVTEDDERM

-0.
-0.

Delta

r CyDye—-Cy3

SFDAMGLOEN
TATFCSGVLY
ACVGGETSVEE
ADEMLSRGEFR
ILVERDELTL
KVDWLTDEME
REGIDVQQVSL
LFDIQKFYNV

0663 0
0820 0
0431 0

(C),0xidation (C)

Miss Sequence
R.GIYAYGFEKPSAIQQR.G
K.GLDVIQQAQSGTGK. T
R.MLFDIQK.F

(Ions score 30)

(Ions score 42)

Oxidation (M)

(Ions score 23)




gi|41352683 Putative proteasome 20S betal subunit

Protein View

Match to: gi|d41352683 Score: 110
putative proteasome 208 betal subunit [Brassica napus]
Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng\Fll 2434 .wiff

Nominal mass {Mr]: 19000; Calculated pl walue: 7.71

NCBI BLAST search of gi1|41352683 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye—-Cy3 (C),CyDye—-Cy5 (C),0Oxidation (C)
Cleavage by Trypsin: cuts C—-term side of ER unless next residue is P

Sequence Coverage: 14%

Matched peptides shown in Bold Red

1 TSTGMYVANE ASDEITQLTD NVYVCRSGSA ADSQVVSDYV RYFLHQHTIQ
51 LGQPATVEVS ANLIEMLAYN NENMLQTGLI VGGWDEYEGS EKEIYGIPLGGT
101 VVEQPFAIGG SGSSYLYGFF DQAWEENMTE EEAEQLVVEA VSLAIARDGA
151 SGEVVRTVII NSEGVTENFY PGEDEL

Start - End Observed Mr (expt) Mr (calc) Delta Miss Sequence

27 - 41 770.8111 1539.6076 1535.7165 -0.1089 0 R.SGSAADSQVVSDYVE.Y (Ions sco
157 - 167 594 .8033 1187.5921 1187.6510 -0.0589 0 R.TVIINSEGVTR.N (Ions score oS




gi|147801436 Hypothetical protein, containing elongation factor 1 domain

Protein View

Match to:

gil|l147801436 Score:
hypothetical protein

T4

[Vitis winiferal]

Found in search of C:\Documents and Settings\schen\Desktop\MengMeng\S\H10 1421 . wiff

Nominal mass (M) :

r

59829;

Calculated pI value: 6.66

NCBI BLAST search of gi]14780143¢6 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Vitis viniferas

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

1%

Carbamidomethyl (C)
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

Start - End
189 — 197

MEDCRPPFGA
EEHOQVGGEYARE
QEIIVGEQAST
EEDEHEVTEA
EEGEARVVAL
YVENMITGEAR
ICVLQGTHEE
EIAABRBNQTV
LAQLTHDOSTE
LECLQDIVTA
VELNELWVESS

Observed
474 .2925

PSFLSFFARH
DEESVMEGAT,
SPGISGRQIIQ
HMGEVASEGND
DETDEADPEEE
OMDGSIQETH
MEEQGCETVA
IWVEPLTEDC
ISEYEPDWLT
VGELRPIEPL
SGSIGWAVEG

Mr (expt)
946 .5704

LPAGELFESQ
ARCTFEDERD
ESMCLSLLVE
DYGTPPFNVE
ERGITIATTH
SSCVPEMEFR
IGEAEQGETIE
CIFEGTLVLN
ELTTATGVAE
EQVTIELEEE
STTILFNLEFP

946.5447

Mr (calc)

(M) ,CyDye-Cy3 (C)
cuts C—-term side of EE unless next residuese is P

VLPPGWLLWN
FOMSMNLGEC
GLLGEWPYES
QLVSLHGETT
ITEYETAEEHC
ELLSFYEFPG
VGEDLRIWERG
LHETDLMMVE
GLAFTLHHADY
FDOQLDERESGE
FRQQV

Delta
0.0257

f CyvDye—-Cy5

QLSGIDGEME
VGHMGTESTQ
QVGPSRETVWA
LTAATTRVLA
DHVDCPGHAD
DETPVIRGSA
TSATAEHMEW
MLCGMLEPNGT
DMVLGVLYEH
ERESFCTLEL

Miss Sequence
0 K.TTLTAAITR.V

(C) ,0xidation (C)

(Ions score

74)




MS/MS Fragmentation of TTLTAAITR

Found in gi|147801436, hypothetical protein [Vitis vinifera]

# b bt b0 b Seq. y y y* y* y ot
1 102.0550  51.5311| 84.0444| 42.5258 T 9
2203.1026102.0550 185.0921| 93.0497 T 846.5043 423.7558829.4778 415.2425 828.4938 414.7505 8
3/316.1867158.5970 298.1761|149.5917| L |745.4567 373.2320 728.4301|364.7187 727.4461|364.2267 |7
4 417.2344209.1208 399.2238/200.1155 T 632.3726 316.6899 6153461 308.1767 614.3620 307.6847 6
5/488.2715|244.6394 470.2609 235.6341 A 531.3249|266.1661 514.2984 257.6528 513.3144 257.1608 5
6 559.3086 280.1579541.2980/271.1527 A 460.2878 230.6475 4432613 222.1343 442.2772 221.6423 4
7/672.3927|336.7000 654.3821|327.6947 1 |389.2507|195.1290/372.2241 186.6157 371.2401 186.1237 3
8 773.4403 387.2238755.4298/378.2185 T 276.1666 138.5870 259.1401 130.0737 258.1561 129.5817 2
9 R 175.1190 88.0631 158.0924| 79.5498 1




gi|15218090 Mitochondrial processing peptidase alpha subunit

Protein View

Match to:

gi|15218090 Score:

81

mitochondrial processing peptidase alpha subunit,
Found in search of C:\Documents and Settings‘schen‘\Desktop\MengMengiFEB2Z2 S500U& PREP PLATEINGT 1351.wiff

Nominal mass

(M,) : 54539; Calculated pI valus: 5.54

NCBI BLAST search of gi|l15218050 against nr
Unformatted sequence string for pasting into other applications

TaxXonomy:

Arabidopsis thaliana

putative [Arabidopsis thaliana]

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi|29839695 from Arabidopsis thaliana
gil4220446 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

17
gi|202585957

g3 15259270 from Arabidopsis thaliana
7 from Arabidopsis thaliana

3%

Carbamidomethyl
Oxidation (M},CyDye-Cy3
cuts C-term side of ER unless next residue is P

(c)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

Start - End
425 - 434
435 - 443

MYRTAASREAR
AATTSLDMPL
IGLYVDCGESI
SASASEEQMS
EIAETARNPM
ENFTAARMVL
QHTGGEATHF
HSWLYREVLN
EELEDVAGGE
EEPVDQFLES
EFR

Observed
5E6B.2810
4196 .2299

ALRGVLTRSL
QOEVSLPPELA
YEAPYFHGAT
YTIDALKTYV
GFLLEATHSA
ALSGVEHEEL
AVAFEVDPGWN
EYQEVQSCOTA
VNQAHLDRAR
VDQLTLEDIA

Mr (expt)
1134.54758
990.445k2

EPARYASSSA
DEVEPSELQI
HLLERMAFES
PEMVEVLIDS
GYSGPLASPL
LEVAEPLTSED
NEEEAVTATV
FTEIFNDTGL
AATESAVLMN
DFTSEEVISEP

Mr {calc)
1134 .5703
990.4804

VAETSSSTPA
TTLPNGLEIA
TLNRTHFRELV
VENPAFLDWE
YAPESALDRL
LENVPPQLAP
LOMLMGEGEEES
FGIYGCSSPQ
LESEMTAAED
LTMGESFGDVL

Delta
-0.0228 0
-0.0382 0

(C) ,CyDye—Cy5

YLSWLSGGESR
SETTPNPAAS
REIEATGGNT
VNEELREMEWV
NGELLEEFMT
ESQYVGEDFR
FSAGGPGEGM
FARRATELAR
IGRQILTYGE
AVPEYDTISS

Miss

(C) ,Oxidation (C)

Sequence
K.SAVIMNLESR.M Oxidation
R.MIAAEDIGR.(Q Oxidation

(M)
(M)

(Ions score

(Ions score 2

4

g8)
)



Protein View

Match to:

gi|510880 Score:

gi]510880 Putative aspartic protease

51

putative aspartic protease [Brassica oleraceal

Found in search of C:\Documents and Settings\schen\Desktop\MengMeng\500ug Prep gel Plate 2%\H12Z 2051.wiff

Nominal mass

(M,) : 28008; Calculated pl wvalue: 8.34

NCBI BLAST search of gi|S510880 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica oleracea

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Segquence Coverade:

3%

Carbamidomethyl
Oxidation (M),CyDye—-Cy3
cuts C-term side of KR unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251

MGIYSEPVAV
GSEQLEPLRG
TGSSNLWVES
GFFSNDAVTV
NAAPVWYNML
IYVEV

SLIVSFLLFL
YELGDSGDAD
SECYFSIACL
GDLVVEDQEF
EQGLYEERVE

SASAERNDGT
IVTLENYLDA
FHSEYESSRS
IEATKEPGIT
SFWLNRNAED

[ Show predicted peptides also

| Sort Peptides By © Residue Number © Increasing Mass
Start - End Observed Mr {expt) Mr {calc)
167 - 175 540.766% 1079.5192 1079.5135

(c)

FREVGLEELEL
QYYGETATGET
STYEENGESA
FVLARFDGIL
EEGGELVFGE

(C) ,CyDye—-Cy5>

(C},0Oxidation (C)

DRESRIAARV
PEQEFTVVFED
ATHYGTGAIA
GLGFQEISVGE
VDPNHYEGEH

© Decreasing Mass

Delta Miss Sequence
0.0057 0

K.DQEFIEATH.E




MS/MS Fragmentation of DQEFIEATK
Found 1n gi|S10880, putative aspartic protease [Brassica oleraceal]

# b ptt b* p* p? b*"  Seq. ¥ vy v* ye ¥ yrto#
1/116.0342 58.5207 98.0237| 49.5155 D 9
2244.0928 122.5500 227.0662 114.0368 226.0822 113.5448 Q 965.4938 483.2506 948.4673|474.7373 947.4833|474.2453 8§
3/373.1354 187.0713 356.1088 178.5581 355.1248 178.0661 E |837.4353 419.2213820.4087 410.7080 819.4247 4102160 7
4/520.2038 260.6055 503.1773 252.0923 502.1932251.6003 F |708.3927 354.7000 691.3661 346.1867 690.3821 345.6947 6
5/633.2879 317.1476 616.2613 308.6343 615.2773 308.1423 1 |561.3243 281.1658 544.2977|272.6525 543.3137|272.1605 5
6/762.3305 381.6689|745.3039 373.1556 744.3199 372.6636 E |448.2402 224.6237|431.2136/216.1105 |430.2296|215.6185 4
7/833.3676 417.1374|816.3410 408.6742 815.3570 408.1821 A 319.1976 160.1024 302.1710/151.5892 301.1870 151.0972 3
8/934.4153 467.7113|917.3887 459.1980 916.4047 458.7060 T [248.1605 124.5839|231.1339|116.0706 230.1499|115.5786 2
9 K [147.1128 74.0600|130.0863 65.5468 1




Start
44
116
179
215
274
317
408
441

Protein View

Match to:

gi|1l27733 Score:
Myrosinase precursor (Sinigrinase)

gi|127733 Myrosinase precursor

330

(Thioglucosidase)

Found in search of C:\Documents and Settingsi\schen\Desktop\MengMeng40226 PLATE1l 10SAMPLESM\C3 T778.wiff

Nominal mass

(M) -

63266;

Calculated pI wvalue: 6.

62

NCBI BLAST search of gill27733 against nr
Unformatted seqguence string for pasting into other applications

Taxonomy:
Links to

gi|22595

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

Brassica napus

14%

Carbamidomethyl
Oxidation (M),CyDye-Cy3
cuts C-term side of KR unless next residue is P

(c)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

- End
- 64

- 122
- 185
- 225§
- 281
- 322
- 417
- 448

MELLHGLALV
FGVASSAYQT
RDVDVMGELN
ENITEFVTLE
HWITINQLYT
NQLLAHATVV
NQFFHGWYME
YYVTQVAQPK
NSYYYPRGIY
DYLCSHLCFL
EDLDDENLEKE

Observed
0270
7514
2469
2561
.7541
6933
3498
2432

T55.
450 .
446,
539.
451
405.
657.
469,

FLLAAASCEA
EGGRGRGVNV
ATGYRFSFAW
HWDLEPQTLQD
VPTRGYATGT
DLYRTEYEFQ
PLTEGRYPDI
PNPYPSETHT
YVMDYFKTEY
REVIEEERGVN
SGEWYQRFIN

2262
899.
890,

1076.
9501.
809.

1312.
936.

Mr (expt)
.0590
4883
4792
4977
4936
3720
6850
4719

DEEITCEENN
WDGFSHRYPE
SRITPEGEVS
EYEGFLDEQTI
DAPGRCSPMV
EGEIGPVMIT
MRQIVESRLP
AMMDAGVELT
GDPLIYVTEN
VRGYFAWATLG
GTVENAVEQD

2262,
899.
890,

1076.
901
809.

1313.
936.

Mr (calc)
1069
4290 0.
4862
E2R1
.B0O55E
3742
6002
AK5D 0.

()

PFTCSNTDIL
EAGSDLENGD
RGVNQGGLDY
IQDFKDYADL
DTEHRECYGGN
RWFLPFDESD
NFTEEEAELV
YDNSREGEFLGE
GFSTPSSENE
DNYEFCEGFT
FLRSSLSSQS

-0.

-0.
-0.
-0.
-0.
-0.

Delta
0479 1
0593
Qo070
0274
0119
0021
9152
0167

r CyDye—-Cy3S

SSENFGKDFI
TTCESYTRWQ
YHELIDATLLE
CFEEFGEEVE
SSTEPYIVAH
PASTEAAFEM
AGSYDFLGLN
PLFVEDEVNG
EQATADYKRI
VRFGLSYVNW
WEERFADA

[=R =R =R o = R o R

WREAD W W A

retrieve other entries containing this sequence from NCBI Entrez:
from Brassica napus

(C) ,0xidation ()

Miss Sequence
NFGKDFIFGVASSAYQIEGGR. G
.FSFAWSR.I
ITQDFK..D
.GYATGTDAPGR.C
IGPVMITR. W
YPDIME.Q Oxidation (M)
GIYYVMDYFK.T
VEQATADYHK LR

(Ions score

(Ions score 34)

22)

(Ions score

2Z2)

(Ions score 54)

Oxidation

Oxidation

(M)

(Ions score ©7)

(Iocns score 24)

(M)

(Ions score 46)

(Ions score 42)




Protein View

Match to:

gi|14764532 Monodehydroascorbate reductase

gi|14764532 Score:

115

monodehydroascorbate reductase [Brassica rapa subsp. pekinensis]

Found in search of C:\Documents and Settingsi\schen\Desktop\MengMengh\FEBZZ 500UG PREF PLATE1MN1370.wiff

Nominal mass

(M) :

46604 ;

Calculated pI wvalue:

5.81

NCBI BLAST search of gi|l4764532 against nr
Unformatted seguence string for pasting into other applications

Taxonomy : Brassica rapa subsp.

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

pekinensis

10%

Carbamidomethyl
Oxidation

(C)

Matched peptides shown in Bold Red

Start
23

53
287

1
51
101
151
201
251
301
351
401

End

39
62

304

MAFRKSFEYIT
SEGYLFPEGA
ARRETLVSARG
ADEVVEAIQA
RLFTADTAAE
EADIVIVGVG
FPLEMYGDME
SFDLSWQFYG
GDENEATARV

LGGEVSAGYA
ART.PGFHCCV
DVFEYETLIT
ERGGEAVVVG
YETYYTNEGWV
ARPLTALFEG
RVEHVDHSER
DNVGDSVLEG
LAFARPARESL

AREFASQGVE
GSGGERLLEPE
ATGSTVLELT
GEYIGLELSA
EITEGTVASG
OVEEDRGGIEK
SAEQAVEATR
DSNEPSNPEPR
EDLTREQGISFEF

(M) , CyDye—-Cy3
cuts C-term side of KR unless next residus is P

(c)

PGELAVISKE
SYRQREGIELT
DFGVEGADSE
ATLRINNFDVT
FTAHPNGEWVN
TDAFFETSVEP
AAFGGGAVEE
FGAYWVQDGE
AART

Obhserved
k87.3038
540.7732
627.2976

Mr (expt)
1758.86895
1079.5319
1878.8709

Mr (calc)
1758.9516
1079.5400
1877.9775

Delta

-0.
-0.
0.

r CyvDye—-Cy5

AVAPYERPATL
LSTEIVEADL
NILYLREIDD
MVFPEPWCMP
EVOLEDGREL
DVYAVGDVAT
YDYLPFFYSE
VVGAFMEGGS

0621 0
0081 0
8934 0

(), 0xidation ()

Miss Sequence

K.EFASQGVKPGELAVISH.E
K.GYLFPEGAAR.L

(Ions scorse 39)

(Ions score 41)

K. TSVPDVYAVGDVATFPLK .M

(Ions score

27

o

)



gi|18141281 Senescence-associated cysteine protease

Protein View

Match to:

gi|18141281 Score:

92

senescence—-associated cysteine protease [Brassica oleraceal
Found in search of C:\Documents and Settingsi\schen\Desktop\MengMeng'wiff files\Ze\F7 2426.wiff

Nominal mass

(M) =

49581 ;

Calculated pIl value:

5.49

NCBI BLAST search of gill8141281 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica oleracea

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

3%

Carbamidomethyl
Oxidation (M),CyDye—-Cvy3
cuts C—-term side of ER unless next residue is P

(C)

Matched peptides shown in Bold Red

Start
247
248
248

1
51
101
151
201
251
301
351
401

End
263
263
263

EFTATATVTL
LGERDERFEI
SEMEETEDSV
SAIGAVEGIN
NGEGIDTEEDY
NQPISVATEA
IBRNSWESHNWGE
PAPVVCDESY
QAYPVCDLEA

Observed
5E65.9505
783.8593
22,9362

LVLLASSSLS
FMDNLEFVQE
ESERYLHNVG
QIRKTGELVSL
PYTATDDNIC
GGRGFQLYES
ESGYIELQEN
TCPARSTCCC
GTCEMEADSPE

Mr (expt)
1694 .8297
1565.7040
1565.7867

GVTAFKADHEN
HNSVENQSYE
DELPDEVDWE
SEQELVDCDT
NTDEENTEVV
GVFTGTCGTA
ITRDSSGRCGV
LYEYREGRCYS
LESVEATLTRGP

Mr (calc)
1693.9475
1565.8525
1565.8525

(C)

PEEVEMFERW
LGLTRFADLT
ARGAVVEVED
SYNNGCGEEGEL
TIDGYEDVPE
LDHGVVAVGY
AMMASYPTRES
WGCCPLESAT
ATATTEATNV

Delta
0.8823 1
-0.1485 0
-0.0658 0

FCyDye—-Cy5

LVENHENYNG
NEEFEAIYLR
QGSCESCWAFR
MDYAFQFIIS
NENSLEKALA
GTSEGQDYWI
SGSNFFPEFPPP
CCEDGSSCCP
LVSSA

(C) ,0xidation (C)

Miss Sequence
K.FALANQPISVATEAGGR. G
K. ATLANQPISVATEAGGR. G
K.ATLANQPISVATEAGGR. G

(Ions score

33

(Ions score &0)

(Ions score 36)




gi|15227987 Low expression of osmotically responsive genes 1 (LOS2)
Protein View

Match to: gi|l15227987 Score: 127
LOS2 (Low expression of osmotically responsive genes 1) ; phosphopyruvate hydratase [Arabidopsis thalianal
Found in search of C:\Documents and Settingsh\schen\Desktop\MengMenghi022¢ PLATEl 10SAMPLES\F4 1223 .wiff

Nominal mass

(M)

47974;

Calculated pI wvalues:

NCBI BLAST search of gi|15227%87 against nr
Unformatted seqguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Links to retrieve other entries containing this seguence from NCBI Entrez:

qill119350 from Arabidopsis thaliana
qi|15%83458 from Arabidopsis thaliana
gill627]1 from Arabidopsis thaliana
gi14581151 from Arabidopsis thaliana
gil23297411 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

T%

Carbamidomethyl
Oxidation (M),CyDye—-Cy3
cuts C-term side of KR unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MATITVVEAR
LERDGGSDYLGE
QNEWGWCEQE
PVPAFNVING
IFEEEYGQDAT
VARSEFYSED
DPFDQDDWEH
LEVNQIGSVT
QIKTGAPCRS

QIFDSRGNPT
EGVSEAVGNWV
LEGANAILAVS
GSHAGNELAM
NVGDEGGFAP
ETYDLNFEEE
YARMTTECGT
ESIEAVKMSE
ERLARKYNQLL

VEVDIHTSNG
NNIIGPALIG
LAVCEAGAVV
QEFMILEPVGA
NIQENEEGLE
NNNGSQEISG
EVQIVGDDLL
EAGWGVMTSH
RIEEELGSER

[ Show predicted peptides also

[ Sort Peptides By

Start -

126
353
416

End
- 137
- 367
- 421

©® Residue

Observed
587.9131 1
525.3462 1
403.7902

Number

Mr (expt)
173.8116 1
573.0169 1
805.5658

(c)

IKVTAAVPSGE
EDPTQQTAID
SGIPLYKHIA
ASFREAMEMG
LLETAIERAG
DALEDLYESF
VTNPERVAFA
RSGETEDTFI
IYAGVNFREP

© Increasing Mass

Mr (calc)
173.6758
E72.8359
805.4446

5.54

(C),CyDve—-Cy5

ASTGIYEALE
NFMVHELDGT
NLAGNPEIVL
VEVYHHLESV
YTGEVVIGMD
VAEYPIVSIE
IAFESCNALL
ADLAVGLSTG
VEPY

(C),0xidation (C)

© Decreasing Mass

Delta
0.1358
0.1810
0.1212

0
0
0

Miss Sequence
K.AGAVVSGIPLYK.H
K. VNQIGSVTESIEAVK .M

K.¥YNQLLR.I

(Ions score 34)

(Ions score 53)

(Ions score 41)



Protein View

Match to:

gi|100554 Score:

gi|100554 14-3-3 protein homolog

48

14-3-3 protein homolog - barley
Found in search of C:\Documents and Settingsi\schen‘\Desktop\MengMengiwiff files\2e\R10 2111.wiff

Nominal mass

(M.} : 29361; Calculated pI wvalue: 4.

NCBI BLAST search of gi|l00554 against nr

Unformatted sequence string for pasting into other applications

Taxonomy:

Hordeum

vulgare

83

Links to retrieve other entries containing this sequence from NCBI Entrez:

gil22607 from Hordeum wvulgare subsp.

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

vulgare

3%

Carbamidomethyl
Oxidation (M),CyDye-Cy3
cuts C—-term side of ER unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251

Start
49 -

- End
k6

MSTAEATREE
LSVAYKENVIG
RICDGILELL
AENTLVAYRS
AFROQAFDEATR
EARSEPEGEG

Observed
454 . 2645

NVYMARTAEQ
AREASWERIIS
DSHLVPSATA
AODIATADLE
ELDSLGEESY
H

AERYEEMVEF
SIEQEEESEG
AFESEVFYLEM
TTHPFIRLGLA
EDSTLIMQLL

Mr (expt)
906.5144

(C)

MEEVARTADV
NEAYVASTEE
REGDYHRYLAE
LNFSVFYYETI
RDNLTLWTSD

Mr {calc)
906.5174

(C) ,CyDye—-Cy3

GELTVEEERNL
YRTEIETELS
FERAGAERFER
LNSPDRACHNL
NAEEGGDEIR

Delta
-0.0030

(C) ,O0xidation

(c)

Miss Sequence

0 R.NLLSVAYK.N (Ions score 48)




MS/MS Fragmentation of NLLSVAYK
Found 1n gi|100554, 14-3-3 protein homolog - barley

” b pH b* ptt b° p*  Seq. y v y* gt yﬂ yll'-|—|r #
1/ 115.0502| 58.0287 98.0237| 49.5155 N 8
2/228.1343/114.5708 211.1077106.0575 L |793.4818|397.2445 776.4553 |388.7313|775.4713 388.2393|7
3/341.2183|171.1128 324.1918 | 162.5995 L |680.3978 340.7025 663.3712/332.1892 662.3872331.6972 |6
4(428.2504 1214.6288 411.2238 206.1155 410.2398|205.6235 S |567.3137|284.1605 550.2871|275.6472 549.3031 |275.1552 5
5/527.3188264.1630 510.2922 255.6497 509.3082|255.1577 V 480.2817|240.6445|463.2551|232.1312 4
6/598.3559/299.6816 581.3293 291.1683 580.3453|290.6763 A 381.2132|191.1103 |364.1867182.5970 3
7(761.4192381.2132 744.3927/372.7000 743.4087|372.2080 Y |310.1761|155.5917|293.1496|147.0784 2
8 K [147.1128| 74.0600/130.0863 | 65.5468 1




gi]15242603 Calmodulin-binding protein

Protein View

Match to: gi|l5242603 Score: 65
calmodulin-binding protein [Arabidopsis thalianal
Found in search of C:\Documents and Settingsi\schen\Desktop‘\MengMengiwiff files\Z6“\H5 2546.wiff

Nominal mass (M.} : 20718; Calculated pI wvalue: 4.86

NCBI BLAST search of gi|l15242603 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Links to retrieve other entries containing this sequence from NCBI Entresz:
gi|1017750¢ from Arabidopsis thaliana

gi| 34058925 from Arabidopsis thaliana

gi| 37202088 from Arabidopsis thaliana

gi|519%68364 from Arabidopsis thaliana

gi|51969122 from Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye-Cy3 (C),CyDye-Cy5 (C),Oxidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Seguence Coverage: 4%

Matched peptides shown in Bold Red

1 MSEGYATIELY FDPALENQVL EAWNVFARED ISTELINTES RPHITLFESTS
51 FFDSTRLESV IENFVSEQEP ISISFSTIGS FSSDNNVLFL SPTPSLELLY
101 LQTQLCDMLE EKEESVDIGEEY EVDSWVPFCE VALDVPESEM AEAFSVLRDL
151 ELPVNGYGME IGLVEFSPEVE EVFSEFPLGENT LES

S5tart - End Observed Mr (expt) Mr (calc) Delta Miss Sedquence
140 — 148 E20.2466 1038.4786 1038.5168 -0.0382 0 R.MAEAFSVLR.D Oxidation (M) (Ions score &5)




MS/MS Fragmentation of MAEAFSVLR
Found in gi|15242603, calmodulin-binding protein [Arabidopsis thaliana]

# b bt b? bt  Seq. ¥y y y* yE ¥ yrt o
1/148.0427| 74.5250 M 9
2(219.0798(110.0435 A 892.4887 446.7480|875.4621 438.2347 874.4781 437.7427 8
3/348.1224/174.5648 330.1118 165.5595 E |821.4516 411.2294/804.4250 402.7162 803.4410 402.2241 7
4/419.1595 210.0834 401.1489 201.0781| A |692.4090 346.7081 675.3824 338.1949 674.3984 337.7028 6
5/566.2279 283.6176 548.2174 274.6123| F 621.3719 311.1896|604.3453 302.6763 603.3613 302.1843 5
6/653.2599 327.1336 635.2494 318.1283| S |474.3035 237.6554 457.2769 229.1421 456.2929 228.6501 4
7|752.3284|376.6678 | 734.3178 367.6625| V |387.2714 194.1394(370.2449185.6261 3
8/865.4124 433.2098 847.4019 424.2046 L |288.2030 144.6051271.1765/136.0919 2
9 R 175.1190 88.0631/158.0924 79.5498 1




gi]19568098 Osmotic stress-activated protein kinase (OST1)

Protein View

Match to:

gi|19568098 Score:

63

osmotic stress-activated protein kinase [Nicotiana tabacum]
Found in search of E:\GC ABA DIGE SEARCHMGT7 1351 .wiff

Nominal mass

41399; Calculated pI wvalue:

5.64

(M) =
NCBI BLAST search of gi|l1556805%8 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Nicotiana tabacum

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho (ST),CyDye—-Cyv3

Seguence Coverage: 3%

(C) ,CyDye—-Cy5
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Matched peptides shown in Bold Red

Start - End

9

1

51

101
151
201
251
301
351

19

MDEYELVEDI
NHESLEHPNI
RYFFQOLISGE
LLHSEPESTV
EDQEDPENFR
IKETIESHEWF
TPAPASESVS
GEVRLT

Observed
Eds . 7584

GSGNFGVART
IERFEEVLVTP
VHYCHNMQTIC
GTPAYTAPEWV
ETIQRIMAVD
LENLPRELTE
GFGWGGEEEE

Mr (expt)
1091 .5023

MEHEETEELV
THLATVMEYR
HEDLELENTL
LSEREYDGEL
YEIPDYVHIS
ARORRYTYRRE
EEEEGDVEEE

Mr (calc)
1091 .5360

AMEYIERGHE
AGEELFERIC
LDEGSPAPRLE
ADVWSCGVTL
QDCEHLLSEI
NPTFSLQSVE
EEDEEEEDEY

Delta
-0.0337 0

IDENVARETIT
NAGRFSEDEA
ICDFGYSKESS
IVMLVGAYPF
FVANPARRIT
EIMEIVEEARK
EREQVEQAHES

Miss Sequence
K.DIGEGNFGVAR.L

(C) ,0xidation ()

(Ions score 65)




MS/MS Fragmentation of DIGSGNFGVAR
Found in gi|19568098, osmotic stress-activated protein kinase [Nicotiana tabacum|

# b btt b* p* b? > Seq. ¥ vy v* ye y’ o #
1 116.0342| 58.5207 98.0237 49.5155 D 11
2 229.1183115.0628 211.1077 106.0575 1 (977.5163 489.2618 960.4898 480.7485 959.5057 480.2565 10
3 286.1397143.5735 268.1292 134.5682 G 864.4322 432.7198 847.4057 424.2065 846.4217 423.7145 9
4 373.1718187.0895 355.1612 178.0842 S 807.4108 404.2090|790.3842 395.6958 789.4002|395.2037 8
5/430.1932215.6003 412.1827 206.5950 G |720.3787|360.6930 703.3522|352.1797 7
6 544.2362(272.6217|527.2096 264.1084 |526.2256 263.6164 N |663.3573 332.1823 646.3307 |323.6690 6
7/691.3046|346.1559 674.2780 337.6427 673.2940 337.1506 F |549.3144 275.1608 532.2878 266.6475 5
8 748.3260 374.6667|731.2995 366.1534 |730.3155 365.6614 G |402.2459 201.6266 385.2194 193.1133 4
9 847.3945 424.2009 |830.3679 415.6876 829.3839 415.1956 V (345.2245 173.1159 328.1979 164.6026 3
10 918.4316 459.7194901.4050 451.2061900.4210 450.7141 A |246.1561 123.5817229.1295115.0684 2
11 R [175.1190 88.0631 158.0924  79.5498 1




gi]115468776 Os06g0597200, Serine/threonine phosphatases 2C (PP2C) family

Protein View

Match to: gi|115468776 Score: b1l

0s06g0597200 [Oryza sativa (japonica cultivar-group) ]

Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng\wiff files\500ug Prep Gel Plate 4 Q-Trap 33\Bl 2630.wiff
Nominal mass (M) : 40100; cCalculated pI value: 5.32

NCBI BLAST search of gi|l11546877¢ against nr

Unformatted sequence string for pasting into other applications

Tax¥onomy: Oryza sativa Japonica Group
Links to retrieve other entries containing this sequence from NCBI Entrez:
gqi|50725574 from Orvza sativa Japonica Group

5 from Oryza sativa Japonica Group

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho (ST),CyDye—-Cy3 (C),CyDye—Cy5
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 4%

(C) ,Oxidation (C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

Start

- End

MEEHRLGGGGE
ERTFENMDAV
DEPESAFYGVFE
TDAAFADACS
EMSRDHEPSC
DELEGELSAEP
HNDEVTCCEE
SAEGLRELQS

GGGGEEGEGREPP
AYMPVVRSGGE
DGHGGEHAAD
VNSSLASGTT
NRERKVEIEAS
EVMIENLTEE
LVDEAIERES
FLDSLAD

Observed

IPGAAGRELFP
WADIGSRHTM
FVCENLAERFI
ATAATVVEES
GGEYVYDGYLN
DEFLIIGCDGE
GDNLSVVVIC

Mr (expt)

GLSRHASFVR
EDVFICSDNL
VEDEDFEREIL
LLVANAGDCR
GRLNVARAIG
IWDVFESQNA
FNSEPEEVLT

Mr (calc)

SPANSTKSGT
MEEFEVESFE
ERATLSSAFLO
AVLCCRGERAI
DWHME GMEAC
VDFARRELQE
TERPEVQEST

Delta

Miss Sequence

41 - 47
349 - 356

432 .2302
416.7419

862.4459
831.4693

863.2827
831.4450

-0.8368 0 R.SPANSTK.S
0.0243 0 R.SISAEGLR.E

2 Phospho (ST) (ILons score 15)
(Ions score 36)




Protein View

Match to:

gi|62733113 Retrotransposon protein, putative

gi|62733113 Score:
retrotransposon protein, putative,

49

Ty3-gypsy sub-class [Oryza sativa

Found in search of C:\Documents and Settingsi\schen\Desktop\MengMenghS\B8 663.wiff

Nominal mass

(M) =

92125; Calculated pI wvalue:

NCBI BLAST search of gi|62733113 against nr

Unformatted seguence string for pasting into other applications
Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Oryza sativa Japonica Group

2%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751

MTSGNEINET
EPLIEPSFDM
PYPREGYRVEE
QINHVDVGEREG
NFTEFTGEDA
SLLAPNSIST
TRIVENPLPT
ADDHEVVEDE
RESEYRRERFGQ
MPQPYMPFHQ
REEARADEVWV
AGWSDEELAT
DINMLMEESE
QRFVLIATDY
QEEWHEVLSE
EQDDLSVEDY

SLEDLDVERR
HRPENMEELT
FTNFSGEDSE
DDNVLEYSSE
RETTMEHICQF
WSQMEHEFHD
SPIDLDNERV
SSSFQRTERL
TPKQSEPSTI
EWKQSSRSVE
TIKEESQDV(Q
GLTGPRGWSD
EMNNDGYNIT
FIKWAEAVEL
ATWTHRIFEH
KILMGGNFED

EITEECTIKAT
SIIIRDEFGI
TTWEYVAELN
IESEVAMHTY
TEQSGETGSN
YFEDASLMEQ
VIRPSQAEST
NLTFEMLMARK
PTPYEPPIVM
SHSFNSSQDR
VETRDAVETI
RGALERSGRC
SLERERLLDAK
ENITYTEANG
GVTEVTSFEL
VIDEELETLEK

(<)
(M) , CyDye—-Cy3 (C),CyDye-Cy5
cuts C-term side of KR unless next residus is P

TQEATMRESCE
EAMDEAREYQ
DGSDCITSES
QREPYPERIDL
DLLELELFSL
NPIDNSSVTC
EGECVIIGDL
YERGLAGQOQF
PWYPYPMSLY
FPQESRSGES
QAREKTEADAWV
GIHLAFEIVQ
TRELLWEEYME
QAESSNETLL
VCGQEAVLPT
EMDAT.JOENNP

T7.23

RTHQGVVLEFP
ESYPDYYDNI
EIVLSPRIES
VEYPQGFEVE
SLENFASTWY
DTISVIPFAR
EPETRINNTE
DNQTSDLERP
GYPFMYYMEW
EVEQVEEVWV
TAESGGLIET
SREPILLGGO
GFVELINWEPG
ELVEEEIEEH
EVNLGYLRYF
WEILEEILF

(C) ,0xidation

(C)

(Japonica cultivar—-group) ]

Start - End
22 - 28
EEB - be6

Observed
426.3209
443.2643

Mr (expt)
80 .R272
884.5140

Mr (calc)
850.4106
884 .5080

Delta Miss Sequence
0.2166 0 K.ITEECIK.A Oxidation (C)
0.0060 0 R.LATGLTGPR.G

(Ions score 19)

(Ions score 30)




Start
47
242
253
381

0i]15241472 Tubulin beta-4 chain(TUB4)

Protein View

Match to: gil|l1b241472 Score: 217
TUB4 (tubulin beta-4 chain) [Arabidopsis thalianal
Found in search of C:\Documents and Settings)\schen\Desktop\MengMengh9\Fé& 1237 .wiff

Nominal mass (M.} : 5036l1l; Calculated pI value: 4.76

NCBI BLAST search of gi]|l15241472 against nr
Unformatted ssguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this seguence from NCBI Entrez:

gqi|27735260

gillol7688

gi|14334536

gille323374

from
from
from
from

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:

Arabidopsis

thaliana

Arabidopsis

thaliana

Arabidopsis

thaliana

Arabidopsis

thaliana

Segquence Coverage: 9%

Carbamidomethyl
Oxidation (M),CyDye-Cy3
cuts C-term side of ER unless next residue is P

Matched peptides shown in Bold Red

1
Ly |
101
151
201
251
301
351
401

End
%3

251
262
390

MEEITHIQGGE
FNEASGGHYV
WAREGHYTEGA
LISEIREEYFP
VLDNEATYDT
RELAVNLIPF
CARADPRHGRY
SEVCDIAPEG
EGMDEMEFTE

Observed
650.2991
R73.7901
BE70.3348
616.3009

RQCGNQIGAERF
PEAVLMDLEP
ELTIDSVLDVV
DEMMMTESWVE
CFRTLELANPD
PELHFFMVGE
LTASAVFRGE
LEMASTEFIGN
AESNMNDLVA

Mr (expt)
1298 .5837
1145 .5656
1138.6551
1230.6873

WEVICDEHGT
GTMDSLESGP
REEAENSDCTL
PSPEVSDTVV
TFGDLNHLIS
APLTSRGSQQ
LETEEVDEQM
STESIQEMFER
EYQOYQDATA

Mr (calc)

1298.6143
1145.5829
1138.6862
1230.5703

(C)

DHTGQYVEDS
FGQIFREPDNF
QGFQVCHELG
EPYNATLSVH
ATMSGVTCCL
¥YSALSVPELT
MNTIQNENSSY
VSEQFTAMEFR
GEEEYEEEEE

Delta
-0.0306
-0.0173
-0.0311

0.0170

(C) ,CyDye-Cy5

PLOQLERIDVY
VEFGQSEAGNN
GGTGEGMGTL
QLVENADECM
EFPGOLNSDL
QOMWDARNMM
FVEWIPNNVE
EEAFTLHWYTG
EYET

Miss Secuence
0 R.IDVYFNEASGGK.Y
0 R.FEPGQLNSDLR.K
0 K.LAVNLIPFFR.L
0 R.VSEQFTAMFR.R Oxidaticn (M)

(), 0xidation (C)

(Ions score 62)
(Ions score 44)
(Ions score 45)

(Ions score 63)




gi]4139264 Actin

Protein View

Match to: gi|d4139264 Score: 298
actin [Brassica napus]

Found in search of C:\Documents and Settingsi\schen\Desktop\MengMeng'\500ug Prep gel Plate 2\Bl 1546.wiff

Nominal mass (M,.): 41888; Calculated pI wvalue: 5.29

NCBI BLAST search of gi|41352¢4 agalinst nr

Unformatted segquence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

17%

Carbamidomethyl
Oxidation (M),CyDye—-Cy3
cuts C-term side of KR unless next residus is P

Matched peptides shown in Bold Red

(<)

(C) ,CyDye—Cy5

(C) ;Ooxidation (C)

1 MADGEDIQPL VCDNGTGMVE AGFAGDDAPR AVFPSIVGEP RHTGVMVGMG
51 QEDAYVGDEA QSKRGILTLE YPIEHGIVSN WDDMENIWHH TFYNELEVAP
101 EEHPFVLLTEA PLNPEANEEE MTHIMFETFN WVPAMYVAIQA VLSLYASGRT
151 TGEIVLDSGDE VSHTVPIYEG YALPHAILEL DLAGRDLTDS LMKILTERGY
201 MFTTTAEREI VEDIEEELAY VALDYEQELE TAEKSSSSVEE NYELPDGOVI
251 TIGAERFRCP EVLFQPSLVE MEAPGIHETT YNSIMECDVD IREDLYGNIWV
301 LSGGESTMFPGE IADEMSEEIT ALAPSSMKIE WVAPPEREEYS VWIGGESILAS
351 LSTFQQMWIS EGEYDESGPS IVHRECE
Start End Observed Mr (expt) Mr (calc) Delta Miss Sequence
21 30 488.7436 975.4726 975.4410 0.0316 0 K.AGFAGDDAPR.A (Ions score 59)
21 30 488.7533 975.4920 975.4410 0.0510 0 K.AGFAGDDAPR.A (Ions score 23)
k3 63 E91.7711 1181.5276 1181.5200 0.0076 0 K.DAYVGDEAQSK.R (Ions score 37)
186 193 469.7407 937.4669 937.4426 0.0242 0 R.DLTDSLMK.I Oxidation (M) (Ions score 36)
199 208 E88.7473 1175.4801 117hk.5281 -0.0480 0 R.GYMFTTTAER.E (Ions score 23)
199 208 E96.7648 1191.5151 1191.5230 -0.0079 0 ER.GYMFTTTAER.E Oxidation (M)} (Ions score 65)
241 256 887.9256 1773.8366 1773.8897 -0.05631 0 K.NYELPDGQVITIGAER.F (Ions score
318 328 E82.314F 1162.6145 1162.5903 0.0242 0 K.EITALAPSSMK.I Oxidation (M) (Ions score 28)




0i|14248550 Plastid-lipid associated protein PAP2
Protein View

Match to: gi|l4248550 Score: b4
Plastid-lipid associated protein PAFP2 [Brassica rapal
Found in search of C:\Documents and Settings‘\schen\Desktop\MengMeng\D10 2330.wiff

Nominal mass (M.} : 34689; Calculated pI value: 4.79

MCBI BLAST search of gi 14248550 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica rapa subsp. campestris

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDye-Cy3 (C),CyDye-Cy5 (C),0Oxidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 3%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

MATVHSFNQF
VSRSDFEVEV
DSLYGTDRGL
¥TSFVGLFEL
STHNAEFEIERS
RGLLTSVQDT
GDEESVEVLI

PCETEVQCPS
IDAEDELDPE
SASSETRAEI
LEEGIVEPLVE
PEEVQIEFEE
ATSVARTISS
EEGSPLLNP

NSEPLSEPPS
TEEGEGSATLL
GDLITQLESEK
VDEISQTIDS
GVIGTPQLTD
QPPLEFSLEPG

SLVPMSATTR
MAFEATESVE
NPTPAPTDAT
DNFTVENSVL
SIETIPEYVEF
DEAQSWLLTT

EPSFSPGEFA
ETEVLERSLV
FLLNGEWILA
FASCPLATTEI
LGOEIDLTPT
YLOEDIEISE

Mr (calc)
1224 5986

Observed
613.3112

Start - End
98 - 108

Mr (expt)
1224 . 6079

Delta Miss Sedquence

0.0092 0 R.SLVDSLYGTDE.G (Ions score S54)




MS/MS Fragmentation of SLVDSLYGTDR
Found in gi|14248550, plastid-lipid associated protein PAP2 [Brassica rapa]

# b b b? ¥t Seq. ¥ v y* yE y vt
1 88.0393 44.5233| 70.0287| 35.5180 S 11
2 201.1234 101.0653| 183.1128 920600 L 1138.5739|569.7906 1121.5473 561.2773|1120.5633 560.7853 10
3 300.1918/150.5995| 282.1812/141.5942| V 1025.4898 |513.2485 1008.4633 504.7353/1007.4793 |504.2433 9
4 415.2187|208.1130| 397.2082/199.1077, D | 926.4214 463.7143| 909.3949 455.2011, 908.4108 |454.7091| 8
5 502.2508 251.6290| 484.2402 242.6237 8§ 811.3945 |406.2009| 794.3679 397.6876| 793.3839|397.1956 7
6 6153348 308.1710| 597.3243 2991658 L 724.3624 |362.6849 | T707.3359 354.1716| 706.3519 353.6796| 6
71 778.3981 389.7027| 760.3876 380.6974| Y @ 611.2784 306.1428| 594.2518|297.6295 593.2678 297.1375| 5§
8 835.4196|418.2134| 817.4090/409.2082 G | 448.2150 224.6112| 431.1885|216.0979 430.2045 215.6059| 4
9 936.4673 468.7373| 918.4567 4597320 T @ 391.1936/196.1004 374.1670 187.5872| 373.1830 187.0951 | 3
10 1051.4942 |526.2508 |1033.4837 517.2455 D | 290.1459 145.5766| 273.1193 |137.0633 272.1353 136.5713 2
11 R | 175.1190 8R8.0631| 158.0924| 79.5498 1




gi]14248552 Plastid-lipid associated protein PAP3

Protein View

Match to:

gi|14248552 Score:

128

Pplastid-lipid associated protein PAP3 [Brassica rapal
Found in search of C:\Documents and Settings‘schen\Desktop\MengMenghi500ug Prep gel Plate 2%H12Z 2051 .wiff

Nominal mass

(M.} : 39278; Calculated pI value: 4.

55

NCBI BLAST search of gi|14248552 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica rapa subsp.

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

campestris

9%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

Start
215
294
309

1
51
101
151
201
251
301
351

- End
- 223
- 308
- 317

MATLFTVTTT
IRSSLPSESD
SVPEESVTREF
GFRAGSEVEA
PLLAAGSTPL
RTPSRIEVSF
DVAANTSRAT
AREGSSLLEL

489
813
455

Observed
.T7k8
L4080
. 7883

SRPFPANPSK
SEPEGGYSVT
AESDPPTNED
EVLEIVNQLE
LEVESTISQST
EEGTLEFPPEIL
SGOQPPLKLPF

TFSPSISLEP
DEWGEQPAEP
EWEEREADDG
ATLNPTQAPVE
DTKSLSIDNS
ESSVDLPESV
PGNRGSSWLL

Mr (expt)
977.5371
1624.8014
909.5620

()
(M) , CyDye—-Cy3
cuts C-term side of KR unless next residue is P

(<)

NALSFSLTHH
ESPPDNAPSA
VDETWELEEC
NPELLDGNWWV
TTLSSPFADF
GVFGQEINLS
TTYLDEDLRT

Mr{calc)

977.5029
1624 .8533
9095.5284

r CyDye—-Cy3

REPPEPLEFSEK
VSDEWGEESE
LADTVYGTEL
LLYTAFSELL
SFSATASFEV
FLEQSLNPLQ
SRGDGGLFEVL

Delta
0.0342
-0.0518
0.0337

(C) ;Oxidation (C)

Miss Sequence

0
0
0

K.S8ISQSIDTK. S

K.QSLNPLODVAANTSR.A

R.ATSGQPPLK.L

(Ions score

(Ions

(Ions score




gi]4469009 Putative protein, containing band 7 stomatin domain

Protein View

Match to:

gil|4469009 Score:

75

putative protein [Arabidopsis thalianal
Found in search of C:\Documents and Settings\schen\Desktop\MengMengh500ug Prep gel Plate 2M\1577.wiff

Nominal mass

{Mr]: 56003; Calculated pI wvalue: 5.17

NCBI BLAST search of gi|4465005% against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this seguence from NCBI Entrez:
gi| 7269612 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverade:

4%

Carbamidomethyl
Oxidation

(C)

Matched peptides shown in Bold Red

1
5
101
151
201
251
301
351
401
451
501

Start
248 -
2868 -

- End
258
275

MNHLVRESSV
NSFQLTPPTN
VHSLEEEAIP
VVQLAQTTME
EIRDIMPPHG
ILASEAAKMD
LRVAEQYITA
EDHQETQALD
VFQTNPFNPR
QERKEESIEE
TTPAARTDER

Observed
R38.28EK2
Bed . 8173

GYSATRSVSY
WGIRIVPERE
IPNQTAITED
SELGEITLDE
VRAAMEMQAFE
OVNRAQGEAE
FGNIAKEGTI
ETDLEELEDM
TMGACASKER
TEREGETRED
PLVIL

LEQSAVTSPPD
AFVIERFGEY
NVSIHIDGVL
TFEERDTLHNE
AFEEREEAQDIL
ATLARAQATA
MLLPSGASNE
GEEHISEGSN
ESDIVEGSVS
SSEATEAEPT

Mr (expt)
1074 .5558
1127.6200

10
11

PIFSAMRASTV
ATTLPSGIHF
¥VEIVDPELA
EIVEATNVAR
ESEGEEQSHI
EGLVLLSQSL
ASMIAQAT,TM
NRSGSISFDT
TENAVVESEN
PEAVEAEERT

Mr (calc)
74.5921
27.5934

(M) , CyDye—-Cy3 (C),CyDye-Cy5>
cuts C-term side of KR unless next residue is P

REQFTSAGYPS
LIPFVDRIAY
SYGVESPIYA
EDWGLQCLRY
NIADGEESSWV
EETGGVEAAS
YESLVINGPS
ERPALPIVSE
AATETDATLT
SSETEPPAQE

Delta
-0.0362
0.0265

(C) ,0xidation

(<)

Miss Sequence

0
0

K.55VILASEAAK .M
R.AQGEAEATTLAR . A

(Ions score 43)

(Ions score 32)




gi|585777 GTP-binding nuclear protein RAN1

Protein View

Match to: gi|b585777 Score: 76
GTP-binding nuclear protein Ranl
Found in search of C:\Documents and Settings‘\schen\Desktop\MengMengiwiff files\2e\Al0 2111.wiff

Nominal mass {Mrj: 25512; Calculated pIl wvalue: 6.25

NCBI BLAST search of gi|585777 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Solanum lycopersicum

Links to retrieve other entries containing this seguence from NCBI Entrez:
gi| 453561 from Solanum lycopersicum

gi| 77745509 from Solanum tuberosum

gqi|82623375 from Sclanum tuberosum

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),CyDyve—-Cy3 (C),CyDye—-Cvy5S (C),0xidation (C)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 9%

Matched peptides shown in Bold Red

1
51
101
151
201

MAT.PNQQTVD
HPLDFFTNCG
YENVEPTWHERD
EISAKSNYNF

EEELOQARNC

YPEFELVIVG
EIRFYCWDTA
LCRVCENIPI
EEKPFLYLARK
PLPDDDDEAF

DGGTGKTTEV
GOERFGELED
VLCGNEVDVE
LAGDGNLHEV
E

ERHLTGEFEE
GYYIHGQCAT
NEQVEARQVT
ESPATAPPEV

EYEPTIGVEWV
IMFDVTARLT
FHEEENLQYY
HIDLAAQAT.H

Observed
E08.2510
614.7548

Start - End
16 — 26
146 - 1Kk

Mr (expt)
1014.4874
1227 .4950

Mr (calc)
1014 .5710
1227.6135

Delta Miss Sequence
-0.0836 0 K.LVIVGDGGTGK.T
-0.1185 0 K.NLOQYYEISAK.S

(Ions score 40)
(Ions score 26)




Figure S5

This set of supplemental data contains the information of the
coverage, peptides and MS/MS spectrum (if only one peptide

identified for the protein) of each protein identified to be redox
sensitive to ABA treatment in guard cells by ICAT.



gi|8745521 Ribulose-1,5-bisphosphate carboxylase / oxygenase large subunit

Proteins Detected [=]
N |Unu...| Total | % Cov | Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHER 1D -
1| 4385| 43556 895 gil#14103 | myrosinase, thioglucoside glucohydrolaseBrassi... | Brassica napus r =
2| 2781 | 2781 84.3| gi|8745521 | ribulose-1 5-bisphosphate carboxylaseioegygenas... | Brassica napus 21
3 1178 1179 88.3| gi|11872_.. | ribulose bisphosphate carboxylase [Brassica rapa] | Brassicarapa 11
41 10.55| 1055 58.0| gi|558479 | tonoplastATPase 70 kDa subunit 5
5| 1027| 1027 546 gi|16226... | putativetriosephosphate isomerase[frabidopsis... | Arabidopsis thaliana 7
g 1021 1021 84.2| gi|15229... | glyceraldehyde-3-phosphate defydrogenase Cs... | Arabidopsis thaliana 8 -

Protein Group 2 - ribulose-1,5-bisphosphate carboxylase/oxygenase [Brassica napus]

Proteins in Group Peptides in Group

Accessio... Name Species Sequence £ Modifications Cleavages Prec MW

gi|8745521 | ribulose-1,5-bisphos... | Brassica napus d CYHIEPVPGEETQFIRY ICAT-C{CHEN cleaved Y. 222225
Glu-=Lys@11
Deamidated(Q}E13

gi|30958... | ribulose-1,5-bisphos... | Brassica rapa ] ELGVPIVMHDYLTGGFTAN. | Oxidation(My@s
gi[167T157 | ribulosebisphosphat... ICAT-C(CHD28

gil1346967 | Ribulose bisphosph... | BRAOL - GHYLNATAGTCEEMME gﬁ;;ﬁ&%}%%xi
gl 15732 ... | ribwose-1,5-bisphosp... | Brassicaolersc... Oxidation{My@1s
L3GGDHVHAGTVVGKLEGDR missed K-L_.. 200329 ..
PLLGCTIKFKE IGAT-C:13C( 9N CHDE cleaved R-P... 1304.95...
TFQGPPHGIOVER 1464.83...
TEKTFOGEPFHGIOVER Thr-=Val@1 cleaved ¥-T... 1692.06...
VALERCVOLRE ICAT-C{C}HDE 1286.83...
VAYPLDLFEEGSVTHMFT 5. | Oxidation(My@& cleaved Y-\... 3006.87...

YGRPLLGCT IKFE Gly-=Pro@2 171217
ICAT-C(C)@8

W5 PE LAMACEVWE ICAT-C(C)@9 1732.04...
Oxidation(W)@12

gi|30958... | ribulose-1,5-bisphos... | Brassica juncea

AR FE R

Protein Sequence Coverage - ribulose-1,5-bisphosphate carboxylase/oxygenase [Brassica napus]

MSPQTETEASVG GVEEYE [TEQFGVPPEERGAAVALESSTGIWITVWIDGLT SLDRYECECYHIEPFVPGEETQF IAYVAYPLD LFEEGSVTHMEF TS IVGNVEGFK
ALAALRLEDLEIFFAY TKTFQGPPHGIQVERDELNEYGRPLLGCT IKPELGLSARIY GRAVYECLRGGLDEFTE SQAETGEIFGHY LNATAGTCEEMMKEAIF
ARELGVPIVMHDY LTGGFTANT S LAHYCRDNGLLLE IHRAMHAV I DRQFEINHGMEFRVLARALR LSGGDHVHEAGTVVGELEGDRE ST LGEVDLLEDDYVEXDRESRGIFFIQDWVSLEGVLEVASGGIHV
WHMPALTEIFGDDSVLQFGGGTLGHPWGHAPGAVANRVALEACVOARNEGRDLAVEGNE L IREACFWSPELAAACEVWEE ITFNFFT IDELDGQD




gi]119980 Ferredoxin

Proteins Detected [=]
N |Unu...| Total | % Cov | Accessio... Name Species Peptides(35%) | Biological Processes | Molecular Functions| PANT
62| 2.03| 2.03 83.3| gi|119980 | Ferredoxin BRAMA 1
63| 202 202 39.3| gi[1523¥ ... | putative protein [Arabidopsis thaliana) Arabidopsis thaliana 1
64| 202 202 51.1] gi[15235... | leucyl aminopeptidase-like protein [Arabidopsis... | Arabidopsis thaliana 2 [
85| 202 2.02 44.8| gi[15222... | 8-phosphogluconate dehydrogenase, pulaiive[s. .. | Arabidopsis thaliana 1
66| 202 202 33.8| gi[15223... | unknown protein [Arabidopsis thalians] Arabidopsis thaliana 1 i

< | Tl 3

Protein Group 62 - Ferredoxin

Proteins in Group Peptides in Group
Total | Accessio... Name Sequence p Maodifications 7| Cleavages Spectrum

2.03| gil119980 | Ferredoxin . FITPEGECEVECDDDVYVL.. | ICAT-C(C)@12 44418424
ICAT-C{C)@33

VVSGFVDOSDESFLDDDOL.. | Phe->Ser@5s 3.1.1.1681.2
ICAT-C{C)@27

FITPEGEQEVECDDINVYWL.. | ICAT-C(C)@12 3.1.1.1801.3
FITPEGEQEVECDDIWVYVL.. | ICAT-C:43C(9)(C)@12 2.1.1.1686.4

FITPEGEQEVECDDDVYVL.. | Deamidated(Q)@8 3.1.1.1700.4
ICAT-C(C)@12
ICAT-C(C)@33

FITPEGEQEVECDDDVYVL. | Deamidated|{Q)@8s 4 11.1.1.2011.2
ICAT-C(C)@12
ICAT-C(C)@33
FITPEGEQEVECDDDVYVL. | Deamidated|{Q)@8s 2.1.1.1609.3
ICAT-C:13C(9)(C)@12
ICAT-C:13C(9)(C)@33
FITPEGEQEVECDDDVYVL. | Deamidated|Q)@8s 12.1.1.1977.2 ~
L} | 3

Protein Sequence Coverage - Ferredoxin

AT YEVEFITPEGEQEVECDDDVYVLDAAREAGIDLEFYSCRAGSCSSCRGE




gi]15240013 33 kDa polypeptide of oxygen-evolving complex in photosystem I

Proteins Detected

Total Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions|
§.04 3| gi|18228... | glyceraldehyde-3-phosphate dehydrogenase C... | Arabidopsis thaliana 6
T.31 B gi|18232... | reversibly glycosylated polypeptide-1 [arabidops... | Arabidopsis thaliana
6.90 5| gi[15227... | tubulin beta-7 chain [Arabidopsis thaliana] Arabidopsis thaliana
6.62 4| gi[15240... | 33kDa polypeptideof oxygen-evolving complec.. | Arabidopsis thaliana
825 A | gil15242... | putative protein [Arabidopsis thalianal Arabidopsis thaliana

Proteins in Group Peptides in Group
Total Accession # Name o ¥ 3 Sequence Modifications 4| Cleavages Spectrum ~
6.62 | gil15240013 33 kDa polypepti d FCFEPTSFTVE ICAT-C{CHE2 I BB... 8.1.1.1354.4 [
6.61| g]45359169 photosystam I p / GIGIANQCPTIDGGSETFS.. | ICAT-C(C)@8 I A4 11.1.1.1625.2
6.57| gl45181461 photosystem Il p ! KFCFEPTSFTVE ICAT-C:13C(3)CH@3 | missed KF... : 78... 9.1.1.1449.2
6.56| g]5052366 33 kDa oxygen ev L KEFCFEPTSF ICAT-C:13C(9NCH@3 cleaved F-T.._ I B8 8.1.1.13452
ERVEFLFTVE Glu-=Ala@ cleaved G-E.. I B5... 7.1.1.1578.3

ADSVSENAPPEFONTE Ser->Oxoalanine( S)@3 | missed K-N... - 12.1.1.1531.3
Oxidation(P)@10
ENVENTRASVGEITLEVTE | Dioxidation(K@4 missed KN . 10.1.1.1403.3
Deamidated(N @5
Oxidation(Ky@é
SLOSTATFLOSAKIATAPS.. | Deamidated(R)@20 A4 12.1.1.1614.2
Phospho( 3)@22
IAGFALATSALVVSGASLE Formyl@N-term i L 03... 21114244 7
L} | 3

Protein Sequence Coverage - 33 kDa polypeptide of oxygen-evolving complex (OEC) in photosystem Il (emb|CAAT5629.1) [Arabidopsis thaliana]

'_-'_:_.!’-s.SLQS'IIxT FLQSI;KIATBPSRGSSPLRSTQA‘ TGESFG ) FDFTGECSDAVEIAGFALAT SALVVSGASAEGAPERLTYDEIQSETYMEVEGTGTANQCPTIDGGSETFSFEP
FEVASDGSVHNFEEEDGIDYRAVIVOLEFGEERVPFLFIVEQLDASGHE PDSFIGKFLVPSYRGSSFLDPEGRGGSTGYDNA
VALPAGGRGDEEELVEENVENTAASVGEITLEVIESKPETGEVIGVFESLQPSDT DLGARVPEDVELQGVWYGQLE




gi|17852 Ribulose bisphosphate carboxylase /oxygenase small subunit

Proteins Detected

N (Unu...| Total Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions|
396 396 gi|16226... | putativetriosephosphate isomerase[frabidopsi_.. | Arabidopsis thaliana 5

4.55 4.55 gi|17a52 ribulose bisphosphate carboxylase/oxygenase s... | Brassica napus 15
.04 .04 gi|15228_.. | glyceraldehyde-3-phosphate dehydrogenase C... | Arabidopsis thaliana
7.3 7.3 gi|15232_.. | reversibly glycosylated polypeptide-1 [frabidops ... | Arabidopsis thaliana
6.90 6.90 gi|15227... | tubulin beta-7 chain [Arabidopsis thalianal Arabidopsis thaliana

Protein Group 6 - ribulose bisphosphate carboxylase loxygenase small subunit [Brassica napus]

Proteins in Group Peptides in Group
Total Accession # Name 7 Sequence Modifications 4| Cleavages Spectrum
8.55 | gi|17852 ribulose bisphos i LPLFGCTDSROVLE ICAT-C3C()HCHDE 8.1.1.1351.2
855 gi|132091 Ribulose bispho | NEWI PCVEFELEHGFVYR Lys-=Asn@2 missed KW 9.1.1.1534.3
8.55( g 79013930 chioroplast ribu No ICAT(C)@6
- - QVQCISFIAYKPPSFIGA GIn-=pyro-Glu@h-tem 8.1.1.1408.4
8.55( gl266831 Ribulose bisphos) ICAT-C:13C(9)(C)@4
8.33| g 17850 ribuiose bisphospi i WIPCVEFELEHGFVYR ICAT-C3CHCHD4 5.1.1.1526.2
8.55( g 119720808 ribuiose bisphosp CISFIAYKPPSFTGL ICAT-C:13C{BNC @1 cleaved Q- I 7.1.1.1580.2
8.54| gl17855 rubisco S50 pracu . CTDSRQVLE ICAT-CICH@1 cleaved G-... 8.1.1.1228.2

8.54| gl406727 ribuiose-1,5-bisph VSCMEVHPEVGKE ICAT-C:13C{9NCHD3 missed KA. 3.1.1.16506.3
Oxidation(My@4
Oxidation(K@e
Lys-=Asni@12

OVOCISFIAYKPPSFIG Gln-=pyro-Glu@h-term | cleaved G-A.. g8.1.1.1408 .4
ICAT-C:13C( 9N CHDe
Gly-=GIn@17

FLFGCTDSAOVLE Gly-=Cys@4 cleaved L-P... 8.1.1.1434.4
ICAT-C- 1300 G imad

I | 3

LEGCTDSAQVLKEV O ECETEYFIAFIRIIGFDNNREOVOCISFIAYKPPSFTGA




gi]15219234 ATPase 70 kDa subunit, putative

Proteins Detected

N (Unu...| Total
10| 662 .62
11 25| 625
12 6.02 6.02
13| &.02 6.02
14 801 801

Accessio... Name
qi|15240..
gi|16242
qi[156224...
Qi[15225...
gi[15219...

Species Peptides(35%) | Biological Processes | Molecular Functions)
Arabidopsis thaliana 7

33kDa polypeptide of oxygen-evolving complec ..

putative protein [Arabidopsis thaliana] Arabidopsis thaliana

cytoplasmic aconitate hydratase[Arabidopsis th... | Arabidopsis thaliana

succinyl-Co ligase betasubunit [Arabidopsis th...
ATPase 70 kDasubunit, putative [Arabidopsis th...

Arabidopsis thaliana

Arabidopsis thaliana

Protein Group 14 - ATPase 70 kDa subunit, putative [Arabidopsis thaliana]

Proteing in Group

Peptides in Group

Total Accession #

Name

Sequence £

Modifications

P

Cleavages

Prec MW

Spectrum

6.01| gil15219234

ATPase 70 kDa s

EDYLAONAFTPYDKFCPFYE

ICAT-C(C)@16

missed K-F...

2686.20...

10.1.1.1471.3 | 2

1| gi558479

tonoplast ATPase

YSNSDRAVVYVGCGER

ICAT-C:13C(9)(C)@12

1853.85...

2.1.1.14203

6.
3

01| gl2493122

Vacwolar ATE syn|

VLDALFPSVLGGTCAI PGR .

ICAT-C(C)@14
ICAT-C(C}@22

2746.31...

8.1.1.1414.3

VLDRLFPSVLGGICAL PGRF

ICAT-C(C)@14

cleaved FG_..

2174.07...

7.1.1.1671.2

LEGDSATIQVYEETAGLTV..

Tyr-=Gly@11
Oxidation(PH@22

258912,

2.1.1.15103

NIIHFYNLANQRVER

Deamidated(Np@1
le-=\al@3
Oxidation(My@10

1803.74...

2.1.1.1389.4

DALFPSVLGGTCAI PGAFG..

Leu-=His@s
ICAT-C:13C(SNCh@12
ICAT-C:13C(9NCH@20

cleaved L-D...

8.1.1.1443.3

DGIQRPLK

Oxidation(Dy@1

cleaved F-D...

6.1.1.1770.4

DMGYNVSMMADSTSEWRER

Oxidation(Myu@E2
Deamidated(MNy@5
Nethinmethol (A WRS

missed R-AW....

12.1.1.1680.3

LI

Protein Sequence Coverage - ATPase 70 kDa subunit, putative [Arabidopsis thaliana]

MPAFYGGELITFEDDEFE SEYGYVREVSGPVVVADGMAGRAMYELVRV
ALDEDCLWEFQPNEEVEGDTITGGDLY
GEIVISQALSEYSHNSDAVVYVGCGERSG
LASFYERAGEVECLGGPERNGSVI IV

ETEKLLREDYLAQNAFTPYDRI‘CPFYKQ VIME

I—’DNLI._-rEIIRLE._-rDS.T-xTIQ‘:":(’EETB.:LT‘;NDP‘ILR’IPKPLSVEL._-rP._-rIL._-rNIFD.:IHRPLKTIERIS.:DVYIPR GVSVE
"THLOQSW E"._.: E E".'—.é::._-__-_:: P ll: G QSFLDALFPSVLGGTCAIPGAFGC




gi|15229231 Glyceraldehyde-3-phosphate dehydrogenase C subunit (GapC)

Proteins Detected

N |Unu...| Total

45 945
896 8856
.55 855
504 B804
7.3 7.3

Accessio... Name
Qi|B6068E. ..
gi[16226...
Qi[17852

gi|15229__.
gi[15232...

Species Peptides(95%) | Biological Processes | Molecular Functions|
Brassica napus ]

oxalicacid oxidase [Brassica napus]

putativetricsephosphate isomerase[frabidopsi_.. | Arabidopsis thaliana 5

ribulose bisphosphate carboxylase/oxygenase s...
glyceraldehyde-3-phosphate dehydrogenase C. .
reversibly glycosylated polypeptide-1 [4rabidops...

Brassica napus 15

Arabidopsis thaliana [+

Arabidopsis thaliana ]

Protein Group T - glyceraldehyde-3-phosphate dehydrogenase C subunit (GapC) [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Modifications | Cleavages
DAFPMFVVGVHNEHEYE Dethiomethyl(My@z<
GGRARSFNIIPSSTGARK Arg->GlUSA(R @I

SDLDIVSNASCTTNCLAEL. | ICAT-C{C)@11
ICAT-CIC)}@15

Prec MW
1685.79...
1660.79...
2EEDAT..

Total Accession # Name
8.04 | gi|15229231 glyceraldehyd
85.04| gl15222848 glyceraldshyds-3-

Sequence Spectrum *
21114133 |E]
891114333

12.1.1.1641.2

missed R-A ..

cleaved FG...
missed R-l@2
missed R-4...

1349.70...
1069.56...
2069.87...

7.1.1.1588.2
7.1.1.1622.4
11.1.1.1445.4

TLLFGEEFVIVFE
IRIGINGFGR Arg-=Asni@2
GGRARSFNIIPSSTGARKA . | Deamidated(N)@8

KVVISAPSK

Trimethyl (K1
Val-=Arg@?2

missed KA.

1026.59...

8.1.1.1262.4

ADEKIR

Deamidated(R @&

cleaved M-

T30.3381

51.12076.4

CLAFLAK

ICAT-C:13C{9)(C)@1

cleaved N-C...

950.5209

8.1.1.1272.2

1.1.1.1842.3
2.1.1.1844.2
5.1.1.1940.3

BASFNIIPSSTGRARK I 1433.71...
BASFNITPSSTGRAK 1433.68...
BASFNIIPSSTGRARK 1433.80...

| 3

FEVVISAP




gi|15232776 Putative transitional endoplasmic reticulum ATPase

Proteins Detected

N |Unu...| Total Accessio... MName Species Peptides(95%) | Biological Processes | Molecular Functions

17 445 445 1| gi|16240... | succinate dehydrogenase flavoprotsin alpha sub.. | Arabidopsis thaliana 5
18| 445 445 0] gi|15232... | putativetransitional endoplasmicreficulum ATP... | Arabidopsis thaliana
19 429 429 8| gi|18233... | cytosolictriosephosphatisomerase [frabidopsis... | Arabidopsis thaliana
20 416 418 1] gil18234... | P-Protein - like protein [Arabidopsis thalianag] Arabidopsisthaliana
2 415 8.75 1| gi14722 . | unnamed protein product [Brassica napus) Brassica napus

ol

Protein Group 18 - putative transitional endoplasmic reticulum ATPase [Arabidopsis thaliana]

Proteins in Group Peptides in Group

Total Accession # b 7 Sequence Modifications i Cleavages Spectrum  +
4,45 | gi[15232776 i i d GVLFYGFPPGCGHE ICAT-C:13C (9 CHa10 . 69 8.1.1.1321.3 |E|

gl 15242723 putative protein [ i QSAPCVLFFOELDSIATOR Gln-=pyro-Glu@h-tem I 6| 3 10.1.1.1661.2

gl 15231775 CDC48 - like prot ICAT-C:A3CANCIDS

ARQSAPCVLFFDELDSIAT.. | Deamidated(RM@2 i I 6. 10.1.1.1661.2
Deamidated(Q}@3
Pro-=Ser@6

Mo ICAT(CHET

FFDE LD STATORGGGSGGD... cleaved L-F... 2.1.1.1590.4

DE LD SIATORGGGSGGDGG... | Ser->Gly@14 cleaved F-... .94... 11.1.1.1456.3
Dehydrated(D)@23
DQLIYIFLPLDEDSE Deamidated(Q @2 cleaved L-D.._ L B0 21113874
Oxidation(Py@Fy

Dehydrated(Eng11

IIGATNR cleaved F-l... X £ 1 7.1.1.1690.2

AALRESPIARDVDIGALAK | Oxidation(D)@13 missed R-K...| -0. 3.1.1.1514.3
Oxidation[K)@19

AALRESPTAEDVDIGALAK | Oxidation(P)@7 missed R-K... 5 21114274 7
[T | b

FIFEMNEVVRSHLEVELGDVI SVHQCPINEYGEEVHILEFVDDTIVE
GDL VEFEV YWV 3 :['DDVGG‘."RKHHT-LHIRELVELPLR FOLFESIGVEFFEGILLYGPPGESGETL
IF-;RA‘.- ANETGAFFFCINGPEIMSELR _-_:_;-_._:»KEF'EEAEKNAPSI IFIDEIDSIAPKREEKTNGEVERRIV SHLLTLI{D.:LKS RAHVIVMGATHNRPHNSIDPALRRFGRFDREIDIGY !
RIHTEMNMELAEDVDLERISEDTHGYVGADLAAT.CTEAAT.Q DV SIDA NSMAVTHNEE HNESALRETVVEVPNVSWNDIGGLENVERELQETVOYPVEHPERFERFGMS
PSEGVLFYGPPGCGKT LLAFKATANECOANF I SVEGPELLTMWEFGESEANVREE IFDEARQSAPCVLFFDE LDSIATQRGGGSGGDGGGFJ—LDR‘ILNHL_ TEMDGMHNAFEIVFIIGATNRPDIIDSALLRF
GELDQLIYIFPLFDEDSELNIFFAALRESPIARDV DIaFnLIsKI’TQGFS GADITEICQRAC E EN . VS YARRSVSDADIRFYQAFAQTLOQ
SEGFGSEFRFENSAGSGATTGVADPEFATSARALGDDDDLY




gi|15233272 Cytosolic triosephosphatisomerase

Proteins Detected

Unu...| Total Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHERID
978 978 4| gi|8T45523 | ATPsynthase beta subunit [Brassica napus] Brassicanapus

8.91 8.91 gi|889228 | malate dehydrogenase [Brassica napus] Brassica napus

8.16 g.16 gi|15238... | tubulin beta-5 chain(sp|P29514) [Arabidopsis tha... | Arabidopsis thaliana
772 772 2| gi|18233... | cytosolictriosephosphatisomerase frabidopsist... | Arabidopsis thaliana
745 748 gi|16222... | tubulin alpha-2/alpha-4 chain, putative [Arabidops... | Arabidopsis thaliana
6.70 6.70 gi|18234... | peplidylprolyl isomerase ROC1 [Arabidopsis thali... | Arabidopsis thaliana

Protein Group 11 - cytosolic triosephosphatisomerase [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Accessio... Name Species Sequence £ Modifications

gi|15233... | cytosolictriosephos... | Arabidopsisth... ITIYGGSVNGEHNCE Deamidated(N)@s
ICAT-C:13C(9)(C)@m12

VAYALAQGLEVIACVGETL... | Lys->Ser@10
ICAT-C[C)@14
Glu->Lys@21

VIACWVGETLEER ICAT-C(C)@m4
Glu->GIn@11

GEVASPAQADEVHDELEE Trimethyl{ K)@2

VAYALAQOGLE Tyr->Trp@3
Deamidated|[Q)@7

AENWSADVAATTR Deamidated|{N)@3

ITYGGSVNGGNCEE L Deamidated|N)@a
Cys->Pro@i2

ELGGQADVDGF LVGGASLEP | Deamidated(Q)@5
ELGGOADVDGE LVGGASLE.

ELGGOADVDGF LVGGASLE . | Deamidated(Q)@5
Phe->Met@11

ITYGGSVNGGHCE Deamidated{MN)@11
ICAT-CIChym12

ESDFFVLALONCHVEEGGAFTGEVSLAEM
BoDEEVARIDNLWYERSEAR I GEVORRFILVI




Proteins Detected

gi|15237260 Succinyl-CoA synthetase, alpha subunit

N [Unu...

Total

Accessio...

Species

Peptides(95%)

Biological Processes | Molecular Functions)

5G| 2.08

2.08

qil15227...

putative non-LTR retroelementreverse transcrip...

Arabidopsisthaliana 1

57| 2.07

207

Qi[15237...

succinyl-CoAsynthetase, alphasubunit [Arabido...

Arabidopsis thaliana

8| 2.07

207

Qil15242...

MADH dehydrogenase [Arabidopsis thaliana)

Arabidopsis thaliana

59| 2.08

2.08

gil15222...

vacuolar ATP synthasesubunit C, putative [Arab...

Arabidopsis thaliana

60| 2.03

203

0i|31043..

glutamate-cysteineligase [Brassica junces]

Brassicajuncea

ll

Protein Group 57 - succinyl-CoA synthetase, alpha subunit [Arabidopsis thaliana]

Proteins in Group

Peptides in Group

Total

Accession #

Name

Sequence

Modifications £

Cleavages

Prec MW

Spectrum  #

2.07

gil15237260

succinyl-CoA sy

2.00

gil 15241592

succiny-CoA-ligs

LIGENCPGIIKPGECK

ICAT-C:13C(9)(C)@5
ICAT-C:13C(9)(C)@15

211010

9.1.1.1409.2

LLGSLERHSGGGCSGS5K

Gly-=Ala@9
ICAT-C(C)@12

1842.80...

11.1.1.1468.4

ENGTDEFPVVAF IAGLTAFE..

2108.87...

10.1.1.1359.3

ENGTDEPWWAF IAGLTAPP..

Glu-=pyro-Glu@N-term| missed R-R...

2246.97...

12.1.1.1480.2

GHRAGAIVSGGEE

cleaved M-...

952.4479

T.1.1.1685.2

HSGGGCSGS 5K

ICAT-C(C)@6

1189.58...

6.1.1.4717.4

HSGGGCSGS 5K

No ICAT(C)@6
Oxidation(K)@11

978.6251

7.1.1.1607.3

HSGGGCSGS SEVCSLTSLV...

ICAT-C(C)@6
ICAT-C[{C)@13
Deamidated(R)@22
Oxidation(F)@24

2341.36...

74.1.1834.2

IGEIGGTREEDARATT

Oxidation(D)@11

cleaved L.

9.1.1.1596.4

IGEIGGTREEDARALI

Oxidation(D)@11

cleaved L-...

10.1.1.17462 -

(L

| 3

NSQSKETIR LIGE‘NCPGIIKPGECRI.:IHP.::[’IPKP aKI..—rI‘s SREGTLIYEAVEQT

GIAEEDARALIFENGTDEPVVAF IAGLTAPPGRRMGHAGAIVSGGHGTAQDE IR SLERDAGVE VVESFAFIGRAAMMFELFQERGLLE




gi|899226 Malate dehydrogenase, mitochondrial precursor

Proteins Detected

N |Unu...| Total Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions
4538 | 4588 gi|8213 ... | myrosinase[Brassica rapawvar. parachinensis] Brassica rapavar. parachinensis 68

27.80| 27.80 gi|8745521 | ribulose-1,5-bisphosphate carboxylasefoxygena... | Brassica napus M
1032 10.32 gi|888226 | malate dehydrogenase [Brassica napus] Brassica napus 7

9.45 9.45 gi|80835... | oxalicacid oxidase [Brassica napus] Brassica napus

8.96 8.96 gi|15226... | putativetriosephosphate isomerase[frabidopsi... | Arabidopsis thaliana

Protein Group 3 - malate dehydrogenase [Brassica napus]

Proteins in Group Peptides in Group

Total Accession # Name Sequence i Modifications | Cleavages Spectrum
10.32 | gi|899226 malate dehydrog AGEGSATLSMAYAGALFAD . | Ala->Gly@1 missed K-.. 9.1.1.1483.3
10.32 | gi|2497857 Malate dehydro Oxidation(K)@3

e L yeros Phospho{S)@5
Oxidation{M)@10
ICAT-C:13C(9)(C)@21

GLEGVPDVWVECSYWOSTIT.. | ICAT-C:A3C(8)(Cl@11 | 3 9.1.1.1580.3
VAILGAAGGIGOPLALIME | Oxidation(M)@18 | 3 74.1.1602.4

YCPHALVNMISNPVNSTVP.. | ICAT-C{C)@2 9.1.1.1517.2
Oxidation(M)@9

YCPHALVNMISNPVNSTVP. | ICAT-C:13C(9)(C)@2 9.1.1.1493.3
Oxidation(M)@9

SALVRSSASARDSLLR Lys-=Allysine(K)@11 2.4.1.1574.2
Deamidated(R)@16

AEYCPHALVHNMISNPVNST.. | Formylk@N-term 9.1.1.1519.4
Mo ICAT(C)@4
Oxidation{M)@11

Arg->Thr@é 81.1.1309.2 .
i | r

Protein Sequence Coverage - malate dehydrogenase [Brassica napus]

MFRSALVRESSASARQSLLERSFS3GSVPEREVAIL LGAAGGIG)PLALLMELNFLYVSSLSLYDIANT PGVARADVGHINTRSQVVGEYMGDDNLARKALEGADLVIIPAGVPRFKPGHMTRDDLFNINAGIVEN
LWSAIAKYCPHALVHNMI SHEVHNSTVPIAARTFEFAGHYDE GHAGVIILPLEFSQATPORILSGDALTVITFERTQDGGTEVEEAFACKGSATLEM

Lroalopall.oslR L1y

AYAGALFADACLEGLNGVPDVVECSYVOSTITELPFFASKEY FNGVEEVLDLGPLSDFEKEGLEALRPGIKSTIEKGVEFANQ




gi|15240075 Succinate dehydrogenase flavoprotein alpha subunit

Proteins Detected

N |[Unu...| Total Accessio...

Species

Peptides(95%) | Biclogical Processes

Maolecular Functions,

16| &7&| &B7B gi[15225...

hypothetical protein [Arabidopsis thaliana]

Arabidopsis thaliana

4

18| 543 548 Qi[15235...

B-methyltetrahydropteroyltriglutamate—homocyst. ..

Arabidopsis thaliana

17| 448 448 Qi[15240...

succinate dehydrogenase flavoprotein alpha sub. .

Arabidopsis thaliana

18| 4.48| 448 Qi[15232...

putativetransitional endoplasmicreticulum ATP...

Arabidopsis thaliana

19| 428 428 gi[15233...

cytosolictriosephosphatis omerase [Arabidopsis. ..

Arabidopsis thaliana

Protein Group 17 - succinate dehydrogenase flavoprotein alpha subunit (emb|CAAD5025.1) [Arabidopsis thaliana]

Proteins in Group

Peptides in Group

Total Accession # Name

Sequence

Modifications 4

Cleavages

Spectrum

4.49 | gi|15240075 succinate dehyd

AAIGLSEHGFNTACITE

ICAT-C:13C(9)(C)@14

21114274

TOET LEEGCOLIDK

ICAT-C(C)@9

12.1.1.1529.3

PLOD LEFVOFHPTGIYGAG...

NeuAc(T)@13
ICAT-C{C)@20

10.1.1.1567.4

AGLPLODLEFVOFHPTGIY..

Gly-*Pro@2
ICAT-C:13C(9)(C)@23

31.1.1675.2

GDDPDAVIPGLMAAGEAAC..

lle->Thr@s
Oxidation[M)@12
ICAT-C({C)@19

11.1.1.1597.2

OFPLEEDAGEETIAWL

Deamidated(@)@1
Oxidation(P)@3

11.1.1.1468.4

FRSS0OTILATGGYGR

Ala->Val@9

8.1.1.1324.3

AAIGLSEHGFNTACITE

Glu->Asp@7
Methyl{T)@12
ICAT-C:13C(9)(C)@m14

3.1.1.1514.5

AAIGLSEHGFNTACITE

ICAT-C:13C(9)(C)@14

9.1.1.14256.3

n

| 3

~

Protein Sequence Coverage - succinate dehydrogenase flavoprotein alpha subunit (emb|CAA03025.1) [Arabidopsis thaliana]

f:'_:E FVLPTVHYNL

SAHTCTGDGNAMV. BRT-&.:LPLH DLEFVQFHPTGI :L’._-rEGCLITE ._-rSR._-rE

=

VEYFALDLIMASDGES LA

GILENSEGERFMERYAPTARKDLASRINVSRSMIMEIREGRG
IGEVVT IEGDDFDAV. IPaLIMaEBBUES‘:PaT-&NRLaENS LLDI“."‘.' FaRE._.BNR‘:BEISKPaEK-_‘KP LEFKDAGEETIAWL DRLRNSN.JSLPTSTIRLNHH RIMQIIN

VGPHEDHIYLHLNH

=

LHRFRSSQTILATE

LPPEVLEERLPGISETAATFAGVDV

'-T\TR"‘.-'SRGFRAPASK:.B.S: FDGH SaSRFSRFFSTaSTD’IRSS YIIV] DI-"I :['DIL‘ IWEAGGAGL RAAIGLSEEGFNTAEITRLFPTRSPT‘: AAOGEINAALGNMSE DDWEWHMY DT VEGSDWLGDQDAIQ

GYGRAYFSAT




gi|15232865 Reversibly glycosylated polypeptide-1

Proteins Detected

Unu...| Total Accessio... Name Species Peptides(95%) | Biclogical Processes | Molecular Functions
.55 8.55 gi|17852 ribulose bisphosphate carboxylaseioxygenase s... | Brassica napus 15
3.04 g.04 gi|18225... | glyceraldehyde-3-phosphate dehydrogenase C... | Arabidopsis thaliana
T3 | 6| gi|15232_.. | reversibly glycosylated polypeptlide-1 Prabidops... | Arabidopsis thaliana
6.90 §.90 gi|18227... | tubulin beta-7 chain [Arabidopsis thaliana] Arabidopsis thaliana
562 662 gi|15240... | 33kDa polypeptideof oxygen-evoling comples... | Arabidopsis thaliana

Protein Group 8 - reversibly glycosylated polypeptide-1 [Arabidopsis thaliana]

Proteins in Group Peptides in Group

Total Accession # MName Modifications £ Cleavages Spectrum

7.31/ gil15232865 reversibly glyco Oxidation[M)@6 8.1.1.1346.2
ICAT-C:13C(9){C)@T
Oxidation(N)@10

NLLCPSTPFFENTLYDPYR | Deamidated(N)@1 8.1.1.1428.3
ICAT-C(C)dD4
Phe->Leuf@9

VICDHLGLGVE ICAT-C({C)@m3 1379.72... 8.1.1.12956.3
YIFTIDDDCFVAK ICAT-C:A3C(9)(C)@d 1784.80... 9.1.1.1496.3
ASCISFE ICAT-C:13C(9)(C)@m3 990.5035 8.1.1.1274.4
EELSPIDFYFDE - 1450.72... 34118922

EPANTVGIPVNHL Glu->pyro-Glu@N-term 1358.62... 9.1.1.1363.2
Deamidated(N)@4
Oxidation[P)@%

EPANTVGIPVNHIF 51.1.1981.4
EPANTVGIPVNHIP | 2 6.1.1.1911.4

EPANTVGIPVNHIF ve nee |]’.1 118083 7
P

GLMGDGRPIGRYDDNM

I IEAWDELNFFTEA




gi|60686421 Oxalic acid oxidase

Proteins Detected

N |Unu...| Total Accessio... Name Species Peptides(95%) | Biclogical Processes | Molecular Functions
45.88| 45.88 gilg21:¥... | myrosinase[Brassicarapavar. parachinensis] Brassicarapavar. parachinensis &8
27.80( 27.80 gi|8745521 | ribulose-1,5-bisphosphate carboxylasefoxygena... | Brassica napus 5|
1032 1032 gi|888226 | malate dehydrogenase[Brassica napus] Brassicanapus

5.45 945 2| gi|g0885... | oxalicacid oxidase [Brassica napus] Brassica napus

8.96 8.96 gi|16226... | putativetriosephosphate isomerase[frabidopsi... | Arabidopsis thaliana

(LI

Protein Group 4 - oxalic acid oxidase [Brassica napus]

Proteins in Group Peptides in Group

Sequence Modifications | Cleavages Prec MW
RETPAGYPCIRPIHVE ICAT-C13C8NCI@S 1987.02...
PCIRPIHVE ICAT-C:13C(8) Cr@2 cleaved Y-P... 1287.75...
BARETPAGYPCIRPIHVE ICAT-CA3C(2HCHRID | missed R-A... 2143.09...
SVQDFCVANLER ICAT-C13C(3)(C)@6 | cleaved AS . 161484
SVOQDFCVANLE ICAT-C:13C(9)(CHDE cleaved A-5... 1458.69...

GYPCIRPIHVK Oxidation(P)@3 cleaved AG.. 1297.75...
No ICAT(C)@4

RETPAGYPCIRPIHVE ICAT-C(C)@s . 1977.88...
RETPAGYPCIRPIHVE ICAT-C{C)@S 1578.00...
RETPAGYPCIRPIHVE ICAT-C(C}@S 1978.02...
RETPAGYPCIRPIHVE ICAT-C13C{SHCH@o , 1987.03...

BRETPAGYPCIRPIHVE ICAT-C3C{9)C@ 1887.00..
[

%]
=}
=
=
|

Accession # Name
gi|60636421 oxalic acid oxidase [...
gnai4911 germin-like protein

gl 1169941 Germin-like protein ...

gl 15218535 germin-iike protein [Ar. ..

B B8 B8

==
==

B8 H 8 8

Protein Sequence Coverage - oxalic acid oxidase [Brassica napus]

MLEIIFLLELLFALSHASVODFCVANLFRARTPAGY PCIRPIHVERASDFVESLGTPGNITNILIS HTH SEVLEVLDGSITAGFISSANSVYV




gi|15233723 Threonine synthase

Proteins Detected

N |Unu...| Total Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions)
43| 238 238 1] gi[15233... | threonine synthase [Arabidopsis thaliana) Arabidopsis thaliana 2

44| 2295 229 gi|18265... | chlorophyll a/bbinding protein [Brassica oleraces] | Brassica oleracea 3
45| 228 2.28 gi|15227... | phosphoenolpyruvate carboxylase [Arabidopsist... | Arabidopsis thaliana 1
1
1

45| 22T 227 gi|18222... | elongation factor, putative [Arabidopsis thaliana Arabidopsis thaliana
47| 225 225 gi|18223... | phosphoglycerate kinase, putative[Arabidopsis t... | Arabidopsis thaliana

€ i

Protein Group 43 - threonine synthase [Arabidopsis thaliana]

Proteins in Group Peptides in Group

Accession #

Name

Sequence

Modifications

s

Prec MW

gil15233723

threonine synthase [...

HCGISHTGSFK

ICAT-C:13C(B)C @2

1408 67...

gl 15218600

threonine synthase, p...

VEHCGISHTGSFK

No ICAT(CH@4

1399.66...

NESHAWNFE SAK

Deamidated(N)@1

1304.73...

ADFGAVMDV LE

Oxidation(D)@8

1180.50...

KLENOGVIAFTDR

Oxidation(R)@3
Oxidation(N)@4

1498.75...

TGVALTALFE

Thr->Prog@1

1015.58...

DEARENE Deamidated(R)@5 e 916.4958

DEARENE Deamidated(R)@5 918.4764
Deamidated(N)@6
Deamidated(R)@7

DFEFPMTASTTFASATOTL
DLGMTW LVSOWNELEE

Ouxidation{D)@1
il

Protein Sequence Coverage - threonine synthase [Arabidopsis thaliana)

EQDPI STSLLRHRPVVISCTADGNNIKAPIETAVEPPFHRIEDNIRDEARRNRSNAVNPF SAEYVEFNAAPGSTE
WVLPEIDDDDIVSAFEGHSNLEFWAERFGEQFLGMNDLWVEHCGISETGSFEDLGHMIVLVSVIRLEEME
HEISHMAQLVQPIANGAFVL GO QOEDWOV i E C
KPMTASTTFASAIQIGDEVS
DVLESYLGSNTLTS




gi|15222741 Initiation factor 5A-4, putative

Proteins Detected =)
N |Unu...| Total | % Cov | Accessio MName Species Peptides(95%) | Biological Processes | Molecular Functions| PANT
75 2.01 2.01 39.0| giis222 initiation factor 5A-4, putative [Arabidopsis thalia... | Arabidopsis thaliana 2 ‘?
- l__ e e s — : -~ . s—— — — - ! -
Protein Group 75 - initiation factor 5A-4, putative [Arabidopsis thaliana] (=]
Proteins in Group Peptides in Group
N |Unu...| Total Accession # Name - Con... | Conf Sequence Modifications Cleavages AMass | Prec MW | z | Sc -
75 201 2.01| gi|15222741 initiation factor GA4,... | A— 2.00 99| KLEDTVESSHNCOVEHVNE | IGAT-C13G(9)(C)@12 | missedKL__ | -0.0D69| 239420 | 3| 201
a.0a 2.07| gl 145324016 eukaryotic transiationi... | A 0.00 1| EASESGASKTY POSAGNIER Oxidation (¥ @11 cleaved F-E.. 0.0705( 196995...| 3| 11| 8
P o - T - - Deamidated (M @17 -
i (3 20 o 15222317 Fukannatic intiatinn fa A = PN b — Y

< | T < |

UL

Protein Sequence Coverage - initiation factor 5A-4, putative [Arabidopsis thaliana]

Fragmentation Evidence

| [KLEDWPSSHNCICSIDVPHVNR

Residue b b+2 ¥ y+2
K 120.1022 65.0545| 23952234] 1198.1163 250 ]
L 2421863 1215958 2257.1284| 1134.0679
E 371.2289| 186.1181| 2154.0444| 1077.5258 2401
D 486.2568| 2436316 2025.0018| 1013.0045 220 1
I 599.3399| 300.1736| 1909.9748| 955.4911 200
v 698.4083| 3497078 1796.8908| 5958450 180 1
P 785.4511| 388.2342| 1697.8224| 8494148 150 ]
s 882.4931| 4417502 41600.7696| G00.33E4 =
s D60.5251| 4352662 | 1513.7376| 757.3724 £ 1407
H 1106.5841| 5537957 1426.7056| 713.3564 E120
M 12208270 610.8171| 1280.6466| 5453269 100 -
cicaln 1659.7933| 730.4003| 1475.6037| 5883055 a0 ]
D 15748203 83r.o133| 8364373 4187223
v 1773.8887| 8a7.4480] 721.4104| 3512088 507
P 1870.8415| 9355744 622.3420| 311.6746 40
H 2008.0004| 10045033 525.2892| 263.1482 20
v 21070688 | 10540380 388.2303| 1945138 ol
N 2221.1117| 1111.0595| 289.1619| 1450845 o
R 23772128 1188.1101|  175.1190 53.0631

M1 w2 v3 Wi vE| v ¥7 wa| y2| y10p11p12 y14| y15 | y18| y17
b3+2|bE+2| b3 || b4| | b5 | fus s B+ahEE-21 74212 B2
“Bag 33
63232 679.79
721.40 107550 237819
d 1k [ 28%-18 1796.85
215406
97739
1918.80
140886 I 2138.07
134.06 202p.89 || 2286.05
| ‘“ 7| 128961 ‘
P N A Y
200 400 600 800 1000 1200 1400 1600 1800 2000 2200 2400
miz, Da




gi]15236220 Mitochondrial elongation factor Tu

Proteins Detected

N |Unu...| Total Accessio... MName Species Peptides(95%) | Biological Processes | Molecular Functions
23 407 407 gi|18215... | putative malate dehydrogenase[Arabidopsis tha. .. | Arabidopsis thaliana

241 4058 406 8| gi|15236... | mitochondrial elongation factorTu [Arabidopsis t... | Arabidopsis thaliana
25 403 403 gi|18241_ .. | tubulin alpha-&chain [Arabidopsis thaliana) Arabidopsis thaliana
26 402 402 gi|18241... | formate dehydrogenase (FDH) [Arabidopsis thali... | Arabidopsis thaliana
27 3.50 3.90 gi|18237... | H+-transporting ATPase chain E, vacuolar [Arab._.. | Arabidopsis thaliana

3.60 350 gi|15220... | putative alanine aminotransferase [Arabi... | Arabidopsis thaliana

LI}

Protein Group 24 - mitochondrial elongation factor Tu [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Accession # MName Sequence Modifications Cleavages Prec MW
oi[15236220 mitochondrial elong... HSFFFAGYRPOFY cleaved Y-... 16156.72...
Qi|15237059 translation elongatio... d HYRHVDCPGHADYVK ICAT-C13C(B)CHDT 1946.88...

OVGVPS LVCELNE Gln-=pyro-Glu@N-term 1612.80...
ICAT-C{C)@9

AEEGEARATAFDEIDE Glu-=Asn@3 - 1734.85...
Diwidatinml Dmd 3
L)

MASVVLENPSSERLVPFSSQIYSRC 55 F TLIARATTEVLAEEGKAKATAFDEIDKAPEEFFRGITIATAHVEYETA
FEHYAHVDCPGHADYVEIMITGALOMDGEILY i VEMELRELLSFYKEFPGDDIFIIRGSALSALOGTHDEIGRQATILELMDAVDEY
IPDPVRVLDEPFLMPIEDVFSIQGRGTIVATGRIEQGVIEVG ILGLREGGVPLESTVIGVEMFERILDNGQAGDNVELLLRGLEREDIJRGH {PGSCETYEEFEREIYVLTEDEGG
SNYRPQFYLRTADITGEVELPENVEMVMEPGDNVIAVFELIMPVPLET GRQRFALREGGERTVGERAGVY y




gi|15227954 60S ribosomal protein L2

Proteins Detected [=]
N |Unu...| Total | % Cov | Accessio... Name Species Peptides(95%) | Biclogical Processes | Molecular Functions| PANT -
g0 2.00 2.00 T8.3| gi15227... | G0Sribosomal protein L2 [Arabidopsis thaliana] Arabidopsis thaliana 2 ?

- l_. p—— P P R y F— —— e —— e — — * | >
Protein Group 80 - 605 ribosomal protein L2 [Arabidopsis thaliana] E

Proteins in Group Peptides in Group

N |Unu...| Total Accession # Name - Con... | Conf Sequence Modifications Cleavages AMass | Prec MW | z | Sc -
80| 2.00| 2.00| gil15227954 605 ribosomal protei... | A— 2.00 99| STPEGAVVCHVERHVGDR | ICAT-CICH@9 00704| 214397..| 4| 6|2
0.00 2.00| gl37731421 ribosomal protein L2 [, | E =+ 0.00 1| GAPLARVTFERHFPFR Deamidated(R)@6 missed R-V...| -0.1644| 1657.70... 2| 10|38 =

4 | n | 3 4 | T | b

Protein Sequence Coverage - 605 ribosomal protein L2 [Arabidopsis thaliana]

AGEVFESHTHHRKGPAKFRSLDFGERNGY LEGVVIE I THDPGRGAPLARVT FRHPFRFEEQFKELFVAREGMYTGOFLY TVLPLESIPEGAVVCNVEHHVGDRGVLAR
INPDSDITRIELPSGSEEIVESGCRAMIGOVAGGGRTEEPHMLEAGNAYHE Y RVERN SWEPEVRGVAMNPVEHPHGGGNHHIGHASTVRRDAPPGOEVGLIAARRTGRLEGOALASALE

Fragmentation Evidence

| |SPEGAVVCICOINVEHHVGDR

Residue b b+2 ¥ y+2

= 35.0393 445233 2145.0508| 1073.028% 2400 y1| | v2[k3] ¥ B ¥ yqL ¥ ¥g y10| y11| y12p13014|  y15
b2+2 | EPySEH ylEE[yo+Bs| 1042 |y 13+016+2 | B13+2

I 201.1234( 101.0653| 20530185 10295129 2200 4 et 16

P 208.1761| 1495917| 19449345 o72.9709 2000 F)

E 4272187 214.1130| 1847.8817| 924.4445 18%115

G aga2402| 2425237| 1718.8394| ©58.89232

A 5652773 273.1423| 1661.8176| 831.4125

v £54.3457| 327.6765| 1590.7805| 7958330

v 753.4141 3772107 | 4494.7121| 7453597

ClCoI] 1083.5603| 5422733 13926437 696.8255

=

11976032 5083003 10625075 534.7574
12966616 648.8345( 0484646 4747359
14267042 7133558 840.3062| 4252017
15627632 781.8852| 720.3536| 360.5804
1698.6221| §50.4147| 583.2947| 29215610 " |1044.a 1sga77 | TETT 2073.98
1798.3005| 8900480 446.2358| 2238215 1163.45 147477 " 1845.24

18569119 928.4506| 347.1674| 174.0873 lﬁhiuh \ .I inl il |l | I|||||| | i |
1970.938%( 9859731 200.1459| 1455768 o 200 400 800 200 1000 1200 1400 1800 1800 2000

2127.0400] 1064.0236| 175.1190 88.0631

947 11 73369 |1828.88

Algl@|=|I|(T|m|=




gi|15228674 Peptidylprolyl isomerase ROC4

Proteins Detected

N |Unu...| Total Accessio... Name Species Peptides{95%) | Biclogical Processes | Molecular Functions
451 2191 2419 & gi|18227... | enolase (2-phospho-D-glycerate hydroylase)[&r... | Arabidopsis thaliana 1
5D 247 217 0| gi|18141__. | senescence-associated cysteine protease[Bras ... | Brassica oleracea
B 216 216 7| gi|15228... | peptidylprolyl isomerase ROC4[Arabidopsis thal... | Arabidopsis thaliana
52 215 215 4| gil18218... | hypothetical protein [Arabidopsis thaliana] Arabidopsis thaliana
B3| 214 214 00 gil31321... | putative papillar cell-specificcalnexin [Brassica... | Brassicanapus

4|

Protein Group 51 - peptidylprolyl isomerase ROCA [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Accession # Name o Sequence Modifications

Qil15228674 peptidylprolyl izsome... HTGPGI LSMANAGPNTHGS . | Oxidation(M)@9
ICAT-C:13C(9)(C)@m24

SMARFEEEVIEPQARVTNE | Oxidation(M)@2
Glu->Ser@8
Deamidated(Q)@13
Phospho(5)@1
ICAT-C:13C(3)(C)@3

AT M ime
L




gi|15228715 Ubiquitin extension protein (UBQ5)

Proteins Detected

Unu...| Total Name Species

Peptides|(95%) | Biological Processes

Molecular Functions

1.52 1.52

ubiquitin extension protein (UBQ5) [Arabidopsis. ...

Arabidopsis thaliana

1

LI}

Protein Group 99 - ubiguitin extension protein (UBQ5) [Arabidopsis thaliana)

Proteins in Group

Peptides in Group

Accession # Name &

Sequence

Modifications

Cleavages

Qil15228715 ubiquitin extension p... AD CGLTYVYQK

ICAT-C:13C(8)(CH@1

g 15226438 putative ubiquitin exte. .. EGIPPDOQRLI FAGK

missed R-L..

1 |

L

Protein Sequence Coverage - ubiquitin extension protein (UBQ5) [Arabidopsis thaliana]

MOIFVEILTGKIITLEVESSDT IDNVEAKIQDEKEGIPPDOQRLIFAGKQLEDGRTLADYNIQKESTLHLVLELRG!

GHECGLTYVYQFEEGVER

Fragmentation Evidence

IFRVELAVLOFYRKIDGSGEVORLEFECFNATCGR

| [crcaneLmrvvak

Residue b b+2 ¥ y+2
CICaI 3401738 170.5805| 1310.6860 B55.8467
397.1951 199.1012| 971.5197| 486.2635
510.2792( 25585432 914.4982 457 7527
611.3269  306.1671 B01.4141 401.2107
774.3902 387.6987| 7T00.3665 350.6869
873.4586 437.2329| 537.3031 269.1552
1036.5219 518.7848| 438.2347| 2198210

38

.49

1164.5805 532.783%| 275.1714 138.0893
1292.86755 545.83414 147.1128 74.0600

=lo|l<|l<|=<|4|r|o

800 800

1000 1100 1200 1300




gi|157849770 Early response to dehydration protein (ERD12)

Proteins Detected

N ...| Total Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions
63 i 202 B gi[15236... | putative protein [Arabidopsis thaliana) Arabidopsis thaliana 4

69 J 202 8| gi[15784... | ERD12 protein [Brassicarapa] Brassicarapa
TO i 202 4] gi|83032._.. | unknown [Brassica rapal Brassicarapa

71 . 2.02 2| gi|6683865 | cinnamyl alcohol dehydrogenase [Brassicarapa] | Brassicarapa
72 . 2.0 Al gi|15233... | probable H+-transporting ATPase[Arabidopsis t... | Arabidopsis thaliana

lll

Protein Group 69 - ERD12 protein [Brassica rapa]

Proteins in Group Peptides in Group
Accession # Name i oo Sequence Modifications
gil157849770 ERDA12 protein [Bras... i NPOQLCIGD LVPETHE ICAT-C:13C(9)(C)@6
LFYTFY LK

NLRISSNGPALSARSR Deamidated(R)@3
Deamidated(N)@7

NEGDRHSPAVLE Deamidated(N)@1
Deamidated(R)@5
Oxidation(H)@6
ATTGGSGVFEGAYGOVE Deamidated(Q)@15

EDTLLAITGGSGVE Glu-=pyro-Glu@N-term
Oxidation|{D)@2

EDTLLATTRESGVF Glu-=pvro-Glu@MN-term

DLEVELIGEHVEPSKDVFPRAELSCSARGH




Proteins Detected

gi|414103 Myrosinase, thioglucoside glucohydrolase

N |Unu...| Total

Accessio...

Name

Species

Peptides(95%)

Biological Processes

Molecular Functions|

PANTHER ID

43.95( 4885

ail414103

myrosinase, thioglucoside glucohydrolase [Brassi..

Brassica napus

3r

2781 2781

0i|3748521

ribulose-1,5-bisphosphate carboxylaseioxygenas..

Brassica napus

21

11.79( 11.79

ail11972...

ribulose bisphosphate carboxylase [Brassica rapd]

Brassicarapa

1

10.85] 10565

0il558472

tonoplast ATPase 70 kDa subunit

1027 1027

Qil15225...

putativetriosephosphate isomerase[#abidopsis...

Arabidopsis thaliana

1021 1021

gil15229...

glyceraldehyde-3-phosphate dehydrogenase Cs...

Arabidopsis thaliana

Protein Group 1 - myrosinase, thioglucoside glucohydrolase [Brassica napus]

Proteins in Group

Peptides in

Group

Total

Accession #

Sequence -

Modifications

| Cleavages

48.95

0il414103

myrosina:

47.03

gi22595

myrosinas

20.82

gi[12621052

myrosinas

12.48

gi[159120044

ADEEITCEENNEFTCSNTD..

Asp-=3er2
ICAT-C({CH@RT
Asn-=Ser@l1
IGAT-C(C)@15

Spectrum - =
11118322

myrosinas

19.61

gi[4033345

mMyrosinas

DEEITCEENNPFTCSNTDI -

ICAT-C{C)@6
ICAT-C{C)@14

cleaved A-D...

3042.63...

2.1.1.1768.2

32.24

gi[152207441

mMyrosinas

DY ADLCFEE FGGE

ICAT-C(C)@6

1719.01...

6.1.1.1728.3

99| EEITCEENNPFTCSHTDIL.

ICGAT-C({CHRE
Asn-=Ser@9
ICAT-C(C)@13

cleaved D-E...

2800.61...

1.1.1.1805.2

ESDPASIERRER

cleaved D-E...

1273.73...

2.1.1.1660.2

FGLSYVNWEDLLDR

1727.94...

6.1.1.1796.4

IDYLCSHLCFLR

ICAT-C(C)@5
ICAT-C(C)@0

1936.13...

6.1.1.1739.2

ITINQLYIVETIR

cleaved W-_..

1417.83...

7.1.1.1674.2

MNOF FHGWYME PLTK

Oxidation(My@

Oxidation(W@8
Met-=Phe@10

1976.08...

7.1.1.1657.2

QCITQDFEDYADLCFE

Gln-=pyro-Glu@M-tem

6.1.1.1825.2

(L

Protein Sequence Coverage - myrosinase, thioglucoside glucohydrolase [Brassica napus]

HMELLHGLALVFLLARASCEKADEEI TCEENNFFTCENTDILSSRIE GEDELFGVASSAYQACRGVNVWDGE SHRYPEKSGSD LENGDTTCESYTRIVG
VHQGGLDYYHELIDALLEE

QIIQDFEDYADLCFREFGGKVEHWITINQLY TVPTRGYAVGTDAPGR

TEYKFQEGKIGFVMITRWF LFFDESDPASTEAARRMNQFFHGWYMEFLTE!
LGPLFVEDEVHGNSY Y Y PEGIYYVMDYFETEYGDPLIYVTENGFSTEPS SENREQATIADYERIDY LCSHLCFLREVIEERGVHVE
RFINGIVENSAKQDFLRSSLESQSQFERLADA

VHGELNATGYRFSFAWSRIIPEGEVSRG

QIVGSRLFNFIEEER L ELVAGSYDFLGLNY Y VI QYA PEPNPYPSETHT AMMDAGVELT Y
ALGDNYEFCKGETVEFGLSYVHWED LDDRIT

ISRGEF
LEESGEWYQ




gi|46093471 Stromal ascorbate peroxidase

Proteins Detected

N |Unu...| Total Accessio... MName Species Peptides(95%) | Biclogical Processes | Molecular Functions
32 289 288 gi|16219... | phosphoglycerate kinase, putative[Arabidopsis t... | Arabidopsis thaliana 2

33 2.98 2.88 gi|18225... | S-adenosyl-L-homocysteinas, putative [frabidop... | Arabidopsis thaliana

35 280 2.80 gi|48003... | stromal ascorbate peroxidase [Brassica oleraces) | Brassica oleracea
36 257 257 gi|15240_.. | NADH dehydrogenase (ubiquinone}{EC 1 663)... | Arabidopsis thaliana

2
M 2 2.81 gi|16237... | 3-oxoacyl-(acyl-carrier-protein) syrthase |precu... | Arabidopsis thaliana 1
1
1

€ T

Protein Group 35 - stromal ascorbate peroxidase [Brassica oleracea]

Proteing in Group Peptides in Group
Accession # Name Species Sequence Modifications
Q46093471 stromal ascorbate pe... | Brassica ole VD TSGPHECPEEGR LPDAG.. | ICAT-C:13C(9)(C)@2

FCHPILVE ICAT-C(C)@2
AANAGLVNALNLIKHIEDM .
ASLALNTTMASSLETOWVSA. | Deamidated(N)@e
EDIKELLNTEFCHP ILVR ICAT-C(C)@m12
EGPGAPGGOSWTPEWLEFD.. | Oxidation(P)@6
EGPGAPGGOSWTPEWLEFD... | Oxidation(D)@19
ELKHAANAG LVNALNLIK Oxidation[N)@12
ERAS LALNTTMASS LRTOV... | Deamidated(R)@2
1

MAERASLALNTTMASSLRTQVSAFRLLRFS SHELSFPS55LSFTIRSLVSSPLLSQRRCOQAATVNRSFSSAATTHCTRAATDFEQLESAREDIKELLNTE LGWHDAGTYNENISEWFPQRG
GANGSLEYEIELKHAANAGLVNALNLIKHIFDMY SGISYADLFQLASATAIEEAGGPRIPHMEYGEVDTSGPHECPEEGRLPDAGPPSPANHLREVEFYRMGLDDEDIVALSGAHTL.GRSEPERSGWGEFR
ETEYIKEGPGAPGGRSWIFEWLEFDNSYETE E VLETDRAAIFEDPSFEVYAERYALDODAFFEDY FLSNLGARKFNPPEGIII




gi|14764532 Monodehydroascorbate reductase

Proteins Detected

N .| Total Accessio... Name Species Peptides(95%) | Biclogical Processes | Molecular Functions
¥ 207 gi|16237_.. | succinyl-CoAsynthetase, alphasubunit [frabido. . | Arabidopsis thaliana 2

53 207 gi|15242_ | MADH dehydrogenase [Arabidopsis thaliana] Arabidopsis thaliana

59 2.06 gi|15222___ | vacuolar ATP synthasesubunit G, putative [Arab.._ | Arabidopsis thaliana

&0 203 gi|31043... | glutamate-cysteineligase [Brassica junced] Brassica juncea

&1 J 203 8| gi|14764... | monodehydroascorbate reductase [Brassicarap... | Brassicarapasubsp. pekinensis

< | 1]

Protein Group 61 - monodehydroascorbate reductase [Brassica rapa subsp. pekinensis]

Proteing in Group Peptides in Group

Accession # Name Species Sequence Modifications Cleavages
gil14764532 monodehydroascoib... | Brassica ra ! LEGFHCCVGSGGER ICAT-C13C(9)CH@E
g 46093475 monodehydroascorba ... | Brassica oler: ICAT-CA3CONCI@T
ARPLTALFE cleaved G-...

LEMYEDMERVEHVDHSEES. . | Deamidated(Ry@D cleaved P-L...
Phospho(SH@19
Oxidation(Ky@2s

REKSFEYIILGGGVSAGYA.. cleaved M-... 2129.00...

RARPSAESLDELVEQGISFA . | Oxidation(Ry@z missed K-CL.. 2243.01...
Oxidation(Fug18
ARPSAESLDELVEQGISFL . | Deamidated(R @2 missed KO 233119
Deamidated( Q@14

0| gi 15231702 monodehydroascorba. .. | Arabidopsis

L[}

MAEKSFEYIILGGGEV

LIDFGVEGADSENILYLEEIDDADEVVEAT QARF GGFAVVVGEEY IGLELSARTL.RTNNF VFPFEPWCHMPRLFTADIAAF
VGVGARPLTALFREGOVEEDEGGIKI DAFFETSVEDVY VATFPLEMYGDMERVEHVDHSEESAEQAVEATFAARGGGAVEEYD
WV DGEVVGAFMEGGSGDENRKALARVAKARPARFESTEDLTRQGISFARKT




gi|15227559 Tubulin beta-7 chain

Proteins Detected

Unu...| Total Accessio.. Name Species Peptides(95%) | Biclogical Processes | Molecular Functions)
7.3 &) gi[18232... | reversibly glycosylated polypeptide-1 [Arabidops... | Arabidopsis thaliana &
6590 690 &) gi[18227... | tubulin beta-7 chain [Arabidopsis thaliana] Arabidopsis thaliana
6.62 6.62 4] gi[15240... | 33kDapolypeptideof oxygen-evolving complex... | Arabidopsis thaliana
625 ] gil18242... | putative protein [Arabidopsis thaliana Arabidopsis thaliana
6.02 (0] gi[18224... | cytoplasmic aconitate hydratase[Arabidopsis th... | Arabidopsis thaliana

Protein Group 9 - tubulin beta-T chain [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Accession # Name Species o Sequence Modifications Cleavages
gi|15227559 tubulin beta-7 chain [... | Arabidopsis d EILHIOGEOCGNOIGSK ICAT-C:13C (9N C @10
0| gl 15239914 tubulin beta-6 chain (5... | Arabidopsis . EKIAVNLIEFER Lys-=Ala@2 cleaved L-R...
0| g 147224105 unnamed protein prod... | Brassica napt ! VNV YNERSCGR ICAT-C{CHZ10

VSOTVVEPYNATLSVHQLV. | ICAT-C13C(9CHZ25
Oxidation(Myg26

ICAT-C:13C(9NCHD37
KLAVNLIEF PR Oxidation(Ky@ missedK-L... I 1374.77...
Ala-=Tyr@3
OVCHSLGGGTGIGMETLLI.. | ICAT-CICH@3 cleaved F-Q_ .. I 222411
Oxidation{HxZ=

Dethiomethyl (M4

Protein Sequence Coverage - tubulin beta-7 chain [Arabidopsis thaliana]

HMEEI LHIQGGQCGNQIGSKEWEVVNLEHGIDQTGRYVGDSELQLER

LQL 1 TAT
CLOGFQVCHSLGGGTGSGMGTLLISKIREEYFDRM: FESPK TLKLSTPSF.:DLNPLISF;TI-ISG‘J“ICCLRFPELNSDLRKLAW
LIPFPRLHFFMVGFAPLT SRGSQQYRNLTVPELT QQMWDARIMMCAADPREGRY LT ASAMFRGEM ST REVDE QM LIV ONEN S SYFVEW LI PNNVESTVCDIFFTGLEMASTEIGE SIQEMFREVSEQ

TGLEMASTFIGHSTSIQEMERRE
FTAMFRRELFLHWYTGEGH F Sh TSEYOOYODATADEFGEYFEFEAFYEOFETY

NMNDLVSEYQQYQDATADEEGEYEEEEAEYEQEETY




0i]15235668 Extensin-like protein

Proteins Detected [=]
N |Unu...| Total | % Cov | Accessio... Name Species Peptides(95%) | Biclogical Processes | Molecular Functions| PANT =
81 200( 2.00 27.4 g||15235 extensin-like protein [Arabidopsis thalianz] Arabidopsis thaliana 1 ?

4 |" - - 5 — ] B o ' ] | 2
Protein Group 81 - extensin-like protein [Arabidopsis thaliana] E

Proteins in Group Peptides in Group

N [Unu...| Total Accession # Name Speci = || | Con... " | Conf Sequence Modifications Cleavages | AMass | Prec MW | @ ~
81| 2.00( 2.00| gi|15235668 extensin-like protein... Arahidop!D 2.00 89| IPASICOLPK ICAT-C:13CI(9)CHD6 -0.0564| 1304.70... =
0.00 2.00| gl15230{20 dizsease resistance pro... | Arabidopsi - 0.00 1| MEETIQILLF De‘lhlomethylllﬂl@'l cleaved F-F...| -0.1528| 1202.57...] =

' T | 3 N T | 3

Protein Sequence Coverage - extensin-like protein [Arabidopsis thaliana]

I-[KKTIQILLFFFFL INLTHNALSISSDGGVLSDNEVRHIQRRQLLEFAERSVEITVDPSLNFENPRLED

.._E EEE.__E"EEEE:_E__.__EE:::éEEEESPPPPVYSPPPPPPPEEE"':'.:EEEEEEEEEEEE-_:EEEEEEEEEEEEE-_EEEEE"EEEEEEE-
PEFEFESFAFTPVYCTRFFFPPPHSPPPPFSFPPPEPYYYSSPPPPHSSPPPHSPPPPHSPPPPIYFYLSPFPFFTEFVSSFFEFTEVYSFFFFFFCIEFFPFFFCIEYSFEFFERFEVV

YYSSPPPPPEVHYSSPPPEPE SPPPSPVHYSSPPPPPSAPCEESPPPAPVVHHS PPEEMVHHSPPPPVIHQSPPPPSPEYEGPLPPVIGVSYASPPEPPFY
Fragmentation Evidence
| |PASICICEIQLPK
Residue ] b+2 ¥ y+2
] “1; '3 .-'EEJJ, il w5 wE w7 /8 w3
I 1140813 57.5493| 13057645| 653.3859 Yanz bz % ‘Beg+2 | HE|yE+2| w1042 ! b " oal ! bi0
P 211.1441| 1060757 1192.6805| 596.8439 1.584 7 404
A 2821812 1415942 10956278 5483175
=
5 369.2132| 1351103 1024.5907| 512.7990 % 1.004 1
[ 4822973 2416523 9375686 4692830 £ |
el IEE R e
- : ] 141|1D 9571ha | 46803 BE1.32 37444 10245

L 1062.6063| 531.5053| 357.2496| 179.1285 J 877 38 B -5) 1174F6
5 1158.6501 5303332 244.1656 172 5364 0.0eD . ; ll Llllll Iuhh |IJ..JJ i N T I”.ll M II.J N N ul | . .

: : : : 0 100 200 300 400 500 600 FOO 8O0 SO0 1000 1100 1200 1300
K 1287.7540| 6443307 147.1128 74.0600 miz, Da




gi]15238333 Cell division protein FtsH

Proteins Detected

N |Unu...| Total
26| 402 402
27| 380| 380
28 360| 380
28| 358 358
30 312 312
3 309| 44866
32| 289| 289
286l 288

AcCessio... Name
Qi[15241...
gi[15237 ..
gi[15220...
gil15224 ..
gi|15623a...
gi[414103
gi|15218. .
nil15229

Species

Arabidopsis thaliana

Peptides(95%) | Biological Processes | Molecular Functions

formate dehydrogenase (FOH) [Arabidopsis thali...

H+-transporting ATPase chain E, vacuolar [4rab... | Arabidopsis thaliana

putative alanine aminotransferase [Arabi_.. | Arabidopsis thaliana

3-isopropylmalate dehydratase, small subunit [4_ .
cell division protein FisH [Arabidopsis thaliana]

myrasinase, thioglucoside glucohydrolase[Bras ..

Arabidopsis thaliana

Arabidopsis thaliana

Brassica napus

phosphoglycerate kinase, putative[Arabidopsis t... | Arabidopsis thaliana

Sadenosvl-l -homorcvsteinas nitative Brakidon Arahidonsis thaliana

LLLJ

Protein Group 30 - cell division protein FtsH [Arabidopsis thaliana]

Proteins in Group Peptides in Group

Modifications
IGAT-C:13C(IHC @2
Cys-=Asn@4

Deamidated(N)@e
Methyl{K)@10

Pro-=>pyro-Glu{P)@16
Leu->Val@12

Mo ICAT(CH@T
Oxidation(Dy@12
Oxidation(Dxgne
Deamidated(R @19

Deamidated(MN @4

Accession # Mame
@i[15238333

0115222913

Species
Arabidopsis

Sequence
GCLLVGEPGTGK
PHGCLLVGPPGTGEE
PLFIONEILEAPSPE

Cleavages Prec MW
1333.71...
1333.71...

1708.86...

cell division protein...

chioroplast FtsH prote... | Arabidopsis cleaved I-P...

cleaved 53-...

cleaved F-... 1264.67...
1686.80...

2347.98...

RGGOGGAGGPGGLGGE
GFEOGGAGEP GG LGGPMDE GR
RKSKAPCIVFIDEIDAVGE..

missed K-35

ALTHNRPDVLDSATLLRPGER
L)

cleaved L-A. ..

ESLPFSVISRERYQIS

FE LG

QVAVGEE

FS555PQRLAVNEFVOPPFAPTITAEAQSPNLST FGRNVLMTAPNEPQAQS SDLPDGET QT
ATVIVPHNDFDLIDILAMNGVDISVSEGEG NaLFDFIaNLLFP LLAFGGLFYLFRGGRGGAGGPGGLGG.

PHMDFGRSESEFQEVPETG "I'FaD‘.'FLaAD
IPEGCLLVGPPGTGRI LLARAVAGEAGVEFFE VELF ROLFEKAKSKAPCIVFIDEIDAWV ]

GRQRGEH GNDEREQTINQLLTELD

ll.1




gi|134273558 Unnamed protein product

Proteins Detected

N [Unu...| Total
43 219| 2419
49| 219 218
BO| 27| 247
B1| 216| 216
B2| 215| 215
B3| 214 214
B4l 212 212
RR 212 212

Accessio... Name
Qi|13427...
gil16227 ...
Qi[18141...
Qi|15223...
Qil15219...
gi|31321...
Qi[15222...
il 28974

Species Peptides|{95%) | Biclogical Processes | Molecular Functions

Brassica napus

unnamed protein product [Brassica napus]
enolase(2-phospho-D-glycerate hydroylase) [Ar .

senescence-associated cysteine proteaseBras ...

Arabidopsis thaliana

Brassica oleracea

peptidylprolyl isomerase ROC4[Arabidopsis thal. .. | Arabidopsis thaliana

hypothetical protein [Arabidopsis thalians] Arabidopsisthaliana

putative papillar cell-specificcalnexin [Brassica. .. Brassica napus

putative calcium-binding protein, calrebiculin [4ra... | Arabidopsis thaliana

= | k| = k| | R = R

MNAMN-denendent isocitrate dehvdronenase beta Brassica nanus

L}

Protein Group 48 - unnamed protein product [Brassica napus]

Proteing in Group Peptides in Group

Accession #

Name:

Species

Sequence

Modifications

Prec MW

gil134273558

unnamed protein pro...

Brassica nap

LLICGGSRYFR

ICAT-C:13C{9)(C) @4

1384.67...

115236375

hydroxymethyltransier. .

Arabidopsis #

LCDLCNITLNE

ICAT-C:13C(9)(C)@2
ICAT-C:13C(9){C}@5

1720.85...

EMPGFLMSEMK

Phospho| S)@s

cleaved Y-... 1378.57...

BAGMIFYR

Gly-=Pro@2

912.4275

OxidationiMy@3
Oxidation(M)@2
Deamidated(R)@5
Oxidation(P)@6
ICAT-C(C)@11

ICAT-C({C)@11
Neamidated! RmAR

AMDFREPELLICGGSAYFR 2254.07...

AMDFEPELLICGGSAYFRD..

1

Protein Sequence Coverage - unnamed protein product [Brassica napus]

MDPVSSWGNT PLVIVDPEIHDLIERERREQCRGIELIASENFTSFAVIEALGSALTNKY SEGMPGNRYYGGNEFIDRQIENLCQSRALERF THVQEY H MGLD

HISATSIYFESLPYEVNFITGYIDYDELEEFAMDFRPELLICGGSAYPROWDYARLEAVADEVGALLLCDMARISGL .-_—_*-.x;_-_-_IE E HESLEGPRAGHMIFY
IGALAVALEQANT PGFEVY AR OVEANAVATLANY LMGEGY SIVIG 'I'ENPLVI. WDLRPLGLTGHNEVEFLCDLCHITLNENAVFGDSSALA

PGGVRI.:TP.T-LHISR.:L“."EKDFEHI.:E FLS GELLEDFNEGLVNNEE IEELEADVERFSASYEMPGELIMS




Figure S6

This set of supplemental data contains the information of the
coverage, peptides and MS/MS spectrum (if only one peptide
identified for the protein) of each protein identified to be redox
sensitive to MeJA treatment in guard cells by redox DIGE.



gi|109389998 Chlorophyll a/b binding protein

Protein View

Match to:

gi|109389998 Score:

65

chloroplast chlorophyll a/b binding protein [Brassica napus]
Found in search of D:\Sixue Chen-don't delete please“20091115MMZ\DEC01\Z2315DEC04.wiff

Nominal mass (M) :

r

28363;

Calculated pI wvalue:

NCBI BLAST search of gi|10%328%5%8 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coveradge:

4%

Carbamidomethyl
Deamidated (NQ),Gln->pyro-Glu
cuts C—term side of KR unless next residus is P

Matched peptides shown in Bold Red

1
51
101
151
201
251

Start - End

44

- bb

MAASTMAT.ES
YGSEEVEYLG
THCEWAMLGA
SLVHAQSTITLA
LATDPEAFAE
PVNNNAWAFA

Observed
640.4367

PAFACEAVEL
PFECGEPPEYL
LGCWVFPELLA
IWATQVITLMG
LEVEEIENGR
TNEVEPGE

Mr (expt)
1278 .8E588

SPAASEVLGES
TCEFPGDYGW
ENGVEFGEAV
AVEGYRVAGD
LAMFSMFGEFF

(C)

Mr (calc)
1278.5629

GEVTMEETVA
DTAGLSADPE
WFEAGSQIFS
GPLGEAEDLL
AQATVTEEGE

5.48

Delta
0.2959

EPEGPSGSPW
TFAENEELOWV
EGGLDYTLGNP
YPGGSFDPLG
LENLADHTLAD

Miss Sequence
0 K.GPSGSEFWYGSER.V

(N-term Q) ,0xidation

(M)

(Ions score 65)




Peptide View

MS/MS Fragmentation of GPSGSPWYGSER
Found in gi|109389998, chloroplast chlorophyll a/b binding protein [Brassica napus]

" b b+ B0 b Seq. y v y* g ¥ O
1 58.0287) 29.5180 G 12
2| 155.0815| 78.0444 P 1222.5487|611.7780/1205.52221603.2647 1204.5382 602.7727 |11
3| 242.1135/121.5604| 224.1030|112.5551| S |1125.4960 563.2516/1108.4694 554.7383|1107.4854|554.2463 |10
4| 299.1350/150.0711| 281.1244 141.0659 G |1038.4639519.7356 1021.4374511.2223/1020.4534 510.7303| 9
5 386.1670 193.5872 368.1565 184.5819| S | 981.4425491.2249| 964.4159 |482.7116 963.4319|482.2196| 8
6| 483.2198|242.1135| 465.2092233.1082 P | 894.4104 447.7089 877.3839/439.1956 876.3999 438.7036| 7
7 669.2991 335.1532 651.2885 326.1479| W | 797.3577|399.1825| 780.3311|390.6692 779.3471|390.1772| 6
8| 832.3624 416.6849| 814.3519 407.6796 Y | 611.2784 306.1428 3594.2518 297.6295| 593.2678 297.1375| 5
9| 889.3839 445.1956| 871.3733 436.1903| G | 448.2150224.6112 431.1885 216.0979 430.2045|215.6059 4

10| 976.4159 /488.7116| 958.4054479.7063 S | 391.1936|196.1004 374.1670|187.5871 373.1830|/187.0951 3

11 1105.4585/553.2329 1087.4479 5442276 E | 304.1615|/152.5844 | 287.1350/144.0711 286.1510143.5791 2

12 R | 1751190 88.0631| 158.0924| 79.5498 1




gi|4585935 Light harvesting chlorophyll A/B binding protein

Protein View

Match to: gil|d4585%35 Score: 75
putative chlorophyll a/b binding protein [Arabidopsis thalianal]
Found in search of D:\Sixue Chen-don't delete please\200%1115MMZNDECO1NZZ200DECO4 . .wiff

Nominal mass (M) :

T

28659; Calculated pI wvalue:

NCBI BLAST search of gi 4585935 against nr

Unformatted sequence string for pasting into other applications
Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

5%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

1
51
101
151
201
251

MATSATQOSS
GPDRPEKYLGP
HSEWAMLGAL
LIHAQSTILAT
EDPEAFSELE
ANNAWSYATN

FAGQTATEPS
FSENTPSYLT
GCTFPEILSK
WAVOVVLMGE
VEELENGRLA
FVPGR

SDLIQEVGVL
GEYPGDYGWD
NGVEFGEAVW
IEGYRIGGEGE
MFEMFCFEVY

[ Show predicted peptides also

| Sort Peptides By © Residue Number © Increasing Mass © Decreasing Mass
Start - End Observed Mr (expt) Mr (calc) Delta Miss Secuence
43 - be 816.5772 1631.13%9 1630.8103 0.3295 K.STPQSIWYGEDREFK.Y

(<)
(NQ) ,Gln-—>pyro-Glu
cuts C—-term side of ER unless next residue is P

GEGRVTMERT
TAGLSADPET
FRAGSQIFSE
LGEGLDPLYPE
ATVTGEGPIE

5.2%

VESTPOSIWY
FAENRELEVI
GELDYLGNPN
GEAFDPLNLA
NLFDHLADDPV

(N—term Q) ,0Oxidation

(Ions score

15)




Peptide View

MS/MS Fragmentation of STPQSIWYGPDRPK
Found in gi|4585935, putative chlorophyll a/b binding protein [Arabidopsis thaliana]

# b bt b* b b? ¥ Seq. ¥ v y* y* Yy yr | #
1 88.0393 44.5233 70.0287 35.5180 S 14
2| 189.0870| 95.0471 171.0764| 86.0418 T 1544.7856 772.8964 1527.7591 764.3832 1526.7750 763.8912 13
3 286.1397 143.5735 268.1292134.5682| P |1443.7379 722.3726 1426.7114 713.8593 1425.7274 713.3673 12
4 414.1983/207.6028 397.1718/199.0895 396.1878/198.5975 Q 1346.6852 673.8462 1329.6586 665.3329 1328.6746 664.8409 11
5| 501.2304251.1188 484.2038 242.6055 483.2198(242.1135 S 1218.6266 609.8169 1201.6000 601.3037 1200.6160 600.8116 10
6 614.3144307.6608 597.2879299.1476 596.3039298.6556 1 1131.5946 566.3009 1114.5680 557.7876 1113.5840 557.2956 9
7' 800.3937 400.7005 783.3672|392.1872 782.3832(391.6952 W 1018.5105 509.7589 1001.4839 501.2456 1000.4999 500.7536 8
8 963.4571482.2322 946.4305 473.7189 945.4465 473.2269 Y | 832.4312 416.7192 815.4046 408.2060 814.4206 407.7139 7
9/1020.4785|510.7429 1003.4520 502.2296 1002.4680 501.7376 G  669.3679 335.1876 652.3413 326.6743 651.3573/326.1823| 6
10 1117.5313/559.2693 1100.5047|550.7560 1099.5207|550.2640 P | 612.3464 306.6768 595.3198 298.1636 594.3358 297.6715 5
11 1232.5582/616.7828 1215.5317|608.2695 1214.5477607.7775 D | 515.2936 258.1504 498.2671 249.6372 497.2831 249.1452 4
12 1388.6593/694.8333 1371.6328686.3200 1370.6488 685.8280 R | 400.2667 200.6370 383.2401 192.1237 3
13 1485.7121|743.3597 1468.6856|734.8464 1467.7015 734.3544 P  244.1656 122.5864 227.1390 114.0731 2
14 K  147.1128 74.0600 130.0863 65.5468 1




gi|1346967 Ribulose bisphosphate carboxylase large chain

Protein View

Match to: gi|l346967 Score: 535
RecName: Full=Ribulose bisphosphate carboxylase large chain; Short=RuBisC0O large subunit; Flags:
Found in search of C:\QStar Share Data“20051115MMZ\NOV2E\E50NOV2E. . wiff

Precursor

Nominal mass (M.} : 53436; Calculated pI value=: 5.88

NCBI BLAST search of gi|l1346%67 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica oleraces

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln->»pyro-Glu (N-term Q) ,0Oxidation
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P
Seguence Coverage: 21%

(M)

Matched peptides shown in Bold Red

1 MSPQTETEAS VGFEAGVEEY ELNYYTPEYE THKDTDILAAF RVTPQPEVEP
51 EEAGAAVAAFE SSTCTWTTVW TDGLTSLDEY EGECYHIEPRV PSEETQFIAY
101 VAYPLDLFEE GSVTNMFTSI VGNVFGFEAL AALELEDLRI PPAYTETFQG
151 PPHGIOVERD ELNEYGRPLL GCTIEPELGL SAENYGRAVY ECLRGGLDFT
201 KDDENVNSQP FMEWEDREFLF CAEATYESQA ETGEIFRGHYL NATASTCEEM
251 MERAIFAREL GVPIVMHDYL TGGFTANTSL AHYCRDNGLL LHIHERAMHAV
301 IDRQENHGMH FEVLARALRL SGGDHVHAGT VVGKLEGDEE STLGEVDLLR
351 DDY¥VEEDESE GIFFTQDWVS LPGVLPVASG GIHVWHMPAL TEIFGDDSVL
401 QFGGGTLGHP WGNAPGAVAN BEVALEACVQA BENEGEDLAVE GNEIIREACK
451 WSPELAAACE VWEEITFNFP TIDKLDGQD
Start - End Observed Mr (expt) Mr (calc) Delta Miss Sequence
22 - 32 710.8920 1419.7694 1419.6558 0.1136 0 K.LNYYTPEYETK.D (Ions score 63)
33 - 41 511.3407 1020.6669 1020.5240 0.1429 0 K.DTDILARAFR.V (Ions score 50)
147 - 159 489.3349 1464.9828 1464.7474 0.2354 0 K.TFQGPPHGIQVER.D (Ions score 55)
195 - 213 T724.0806 2169.2199 2168.9797 0.2403 1 R.GGLDFTKDDENVNSQPFMR.W (Ions score ©4)
195 - 213 T729.4117 2185.2132 2184.9746 0.2386 1 R.CGCLDFTKDDENVNSQPFMR.W Oxidation (M} (Ions score 71)
202 - 213 T726.9062 1451.7978 1451.5987 0.1991 0 K.DDENVNSQPFMR.W Deamidated (NQ) (Ions score 42)
202 - 213 734.3873 1466.7600 1466.6096 0.1504 0 K.DDENVNSQPFMR.W Oxidation (M) (Ions score 43)
320 - 334 T717.4532 1432.8918 1432.7423 0.1495 0 R.LSGGDHVHAGTVVGK.L (Ions score 50)
340 - 350 625.4218 1248.8290 1248.6714 0.1576 0 R.ESTLGFVDLLR.D (Ions score 75)
436 - 446 614.9055 1227.7964 1227.6459 0.1505 0 R.DLAVEGNEIIR.E (Ions scors 53)
464 - 474 662.9194 1323.8242 1323.6711 0.1531 0 K.EITFNFPTIDK.L (Ions score 62)
464 - 479 927.0402 1852.0658 1851.8891 0.1767 1 K.EITFNFPTIDKLDGQD.- (Ions score 10)




Protein View

Match to:

gi|18405145 Rubisco activase (RCA)

gi|18405145 Score:

342

RCA (RUBISCO ACTIVASE); ADP binding / ATP binding / enzyme regulator/ ribuleose-1,5-bisp
Found in search of C:\QStar Share Data\200%1115MMZ\NOVZ2E6\1378NOVZe.wiff

Nominal mass

(M) =

52347;

Calculated pI value:

NCBI BLAST search of gi|18405145 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverades:

11%

Carbamidomethyl
Deamidated (NQ),Gln->pyvro—Glu (N-term Q),Oxidation (M)
cuts C—-term side of ER unless next residues is P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MARAVSTVGER
SNGSFEVLAV
GTGTHHAVIL.S
TLENIEVEPLI
EPAKTIERQRY
NATLMNIADN
EEFYWAPTEE
EVYIDDEVEEF
VMEQENVERV
CTDEPVAENFD

INEAPLSLNG
EEDEQTDGEDER
SYEYVEQGLE
LEGIWGGEGQG
REERARDLIEEG
PTHNVQLPGMY
DRIGVCEGIF
VESLGVERIG
QLAETYLSQA
PTARSDDGETC

SGESGAVSAPA
WRGLAYDTSD
QYNLDNMMDG
ESFQCELVMA
EMCCLFINDL
NEEENAEVEI
RTDEIEDEDI
ERLVNSEEGPE
ATGDANADAT
VINF

(C)

STFLGEEVVT
DOODITRGRG
FYIAPAFMDE
FMGINPIMMS
DAGAGEMGGET
ICTGNDEFSTL
VTLVDQFPGD
PEVFEQPEMTY
GRGTFYGEGA

5.87

VSEFAQSNER
MVDSVFQAPM
LVVHITENFL
AGELESGNAG
TQYTVNNQMY
YAPLIRDGEM
SIDFFGALEA
ERLMEYGNML
QOVNLEVPEG

Mr (calc)
1696.7540
2335.0494
2351.0443
1974.8737
2130.9748

Delta Miss Sequence

L1422 0 R.GLAYDTSDDQQDITR.G (Ions
.2186 MGINPIMMSAGELESGNAGEPAK . L
.2156 MGINPIMMSAGELESGNAGEPAK . L
.2568 IMEYGNMLVMEQENVK.R 3 Oxidation
.2150 IMEYGNMLVMEQENVKR.V 3 Oxidation

Observed
849. 4554
779.4299
784.7606
659.3841
711.4039

End
87

204
204
408
409

start -
73 -
182 -
182 -
393 -
393 -

Mr (expt)
1696.8962
2335k.2680
2351.2599
1975.13056
2131.1898

score 108)
2 Oxidation (M) (Ions score
3 Oxidation (M) (Ions score 130)

(M) (Ions score 55)

(M)

773}

[ B o I o e
|l = = s

K
K
K
K

(Ions score 51)




Start
134
370

- End

146
382

gi|15237225 High chlorophyll fluorescence 136 (HCF136)

Protein View

Match to:

HCF136

Nominal mass

(M) :

gi|15237225 Score:
(High chlorophyll fluorescence 136)
Found in search of C:\Q8tar Share Data“\2005%1115MMZ\NOV1E\N1520NOV1S.wiff

44133;

118

Calculated pI wvalue: 6.79

NCBI BLAST search of gi|15237225 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Links to retriewve other entries containing this sequence from NCBI Entrez:

1]6016183 from Arabidopsis thaliana
gi| 3559807 from Arabidopsis thaliana

i]159755370

from Arabidopsis thaliana

gi 15010780 from Arabidopsis thaliana

gi|28416529 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

6%

Carbamidomethyl (C)
Oxidation (M), Phospho
cuts C—-term side of ER unless

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

Observed
778.8692
667.3863

MAST.QLCDGY
LSFSRRELLY
IAFVPDEPSK
SFEGEEGWII
EMVTDEGATY
AVNRSPDGEY
GLWLLVRGGG
GSGILLRTEN
IVE

Mr (expt)
1555.7239
1332 .7581

LLFRESVSPR
QSAAVETLSLE
GFLLGTRQTL
GEPAITLLYTA
VTSNEGYNWE
VAVSSRGNFF
LYLSKRGTGIT
GERSWNRDEA

FLSQRISHEL
SIVGPARADE
LETRDGGSTW
DAGENWDRIP
AATQETVSAT
LTWEPGQPYW
EEFEEVEVQS
ADNITAANLYA

Mr (calc)
1555,
1332,

6720
T037

(ST)

IPRASSSPPP
QLSEWERVFEL
NPESIFPSAEE
LESQLPGDMY
LNRTVSSGIS
QPHNRAVAEER
REGFGILDVGY
VEEFVDDEEGF

Delta

0.0448
0.0544

[Arabidopsis thalianal]

next residue is P

SPSPSSSS8S55
PIDPGVVLLD
EDFNYRFNSI
FIFKATEDESA
GASYYTGTFS
IQONMGWERADG
RSEEEAWAAG
VLGNDGVLLE

Miss Sequence
0 R.SIPSAEEEDFNYR.F
0 K.AADNITAANLYAVK.F

(Ions score

(Ions score




0i]18406661 Thylakoid lumenal 15 kDa protein, chloroplast

Protein View

Match to: gi|l840

thylakoid lumenal 15 kDa protein,

6661 Score:

134

chloroplast [Arabidopsis thalianal

Found in search of D:\g2ixue Chen-don't delete pleaseM\200%111SMMZN\DECO1\Z2716.wiff

Nominal mass (M) :

T

24106; Calculated pI wvalue: 7.55

NCBI BLAST search of gi|l8406661 against nr

Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:

Sequence Coverage: 11%

Carbamidomethyl (C)
Deamidated

Matched peptides shown in Bold Red

1
51
101
151
201

MVILSNVSLF
SVVWSLGEEWV
EDFSGEQTLIR
ADFSLANVTH
YLCEVADGVN

SCCNISQEFES
SERSLFALVS
QDFETSILEQ
VNLTNANLEG
ATTGNATEDT

LFSPESRSSH CPIRCEQSQE GEEVVTSFEFLR
ASTFFVDPAL AFRGGGPYGED GVITRGQDLSG
ANFEGARLLG ASFFDADLTG ADLSEADLEG
ATVTGNTSFE GSNITGADFT DVPLRDDQEWV
LLCN

[ Show predicted peptides also

[ Sort Peptides By

S5tart - End

150
181

(NQ) ,Gln—->pyro—Glu (N-term Q) ,0xidation (M)
cuts C—-term side of ER unless next residue is P

R.GADFSLANVTK.V (Ions score &0)

@ Residue Number © Increasing Mass © Decreasing Mass
Observed Mr (expt) Mr (calc) Delta Miss Sequence
- 160 561.9037 1121.7929 1121.5717 0.2212 0
- 195 782.0118 1562.0091 1561.7737 0.2355 0 K.GSNITGADFTDVFLR.D

(Ions score

743




Protein View

Match to:

gil21133 Score:

gi]21133 Oxygen-evolving complex of photosystem I

1356

oxygen—evolving complex of photosystem II [Sinapis albal
Found in search of D:\Sixue Chen-don't delete please“\200%1115MMZ\DECO1\2287.wiff

Nominal mass

(M.} : 28079; Calculated pI wvalue: 6.
NCBI BLAST search of gi|21133 against nr

84

Unformatted seguence string for pasting into other applications

Taxonomy: Sinapis alba

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coveradge:

19%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

1
51
101
151
201
251

MAYSACFLHQ
SERLALTLLV
QVOVEPAKWNE
PEEFLSQVNY
YYLSVLTRTA
EFAATSFSVA

SATASSTARS
GAARVGSEVS
SEEVEYPGOV
LLGEQAYFGE
DGDEGGEHQL

SPS8S8QRYWV
PADAAYGERA
LRYEDNFDAT
TASEGGFDNN
ITATVNGGEL

[ Show predicted peptides also

| Sort Peptides By © Residue Number © Increasing Mass
Start - End Observed Mr (expt) Mr (calc)
88 - 107 725.4626 2173.3661 2173.0328
113 - 122 595.4251 1188.8356 1188.6139
123 - 142 764.1269 2289.3589 2289.0107
123 - 143 806.8225 2417.4458 2417.1057

(c)
(NR) ,Gln—>pyro—-Glu
cuts C-term side of KR unless next residue is P

SISKELVCEAQ
NVFGEPEKNT
SNLNVMVTPT
AVATANILET
YICKAQAGDRK

QTHEEDNSTV
DFTAYSGDGF
DKEKSITDYGS
NIQDVGGEPY
RWFEGANKFV

(N—term Q) ,O0xidation (M)

© Decreasing Mass

Delta
.3333
.2218
. 3482
L3401

oo oo

Miss Sequence

1

0
0
1

K.KNTDFTAYSCGDGFQVQVPAK . W Deamidated (NQ)
(Ions score 235)
R.YEDNFDATSNLNVMVTPTDK.K Oxidation

R.EVEYPGQVLR.Y

R.YEDNFDATSNLNVMVTPTDKK. S

(M)
Oxidation (M)

(Ions score 10)

(Ions score ©4)
(Ions score 32)



gi|5748502 Precursor of the 33 kDa subunit of the oxygen evolving complex
Protein View

Match to: gilb748502 Score: 158
precursor of the 33 kDa subunit of the oxygen evolving complex [Arabidopsis thalianal
Found in search of D:\Sixue Chen-don't delete please\20091115MMZ\DEC01\2073.wiff

Nominal mass (M) : 35226; Calculated pI wvalue: 5.92

NCBI BLAST search of gi|5748502 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln—->pyro—-Glu (N-term Q),Oxidation
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P
Seguence Coverage: 19%

(M)

Matched peptides shown in Bold Red

1 PERNVHLESN

51
101
151
201
251
301

MATST.QARAT
HSDLEDFAGEK
YTMEVEGTGETA
ENAPPDFQNT
OLPGGEEVEEFE
GYDNAVATPA
VFESLOQPSDT

FLOQPARTIAAS
CSDAARTAGE
NQCPTIDGGES
KIMTERLTYTL
LFTVEQLEAS
GGEGDEEELS
DLGAKVPREDV

ATATSATVVS
ETFSFEAGEY
DEIEGPFEVG
GEPESFSGEF
EENVENTAAS
REIQGVWYGOT

QTVGESFGLD
GAGAFGAPER
TEEEFCFEPRT
SDEEVREFREE
LVPSYRGSSF
VGEITLKITEK
E

SEQARTTCEL
LTYDEIQSET
SFTVEADEWVS
DEIDYARVTV
LDPEGRGGST
SKPETGEVIG

Delta
.2484
. 2357
L2342
. 3387

Mr (calc) Miss
1130.5356
1561.7485
1202.6507

2603.2966

Observed
E66.3993
781.9994
602.4497
868.8857

End
161
263
287
3156

Start
152 -
247 -
276 -
291 -

Mr (expt)
1130.7840
1561.9841
1202 .8648
2603.6353

Sequence

K.NAPPDFQNTK. L (Ions score 30)
R.GGSTGYDNAVALPAGGR. G (Ions score 53)
K.NTAASVGEITLK.I (Ions score 53)
K.SKPETGEVIGVFESLOQPSDTDLGAK .V (Ions score 21)

[T T T o
[T o T T




Protein View

Match to:

glycolate oxidase
Found in search of C:\QStar Share Data“\Z00%1115MMZ\NOVITW1S5T73NOV1T.wiff

Nominal mass

(M) :

gi|228403 Score:

gi]228403 Glycolate oxidase

40907 ;

117

Calculated pIl wvalue: 9.

NCBEI BLAST search of gi|228403 against nr
Unformatted sequence string for pasting into other

Taxonomy: Lens

Fixed modifications:

culinaris

38

applications

Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho (ST)
Cleavage by Trypsin: cuts C-term side of ER unless
Sequence Coverage: b%

next residue is P

Matched peptides shown in Bold Red

Start - End
151 - 160
182 — 190

1
51
101
151
201
251
301
351

Observed
528.8606
496 .8187

MEITHVSEYE
ITLTODVSEIDM
TIMTLSSWAT
ATATTVDTPR
SYVAGQIDES
VENHGARQLD
GAEGVFIGEP
EEMIVADWDT

Mr (expt)
1065.7066
991 .6228

NWVARQETLPEM
TTTVLGFEIS
SEVEEVAESTG
LGEEEADTEN
LEWEDVEWLQ
YVLATISALE
VVFSLAARGE
PETQPEATPR

VFDYYASGARE
MPTMTAPTAM
PCGIRFFQLYV
RFVLPPFLSL
TITSLPILVE
EVVEARQGRV
VEVEEVLOML
L

Mr (calc)
1055.5975
991.4975

DOWTLOENEN
QEMAHPEGEY
YEDENVVAQL
ENFEGLDLGH
GVLTAEDART
PVFLDGGVER
RDEFEMTMTL

Delta
0.1091
0.1254

AFSEILFEPR
ATARARSARG
VEEAERAGFE
MDOANDSGLA
AVQSGARGTT
GTDVFRATAT
SGCESLEETIT

Miss Sequence
0 K.ATALTVDTER.L
0 K.NFEGLDLGK.M

(Ions score 64)

(Ions score 5

2

-

)



gi|15228194 Sedoheptulose-bisphosphatase (SBPASE)

Protein View

Match to:

gi|15228194 Score:

251

SBPASE (SEDOHEPTULOSE-BISPHOSPHATASE); phosphoric ester hydrolase/ sedoheptulose-bisphosphatase [Arabidopsis thalianal
Found in search of C:\QStar Share Data“\2009%1115MMZ\NOV1e\1574N0oVie.wiff

Nominal mass

(M.} : 42787; Calculated pI valus: 6.

NCBI BLAST search of gi|152281%4 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries contalining this seguence from NCBI Entrez:
gi|1173345 from Arabidopsis thaliana
gl|786d466 from Arabidopsis thaliana

gi]|7263568 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

15%

Carbamidomethyl
Oxidation

(c)

Matched peptides shown in Bold Red

Start
223
260
278
291
308
374

1
51
101
151
201
251
301
351

End
230
267
284
3056
319
383

METSIACYSR
RLAPESQLEA
GEALRTIAFK
EYACSEEVPE
DELTEITGGD
ETTETAEGEM
QIIVKERGIF
DETIINLDDR

Observed
447 .8136
2334
.2908
6594
3640
.8144

469.
457
550.
618 .
601

GILPPSVSEESQ
TEAEKSNGAST
VRTASCGGTA
LODMGGPVEG
QVAARMGIYG
FSPGNLRATF
TNVTSPTAKA
TOVAYGSENE

912

1234

Mr (expt)
893.
936.
.5671
1648.
. 7135
1201.

RSSTLVSPPS
VITECEIGQSL
CVNSFGDEQL
GFSVAFDPLD
PRTTYVLAVK
DNSEYSELID
ELRLLFEVAP
IIRFEETLYG

6127
4522

9562

6142 1201

(M) , Phospho
cuts C—-term side of KR unless

(sT)

YSTSSSFKRL
EEFLAQATPD
AVDMLADELL
GSSIVDTNFT
GFPGTHEFLL
YYVKERYTLR
LGLLIENAGG
TSRLENVPIG

Mr (cala)
893.
936.
912.
1648.
1234.

5222
4487
4957
8495
6558
.5els

17

next residue is P

KSSSIFGDSL
EGLRTLLMCM
FEALOQYSHVC
VGTIFGVWEG
LDEGEWQHVE
YTGGMVPDVN
FSSDGHESVL
VTA

Delta
.0905
.0035
.0715
.1068
L0577
L0527

o000 o0

0

[= = o R

HAHAAd

Miss Sequence
TITYVLAVE. G
.MFSPGNLR.A Oxidation (M)
LIDYYVK.E
YTGGMVPDVNQIIVEK.E  Oxidation (M)
.GIFTNVTSPTAK.A
.FEETLYGTSR.L

(Ions score 40)

(Ions score 27)

(Ions score 30)

(Ions score 58)
(Ions score 43)

(Ions score 47)




Start

109
109
154
433
433

End
17

120
120
163
443
443

gi|114403 ATP synthase subunit alpha, mitochondrial

Protein View

Match to: gil|l14403 Score: 244
RecName: Full=ATP synthase subunit alpha, mitochondrial
Found in search of C:%\QStar Share Data\20091115MMZ\NOVZENTOBNOV26E.wiff

Nominal mass (M.} : B5393; Calculated pI valus: 6.23

NCBI BLAST search of gi|l114403 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln->pyro-Glu (N-term Q) ,0xidation
Cleavage by Trypsin: cuts C-term side of KR unless next residue 1is P
Sequence Coverage: 8%

Matched peptides shown in Bold Red

1
L% |
101
151
201
251
301
351
401
451
501

Observed

MELSPERAAEL
AGEMVLFANG
AGEAMLGEVV
GLEAVDSLVE
TMYCVYVAIG
YSGCAMGEYFE
VFYLHSELLE
GQICLETELF
EEVAAFAQFG
AVNGFCDEMP
ERATLELI

TNLFESRIEN
VEGMATLNLEN
DAMGVEPIDGR
IGRGQRELLT
OERSTVGEOLI
EDNGMHAT.II
EAARESDQTGE
YRGIEPAINV
SDLDAATOQAT,
LDRISQYERA

FYANFQVDETI
ENVGIVVEFGE
GALSDHEQER
GDRQTGRETTI
QTLEEANATLE
YDDLSEQAVA
AGSLTALPVI
GLSVSEVGSA
LNREGARTLTEWV
IPNSVEPELL

Delta

GEVVSVGEDGI
DTATEEGDLV
VEVEAPGILE
ATDTITNQEQ
YSITVAATAS
YEQMSLLLER
ETQAGDVSAY
AQLEAMEQVC
PEQPOQYAPLP
QATEGGLTNE

AQVYGLNETIQ
ERTGSIVDVE
REESVHEPMQT
TNSEATSESE
DPAPTQFLAP
PPGEEAFPGD
IPTNVISITD
GSSELELAQY
IEKQITVIYA
EEMEPDAFLE

Mr (expt)
1249.7669
1227 .7743
1243 .7658

Mr (calc)
1249.6302
1227 .6282
1243.6231

Miss Secuence

L1367 0 R.AAELTNLFESR.I
L1461 VVDAMGVPIDGR. G
L1427

625.8907
614.8944
622.8902

(Ions score 77)
(Ions score 36)
VVDAMGVEIDCR.G Oxidation (M)

(Ions score 62)

513.8775
633.9125
642.4151

1025.7405
1265.8104
1282.8157

1025.5869
1265 .6656
1282 .6921

.1536
.1448
.1236

LQPOQYAPLPIEK.Q Gln->pyro-Glu
QPOQYAPLPIEK.Q

[ T o I T T o T
[ I o T B e B

R
R
K.AVDSLVPIGR.G (Ions score 55)
K
K

(Ions score 32)

(N-term Q)

(Ions score 51)




gi|75336517 ATP synthase subunit beta, chloroplastic

Protein View

Match to:
RecName :

gi|75336517 EScore:
Full=ATP synthase subunit beta,

1158

chloroplastic; AltName:

Full=F-ATPase subunit beta

Found in search of C:\QStar Share Data’\20091115MMZ\NOVZE\1028NOVZ6.wiff

Nominal mass

(M

z)

53740;

Calculated pI value: b.

21

NCBI BLAST search of gi|75336517 against nr

Unformatted seguence string for pasting into other applications
TaxXonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Brassica napus

45%

Carbamidomethyl
Deamidated

(C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MEINPTTSDP
GRDTLGQEIN
EVGGATLGRI
TEIEVVDLLA
GVGERTEEGHN
LTAT.TMAEYF
TLEAEMGSTL.O
VLSRGLARRG
LODITATT.GL
LAETTRGFNL

AVSIREENNL
VTCEVQQLLG
FNVLGEPVNN
PYREGGRIGL
DLYMEMKESG
EDVNEQDVLL
ERITETEEGSE
IYPAVDPELDS
DELSEEDELT
ILEGEFDELE

GRIAQITGEWV
NNEVEAVAMS
LGEVDTLTTS
FGGAGVGKTV
VINELNLADS
FIDNIFEFVQ
ITSIQAVYVE
TSTMLQPRIV
VARABRKIERF
EQAFYTLVGNT

(M2} , Gln—->pyro—clu
cuts C-term side of ER unless next residue 1is P

LDVAFPPGEM
ATEGLKRGMD
PIHKSAPAFI
LIMELINNIA
KVALVYGQMN
AGSEVSALLG
ADDLTDPADA
GEEHYETAQQ
LSQPFFVAEV
DEATARATNL

PNIYNALVVK
VVDMGNPLSV
DLDTTLSIFE
KAHGGVSVFG
EPPGARMRVG
RMPSAVGYQP
TTFAHLDATT
VKQTLORYRE
FTGSPGEYVG
EMESKLER

(N—-term Q) ,0xidation

(M)



Start - End Observed Mr (expt) Mr (cale) Delta Miss Sequence

3 - 15 685.9302 1369.8459 1369.7201 0.1258 0 R.INPTTSDPAVSIR.E (Ions score 60)

40 - 50 631.4198 1260.8251 1260.6900 0.1351 0 K.MPNIYNALVVK.G (Ions score 54)

40 - B0 639.4316 1276.8487 1276.6849 0.1638 0 K.MPNIYNALVVK.G Oxidation (M) (Ions score 70)

76 - 86 539.3524 1076.69%03 1076.5536 0.1367 0 R.AVAMSATEGLK.R (Ions score 83)

76 - 86 547.3542 10%2.6%38 1052.5485 0.1453 0 R.AVAMSATEGLK.R Oxidation (M) (Ions score 38)

76 — 86 547.3542 1092.6938 1092.5485 0.1453 0 R.AVAMSATEGLK.R Oxidation (M) (Ions score 61)

76 - 86 547.3542 1092.6938 1092.5485 0.1453 0 R.AVAMSATEGLK.R Oxidation (M) (Ions score 46)

76 - 86 547.3542 1092.6938 1092.5485 0.1453 0 R.AVAMSATEGLK.R Oxidation (M) (Ions score 64)

87 - 109 T77.4621 2329.3644 2329.1519 0.2125 1 K.RGMDVVDMGNPLSVPVGGATLGR.I 2 Oxidation (M) (Ions score 63)

88 - 109 720.0981 2157.2725 2157.0559 0.2166 0 R.GMDVVDMGNPLSVPVGGATLGR.I Oxidation (M) (Ions score 51)

88 - 109 T725.4145 2173.2218 2173.0508 0.1710 0 R.GMDVVDMGNPLSVPVGGATLGR.I 2 Oxidation (M) (Ions score ©1)
110 - 134 892.8789 2675.6150 2675.4170 0.1979 0 R.IFNVLGEPVNNLGPVDTLTTSPIHK.S Deamidated (NQ) (Ions score 82)
155 - 163 523.3724 1044.7303 1044.5968 0.1336 0 K.VVDLLAPYR.R (Ions score 44)

168 - 178 488.3479 974.6813 974 .5549 0.1263 0 K.IGLFGGAGVGK.T (Ions score 56)

179 - 191 T44.9739 1487.9332 1487.8269 0.1063 0 K.IVLIMELINNIAK.A Deamidated (NQ); Oxidation (M) (Ions score 35)
1%2 - 2056 664.9092 1327.8039% 1327.6633 0.14086 0 K.AHGGVSVFGGVGER.T (Ions score 63)

208 - 217 615.3373 1228.6600 1228.5104 0.1496 0 R.EGNDLYMEMK.E (Ions score 50)

208 - 217 623.3247 1244.6349 1244.5053 0.1296 0 R.EGNDLYMEMK.E Oxidation (M) (Ions score 44)

208 - 217 631.3301 1260.6456 1260.5002 0.1454 0 R.EGNDLYMEMK.E 2 Oxidation (M) (Ions score 27)

218 - 231 T44.9251 1487.8357 1487.7467 0.0890 0 K.ESGVINELNLADSK.V (Ions score 73)

232 - 248 801.4679 1600.9213 1600.8031 0.1182 0 K.VALVYGOMNEPPGAR.M (Ions score 104)

232 - 246 809.4494 1616.8842 1616.7981 0.0862 0 K.VALVYGOMNEPPGAR.M Oxidation (M) (Ions score 854)

249 - 261 T744.4500 1486.8855 1486.7450 0.1365 0 R.VGLTALTMAEYFR.D Oxidation (M) (Ions score 80)

278 - 281 T17.4532 1432.8%18 1432.7674 0.1244 0 R.FVOAGSEVSALLGR.M (Ions score &8)

360 - 378 687.7553 2060.2440 2060.0248 0.2192 0 K.GIYPAVDPLDSTSTMLQPR.T (Ions score S8)

360 - 378 693.0804 2076.2195 2076.0198 0.1557 0 K.GIYPAVDPLDSTSTMLQPR.I Oxidation (M) (Ions score 58)
379 - 392 815.9650 1629.9155 16295.7998 0.1157 0 R.IVGEEHYETAQQOVK.Q (Ions score &7)

379 - 382 544.3609% 1630.0609 1625.7958 0.2611 0 R.IVGEEHYETAQQOVK.Q (Ions score 48)



gi|558479 Tonoplast ATPase 70 kDa subunit

Protein View

Match to:

gi|558479% Score:

545

tonoplast ATPase 70 kDa subunit

Found in search of C:\QS5tar Share Data’\2009%1115MMZ\NOVZ&\555NOV26. wiff

Nominal mass (M) :

Unformatted sequence string for pasting into other applications

r

69030; Calculated pI wvalue: 5.19
NCBI BLAST search of gi|55847% against nr

Taxonomy: Brassica napus

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

18%

Carbamidomethyl (C)
Deamidated (NQ),Gln->pyvro-clu
cuts C—term side of EERE unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
kbRl
601

MPAFYGGELT
DNLIGEIIEL
IFDGIQRPLE
GEDLYATVEE
VEESFTMLQT
PGAFGCGETV
PDEREESVME
ADSTSEWAER
PERENGEVTIV
VNWLISYSEY
EDATARGDKT
YNLANQAVEER
VGEFEELHDD

TFEDDEKESE
EGDSATIQVY
TIARRSGDVY
NELMOHHVAT,
WEVETPREVA
ISQAT.SKYSN
RTTLVANTSN
LEETSGRLAE
GAVSPPEGEDF
STALESFYEK
TLETAKTLEE
GAGMDGOQEIS
LTSGFRNLED

YEYVREVSGE
EETAGTL.TVND
ITPRGVSVPATL
PPDAMGEITY
SELAADTPLL
SDAVVIVGECG
MPVAAREAST
MPADSGYPAY
SDEVTSATLS
FDEDFIDIET
DYLAQNAFTP
¥YSLIEKHELGD
ETER

VVVADGMAGR
EPVLRTHEPLS
DEDCLWEFQP
LAPAGOYST.K
TGURVLDALFE
ERGNEMAEVL
¥YTGITIAEYF
LAART.ASFYE
IVOVFWCLDE
EAREVLOEED
YDEFCPFYES
LEFYELVESQEF

AMYETLVEVGEH
VELGPGILGN
KEDFVEGDTIT
DTVLELEFQG
PSVLGGTCAI
MDFPQLTMTL
RDMGYNVSMM
RAGEVECLGGE
ELAQEEHFES
DINEIVQLVG
VWMMENITHEFE
EDPAEGEDVL

(N-term Q) ,0xidation

(M)



Start

178
223
312
312
312
342
342
342
342
368
460
502

End
25

190
234
326
326
326
356
356
356
356
384
470
Elé

Observed

694

781

.3973
T12.
628.
T73.
T73.
.4751
840.
848.
848.
856.
906.
669 .
787.

9645
4396
4842
4842

9161
8960
9090
91386
5095
4060
9502

Mr (expt)
2080.
1423,
.8646
1544.
1544.
1560.
1679.
1695.
1695.
.8127
.0044
1336.
1573.

1254

1711
1811

1700
9144

9538
9538
9357
8176
1775
80356

7974
9659

Mr (calc)
2079.
1423,
1254.
L7981
L7981
1560.
1679.
1695.
1695.
1711.
1810.
1336.
1573.

1544
1544

9273
7711
6932

7930
6589
6539
6539
6488
8559
6187
81599

(=N = e R R o I o R - I s s s - [ s

Delta
L2427
.1433
L1714
.1557
.1557
.1428
.1587
.12386
.1496
.1639
.1485
.1788
L1460

Miss Sequence

1

HOOoOOoOOoOOoOoOOOoOOo OO

AAFE IO A DA AAA

. LTTFEDDEKESEYGYVR.K (Ions score 59)
ITYLAPAGOYSLK.D (Ions score 47)

LAADTPLLTGOR .V (Ions score 72)

. TTLVANTSNMPVAAR . E (Ions score 74)

. TTLVANTSNMPVAAR.E (Ions score 67)
.TTLVANTSNMPVAAR.E Oxidation (M) (Ions score 74)
.DMCYNVSMMADSTSR.W Oxidation (M) (Ions score 55)
.DMCGYNVSMMADSTSR.W 2 Oxidation (M) (Ions score 38)
.DMGYNVSMMADSTSR.W 2 Oxidation (M) (Ions score &7)
.DMGYNVSMMADSTSR.W 3 Oxidation (M) (Ions score 74)
.LAEMPADSGYPAYLAAR.L Oxidation (M) (Ions score 59)
YSTALESFYEK.F (Ions score 57)

DALARGDKITLETAK.L (Ions score 103)



gi|1655480 Gamma subunit of mitochondrial F1-ATPase

Protein View

Match to: gil|l655480 Score: 83
gamma subunit of mitochondrial F1-ATPase [Arabidopsis thalianal
Found in search of D:\Sixue Chen-don't delete pleas=e\200%1115MME\DECO1N1%08DECOLl.wiff

Nominal mass (M) :

T

35597; Calculated pIl wvalue: 9.01

NCBI BLAST search of gi|1655480 against nr

Unformatted sequence string for pasting into other applications
Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

4%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

1
k1
101
151
201
251
301

Start - End
232 - 246

MAMAVEFREEG
EMESVENIQE
DVEESVVVTL
AEATMEFRDSE
NEFHSEVVAFL
ONLAFEFQFSC
ETEQASITTE

Observed
820.4725

ERELLPSIAAR
ITEAMEMVALD
SSDREGLCGET
NMDIVLSVTEL
PTVETVLEPE
VMFNAVLENA
LIETTSGASA

Mr (expt)
1638.9304

PIAATRSPLS
SELEAVOQGEA
NSTVVEVSEA
NENPLNYAQWV
ITEEEEEIGGE
CSEMGARMSA
LEARKE

Mr (calc)
1638.7624

(C)
(NQ) ,Eln—->pyro—Glu
cuts C—-term side of ER unless next residue is P

SDOEEGLLGV
ENSEGLWQPFE
LYELNAGPERK
SVLADDITEN
ELGELDSYET
MDSSSENAGE

Delta
0.1680

ESISTQVVEN
TATLGDMNEPST
EVQEFVIVGEEK
VEFDATRIVY
EGGETKGEIL
MLDELTLTYN

Miss Sequence
0 K.LGELDSYEIEGGETK.G

(N-term Q) ,0xidation

(M)

(Ions score 83)




Peptide View

MS/MS Fragmentation of LGELDSYEIEGGETK
Found in gi|1655480, gamma subunit of mitochondrial F1-ATPase [Arabidopsis thaliana]

# b ptt b? ¥ Seq. y v y* v y! ytoo#
1| 114.0913 57.5493 L 15
2 171.1128/ 86.0600 G 1526.6857 763.8465/1509.6591 755.3332/1508.6751 | 754.8412|14
3| 300.1554 150.5813 282.1448 141.5761 E |1469.6642 735.3357|1452.6377 726.8225 1451.6536 726.3305 13
4 413.2395207.1234 395.2289 198.1181 L (1340.6216 670.8144 1323.5951|662.30121322.6111 661.8092 12
5| 528.2664 264.6368 510.2558 255.6316 D 1227.5376614.2724 1210.5110 605.7591 1209.5270 605.2671 11
6 615.2984(308.1529 597.2879299.1476 S (1112.5106 556.7589 1095.4841 548.2457 1094.5000 547.7537 10
7| 778.3618389.6845 760.3512/380.6792 Y 1025.4786 513.2429 1008.4520/504.7297 1007.4680 504.2376 9
8 907.4044 4542058 889.3938 4452005 E | 862.4153 431.7113 845.3887 423.1980 844.4047 422.7060 8
9/1020.4884 510.7478 1002.4779 501.7426 1 | 733.3727 367.1900| 716.3461 358.6767  715.3621 358.1847 7
10/1149.5310/575.2691 1131.5204 566.2639 E | 620.2886 310.6479 603.2620 302.1347| 602.2780 301.6427| 6
11/1206.5525 603.7799|1188.5419 594.7746 G | 491.2460 246.1266| 474.2195 237.6134| 473.2354 237.1214 5
12 1263.5739/632.2906 | 1245.5634 623.2853 G | 434.2245/217.6159 417.1980 209.1026| 416.2140 208.6106 4
13/1392.6165 696.8119|1374.6060 687.8066 E | 377.2031 189.1052| 360.1765 180.5919| 359.1925 180.0999 3
141493.6642|747.3357 1475.6536 738.3305 T | 248.1605 124.5839 231.1339/116.0706 230.1499 115.5786 2
15 K | 147.1128 74.0600 130.0863 65.5468 1




gi|166627 Nucleotide-binding subunit of vacuolar ATPase

Protein View

Match to:

Mominal mass

(M) =

gil|leeb27 Score:
nucleotide-binding subunit of wvacuoclar ATPase [Arabidopsis thalianal
Found in search of C:\QStar Share Data\200%1115MMZ\NOV16\B842NOV1ie.wiff

54819;

7125

Calculated pI value:

4.98

NCBI BLAST search of gi|l66&27 against nr

Unformatted seguence string for pasting into other applications
Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

rabidopsis thaliana

23%

Carbamidomethyl
Oxidation (M), Phospho
cuts C—-term side of ER unless

(C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MSLSVNMGETN
NIERTLGDESTER
VSLDMLGRIF
GISTIDVMNS
LEDHGEDNEA
IERIITPRIA
GEEGYPEYMY
TGYITEGQIY
SNOLYANYAT
DTRENIFQSLD

DLDIEEGTLE
RGOVLEVDGE
NGSGEPIDNG
TARGOEIPLEF
IVEFAAMGVNM
LTTAEYTLAYE
TDLATIYERA
IDEQLHNEQT

GHDVQAMEAWV
LAWTLLEIFP

IGMEYRTVSGE
KAVVOVFEGT
PPITLPEAYTLD
SAAGTL.PHNET
ETAQFFERDF
CGEHVLVILT
GEIEGEEGST
YPPTNVLPSL
VGEEATLSSED
REELLHEIPAR

(ST)

VAGPLVILDE
SGIDNKFTTV
ISGSSINEPSE
AROTCROAGT
EENGSMEEVT
DMSSYADATE
TQIPTLTMEPN
SELMESATGE
LLYLEFLDEF
TLDQFYSRDS

next residues is P

VEGPEYQEIV
QFTGEVLKTP
ETYPEEMIQT
VEELEETVDL
LFLNLANDET
EVSALAREEVE
DDITHPTPDL
GMTEEDHSDV
EEFFVMQGAY
TS



Start
46
61
62
T2
87
99

229
369
396
443
444
481

End
E3
71
71
86
98
108
238
382
412
453
453
488

Observed

517

537

544

607

632

444
602

.8113
615.
.3120
521.
685.
. 8297
.2803
T798.
. 3287
.5B888
.3073
515.

3594
9743
39256

9929

2851

Mr (expt)
1033.
1228.
1072.
1562.
1368.
1087.
.5460
1595,
1893.
1330.
1202.
1028.

1212

6081
T043
6095
9010
T705
6449

9712
9643
T445
6000
5556

Mr (calc)
1033.
1228.
L5401
L7941
1368.
.B696
L4717
1595.
1893.
1330.
.5390
1028.

1072
1562

1087
1212

1202

5bbe6
6412

7289

9035
8857
6340

4927

o o [ e e e e e Y e e e e e

Delta
.0825
.0631
.0624
L1070
.0416
.0783
.0743
L0677
.0786
.1105
.060%9
.0629

Miss Sequence

0

oo oDDoOoo oo

AARE AR RRARAAR

YQEIVNIR.L (Ions scorse 42)

.RGOVLEVDGEK.A (Ions score 79)
.GQVLEVDGEK.A (Ions score 65)
AVVOVFEGTSGIDNK . F (Ions score 59)
FTTVQFTGEVLE. T (Ions score 63)

. TPVSLDMLGR. I (Ions score 79)

.DFEENGSMER. .V (Ions score 65)
.QIYPPINVLPSLSRE. L (Ions score 48)
.DHSDVSNQLYANYAIGK.D (Ions score 61)
KFVMQGAYDTR.N  Oxidation (M) (Ions score 59)
FVMQGAYDTR.N Oxidation (M) (Ions score 55)
. TLDQFYSR.D (Ions scorse 52)




gi|17939849 Mitochondrial F1 ATP synthase beta subunit

Protein View

Match to:

Nominal mass

NCBI BLAST search of gi
Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

(M) :

gi|17939849 Score:
mitochondrial F1 ATP synthase beta subunit [Arabidopsis thalianal]
Found in search of C:\Q8tar Share Data\20051115MMZ\NOV1Ee\S05NOV1S wiff

63560;

179325

I e

694

Calculated pI value:

6.52

849% against nr

Arabidopsis thaliana

26%

Carbamidomethyl
Oxidation (M) ,Phospho
cuts C-term side of ER unless

(C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

MTMITPSSNT
SAAELGNENE
EDEGEETYDY
TELVLEWVSHH
EIMNVLGEPI
LAPYQRGERI
GNDLYEEMIE
EYFRDAEGQD
ATQERTITTTE
ELGIYPAVDPE
LGMDELSEDD
FOGLLDGKYD

THYRESWYAC
RLEFEPEPARH
GERGATIGEVC
LEONVVETIA
DERGEIEKTEH
GLFGGAGVGHE
SGVIKLGEERR
VLLFIDNIFR
EGSTITSVQAT
LDSTSEMLSE
ELTVAEAEET
DLSEQSFYMV

RYRSGIPGST
AARPCEYLLGR
QVIGATVDVR
MDGTEGLVREG
YLPIHEFDAPA
TVLIMELINN
SESECALVYG
FTQOANSEVSA
YVPADDLTDE
HILGEEHYNT
QEFLEQPFHV
GEIDEVVAERL

(ST)

HASVASREVL
VAEYATSSPA
FEDQEGLPPI
EEVLNTGAPI
LVDLATGOET
VAFAHGGEEFSWV
LSMNEPPGARR
LLGRIPSAVG
APATTFAHTD
ARGVOEVLON
AETFTGAPGE
EETARESAR

next residue is P

SS5LLESSSGR
SEAADPSSAPL
MTESLEVQDHP
TVEVGRATLG
LATGIEVVDL
FAGVGEERTEREE
EVGLTGLTVA
YQPTLASDLG
ATTVLSEQIS
YENLQDITAT
YVDLEENTNS



Start
168
168
183
202
202
227
247
260
307
307
371
385
448
Rd6

End
179
179
196
213
213
246
256
270
315
315
384
405
466
ERB

Observed

631
639.
697.
693.
701.
666 .
587
488.
503.
511.
498,
T729.
687
T17.

.B8573

8494
4355
3860
3786
0608

.3593

3183
3072
3004
3023
4237

. 7084

8957

Mr (expt)
L7001
1277.
.8565
.7575
1400.
1995.
L7041
974,
.5998
1020.
. 8851
2185.
2060.
1433.

1261

1392

1384

1172

1004

1491

6842

T4286

1606

6221

5862

2494

1035
7768

Mr (calc)
1261.
1277.
.8089
L7020
1400.
1995.
1172.
.5549
L5212
1020.
7681
2185.
2060.
1433.

1392
1384

974
1004

1491

6336
6286

6969
0888
6553

5161

1379

0426
7150

==l == o I o i [ e e Y e i e e Y o= i o e

Delta
.0665
.05E6
.0475
.05kRE
.04506
.0718
.0488
0671
.0786
.0700
L1170
.1115
.0609
.0618

Miss Sequence

0

o Rl e o B - I o Y e I e s s Y e [ s [

AREEEdEEm AR DRSS

. TIAMDGTEGLVR. G (Ions score 51)
.TIAMDGTEGLVR.G Oxidation (M) (Ions score 73)
NLNTGAPITVEVGR.A  (Ions scors 69)

. IMNVLGEPIDER. G (Ions score 46)
IMNVLGEPIDER. G Oxidation (M) (Ions score 63)
.DAPATVDLATGQEILATGIK.V (Ions score 73)
NVDLLAPYQR. G (Ions score 53)

IGLFGGAGVGHE., T (Ions scorese 48)

.EMIESGVIK.L (Ions score 32)

.EMIESGVIK.L Oxidation (M) (Ions score 37)

L FTQANSEVSALLGR. I (Ions score 46)
IPSAVGYQPTLASDLGATLQER. I (Ions score 85)
OISELGIYPAVDPLDSTSE ..M (Ions score 5G6)
.ENINSFQGLLDGK.Y (Ions score 50)




gi|18391442 De-etiolated 3 (DET3)

Protein View

Match to: gi|l1l8391442 Score: 195
DET3 (DE-ETIOLATED 3) [Arabidopsis thalianal
Found in search of C:\QStar Share Data\20091115MMZ\NOV17\1354NOV17.wiff

Nominal mass {Mr]: 42878; Calculated pI wvalue: 5.40

NCBI BLAST search of gi/18351442 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Zrabidopsis thaliana

Links to retriewve other entries containing this sequence from NCBI Entrez:
1]12585488 from Arabidopsis thaliana

i) 6636332 from Arabidopsis thaliana

118658731 from Arabidopsis thaliana

gi|12248023 from Arabidopsis thaliana

qi|16645005 from Arabidopsis thaliana

qi|20255%5%72 from Arabidopsis thaliana

gi|225857%18 from Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho (ST)
Cleavage by Trypsin: cuts C-term side of KR unless
Sequence Coverage: 10%

next residue is P

Matched peptides shown in Bold Red

Start
62

End

1
51
101
151
201
251
301
351

Obhserved

MTSEYWVVSL
SLLATLGDDLL
YLTRFVWDEA
NATNREQSGS
ETLTDYVVPE
EQSVEAQETR
TFAESIMRYG
DAGAMAGLAG

Mr (expt)

PVEDSASSLW
ESNSFVEGVS
KYPTMSPLKE
LAVRDLSNLWV
SSEELFEDNE
EQELARKLWVQD
LPPAFLACVL
DSETHPYVSF

Mr (calc)

NELOEQISEH
QKIRREQIEEL
VVDNIQSQVA
KPEDIVESEH
YALYTVTLET
QESLRSSTLO
SPAVESEERV
TINLA

Delta

SFDTPVYERFHN
ERTISGVESNA
KIEDDLEVEWV
LVTLLAVVEE
RVADNFRIARA
WCYTSYGEVEF
RSILERLCDS

Miss

IPNLEVGETLD
LTVDGVEVDS
AEYNNIRGQL
YSQEDWLACY
REEGFQVEDF
SSWMHFCAVE
TNSLYWESEE

Sequence

T2

111
119
131

5591.325606
447 .7664
476.7866
665.3813

1180.6367
853.5183
951.5587

1328.7480

1180.5724
853.4283
951.4735

13268.6936

0.0643
0.09%00
0.0851
0.0544

K.SNSFVEGVSQK.TI (Ions score 49)
R.FVWDEAK.Y (Icns score 25)
K.¥YPTMSPLK.E Oxidation (M)

K.EVVDNIQSQOVAK. T (Ions score

105 -
112 -
120 -

(Ions score 51)
12)

oo oo




gi|120675 Glyceraldehyde-3-phosphate dehydrogenase, cytosolic

Protein View

Match to:
RecHame :

gl |120675 Score: 360

Full=Glyceraldehyde-3-phosphate dehydrogenase,

oytosolic

Found in =search of C:“QS5tar Share Data‘20091115MMZ\HOVITYW1573HOVLT. . wiff

Hominal mass

HCBI BLAST search of gi|l20675 against nr

(M_): 37015; Calculated pI value: 7.70

Unformatted sequence string for pasting into other applications

Taxonomy: Sinapis alba

Link=s to retriewve other entries containing this sequence from NCBEI Entrez:

gi|21143 from Sinapis alba

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho
Cleavage by Trypsin:
Sequence Coverage: 22%

Matched peptide=s shown in Bold Red

(3T)
cuts C-term =side of ER unless

next residue is P

1
51
101
151
201
251
301

MADKEIKIGI
YDSVHGOWEH
ESTGVETDED
VSNLASCTTNC
RGGRAASFNI
VELEKARTYD
LKACGTALSDN

HGFGRIGRLWV
HELEVEDEET
FRALHLEGGA
LAPLAEVIND
IPSSTGAARR
EIFFAIFEES
FVELVSWYDH

ARVILOQENDWV
LLFGEEPVIV
EEVVISAPSKE
RFGIVEGLMT
VEEVLPQLNG
QGHLEGILGY
EWGYSTEVVD

[ Show predicted peptides also

[ Sort Peptides By

] @ Residue Number

Start
8

131
131
205
232
276
303

- End
- 15

- 145
- 145
- 219
- 238
- 295
- 313

Observed
417.
579,
584.
T17.
406.
724,
567.

2922
o048
3340
9316
2593
72594
8663

§32.
1733.
17459.
1433.

810.
2171.
1133.

Mr (expt)
5695
9926
9802
8486
5041
1663
7181

832.
1733.
1745.
1433.

810.
2171.
1133.

ELVAVNDEFI
FGIRMEFEDIP
DAPMEWVVGVH
TVHSITATOQK
ELTGHMSFEVE
TEDDWVWVSTDF
LITHMSEA

) Increasing Mass

Mr (calc)
4555
8083
8032
T514
4058
oo1s
6081

TTEYMTYMFE
WEEAGADEVV
EHEYESDLNI
TVDGPSHMEDW
TVDVSVVDLT
WGDHESSIFD

7 Decreasing Mass

Delta
1143
.1843
L7770
L0971
L0983
L1644
L1100

[ e R e Y R o Y e Y

o

s o R o o Y o o |

WA AW E A A

Mis= Segquence

L IGINGFGE. I
. DAPHMFWVVGVHEHEYE. S
. DAPMFVVGVHEHEYE. S
CAASFNITPSSTGAAR . A
. LTGHMSFR. WV
LGILGYTEDDWVVSTDEVGDHE. 5
VAGTALSDNFVE. L

[Ions =score 48)

[Ions score 55)

Oxidation (M) (Ions score
[Ions =score 57)

[Ions score 44)

[Ions score 54)
(Ions score T1)

49}




gi|166702 Glyceraldehyde 3-phosphate dehydrogenase A subunit

Protein View

Match to: gi|166702 Score: 99

glyceraldehyde 3-phosphate dehydrogenase A subunit [Arabidopsis thalianal
Found in search of C:\Q5tar Share Data‘200%1115MMZ\NOV15S\1615NOV15.wiff

Hominal mass

HCEI BLAST search of gi|le66702 against nr
Unformatted =sequence string for pasting into other

Taxonomy: Arabidopsis thaliana

Fizxed modifications: Carbamidomethyl (C)

Variable modification=s: Oxidation (M),Phospho (5T)
Cleavage by Trypsin: cuts C-term side of ER unless
Sequence Coverage: T%

Hatched peptides shown in Bold Red
1 MGS55GGYREG VIEAELEVAT

51 GGVEQASHLL
101 WEELGIDIVI

HGEFGRIGENF
EYDSTLGIFD ADVEFSGETR
EGTGVEFVDRE GAGEHMERAGR FEVIITAFPGE
151 HADAYSHDEF IISHASCTTH CLAFPFVEVLD QEFGIIEGIM
201 ELLDASHRDL EELERAAAINT WVPTSTGAARA VALVLPHLEG
251 TEHNVSVVDLYV VQVSEETFAE EVNAAFRDSA ERELEGILDV
201 RCS5DFSTTID SSLTMVMGDD MVEVIAWYDN EWGYSQEVVD
351

LECWHGEEDS
ISVDGEIIQWV

[ Show predicted peptides also

[ Sort Peptides By

5tart - End Observed Mr ({expt) Mri{calc)
215 - 229 692.9277 1383.8408 1383.7722
230 - 239 515.37e8 1030.7391 1036.0644

(M_}: 37937; Calculated pl value: 7.00

applications

next residue is P

PLDIIATNDT
VSNENFSLLE
GDIFTYVVGEV
TITHSYTGDD

FLHNGIALEVE

CDEPLVSVDF
LADTVANNWE

Delta
0.0686
0.0747

] @ Residue Number O Increasing Mass () Decreasing Mass

Mi=s= Sequoence

0 ER.AAATHNIVPTSTGAAR.A

0 EKE.AVALVLPHLE.G

(Ions score 48)
(Ions score o2)




gi|336390 Glyceraldehyde 3-phosphate dehydrogenase B subunit

Protein View

Match to:

gi| 336390 Score:

201

glyceraldehyde 3-phosphate dehydrogenase B subunit [Arabidopsis thalianal]
Found in search of C:WQ5tar Share Datca’\Z0091115MMZNNOVITW1183MOV1T.wiff

Hominal

mass

(M_): 43168; Calculated pl wvalue: 3.

a0

NCBI BLAST search of gi|3363530 against nr

Unformatted sequence string for pasting into other applications
Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

11%

Carbamidomethyl
Cxidation

(C)

Matched peptides shown in Bold Red

1
31
101
151
201
251
301
351
401

M55IGGEASFE
FLECWHGRED
TISVDGELIE
LSEVIITAFL
VLDEEFGIVE
AFDNVSLVLEQ
RELANGEMEG
WIDNEWGYSQ
XD

FDAVARQITE
SPLEVVVLND
VWVENREDPLEL
EGADIPTYEVH
GIMITTHSYT
LEGELNGIAL
ILDVCDAPLY
RVVDLAHLVA

FAVITSTEVR
SGEEVENASHL
FHWLELGIDIV
GVHEQDYGHD
GDQRLLDASH
RVPIPHVSVY
SVDFRCSDVS
SEWPGRAERVG

[ Show predicted peptides also

[ Sort Peptides By

Start
83

96
201
238

- End
- 51

- 107
- 210
- 252

Observed
539.3006
645.3602
574.8553
692.915%9

| ® Residue Number

1076.5866
1288.7059
1147.6961
1383.8173

Mr (expt)

(M} , Phospho
cuts C-term side of ER unless

{5T)

GETVAFLEVA
LEYDSMLGTFE
IEGIGVEVDG
VANIISHASC
RDLERARAASD
DLVINVEEEG
ITIDSSLIMV
SGDPFLEDECE

) Increasing Mass

Mr {calc)

1076.4848
1288.6511
1147.6125
1383.7722

next residue is P

INGFGRIGEN
EAEVEIVDHE
PGLGEHIQAG
TTHCLAPFRE
LHIVETSTGA
LTLEDVHELE
MGDDMVEVVA
THELDEECEWV

) Decreasing Mass

Delta
0.1017
0.054%
0.0836
0.0451

0

0
0
0

Mi== Segqnence
E.YDSHMLGTFE.A Oxidation

KE.IVDHETISVDGE. L
KE.VLDEEFGIVE.G

R.AAAINIVPTSTGAAR . A

(M)
(Ions =score

(Ions =score 44)
£9)

(Ions =score 27)

(Ions =score 41)




Match to:

gi]15219412 Phosphoglycerate kinase (PGK)

gi|1521

9412 Score:

125

PGE (PHOSPHOGLYCERATE RINASE) [Arabidopsis thaliana]
Found in search of C:\Q5tar Share Data‘\Z20091115MMZ\NOV1T\1482MOV1T.wiff

Hominal

mass

(M_): 42162; Calculated pI value: 5.49

HCBI BLAST search of gi|l15219412 against nr

Unformatted sequence string for pasting into other applications

Taxonomy :

Arabidopsis thaliana

Links to retriewve other entries containing this =sequence from NCEI Entre=z:
gi|306959430 from Arabidopsis thaliana
gi|4835754 from Arabidopsis thaliana

gi|78359393 from Arabidopsis thaliana

gi|13154782
gi|17065574
gi|30725646

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Cowverage:

from

Arabidopsis thaliana

from

Arabidopsis thaliana

from

Arabidopsis thaliana

T%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
a1
101
151
201
251
301
351
401

MATERSVGTL
YLMGHGSEVV
EEVQELVAGL
GTAHEAHALST
SEVSTEIGVI
AESLMEFARD
GPDSIKIFSE
VTTIIGGGDS
B

KEARDLEGESV
LCSHLGRPEG
PEGGVLLLEN
EGVAKFLEFPS
ESLLNTVDIL
EGVSLLLEFTD
ALDTTETIIW
VAAVEEVGLA

FVEVDLNVFEL
VIPKYSLEFL
VREFYAEEEEN
VAGFLMQFEL
LLGGGMIFTF
VVIADEFAFPD
HGPMGVEFEFD
DEMSHISTGE

[ Show predicted peptides also

[ Sort Peptides By

Start - End

1759
350

(c)
(M) , Phospho
cuts C-term =side of EE unless

(5T)

DDHSHITDDT
VPRLSELLGV
DFEFAEFLAL
DYLVGAVANE
YEARQGLSVGES
ANSEIVEATR
KFAAGTEAVA
GASLELLEGE

Ob=erved Mr (expt) Mr (calc)
- 1951 694.9150 1387.8154 1387.7347
- 366 T787.4640 1572.9135 1572.835%

next residue i=s P

RIRAARVPTIE
EVVHMANDSIG
LADVYVHDAF
FEFPFRATVGE
SLVEEDELDL
TPDGWMGLDI
FEQLAELSGEG
PLPGVLALDE

Delta
0.0807
0.0775

] @ Residue Number O Increasing Mass (0 Decreasing Mass

Mi== Seqgunence

0 E.ELDYLVGAVANPE.EK

[Ions score &63)

0 E.GVTTIIGGGDSVAAVEE.V

(Ion=s =score 63)




Protein View

Hatch to:

PGEL

gi|15230595 Phosphoglycerate kinase 1 (PGK1)

gi|152305585 Score:
(FHOSPHOGLYCERATE EINASE 1) : phosphoglycerate kinase [Arabidopsis thalianal

282

Found im search of C:“WQJ3tar Share Data’\20091115MMZI\MOVIS\1324NOV15 . wiff

Hominal

mass

HCBI BLAST search of gi|l52305595 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

11%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MASARLSSAFE
DSRERFSLHVA
LHNVEPLDDNQT
SLAPLVPERLS
EEEENDFEFA
LOFELDYLVG
MIFTFYERQGE
KEFAPDANSET
VFEMEEFAAG
ISTGGGASLE

SLLESTGAVA
SEVESVRGEG:G
ITDDTEIRAR
ELLGIEVIEA
FELASLADLY
AVENFEEFFL
LSVGS55LVEE
VEASGIEDGW
TEATANELAE
LLEGEVLEPGV

S55AGTRARAS
SRGVVSMAFE
IPTIEYLIEN
DDCIGPEVES
VHNDAFGTAHR
ATVGEGESEVSS
DELELATELL
MELDIGEFDST
LSEEGVTTII
TALDEATPVT

[ Show predicted peptides also

[ Sort Peptides By

Start
81

99
407
425

- End

- 91

- 116 1
- 417

- 443

Observed
553.3233
008 .5252
546.8217
787 .4640

] @ Residue Number

1104
2015
1091
1572

Mr (expt)
. 6320
.0359
. 6288
L9135

(c)
(M) , Fhospho
cuts C-term =side of ER unless

(ST)

LLPIPSTSVS
SVGDLTSADL
GAFVILSTHL
LVASLPEGGV
AHASTEGVTE
EIGVIESLLE
AFLFAEGVSL
ETFHEALDTT
GGGDEVAAVE
v

) Increasing Mass

Mr({calc)

1104.5663
2014.5444
1091.5611
1572.835%9

(M_}: 50135; Calculated pI wvalue: 5.91

next residue is P

BRPLGFSATL
EGEEVEVERAD
GRPEGVIFEF
LLLENVRFYE
FLEPSVAGFL
KCDILLLGGGE
LLPTDVVVAD
QIVIWHGEMGE
EVGEVAGVMSH

©) Decreasing Mass

Delta
0.0657
0.0916
0.0677
0.0775

Mis=s
0

0
0
0

Sequnence
KE.S5VGDLTSADLE.G

R.ADLHNVFLDDHQTITDDTE. I

K. FAAGTEATANKE.L

E.GVTTIIGGGDSVAAVER .V

(Ions score

1)

(Ions score 70)

(Ions score T&)

(Ion=s =score 55)




Start

56
127
143
172
313

End
27

67

142
151
180
324

gil

Obhzerved

6Tz

.T594a
688.
550.
509.
47z,
454.

9147
7117
3037
3134
6163

15219721 Malate dehydrogenase, cytosolic, putative

Protein View

HMatch to: gi|15219721 Score: 338
malate dehydrogenase, cytosolic, putative [Arabidopsis thalianal]
Found in search of C:%\QS5tar Share Data’\Z0031115MMZ\NOV1EY\1509HOV1S . . wiff

HMominal mass (M ): 35890; Calculated pl wvalue: 6.11

HCEI BLAST search of gi|l521372]1 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Link=s to retrieve other entries containing this sequence from HCEI Entrez:
gi11133508 from Arabidopsis thaliana

gi|2341034 from Arabidopsis thaliana

gi|152156592 from Arabidopsis thaliana
gi|17473717 from Arabidopsis thaliamna
gi|20148469 from Arabidopsis thaliana
gi|21593602 from Arabidopsis thaliana
gi|22137280 from Arabidopsis thaliana
Fixed modifications: Carbamidomethyl (C)
Variable modifications: Oxidation (M) ,Phospho (5T)
Cleavage by Trypsin: cuts C-term side of ERE unless next residue is P
Sequence Coverage: 23%
HMatched peptides shown in Bold Red
1 MAEEPVEVLY TGAAGOIGYA LVPMIARGIM LGADQPVILH MLDIPELAER
51 LHNGVEMELID AAFPLLEGVV ATTDAVEGCT GVHNVAVMVGE FPREEGMEERE
101 DVMSEWVSIY ESQARATEEH AAPNCEVLVY ANPANTHALI LEEFAPSIPE
151 ENISCLTRLD HWRALGQISE RLEVEVSDVE HNVIIWGHHSS SQYPDVNHAE
201 VQTSSGEEPYV RELVEDDAWL DGEFISTVQ RGALTTEARE LSSALSARSS
251 ALCDHTIRDWWVL GTPEGTFVSM GVYSDGESYSW PSGLIYSFEV TCRHGDWSIV
301 QGLPIDEVSE EEMDLTAEEL EEEEDLAYSC L5
Mr (expt) Mr (calec) Delta Mi== Sedquonence
2015.2569 2015.1238 0.1331 0 ER.VLVTGAAGOIGYALVPFMIAR.G Oxidation (M) (Ions score &67)
1375.8149 1375.7421 0.0728 0 E.MELIDAAFPLLE.G Oxidation (M) (Ion=s =score 62)
1645.1134 1648.95876 0.1258 0 E.VLIVVANPANTHALTILE.E (Icns score 6l)
1016.5529 1016.5178 0O.0750 0 E.EFAPSIPEK.H (Ions score 54)
942 .6123 942 .5386 0.0737 0 R.LSVPVSDVKE.N (Ions score 46)
1450.8271 1450.6861 0.1411 1 EKE.MDLTAEELEEEE.D O=xidation (M) (Ions score 50)




Start - End

a0
116

93
127

gi]18404382 Malate dehydrogenase (NAD), mitochondrial

Protein View

Match to:

gl |18404382 Score:

malate dehydrogenase (HAD) ,
Found in search of C:\Q3tar Share Datahl20091115MMZ\MOV1S\1737HOVLIS.wiff

Hominal

NCBI

mnazss

(M) :
BLAST =earch of

36010;

i|18404382

114

Calculated pIl value: §.

agains

t nr

mitochondrial [Arabidopsis thalianal]

24

Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Link=s to retrieve other entries containing this seqguence from NCBI Entrez:
gi|11133715 from Arabidopsis thaliana
gi|l1l1692836 from Arabidopsis thaliana
gi|l12642848 from Arabidopsis thaliana
gi| 3929649 from &rabidopsis thaliana

gi|17065008 from Arabidopsis thaliana
gi|22136210 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

T%

Carbamidomethyl (C
OCxidation

Matched peptides shown in Bold Red

1
31
101
151
201
251
301

Observed
T45.3788
659.8656

MFRSMLVESS
LNPLVS55LSL
VITPAGVERE
STVPIRRETF
VIGGHAGVTI
SATLSMAYRAG
FENGVEEVLDL

HMr ({expt)
1496.7431
1317.7167

ASAKQAVIRR
YDIANTEGVL
PGMTRDDLFN
KELGMYDEKK
LELFSQATEQ
ALFADACLEG
GPLSDFEKEG

SF55G5VEER
ADVGHINTRS
THAGIVENLC
LEGVITLDVV
ANLSS5DILTR
LHGWVEDVIEC
LEATEPELES

Mri{calc)
14%6.6817 0
1317.65929 0

(M) , Phospho
cuts C-term side of KR unless next residue i=s P

)
(3T)

EVAILGARAGE
EVVGYMGDDH
TATAKYCPHR
RLRTFYAGEDR
LTERTQDGGET
SYVQSTITEL
STEEGVEFLAN

Delta
0614
L0239

IGQPLALLME
LARALEGADL
LINMISNEVN
NVEVAEVNVE
EVVELKLGEG
PFFASKEVRLG

Q

Mi=z= Sequence

0 R.SEVVGYMCDDNLAE.A
0 R.DDLFNIHNAGIVE.H

(Ion=s score &6l)
(Ions score S53)




gi|207667274 Chloroplast malate dehydrogenase

Protein View

Match ©

oz

gl | 207667274 Score:

186

chloroplast malate dehydrogenase [Brassica rapa subsp. pekinensis]
Found in search of C:\Q5tar Share Datah20091115MMZ\NOV1e\lee0MHNOVie.wiff

Hominal

nass

(M)

42520;

Calculated pIl value: §.

HCBI BLAST search of gi|207667274 against nr
Unformatted segquence string for pasting into other

Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Brassica rapa subsp. pekinensis

8%

Carbamidomethyl
OCxidation

Matched peptides shown in Bold Red

1
31
101
151
201
251
301
351
401

MRRRSSTSIG
L3GLDS55FL
LSLLITKMSFEL
LEDVNVVVIE
ISHEVNSTIVE
IDVDVEVIGGE
AFLGLGESATL
SRIKTIGENGV
AN

STVFERASS5S
KESLRGSVTEFR
VSTLHLYDIR
AGVPREPGEMT
IALEVL.EEEG
HAGITILFLL
SMOYRRARFEWV
EAVIESDLOG

5555LFQSEL
QSTDTEFYGL
NVEGVARDLS
EDDLFNINAG
VYIDPEELFGV
SKETEPSVSFT
ESSLEALDGED
LTEYEHKALE

[ Show predicted peptides also

’ Sort Peptides By ] @ Residue Number ) Increasing Mass

Start - End Ob=erved Mr (expt) Mr({caloc)
172 - 183 659.8771 1317.7396 1317.6529
227 - 237 610.3864 1218.7583 1218.65972
291 - 302 622.8679% 1243.7212 1243.6408

(c)
(M) , Phospho
cuts C-term side of ER unless

(3T)

QLVNFNYSLE
NINASYRVAV
HCNTPSQVRD
IVETLVEAVA
TTLDVVRANT
DEEIEKLTVR
GDVYECSEVD
ALKPELEASI

a1

applications

next resgidue is P

RFTALRSSTL
LEALGETGERE
FTGPLELADC
DHCPHAFTHT
FVSQEFNLEL
IQHAGTEVVD
STLTDLPFFL
EEGVAFANKEE

) Decreasing Mass

Delta
0.0468
0O.0610
0.0804

Mi==z Seqnence

0 ER.DDLFNINAGIVE.T
0 E.LFGVTTLDVVER.A
0 R.IQHNAGTEVVDAEK.A

(Ions =score 42)
(Ions =score T75)
(Ions =core &9)




gi|15231715 Fructose-bisphosphate aldolase, putative

Protein View

Match ©

a:

gl|15231715 Score:
fructose-bisphosphate aldolase,

551

putative [Arabidopsis thalianal]

Found in search of C:\Q5tar Share Data“ 20091115MMZY\HOVITHN1188MOVLT . wiff

Hominal

mass

(M_}: 38858; Calculated pl value: 6.05

NCBI BLAST search of gi|l5231715 against nr

Unformatted seguence string for pasting into other applications

Taxonomy: Arablidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

25%

Carbamidomethyl
Cxidation

(C)

Matched peptides shown in Bold Bed

1
a1
101
151
201
251
301
351

MSAFTSEFAD
NRENLEELLF
GIEVDEGTVE
ENEPSEHSTH
TERVLALCYE
LORTVPAAVE
QOSTLETWAG
LEVEDYEY

ELIANAAYIG
TAPGALECLS
LAGTDGETTT
ENAYGLARYR
ALSDHHVLLE
LIVFLSGGQS
KEENVEAAQFE

TPGRGILAAD
GVILFEETLY
QGLDGLGDRC
VICQENGLVE
GTLLEPNMVT
EEEATENLNA
ALYVRCEANS

[ Show predicted peptides also

[ Sort Peptides By

Start
25

40

a5
107
317
328
343

] @ Residue Number

(M) , Phospho
cuts C-term side of KR unless

(3T}

ESTGTIGERL
QES5DGELEWV
FFEYYEAGARF
IVEPEILVDG
PGSDSFPEVSE
MNQLETEEPW
EATLGTYEGD

- End Ob=zerved Mr (expt) Mr({calc)
- 38 6G66.8790 1331.7435 1331.6933
- a2z T729.9181 1457.8217 1457.7474
- 103 435.3007 868.5868 868.5018
- 129 755.0596 2262.1570 2262.0612
- 325 510.8160 1019%.6174 1015.5400
- 338 577.8238 1153.6331 1153.5615
- 354 598.8503 1195.6861 1195.6197

next residue i=s P

ASTHVENVET
DILEEGGVLE
AFWRLAVLEIG
SHDIQECRDV
EVIAEHTVER
SL3FS5FGERL
AFLGDGAARS

Delta
0502
.0743
0850
.0958
L0774
L0716
D664

[ e R e Y o R o I e e

1]

oo ocooo

) Increasing Mass () Decreasing Mass

R e e e

Mi== Sequnence
LGILAADESTGTIGKE.R
. LASTHVENVETHR . R
LEGGVLPGIE.V
LGTVELAGTDGETTTOGLDGLGDR . C
LAAEALYVR.C
LANSEATLGTYR. G
. LGDGAARSLAVE.D

(Ion=s score 109)

(Ions score 93)

(Ions score

45)

(Ions score

(Ions score T7)
87}

(Ions score T79)

(Ions score &2)




gi|14334740 Putative fructose bisphosphate aldolase

Protein View

Match to: gl|14334740 Score: 77

putative fructose bisphosphate aldolase [Arabidopsis thalianal]

Found in search of C:“\Q5tar Share Datah20091115MMZ\NOV1T\1354NOV1iT7.wiff
Hominal mass (M_): 43033; Calculated pl valus: 6.48
HCBI BLAST search of gi|l14334740 against nr

Unformatted sequence =string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

3%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
31
101
151
201
251
301
351

MASSTATHMLE
AYADELVETA
TLLVSAPGLG
GLVPLVGSYD
AVEELOWNGLA
VEFYLAONHW
BAVPGIMFLS
GGEEENVELD

ASPVESDWVE
ETI4ASPGHGI
QYISGATLFE
ESWCQGLDGL
REYRLTSODSG
MFEGILLEFS
GERSGLEATL.
QDILLARRBED

GQSLLLRQES
MAMDESNATC
ETLYQSTTDG
ASRTAAYYQQ
LVPIVEPEIM
MVTEGAEATD
NLNAMNQAEN
NSLAQLGKYT

[ Show predicted peptides also

[ Sort Peptides By

Start - End

282

- 253

Ob=erved
654.3844

1306.7542

HMr (expt)

(c)
(M) , Phospho
cuts C-term side of ER unless

15T}

SVSATIRSHVL
GERLASTGLE
KFMVDVLVEQ
GARFAKWRTV
LDGEASTDRT
RATPEQVASY
PFWHVSFSYLR
GEGESEEAKE

Mr{calc)
1306.6769

next residue iz P

FEALTVERARLS
NTEANEQAYR
NIVPGIEVDE
VSIPFNGPSAL
YDVAEEVHLE
TLELLENRIF
ALONTCLETW
GMEVEGYTY

] @ Residue Number ) Increasing Mass () Decreasing Mass

Delta
0.0773

Mi== Segqnence

0 R.ATPEQVASYTLE.L (Ions score 77)




Peptide View

MS/MS Fragmentation of ATPEQVASYTLK
Found in gi|14334740, putative fructose bisphosphate aldolase [Arabidopsis thaliana)

4 b 1 b* b=t 1° b**  Seq. ¥ ¥y ¥* y* vt o #
1| 720444 365258 A 12
2 173.0921) 87.0497 1550815 780444 T |1236.6470|618.8272/1219.6205|610.3139/1218.6365(609.8219/11
3 270.1448|135.5761 2521343 (1265708 P |1135.5994 |568.3033 |111B.5728|559.7900|1117 58885592980 (10
4| 399.1874|200.0974 381.1769/191.0921| E |1038.5466|519.7769(1021.5201|511.2637(1020.5360 510.7717| 9
5| 527.2460|264.1266| 510.21952556134| 509.2354|255.1214 Q | 909.5040 4552556| 892.4775 4467424 | £91.4934 /4462504 | 8
6 626.3144|313.6608) 6092879 /3051476 | 6083039 |304.6556| V | 781.4454 3912264 | 764.4189 382.7131| 763.4349|3822211| 7
7 697.3515|349.1794| 6803250 3406661 6793410/340.1741| A | 6823770 341.6921| 665.3505|333.1789| 664.3665332.6869 6
8 TB43836|392.6954| 7673570 3B4.1821| T66.3730|383.6901| 8 | 611.3399|306.1736| 594.3134|297.6603| 593.3293|297 1683 5
0 947 44694742271 | 9304203 4657138 9294363 4652218 Y | 524.3079|262.6576| 5072813 |254.1443 506.2973(253.6523 4
101048 4946|524 7509|1031 4680 51623761030 4840 |515.7456| T | 361.2445|181.1259| 344 2180|172.6126| 343.2340(172.1206 3
11/1161.5786|581.2930 1144 5521 |572.7797 (1143 5681 |572.2877| L | 260.1969 1306021 | 2431703 |122.0888 2
12 K | 147.1128| 74.0600| 130.0863| 655468 1




Start
33
126
168
204
205
227
245
262
353
422

2z

137
184
226
226
233
26l
277
367
438

Protein View

Match to:

gi|34597330 Enolase

gl | 34597330 Score:

enola=ze [Brassica rapal
Found in search of C:“\Q5tar Share Data\Z0091115MMZENMOVISY988NOVIS.wiff

Hominal

mass

(M,) :

4T7631:;

683

Calculated pI value: 3.

NCBI BLAST search of gi|34597330 against nr
Unformatted segquence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleawvage by Trypsin:
Sequence Coverage:

Brassica rapa subsp.

canpestris

32%

Carbamidomethyl
OCxidation

Matched peptides shown in Bold Red

1 MATITAVERE QIFDSRGHET

51 LEDGGSDYLG EGVSEAVGHV

101 QNEWGWCEQE LGAMNATLAVS

151 PVBAFNVING GSHAGNELAM

201 IEEEYGODAT MVGDEGGFAP

251 VAASEFYSSD ETYDLHFEEE

301 DPFDQDDWEH YAEMTAECGD

351 LEVHQIGSVT ESIEAVEMSE

401 QIETGAPCRS ERLAEYNQLL
Observed Mr (expt) Mr{calec)
669,05%96 2004.15683 2004.0528
587.88%6 1173.7646 1173.6758
634.3621 1500.0645 1899.9474
818.0831 2451.2276 2451.1302
T75.3973 2323.1700 2323.0353
401.2810 800.5475 800.4643
917.46%3 1832.5241 1832.8502
634.33%96 18599.9970 1899.8598
T787.4640 1572.9135 1572.8359
615.0080 1854.0022 1853.8795

VEVDVHTSSG
NSIIGPASIG
LAVCKAGAVV
QEFMILPVGA
NIQENREGLE
NNNGSQRISG
NVQIVGDDLL
RAGWGVMASH
RIEEELGSEA

Delta
1041
.0888
L1171
0973
.1347
0832
0735
L1372
L0776
L1227

oo oooooooo

(c)
(M) , Phospho
cuts C-term side of KR unless

(5T}

VEVTAAVEPSG
EDPTQQTAID
SGIPLYEHIA
SEFEEAMEMG
LLETATEFAG
DALEDLYESFE
VINPEGVAER
RSGETEDTFI
VYAGANFEREFP

Mi==s Seguence
0 E.VTAAVPSGASTGIYEALELR.D
K. AGAVWVEGIPLYK.H
K. LAMOEFMILEFVGASSFE.E
KE.EYGODATHVGDEGGFAPNIQENK . E
K. YGODATHVGDEGGFAPHIQENKE . E
E.EGLELLE.T
E.VWICHDVAASEFYSSDRE.T Oxidation
K. TYDLHFEEENNHGSOE. T

E.VHQIGSVTESIEAVE .M

E.IEEELGSEAVYAGANFR . K

o I T e Y R e I s s |

46

next residue i=s P

ASTGIYEALE
NHFMVHELDGT
NLAGNPEIVL
VEVYHNLESWV
YTGENVIGHD
VAEYPIVSIE
IAEESCHALL
ADLSVGLSTG
VEPY

(Ions score 117)
(Ions score 70)
2 Oxidation

(M)} (Ion=s =core LL)
(Ion=s =score 6E8)
(Ions score 98)

(Ions score S6)

(M)
{(Ion=s =core 1)
(Ionz2 =2core E83)

(Ions score 51)

(Ions score 71)




Start
243
Gl4
627

gi|18421656 EMB1467 (embryo defective 1467); NADH dehydrogenase

End
254
626
651

Protein View

Match

Found in =search of C:\QS5tar Share Data‘\20091115MMZ\NOV1TY3IESHNOVLT . wiff

HNominal mass

to: gi|18421656 Score:
EMB1467 (EMBRYD DEFECTIVE 1467); HADH dehydrogenase [Arabidopsis thaliana]

128

(M_): 82557; Calculated pl wvalue: 6.24

HCBI BLAST search of gi|l8421656 against nr

Unformatted segquence string for pasting into other applications

Taxonomy :

Lrabidopsis thaliana

Link=s to retrieve other entries containing this sequence from NCEI Entre=z:
gi|55977290 from Arabidopsis thaliana

gi|1581015]1 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trvpsin:
Sequence Cowverage:

6%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
631
701

Ob=served
634.8344
680.9005
889.7737

HMGLGILASET
TQILPPENEV
DIFRFCYHSE
AFFAREGVME
SVVDENLGPL
YVEKLMTSEL
SNIRVDSREGFE
DSDGREFEAVS
HNEMGSDEWVHC
AAMVHNARTCE
PFCTALENAK
NFLLOYAROR
VIQGHHGDER
RDDWEIVRAL
SLEFECEEAM

Mr ({expt)
1267.6543
1359.7865
2666.2993

IRPASRLLOS
GGLARVHFSNE
LSIAGNCEMC
FLLMNHELDC
VETVMTRCIQ
SGNVIDICEV
EVMRIIPELN
WRDALAVVGED
EGTRAGVDAD
TVRASHAEVG
NELIIVGAGL
AALDLGLIQD
VYRANVILPA
SEVSGVELEY
STTEFQTVVE

Mr (calc)

12a67.5532
1359.7398
26606.2460

QISNFFLRII
EDATEVEVDG
LVEVEKSPEF
PICDQGGECD
CTRCVRFASE
GALTSEFPFAF
EDINEEWISD
ITHQVEFPDET
LEYSYLMNTS
YVGFPAEFNY
FNRTDERATL
SAFALESAEF
SAFTEEEGTY
NSIEGVRSRI
NFYMTHSITE

(c)
(M) , Phospho
cuts C-term side of KR unless

Delta
0.0611
0.0468
0.0532

(5T)

VSKPELQSEE
YLVEVEPEGET
VASCAMBALE
LODGSMAFGES
VAGVQDLGIL
KARNWELEAT
KTRFCYDGLE
VEVAGQLSDE
ISGLENADLE
DCEHLGTGED
SSVESILQLN
VYLMGADDVH
ENTEGFTQQT
KSVLENLVHT
ASKIMRQCSE

next residue is F

SARVSEFEFP
VLQACEVAGV
GMEIKIDTFI
DRGRFTEMER
GRGEGEEIGT
ETIDVSDAVE
REQRLSDFMIE
ESMMVLEDEWV
LLIGTQFPEVE
TLEEIAEGRH
HVVREDWHGL
VDEIFEDAFWV
WVEAVETVGDA
DEREFAAFGEFE
VLLEEPFV

Mi==s Sequnence
0 R.GSGEEIGTYVEE.L
0 R.ANVILPASAFTEEK.E
0 E.EGTYENTEGFTQOTVEAVPTVGDAR.D

(Ion=z score SE)
(Ions score 37)
{Ions score 35)




gi|3122572 NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial

Protein View

Match to:
RecHame :

gl | 3122572 Score:
Full=HADH-ubiguinone oxidorednctase 75 kDa subunit, mitochondrial; AltHame:

135

Found in search of C:%Q5tar Share Data\20031115MMZ\NOV15\333NOV15.wiff

Hominal mass

(M_): 80831; Calculated pl wvalue: 5.87

NCBI BLAST search of gi|3122572 against nr
Unformatted sequence string for pasting into other applications

Taxonomy :

Solanum

tuberosum

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi| 758340 from Solanum tuberosum

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

5%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701

Start
237 -
283
608 -

MGLGLLASED
RHEVGGARVH
YHSRLSIAGH
GVME FLLMNH
LGPLVETVMT
TSELSGHNVID
SRGPEVMEVV
QRVSWEDALL
NIFCEGNGMH
RTHETVEATH
ENRENEVIIV
AROVALT.DLG
GDRGVYRANV
VRALSEVAGV
SOEVSATPFT

End
248
298
620

LESSEIIRNS
LENPEDVIEWV
CEMCLVEVEE
FLDCPICDQG
RCIQCTRCVR
ICEVGALTSK
PELMEDINEE
IVAEVMHQIE
PHADLESGYI
AFVGEYVGERAR
GAGVFDEDDE
LVPESDECIE
ILPASAFTEE
GLEYDSLGAL
BFAVENFYMTD

Observed
634.8232
817.4321
680.5005

TRTIVSTEEL
FVDGYEVEIP
SEEPVASCAM
GECDLODQSM
FASEVAGVED
PFLFKLRNWE
WISDEIRFFY
PEEIVGVAGE
MNTSISGLEK
DENYDHEHLG
DAVFRAVDT I
SAREKFVYLMGER
EGIYENTEGC
RSRIKTVLEN
AITRASKIMA

(C)
(M) , Phospho
cuts C-term side of ER unless

(5T}

KMADRARARAD
KGMTVLQACE
PALPGMEIKT
AFGSDRGRET
LEMLGROSCE
LEGTESIDVT
DGLERQRLND
LSDRESMMAL
ADAFLLVGTQ
TODEQTLVEIR
AKNNNVVRED
DDVHNLDELED
AQITLELVET
LLEVDERQPA
QCSALLEE

next residue i=s P

RADRESDLEPE
IAGVDIFRFC
DTPIAFFARE
EMERSVVDEN
EIGTYVEKLM
DAVGENIRID
PFMIEGADGEF
EDLLNFMGSN
PEVERAMVNA
EGRHPFS55AL
WHGLNVLLLN
DAFVVYQGHH
VGDARDDWEIL
TFSTISLEFEV

Mr {expt)

Mr{calc)

1267.6318
1632.84596
1355.7865

1267.5532
1632.73955
1355.7358

Delta
0.0386
0.0541
0.0468

Sequence

R.GEGEEIGTYVEEK. L
E.GTESIDVTDAVGSNIR. I
R.ANVILPASAFTEE.E

Funll=76 kDa mitochondrial complex I subunit

(Ions score 47)
(Ion=s score 22)
{(Ion= =s=core &7)




gi|15223753 Ferredoxin-NADP(+)-oxidoreductase 2 (FNR2)

Protein View

Match to:

FHR2

gi|1522

3753 Score:

66

Found in search of C:%“QS5tar Share Data‘20091115MMZA\NOVZE\1721MOVZE.wiff

Hominal mass

(M_): 41484; Calculated pl valus: 8.351

WNCEI BLAST search of gi|l5223753 against nr

Unformatted segquence string for pasting into other applications
Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Tryvpsin:
Sequence Coverage:

Arabidopsis thaliana

3%

Carbamidomethyl
Deamidated

(c)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

MATTHMARVS
VESIERQITT
TEITADDAPG
STASSALGDL
KLTGEVGEFEEM
GLAWLFLGVE
YIQTEMAQYR
WEDYEEQLEK

LT55NSS5FF
ETDTETPAKE
ETWHMVESHQ
GNSETVSLCV
LMPEDENATV
TTSSLLYQEE
LELWELLKED
LEQWNVEVY

ATSCAIRFPER
VEEWVSEENEE
GEIFYREGQS
KRLVYTHNDQG
IMLATGTGIA
FDEMERKAPE
NTEVYMCGLE

’ Show predicted peptides also

’ Sort Peptides By

Start - End

127

- 140

Observed

694.4326

1386.8506

Mr {expt)

(HQ) , Gln-»>pyro—-Glu
cuts C-term side of ER unless next residues is P

IRFTEGRFYY
GVIVHEYRPE
WVGVIADGIDE
ETVEGVCSNF
FFRSFLWEME
NEFEVDYRISE
GMEEGIDDIM

Mr {calc)

1386.6991

FESHNVVIGER
EBPYTGECLLN
NGEPHEVRLY
LCDLAPGSDWV
FEEHDDYEFH
EQRANDEGEFRM
VSLAANDGID

Delta
0.1515

[H-term Q) ,0xidation

()

] @ Residue Number © Increasing Mass ) Decreasing Mass

Mis=s Seqonence

0 R.EGYSVGVIADGIDE .M

(FEREREDOXIN-NADP (+) —-OXIDOREDUCTASE 2) ; NADPH dehydrogenase, oxidoredunctase/ poly(U) binding [Arabidopsis thalianal]

(Ion= =core 66



Peptide View

MS/MS Fragmentation of EGQSVGVIADGIDK
Found in gi|15223753, FNR2 (FERREDOXIN-NADP(+)-OXIDOREDUCTASE 2);

# b b+ b* b=t b0 b Seq. ¥ v v* y=t y0 A
1 130.0499 655286 112.0393| 565233 E 14
2| 187.0713 94.0393 169.0608| 85.0340, G |1258.6638 629.83551241.6372 621.3222 1240.6532 620.8302 13
3| 3151299 158.0686| 298.1034 1495553 297.1193 149.0633| Q |1201.6423 6013248 1184.6157|592.8115 1183.6317 592.3195 12
4| 402.1619201.5846| 385.1354 193.0713| 384.1514/192.5793| S [1073.5837|537.2955 1056.5572|528.78221055.5732|528.2902 11
5| 501.2304251.1188| 4842038 242.6055| 483.2198 2421135 V | 986.5517|493.7795 969.5251|485.2662  968.5411 484774210
6| 558.2518/279.6295| 5412253 271.1163| 540.2413270.6243| G | 887.4833|444 2453 870.4567|435.7320) 869.4727 4352400 9
7| 657.3202329.1638| 6402937 320.6505| 639.3097 320.1585| V | 830.4618 4157345 8134353(407.2213 8124512 406.7293 8
8| 7704043 3857058 753.3777 377.1925| 752.3937376.7005| I | 731.3934|366.2003 714.3668|357.6871 713.3828 357.1951 7
9| 8414414 4212243 8244149 4127111 8234308 4122191 A | 618.3093|309.6583 601.2828|301.1450 600.2988 3006530 6
10| 956.4684 |478.7378| 939.4418|470.2245 938.4578|469.7325| D | 547.2722274.1397| 5302457 265.6265| 5292617 265.1345 5
11]1013.4898 |507.2485 996 4633 |498.7353 | 9954793 4982433 G | 432.2453 2166263 4152187 208.1130| 414.2347 2076210 4
12|1126.5739|563.7906 1109.5473 |555.2773|1108.5633 |554.7853| I | 375.2238 188.1155  358.1973/179.6023 357.2132/179.1103 3
13]1241.6008 |621.3040 1224 5743 |612.7908|1223.5903 |612.2988| D | 262.1397 1315735 245.1132/123.0602  244.1292 1225682 2
14 K | 147.1128| 74.0600 130.0863 655468 1




Match to:

izocitrate dehvdrogenase,

gi|15218869 NADP+ isocitrate dehydrogenase, putative

gi|15218869 Score:
puntative f NADP+ isocitrate dehydrogenase,

130

Found in search of C:\Q5tar Share Data“\20091115MMZ\NOV1SY1140NOV1S.wiff

Hominal mass

(M,) :

46059;

Calculated pl wvalue: 6.

HCBI BLAST search of gi|l5218869 against nr
Unformatted sequence string for pasting into other applications

Taxonomy :

Arabidopsis thaliana

13

Links to retrieve other entries containing this sequence from HCBI Entrez:

6227018 from Arabidopsis thaliana

gi|l1&6930443 from
gill15010660 from
gi|20453235 from
gi|27311589 from

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis

thaliana

Arabidopsis=

thaliana

Arabidop=sis=

thaliana

Arabldop=si=s

thaliana

9%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MAFEEIEVAN
EDATDDENTI
IENILHGTVE
PGELTMIFEG
YEFFEWFPFLYL3
IDDMVAYATLE
KTIEAEARHG
KLLDFTEELE
AAFLEERLNA

PIVEMDGDEM
ESABRATEEYN
REFPIICENVE
KEDGETETEVE
TENTILEEYD
SEGGYVWACE
TVITRHFEVHQ
RACVGEIVESG

TEVIWESIED
VATECATITPE
ELVFGWNTEFI
TFTGEGGEVAM
GRFEDIFQEWV
NYDGDVQSDE
EGGETS5THSI
FMTEDLALIT

[ Show predicted peptides also

[ Sort Peptides By

Start
8

52
103

- End
- 22
- 67
- 111

Observed
570.2836
565.3055
517.3137

] i@ Residue Number

1707.8250
1652.35948
1032.6125

Mr {expt)

(c)
(M) , Phospho
cuts C-term side of FR unless

(5T)

ELITPEFVELD
DEGRVIEFGL
CIGRHAFGDD
BMYNTDESIE
YELSWESEYD
LADGFGSLGL
ASIFAWTRGL
HGSELSEDTY

0 Increasing Mass

Mr (calc)

1707.7444
1652.83054
1032.5716

next residue is P

IFKYFDLGLPH
FOMWRSPNGT
YRATDAVIEG
LFLDASMNTA
BAGIWYEHRL
MTSVLVCFEDG
LHRLFLDDNA
LNTEEFIDAV

0 Decreasing Mass

Delta
0.0846
0.0854
0.0412

Miss Seqnence
0 EKE.VANPIVEMDGDEMTR.V
1 R.DATDDEVTIESAEATH.E
0 R.HILHNGTVFR.E (Ions

2 Oxidation

[Ions score 61

score 189)

putative [Arabidopsi=s thalianal

(M)

[(Ions score S51)



Protein View

Match to:

gi|520478 Pyruvate dehydrogenase E1 beta subunit

gl |8953766 Score:
pyruvate dehydrogenase El1l component beta suobunit, mitochondrial precursor (FDHE1-B)

223

Found in search of C:\QStar Share Data“\20031115MMZ\NOVZe“\1378MOVZeE.wiff

Hominal mass

(M) :

35436;

Calculated pIl wvalue: 5.

a7

NHCBI BLAST search of gi|8953766 against nr

Unformatted seguence string for pasting into other applications
Taxonomy :

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

15%

Carbamidomethyl
Deamidated

(c)

Matched peptides shown in Bold Bed

1
51
101
151
201
251
30
351

MLGILERQRAT
SADPEVEVMG
GRAYAGLEFEV
HNEAABGVELG
VFLENELLY(G
FALEAREKLA
QHGVCAEICH
IVEASKEALCY

DGASTLERTR
EEVGOYQGAY
VEFMTFHNESM
H5QCYALWYR
ESFFPISEEAL
EEGISAEVIN
SVVEESFS5YL
ESE

FALVSARSYL
KEITEGLLEEY
QRTDHITHSA
SVPGLEVLAFP
DS5FCLPIGE
LRSTRFLDEA
DAPVERIAGA

[ Show predicted peptides also

[ Sort Peptides By

Start
40
177
259
327

- End
- 55

- 187
- 272
- 342

Ob=erved
861.
596.
757.
852,

4540
3949
5026
4895

I @ Residue Number

1720.
1150.
1512.
1702.

Mr (expt)
8935
7753
9906
S9645

1720.
1150.
1512.
1702.

(HQ) , Gln->pyvro-Glu
cuts C-term side of ER unless next residue is P

AGAKEMTVED
GPERVYDTEI
AESNYMSLGQ
YSAEDARGLL
AKIEREGHEDV
TINASVEXTS
DVEMEYAANL

(©) Increasing Mass

Mr (calc)
7461
55931
8147
8348

ALNSATDEEM

TEAGFTGIGV

INVPIVFRGE

ERLTRDPLDEWV

TIVIFSEMVGE

RLVIVEEGFF

ERLALPQIED

0 Decreasing Mass
Delta Mi=s= Sequence

0.1474 0 R.DALNSATDEEMSADPE.WV Oxidation (M)
0.1822 0 EKE.VLAPYSAFDAR.G (Ions score 7E)
0.175%9 0 K.LAEEGISAEVINILIR.S (Ions score 100)
0.1296 0 ER.IAGADVPMPYAANLER.L Oxidation (M)

(H-term Q) ,0Cxidation

(M)

[Arabidop=si=s thalianal

[(Ions =score 17)

(Ion=s score 2ZE)




gi]15225353 Succinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial

Protein View

Match to: gi|15225353 Score: 314
sncoinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial, putative / sunccinyl-CoA synthetase, beta chain, putative
Found in search of C:\Q3tar Share Data“200%1115MMEN\MOVZEN129THOVZE.wiff

Hominal mass (M_): 456027 Calculated pl wvalue: 6.30

HCBI BLAST search of gi|l5225353 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fizxed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (HQ),Gln->pyro-Glu (H-term @) ,Cxidation
Cleavage by Trypsin: cuts C-term side of ER unless next residue iz P
Sequence Coverage: 11%

(M)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MRGLVNELVS
ASSLEEVEERA
DEAEETAGEM
ESAGPFLIIAC
LAPERAADRED
HEDDHAAFRQ
GLAMATMDIT
NIFGGIMECD
ELITADDLDD

RSLSISGENGD
IQLVEFENESE
LGOVLVTEQT
KEGGTSIEDL
STEQVEELYE
KEVFAMEDET
KLHGGTELNF
VIASGIVNLL
AAFRAVELLL

NQQLERLNIH
LVVESQILAG
GEQGEVVSEY
AEKFPDMIIE
LFRETDCTML
QEDEREVARAL
LDVGGNASEH
KEVALEVEVYV
H

[ Show predicted peptides also

EYQGRAELMGE
GRGLGTFESG
YLCEFLSLVH
VPIDVFAGIT
EINPLAETST
EVDLNYIGLD
QVVEAFKILT
VRLEGTHVEQ

YEVHVEEGVA
LEGGVHIVER
EMYFSIILDE
DEDAAFENVDG
HOLVARDAKIL
GEIGCHVNGA
SDDEVELAILV
GERILEESGH

| SortPeptides By | © Residue Number © Increasing Mass © Decreasing Mass

Start -
110 -
181 -
250 -
402 -

End
118
196
259
414

Observed
502 .8666
830.9590%
591.8577
695.4093

Mr (expt) Delta
1003.7187
16559.9673
1181.7008

1388 .8040

Mr (calc)
1003.5736
1655.8356
1181 .5465
1388.6671

Mis= Sequence

.1451 0 EKE.MLGOVILVTE.Q Oxidation (M) (Icns score 50)
.1318 0 E.VPIDVFAGITDEDAAK.V (Ions score 102)

L1542 0 EK.LHNFDDHAAFR.Q (Icn=s score 71)

1369 0 E.LITADDLDDAAERK.A (Icons score 91)

o ooo




Protein View

Match to:
ADE1 (ADENOSINE EINASE 1)

gi|1523

gi|15232763 Adenosine kinase 1 (ADK1)

2763 Score:

1449

[Arabidop=si=s thaliana]

Found in search of C:\QS5tar Share Data’\200%1115MMZ\NOVITY1354NOV1T.wiff

Hominal

mass

(M_}: 38268; Calculated pl value: 5.29

NCBI BLAST search of gi|l5232763 against nr

Unformatted sequence string for pasting into other applications

Taxonomy:

Lrabidopsis thaliana

Link=s to retrieve other entries containing this sequence from HCEI Entrez:
gi|1736708]1 from Arabidopsis thaliana
gi|6681336 from Arabidopsis thaliana

gi|l12017762
gi|l12017766
gi|14030721

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

from Arabidopsis thaliana

from Arabidopsis thaliana

from Arabidopsis thaliana

B%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

MASSDFDGIL
DEMSQEFHNVE
FDATRAAGVYV
KEPENWALVEE
ICEFFEDVQE
FEASGTYERT
FVGEGEFLSQLV

LGMGHPLLDOV
YTAGGATQNS
HYYEDEATPT
BFFYYIAGFF
ECLPFYMDYIF
TVITQGADEV
HGEGIEECVR

SAVVDQQFLD
IEVAQWMLOV
GTCEVCVLGE
LTVSPESIQL
GNETELRTFS
VVAEDCEVEE
AGCYASHNVVI

[ Show predicted peptides also

[ Sort Peptides By

(c)
(M) , Pho=spho
cuts C-term =side of ER unless

(5T)

EYDIELNNAT
PGEATSYMGST
ERSLIANLSL
VREHADBNNE
REVHGWET DDV
YEVIPLPEEEK
QRSGCTYPEK

Etart - End Observed Mr {expt) Mr{calc)
36 - 45 550.8475 1095.6813 1059.5873
260 - 277 600.68659 1795.035%0 1758.59313

next residue i=s P

LAEDRHLEMY
GEDEYGELME
ANCYEVEHLE
VETMNLSLEF
EQIATEMSQL
LVDTNGAGDA
EDEN

Delta
0.0540
0.1077

] @ Residue Number © Increasing Mass © Decreasing Mass

Miss Seguence

0 E.LNHATLAEDE.H

(Ions =score 72)

0 R.TTVITQGADPVWVWVAEDGE.V

(Ions score 77)




gi|1173347 Sedoheptulose-1,7-bisphosphatase

Protein View

Match to: gi|78B6466 Score: 310
sedoheptnlose-1, 7T-bisphosphatase:; SBPase [Arabidopsis thalianal
Found in search of C:“\Q5tar Share Data"200391115MMZMNHOVZE\15639H0OVZeE.wiff

Nominal mass (M ): 42787; Calculated pl wvalus: 6.17

NCBI BLAST search of gi|786466 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln->pyvro-Glu (H-term Q) ,0xidation
Cleavage by Trypsin: cuts C-term side of KB unless next residue is P
Sequence Coverage: 17%

(M)

Matched peptides shown in Bold Red

(Ions =score 32)

(M)

1 METSIACYSE GILPPSVSS( RSSTLVSPPS YSTSSSFERL KSSSIFGDSL
51 RLAPES{LEA TEAKESHNGAST VTECEIG(SL EEFLAQATED EGLRTLLMCM
101 GEALRTIAFE VRTASCGGETA CVHSFGDEQL AVDMLADELL FEALOYSHVC
151 EYACSEEVPE LOQDMGGPVEG GFSVAFDPLD GSSIVDTIHNET VGIIFGVWPG
201 DELTGITGGD QVARAMGTYSE PRTTYVLAVE GFPGTHEFLL LDEGEWQHVE
251 ETTEIAEGEM FSPGNLRATF DHSEYSKLID YYVEEKYTLR YTGGMVEDVH
301 QIIVEEEGIF THVTSPTAFRL ELRLLFEVAP LGLLIENAGG FSSDGEHESVL
351 DETIINLDDE TQVAYGSENE IIRFEETLYG TSELENVPIG VIA
[ Show predicted peptides also
| SotPeptides By | © Residue Number © Increasing Mass © Decreasing Mass
Start - End Ob=erved Mr (expt) Mr {calc) Delta Mi== Seguonence
223 - 230 447.8325 8593.6505 893.5222 0.1283 0 R.TTYVLAVEK.G (Ions score 29)
260 - 267 4659.3011 936.5876 936.4487 0.1389 0 E.MFSPGHNLE.A Oxidation (M)
208 - 277 581.3380 1160.6615 1160.4986 0.1630 0 R.ATFDHSEYSE.L (Icons score 74)
278 - 284 457.3195 912.6244 912.4957 0.1288 0 K.LIDYYVE.E (Ions score 32)
291 - 305 825.4925 1648.9704 1648.8495 0.1209 0 R.YTCOMVPDVNQIIVE.E Oxidation
308 - 319 618.41595 1234.8245 1234.6558 0.1687 0 E.GIFTHVTSPTAK.A (Ions score 539)
374 - 383 601.86591 1201.7237 1201.5615 0.1622 0 R.FEETLYGTSR.L (Ions score 53)

[Ions score 32)




gi|15222241 Allene oxide cyclase 4 (AOCA4)

Protein View

Match to: gi|15222241 Score: 75
AQCA (ALLENE OXIDE CYCLASE 4): allene-oxXide oyoclase [Arabidopsiz thalianal]
Found in search of D:“5izue Chen-don't delete please’\20091115MMZIN\DECO1%2384.wiff

HNominal mass (M_): 27963; Calculated pl value: 9.15

HCBI BLAST search of gi|l522224]1 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (HQ) ,Gln->pyro-Glu (HN-term @) ,Oxidation (M)
Cleavage by Trypsin: cuts C-term =ide of ER unless next residue i=s P

Sequence Coverage: 5%

Matched peptides shown in Bold Red

1 MIMaS5aaaS TSMITLENLS BMHQSHQSTE LGFSESFHNG RISSHNSPGLS
51 TRARSTTSST GGFFRTICSS SSHDYSEPTE IQELHNVYEFHN EGDEMNSPAVL
101 ELGEFPDQLC LGDLVEPFTINE LYTGDLTERI GITAGLCVLI QHVPEEKEGDR
151 FEASYSFYFG DYGHISVQGE YLTYEDTFLA ITGGSGVEFEG AYGOVELRQL
201 VYPTELFYTF YLEGVAADLF VELTGEHVEF SEEVEPLALER QATQPGATIA
251 MFTH

[ Show predicted peptides also

[ Sort Peptides By ] @ Residue Number ) Increasing Mass ) Decreasing Mass

Start - End Ob=erved Mr (expt) Mr{calc) Delta Mis=s Sequnence
81 - 94 863.45992 1724.%837 1724.8006 0.1832 0 E.IQELNVYEFNEGDE.N (Ions score 75)




Peptide View

MS/MS Fragmentation of IQELNVYEFNEGDR
Found in gi[15222241, AOC4 (ALLENE OXIDE CYCLASE 4): allene-oxide cyclase [Arabidopsis thaliana]

8 b b b* b+ b0 b Seq. ¥y v v v ¥’ o #
1) 114.0913] 57.5493 I 14
2| 242.1499|121.5786| 225.1234|113.0653 Q |1612.7238/806.8635|1595.6972|798.3523| 1594 7132|797.8603 13
3| 371.1925/186.0999| 354.1660 177.5866| 353.1819|177.0946| E |1484.6652 742.8362|1467.6387 734.3230/1466.6546 7338310 12
4| 4842766|242.6419 467.2500|234.1287| 466.2660(233.6366| L |1355.6226 678.3149|1338.5961|669.8017|1337.6121|669.3097|11
5| 5983195/299.6634| 581.2930|291.1501| 580.3089|290.6581| N |1242.5386|621.7729|1225.5120 6132596 1224.5280|612.7676/10
6 697.3879/349.1976| 680.3614|340.6843| 679.3774|340.1923| V |1128.4956 5647515 11114691 5562382 1110.4851|555.7462| 9
7| 860.4512(430.7293 | 843.4247|4222160| 8424407(421.7240| Y |1029.4272/515.2172/1012.4007 506.7040 1011.4167|506.2120| 8
8| 9894938495 2506 972.4673(486.7373| 971.4833(486.2453| E | 866.3639|433 6856 8493373 4251723 848.3533|424.6803| 7
011365623 568.7848 1119.5357|560.2715|1118.5517|559.7795| F | 737.3213 360.1643| 720.2947 360.6510 719.3107|360.1590| 6
10/1250.6052|625.8062| 1233.5786617.2930 | 1232.5946 616.8009| N | 590.2529 /2056301 573.2263|287.1168| 572.2423|286.6248| 5
11/1379.6478|690.3275| 1362.6212|681.8142|1361.6372 /6813222 E | 476.2100|238.6086 459.1834|230.0953| 458.1994(229.6033 4
12/1436.6692 | 718.8383 | 1419.6427|710.3250|1418.6587|709.8330| G | 347.1674|174.0873| 330.1408 1655740 329.1568 165.0820 3
13/1551.6962 | 776.3517| 1534 6696 767.8385 | 15336856 7673464 D | 2901439 1455766 273.1193137.0633| 272.1353 136.5713 2
14 R | 175.1190| 88.0631 158.0924| 795498 1




gi|1526562 Glutamine synthetase

Protein View

Match to: gi|1526562 Score: 99
glutamine synthetase [Raphann=s =satiwvn=]
Found in search of C:\Q3tar Share Data‘\200%91115MMZ\WOV1S\1509H0OV1S5.wiff

Nominal mass (M_): 38722; Calculated pl walue: 5.353

HCBI BLAST search of gi|l526562 against nr
Unformatted sequence string for pasting into other applications

Tazxonomy: ERaphanus sativus

Fizxed modifications: Carbamidomethyvl (C)
Variable modifications: Oxidation (M), Phospho (5T)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 5%

Hatched peptides shown in Bold Red

1
51
101
151
201
251
301
351

HMSLLSDLVNL NLSDSTEEII
PEWNYDGESST GRALGDDSEWV
FIFTHEEHNL AKIFSTSEVA
PEEQGEYYCG VGADEAIGRD
OVGEVEGISA GDOQVWVARFL
NYSTESMEND GGLAVIEELT
INTFSWGVAN RGALSVEVGRD
TILG

AEYTWIGGSG
ITYPQRIFRD
SEEFWYGIEQR
IVDAHYKACL
LERITEISGV
EELOVEHEEH
TEKEGEGYFE

[ Show predicted peptides also

[ Sort Peptides By

Start - End Ob=erved Mr (expt) HMr({calc) Delta Mis=s Segunence
35 - 49 549.3403 105%e6.6660 1056.5764 0.0895
259 - 267 443.,7851 885.56306 885.4520 0.0716

MDIRSKARTL
PFRRGNNILV
EYTLMQEGVN
YRGISISGVH
NVSFDPEEVE
IARYGEGNER
DRRPASHMDE

PGEVEDEPEEL
MCDAYTPAGH
WEPIGWEVEGEE
GEVMPGOWEF
GOWHGAGAHC
RELTGEKHETAD
YWWVISHIAET

] @ Residue Number © Increasing Mass () Decreasing Mass

E.TLPGFVEDEPSE. L
E.NDGGLAVIE.E

(Ions score 57)
(Ions score 43)




Protein View

Match t©

o3

gli|1113783 Score:

206

Thil protein [Arabidopsis thalianal
Found in search of D:\Sixue Chen-don't delete please\20091115MMZN\DECOIN1T91l.wiff

Nominal

mass

gi|1113783 Thil protein

(M_): 36755; Calculated pIl wvalue: 5.82

HCBI BLAST search of gi|lll3783 against nr

Unformatted sequence string for pasting into other applications

Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

13%

Carbamidomethyvl
Deamidated

()

Matched peptides shown in Bold Red

1
31
101
151
201
251
301

MAATIASTLSL
YDLNAFTFDE
EISENENVQY
DEQDTYVVVE
VTHWALVAQH
IDHVEGMEAL
GAMMISGOKL

SSTEEQRLFD
IKESIVSEEM
AITEQSVSEG
HRALFTSTIM
HHTQSCMDEN
DMNTAEDATV
GQLALKLLGL

S5FHGSAISA
TERYMIDMIT
GEAWLGGEQLE
SELLARPNVE
VMEAKIVVSS
RLTREVWVPGH
PHNAIDGTLVE

[ Show predicted peptides also

[ Sort Peptides By

] @ Residue Number

Etart
181
259
275

— End
- 153
- 271
- 245

Observed
702.0289
T17.9794
734.8228

1402.0433
1433.5442
2201 .4466

Mr (expt)

(HQ) , Gln->pyro-Glua
cuts C-term side of ER unless next residue is P

APISIGLEFR
YAETDVVVVGE
SAMIVEEFAH
LFNAVAARDL
CGHDGPFGAT
IVTGHMEVAET
NLSPELVLAR

(0 Increasing Mass

Mr{calc)

1401.7867
1433.6820
2201.0708

SFSVEATTAG
AGSAGLSAAY
LFLDETGVAY
IVEGHEVGEGEV
GVERLESIGH
DGAPEMGETE
ADSAETVDA

[H-term @) ,0xidation

(M)

(0 Decreasing Mass

Delta
0.2566
0.2622
0.3758

Miss Segquence

0 EKE.LFHAVAAEDLIVE.G

[Ions score 4E)

0 EK.AIDMNTAEDATVE.L Oxidation

0 R.EVVPGHMIVTGMEVAEIDGAPR.M

(M)

[Ions =score 107)

2 Oxidation

(M)

[Ions score 52)




Protein View

Match to:

gi|l6394 Score:

gi|16394 Leucine aminopeptidase

62

lencine aminopeptidase [Arabidop=i=z thalianal
Found in search of C:%“Q5tar Share Data’\200%91115MMZ\NOVZE\E82BNOVZe.wiff

Hominal mass

Taxonomy: Arabldopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

2%

Carbamidomethyl
Deamidated

(<)

Matched peptides shown in Bold Bed

1
a1
101
151
201
251
301
351
401
451
a01

MAHTLGLTQFE
KFENPILSEV
GLGQSVSSEV
LASGIVLGLE
GVIFGRELIN
MESYLAVARD
TGPGCSIELM
TGMRPGDVIT
LTGACVIALG
MESGEVADMVH
SGIGFGVATL

NSTEPHEISF
DAHT.SGLIAG
AFHSLGEAVR
EDGRYESESE
SPANVLTPAV
SANPPHFIHL
FFDMGGESRALY
ASHGETIEVH
T5MAGIYTES
TGGRAGGSTIT
VEWVQENSS5S

TAREIDVIEW
VS5EEDFTIGE
TVEFASQSTS
KPSLEAVDII
LAFELOFVRS
VYKPPHNGSVE
LEALFATGET
NTDAEGERLTL
DELAKEVIADL
ARTLFLEQFVS

[ Show predicted peptides also

[ Sort Peptides By

Start - End

366

- 377

Ob=zerved

655.9230

1317.8314

Mr (expt)

(M_}: 54760; Calculated pl wvalue: 5.66

HCBI BLAST search of gi|le639%4 against nr
Unformatted sequence string for pasting into other applications

(HQ) , Gln->pyro-Glu
cuts C-term =ide of ER unless next residue is P

KGDILVVGVT
PGEOSTVLRLE
BRTVIASSVS
GFGTGAEVEE
TYSDVFITANIT
TELALVGEGL
KPPGVEVHFI
ADRTLVYLCHG
SERSGEELWR
EFVQWHMHT DM

Mr({calc)

1317.6161

EFDLAKDGHS
GLGSERIALT
DESFLS5VSL
FLEYLEDVSY
LHNEEQCFELE
TFDSGGYNIE
VALCENMISG
GVDEIVDLAT
MPLEESYWEM
AGEVWNEFEER

Delta
0.2153

(H-term Q) ,0xidation

(1)

] @ Residue Number O Increasing Mass ) Decreasing Mass

Mi== Seqnence

0 E.TIEVHNTDAEGE.L

(Ions score &2)




Peptide View

MS5/MS Fragmentation of TIEVNNTDAEGR
Found in gi1/16394, leucine aminopeptidase [Arabidopsis thaliana]

# b b+ b* b**t b° ¥ Seq. ¥ y v* y=rt 0 v #
1| 102.0550 515311 840444 425258 T 12
2| 215.1390108.0731 197.1285| 99.0679, I |1217.5757|609.2915|1200.5491|600.7782 1199.5651 600.2862 11
3| 344.1816|172.5944 326.1710/163.5892| E 1104.4916|552.7494 1087 4651|544.2362 1086 4810 543.7442 10
4| 443.2500)222.1287 4252395(213.1234) V | 975.4490|488.2281| 958.4225|479.7149| 957.4384(479.2229| 9
5| 557.2930279.1501| 5402664 270.6368| 5392824 270.1448| N | 876.3806|438.6939 839.3540|430.1807 858.3700 4296887 8
6 671.3359336.1716| 654.3093 327.6583| 653.3253327.1663| N | 762.3377|381.6725 745.3111|373.1592 7443271 3726672 7
7| 772.3836 386.6954 7553570 378.1821| 7543730 377.6901 T | 648.2947 3246510 631.2682|316.1377 6302842 3156457 6
8| 887.4105 4442089 8703840 435.6956| 8693999 4352036 D | 547.2471|274.1272 530.2205|265.6139 529.2365 2651219 5
9| 0584476 479.7274| 9414211 4712142| 9404371 470.7222| A | 432.2201|216.6137 415.1936|208.1004 4142096 2076084 4
10|1087.4902 |544.2487 | 1070.4637 535.7355|1069.4796 |535.2435 E | 361.1830|181.0951| 344.1565 172.5819| 343.1724|172.0899 3
11|1144.5117 |572.7595 1127 4851 |564.2462|1126 5011 |563.7542| G | 232.1404 1165738 215.1139 108.0606 2
12 R | 175.1190| 88.0631 158.0924 795498 1




gi|572517 Cysteine synthase

Protein View

Match to: gi|572517 Score: 198
oysteine synthase [Arabidopsiz thalianal
Found in search of C:“QJ5tar Share Data’\20091115MMZ\NOV1T\1656HOV1T.wiff

Hominal mass (M_): 41976; Calculated pl walue: .13

HCBI BLAST search of gi|5372517 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), FPFhospho (5T)

Cleavage by Trypsin: cuts C-term =side of ERE unless next residue is P
Sequence Coverage: 9%

Matched peptides shown in Bold Red

1 MAATS55AFL LWNFLTSRHRF FEYSPELSS5L SLSSRFALLF DVSSAAFTLE
51 RQSRS5DVVCE AVSIEPEAGV EGLNIADNAA QLIGETPMVY LNNVVEGCVA
101 SVAARLETME PCCSVEDRIG YSMITDAEEK GLITPGESVL VESTSGNIGI
151 GLAFIAASKG YELILTMPAS MSLEREVLLE AFGAELVLTE PAEGMTGATIQD
201 FRAEEILEKTF NSYMLOQQFDN PAWNPEIHYET THNPEIWEDTE GEIDILVAGT
251 GIGGIITGVG RFIEEREPEL EVIGVEFPFTES ATLSGGETIGE HEIQGIGAGFE
301 VPENLDLATIV DEYIATISSEE ATETSEQLAL QEGLLVGISS GAARBABRTOV
351 AFRPENAGEL IAVVFPSFGE RYLSTQLFQS IREECEQMQF EL

[ Show predicted peptides also

| Sort Peptides By | @ Residue Number © Increasing Mass © Decreasing Mass

Start - End Ob=zerved Mr (expt) Mr (calc) Delta Mi==z Seqmence
115 - 130 678.8753 1355.7360 1355.6279 0.1081 0 EB.IGYSMITDAEEE.G (Ions score 58)
115 - 130 686.8658 1371.7171 1371.6228 0.0544 0 ER.IGYSMITDAEEE.G OCxidation (M) (Icns score £4)
163 - 175 T47.4371 1452.859%6 14592.7629 0.09&7 0 E.LILTMPASMSLER.B 2 Oxidation (M) (Icn=s score 45)
181 - 153 673.41597 1344.8248 1344.7289 0.095% 0 EBR.AFGAELVLTEPAK.G (Icn=s score &63)




gi|257676175 Unnamed protein product, containing CIMS
(cobalamine independent methonine synthase) domain

Match to: gi|257676175 Score: 238
mnnamed protein prodoct [Brassica napus]
Found in search of C:\QS5tar Share Data‘\20091115MMZ\NOVZe\383HMOV26.wiff

Hominal mass (M ): 84728; Calculated pl wvalue: 6.05
HCBI BLAST search of gi|257676l175 against nr

Unformatted sequence string for pasting into other applications

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

Carbami
Deam

5%

domethyl
idated

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751

MASHIVGYPR
EAGTEYIPSH
HASVEPAMEMT
TVEVLVGEEVS
TWIQLDEFVL
AYKTLTSLEG
NDFAASLSTL
LAFRAQKIVE
BRRATHGSDH
REYFAFFVEE
GEQLSGFAFT
SEPMEGHMLT G
VIQIDEARLE
SHFNDIIHSI
HSFRIFSTEE
VDRARLIRSQ

MGPERELEFA
TFAHYDOWVLD
EWFDTHYHYT
YLLLSEARKE
VHDLEGHELQ
VIAFGFDLVE
EALEGVVGED
VHALAKATAG
REATHVSARL
EDYVEAMEEE
ANGWVQSYES
EVIILNWSEWV
EGLFLEESEH
IDMDADVITT
IAERVHEMLA
LASHE

LESFWDGEST
TTAMLGAVEE
VEELGEDVEE
VEKSFDLLSL
ALTGAYLAELE
GTETLDLVER
KLVVSTSCSL
QKDEALFSAN
DAQOEELNLE
IEEVVDLGEE
RCVEPEVIYG
RNDQERHETC
LEFYLDWAVHS
ENSRESDEKLL
VLEQNILWVH

[ Show predicted peptides also

[ Sort Peptides By

] i@ Residue

Start

- End

Obh=served

Number

Mr (expt)

(c)
(HQ) , Gln->pyvro-Glu
cuts C-term =side of ER unless next residue is P

AEDLOQENSAD
RYGYTSGEIG
SYASHEAVHE
LEFEILEPVYEE
STLSGLHVLV
GFFEGEYLFA
LHTAVDLVNE
AMATASERSES
ILFTITTIGSFE
LDIDVLVHGE
DVSRPEAMTV
YQIATATEDE
FRITHCGVQD
SVFREGVEYG
PDCGLETREY

(0) Increasing Mass

Mr {calc)

IRSGIWEQMS
LDVYFSHARG
YEEARALGVD
VITELEARGR
ETYFADIFAE
GVVDGENIWA
TELDDEIKSW
PREVIHEGVQE
PQTVELRRVR
PERNDMVEYF
FWSAMAQSHT
VEDLEEGGIG
TTQIHTHMCY
AGIGPGVIDI
TEVEPALEKNM

[(N—term () ,0Oxidation

(M)

(0 Decreasing Mass

Delta

Mi== Segunence

100 -
373 -
458 -
705 -

111
387
465
T14

626.3595
T753.9561
454 .3031
572.8663

1250.7052
1505.8976

967.5915
1143.7181

1250.5635
1505.7474

967.4458
1143.5771

L1417 o
L1502 o
L1417 o
.1409 o

R.GHASVPAMEMTE.W Oxidatcion
E.DEALFSANAAALASRE.R
E.VSEEDYVE.A

R.IPSTEEIAFR.V

(M) (Ion=s =score 40
[Iocns score E835)
(Ions score 53)

[Iocns score &l)

[ R e [




Protein View

Match to:

gi|4803926 Putative triosephosphate isomerase

gl |4803926 Score:

200

putative triosephosphate izomerase [Arabidopsis thalianal]
Found in search of D:“S5ixue Chen-don't delete please’\20091115MMEZNDECOL1NZ2073.wiff

Hominal mass

(M_): 33553; Calculated pl wvalus: 7.67

NHCBI BLAST search of gi|4803%26 against nr

Unformatted sequence string for pasting into other applications
Taxonomy :

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsi=s thaliana

Carbami

la%

Deamidated

domethyl (C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
30

MRRTSLTAFF
HRSPRGVVAM
VSPPEVYIDD
VILGHSERRH
DVCFAQLEAF
WLEENVSEEV
FATTIVHSVTS

S5F5GLERISE
AGSGEFEVGGE
VESSLTDRID
VIGEEDEFIG
ADAVPSWDNI
ASKTRIIYGGE
EEVADL

FLDAAAVSSH
HNWECHGTEDS
ISGOHNSWVGEE
FFRLYALSEG
VVAYEPVWAL
SVHGGHSAEL

[ Show predicted peptides also

[ Sort Peptides By

] @ Residue

Start
131
235
255
298

- End
- 144
- 2449
- 263
- 311

Ob=erved
718.
540.
481.
T25.

4938 1
4000 1
8491

9797 1449,

Number

Mr (expt)
434.9731
618.1781
961.6836
54449

1434.
1617.

G9al.
1449,

(HQ) , Gln->pyro—-Glu
cuts C-term =ide of ER unless next residue is P

QSFFHEVHSS
TAFLISDLNS
GGAFTGEISV
LGVIACIGEE
GIGEVASEQQ
AFEEDIDGFL

() Increasing Mass

Mr (calc)
7355
8587
4716
7351

TRLWVS555555

ATLEADVDWVWV

EQLEDLGCEW

LEEREAGKETF

AQEVHVAVRG

VEGELSLEGEPE

©) Decreasing Mass
Delta Mi==z Seqmence

0.2376 0 E.GGAFTGEISVEQLE.D {(Ions score 52)
0.3154 0 E.VASPOQAQEVHVAVR.G (Ions score 72)
0.2120 0 E.HVSEEVASE.T (Ions =score 57)
0.2098 0 E.GPEFATIVHSVTSE.E Deamidated

(H-term Q) ,0xidation

(M)

(HQ)

(Ions score 19)




gi]510880 Putative aspartic protease

Protein View

Match to: gi|310880 Score: 48
putative aspartic protease [Brassica oleraceal]
Found in =search of C:\Q5tar Share Data’\Z0091115MMZ\MOV1eh\17T48HOVLS . wiff

Hominal mass (M ): 2B008; Calculated pl wvalue: 8§.34
HCBI BLAST search of gi|510880 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Brassica ocleracea

Fixed modification=: Carbamidomethyl (C)

Variable modification=: Oxidation (M) ,Phospho (5T)

Cleavage by Tryp=sin: cuts C-term =side of ER unleszszs next residue iz P
Segquence Coverage: 3%

Matched peptides shown in Bold Red

1
51
101
151
201
251

HMGIYSEFVAV
GSEQLEFLRG
TGESSMNLWVES
GFFSHDAVIV
HALPVHYHML
IYVEV

SLIVSFLLFL
YGLGDSGDAD
SECYFSIACL
GDLVVEDQEF
KQGLYEEFVFE

SASLAERNDGT
IVILENYLDA
FHSEYESS5ES
IEATEEPGIT
SFWLNENAED

’ Show predicted peptides also

’ Sort Peptides By

Start
176

- End Obh=erved

- 185

5337.8502

Mr (expt)
1073.6859

FRVGLEELEL
QYYGEIATGT
STYEFNGESA
FVLAKFDGIL
EEGGELVEGGE

Mr{calc)
1073.6121

DEESEIALEV
PEQEFIVVED
ATHYGTGAIL
GLGFQEISVE
VDENHYEGEH

l @ Residue Number ) Increasing Mass () Decreasing Mass

Delta Mi== Seqmence
0 EK.EPGITFVLAEK.F

0.0738

(Ions score 48)




Peptide View

MS/MS Fragmentation of EPGITFVLAK
Found in 2i|310880, putative aspartic protease [Brassica oleracea)

4 b bt B b Seq. ¥ v ol A e B oA
1/130.0499| 65.5286/112.0393 56.5233 E 10
21227.1026 114.0550209.0921105.0497| P [945.5768|473.2920928.5502 464.7788 | 927.5662|464.2867 | 9
3/284.1241 142.5657 266.1135|133.5604| G [848.5240|424.7656 831.4975 416.2524|830.5135/415.7604| 8
4/397.2082(199.1077(379.1976(190.1024| T |791.5026 3962549 774.4760|387.7416|773.4920 387.2496| 7
5/498.2558(249.6316/480.2453240.6263| T |678.4185/339.7129 661.3919|331.1996 660.4079 330.7076| 6
6/645.3243(323.1658/627.3137/314.1605 F |577.3708 289.1890 560.3443 [280.6758 5
7/744.3927/372.7000|726.3821|363.6947 V |430.3024 215.6548 413.2758(207.1416 4
8/857.4767(429.2420(839.4662(420.2367| L |331.2340166.1206314.2074|157.6074 3
9/928 5138|464.7606/910.5033455.7553| A |218.1499 109.5786 201.1234|101.0653 2
10 K |147.1128  74.0600 130.0863| 65.5468 1




gi|1351856 Aconitate hydratase, cytoplasmic

Protein View

Match to:
RecHName :

gi|1351

856 Score:

Fnll=Aconitate hydratase,

79

ocytoplasmic;

Short=Aconitase;

AltName:

Found in search of C:\QS5tar Share Data‘\20091115MMZ\NOV1e\158NOV1i6.wiff

Hominal mass

(M_}: 98570; Calculated pl value: 5.

NCBI BLAST search of gi|l1351856 against nr
Unformatted sequence string for pasting into other

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Carbami
Cxid

2%

domethvl (C
ation (M),P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
a01
551
601
651
T01
751
601
8631

MLLENEFEEN
IRNCDNFQVE
LACMRDAMNE
FQRNEERFLF
YPDSVVGTDS
LSGKLENGVT
ANMSPEYGAT
KEPQQERVYS
VEFEEFLIPK
LGAALVAKKA
HIVGYGCTTC
RANYLASPEL
AEVVQ5SSVLE
EYFENMTMDE
LERGVDREDF
TGEKLSVFEL
ILESFERIHR
IRPGQOVIVT

LISLEEPGGGE
KEDVEEKIIDW
LGSDSHNEINE
LEWGSNAFQN
HTTHIDGLGV
ATDLVLIVIQ
MGFFEVDHVT
SYLQLDLTDWV
ELQENVAKFS
CELGLOVEPW
IGHSGDLDES
VVAYLALAGTV
DMFESTYESI
PGRHGVEDLY
HEYGESRRGHD
LAEEYRSAGOD
SHNLVGMGIIF
TDSGESFICT

EFGEYYSLES
ENSSPEQVETL
LVEVDLVIDH
MLVVEPGSGI
AGWGVGEEIEA
MLEFKHGVVGE
LOYLELTGRS
EPCISGPFERF
FHGQPAELEKH
VETSLAPGEG
VERRTISDNDI
DIDFEEEFIG
TEGHEMWHQL
CLLNFGDSIT
EVMARGTFAN
TIVLAGAEY G
LCFESGEDAD
VREFDTEVELA

[ Show predicted peptides also

[ Sort Peptides By

Start - End

473
T09

- 484
- Tia

Obh=served

558.84598 1
4T73.3326

Mr (expt)
115.6850 1
944.6507

)

hospho (5T)

cucs C-term =ide of KR unless

LNDFRIDELE
PFEPARVLLY
SVQVDVARSE
VHQVNLEYLG
EABMI.GOFMS
FVEFYGDGME
DETVSMIELY
HDEVEPLEEME
GEVVILLAITS
VWTEYLLESG
VARBVLSGHER
EGEDGEDVYF
SVEPSGTLYSH
TDHISFAGSI
IRLVHELLDG
SGES5REDWALK
SLGLTGHERY
YFNNGGILEY

Mr{calc)
115.6187
944 .3988

T4

applications

next residue i= P

YSIRILLESLR
DFTGVEAVVD
NAVQLNMELE
EVVFNTSGLL
MVLPGVVGEEE
ELSLADEATI
LEANEMEVDY
SDWHRCLDNE
CINISNESVM
LOPYLNQQGE
NFEGEVHFLT
REDIWEFSTEEL
DPNSTYIHEF
HEDSPALKYL
EVGPEIVHVE
GPMLLGVELV
TIDLEDDISK
VIENLIED

Delta
0.0664
0.2519

0
1]

] @ Residue Number © Increasing Mass () Decreasing Mass

Mi== Sequnence
E.TSLAPGEGVVTH.Y

KE.DFNSYGSR.R

Funll=Citrate hydro-lyase

[Icn=s score 58)
(Ions score 20)



gi|15235763 Cytosol aminopeptidase family protein

Match to: gi|15235763 Score: 212

cytosol aminopeptidase family protein [Arabidopsis thalianal

Found in =search of C:\QS5tar Share Data‘\20091115MMZ\HMOVIS\T12HNOVIS. wiff
Hominal

mass (M_): 61667; Calculated pl value: 6.62

NCBI BLAST =search of gi|l5235763 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arablidopsis thaliana
Links to retrieve other entriesz containing this sequence from NCBI Entrez:
i|85700452 from Arabidopsis thaliana

Fixed modifications: Carbamidomethvl (C)
Variable modifications: Oxidation (M),Phospho (5T)

Cleavage by Trypsin:
Sequence Coverage:

T%

cuts C-term side of ER

Matched peptides shown in Bold Bed

1
51
101
151
201
251
301
351
401
451
501
551

MAVILVISFA
Y555FRAMARHT
TEEDMAKDVH
PGLGSKEVGL
SWVSHESKLCS
LEFKLEYAEH
ANILNEEQCE
EGLTFDSGGY
HFIVAACENM
CHQGVDEVVD
LWEMPFMEESY
IDMAGEVWHE

5555EFHFRS
ISHATLGLTO
SKFENPILEE
IGLGESASTE
BSAIASGETIVL
VSYGVIFGEE
ELEMGSYLAV
NIETGPGCLI
ISGTGMREGD
LATLTGACIT
WEMMESGVAD
EEEAATGEGV

F555F55L55
ANSVDHPEIS
LOAHLGELLA
SARFQSLEERV
GLFEDSRYES
LVNSPANVLT
RALLSHWPPHE
ELMEFDMGGS
VLTASHGETI
ALGTSMAGIY
MVNTGGRAGS
ATLVEWWVQNH

[ Show predicted peptides also

[ Sort Peptides By

] @ Besidue Number

Start

- End

Obzerved

Mr (expt)

unless

CEFVRFQFESE
FSGEEIDVTE
DVSSEEDFSG
ARAAKASQAS
ESEEESLESY
PAVLLREEALN
IHLIYKEPSSG
AARVLGAARAT
EVNNTDREGR
TESDELLEEV
SITARLFLE(Q
555

() Increasing Mass

Mr (calc)

next residue is P

LELAFAVTFEL
WEGD I LAVGYV
EPGQSTVLEL
SVAVVLASSE
DIIGFGESGEE
LASMYSDWVHT
EVEIELALVG
GRIKPPGVEV
LTLADALVYS
IALSERSGEE
FVSEDVEWHMH

(0 Decreasing Mass

Delta

Mi== Segqunence

g5 - 82
93 - 103

510.
551.

2515
3405

1018.5684
1100.6664

1018.4971
1100.6077

L0713 1]
. 0586

E.EIDVTEWKE.G (Ions score 22)
E.GDILAVGVTEE.D

(Ions score 41)

352 - 3e3 636.3537 1270.652% 1270.615%4 KE.GLTFDSGGYNIE.T

[Ions =score 46)

oocoo

1]
L0735 1]
1]

375 - 388 655.84659 1309%.6752 1309.6336 .0455 E.FDHMGGSAAVLGAAK . A COxidation

[(Ions score 104)




gi]195632542 Cytokinin-O-glucosyltransferase 1

Protein View

Match to:

gl |195632542 Score:

47

cytokinin-O-glucosyltransferase 1 [Zea mays]
Found in search of C:\Q5tar Share Data‘20091115MMZ\NOV15\343HNOV1iS.wiff

Hominal mass

(M_}): 54361; Calculated pl value: 3.

HCBI BLAST search of gi|l55632542 against nr

Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Ziza mays

Carbami
Oxid

1%

domethyl (C
ation (M),P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
a0

MRARAVDTARAAV
TVVVIPANADL
RDAWEVYRAM
TFHEVGIFAL
SELPTFLVQD
ARRAYFVGEEL
FSATQTRELA
HGHAPQLAVL
RLATEVARAFG
LHARAGELAR

AGATGRLEVFE
LIAPTVARAD
EVVQPSHESL
LAMNSLEFTIR
DHLSEAWNQRM
GEPSRSTHMHE
LGLEASHQEF
AHPSVGAFVT
VRELWDGGRRS
FARBAVIEDG

FLESFIRGHL
ARGHAVEVLC
LEDHRPDATV
PDIIGRASSD
RACQLTGEGV
GESGHADCLS
LWVVRSHNDS5
HCGWMSVLERA
ERAEDAETVE
SSWRDINELI

’ Show predicted peptides also

[ Sort Peptides By

Start - End

455
455

Obzerved
- 463 486.7505
- 463 486.8004

Mr {expt)
971.5665
971.55862

)

hoapho (5T)

cuts C-term =side of KR unless

ITPQTDMACEY
YPFPOVGLGE
ADVEFWWITG
ARGTVLSVEG
IVNTFADLEQ
WLSTEPSESV
DDGWAPEGHE
ASAGVEVLIW
AFATARAVAG

DDLLOARASG

Mr {calc)
971.514%8
971.514%8

29

next residue iz P

ARRRPLEVER
GVECLATATA
VAAELGVERL
LPGEEITIPEV
PFYCEEFSEVE
VEVCFGSWAE
QEVANRGLVY
PLVFEQFINE
FMEGGEQRDE

LEQMNSVQLE

Delta
0.0517
0.0714

] @ Residue Number ) Increasing Mass ) Decreasing Mass

Mi=s=s Sequnence

1 ER.AGELAFEBAR.A
1 ER.AGELAFEBAR.A

(Ions score 47)
(Ions score 47)




Protein View

Match ©

o: gi|9757

gi|9757801 3-isopropylmalate dehydrogenase

801 Score:

&8
3-isopropylmalate dehydrogenase [Arablidopsis

thalianal

Found in search of D:%\5ixue Chen-don't delete please)\20091115MMZNDECO1%1908DECOLl.wiff

Hominal

mass (M)

o 44305;

Calculated pl wvalue:

3.75

NCEI BLAST search of gi|875780]1 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsi=s thaliana

11%

Carbamidomethyl
Deamidated

(C)

Matched peptides shown in Bold Bed

1
51
101
151
201
251
301
351
401

MAAFLOTHIS
LLPGDGIGEE
EETFTAAKILS
PATVLEPQLVD
VGVSTEIYAA
TALASEYPDV
ITGSIGHLES
EYGLGEEFAR
VESEVPATV

LHATETIVEGE
VISVAENVLEY
DATLLGATGGE
ASTLEFEVAE
HEIDRTARVA
ELSHMYVDHA
ASLGESGPGL
ERIEDAVVDA

YSS5LTDHQFR
KAGSLEGLEF
YEWDKNEKHL
GVDMMIVEEL
FETARKRRGE
AMOLIRDEEQ
FEPIHGSAED
LNEGFRTGDI

[ Show predicted peptides also

[ Sort Peptides By

Start
47
191

- End
66
- 215

1

(HQ) , Gln-»>pyvro-Glu
cuts C-term side of ER unless next residue is P

APYRIRCARRR
DFEEMPVGEGEL
RPEMALFYLER
TGEIYFGEPR
LCSVDEANVL
FDTIVINNIF
TAGODEANEL
YSPGHNELVGEC

Ob=erved Mr (expt) Mr({calc)
013.6636 2025.3127 2025.1146
906.186% 2715.53%0 2715.2987

(H-term

SPGEERYNIA
ALDLVGVEPLE
RDLEVFANLE
GITINENGEE
DASTLWEEERWV
GDILSDEASH
ATTLSAAMI.T
EEMGEEVLES

Delta
0.1580
0.2403

Q) ,Oxidation (M)

| @ Residue Number © Increasing Mass © Decreasing Mass

Mis=s Sequnence
0 R.YNIALLPGDGIGPEVISVAE.H

(Ions score 27)

0 R.GITINENGEEVGVSTEIYAAHRIDR.I

(Ions score &6l1)




gi|15221044 Dihydrolipoamide dehydrogenase 1, mitochondrial

Match to: gi|15221044 Score: 141
dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1
Found in search of C:%Q3tar Share Datah20091115MMZ\NOWV15\T753NOV15.wiff

(MTLFD1) [Arabidop=si=z thaliana]

Hominal mass (M ): 54239; Calculated pl wvalue: 6.96
NCEI BLAST search of gi|l15221044 against nr

Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana
Links to retrieve other entries containing this segquence from WCBI Entrez:
gi|30658432]1 from Arabidopsis thaliana
gi| 75264759 from Arabidopsis thaliana
gi|12323085 from Arabidopsis thaliana
12704696 from Arabidopsis thaliana

Fizxed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Fhospho (5T)
Cleavage by Trypsin: cuts C-term =ide of ER unless
Sequence Coverage: 6%

next residue i= P

Matched peptides shown in Bold Bed

1
51
101
151
201
251
301
351
401
451
a01

HMAMASTAREE
GEPGEYVAAT
HEAKHSFANH
VEGYGEFISE
IVS5TGALSL
ESHDGEIREQ
SILEADVVLY
ATGDVIPGEM
VGETEEQLER
GVHIMAPNAG
YDKFIHI

AYFLTENLSH
FASQLGLEIT
GIEVSSVEVD
NEVSVETIDG
SEVPEELIVI
FQRSLEEQEM
SAGRTPFTEG
LAHEAREDGV
EGVSYRVGKF
ELTHEAVI.AT

SPFTDALRFSF
CIEKRGALGG
LEAMLAORDN
GNTIVEGEHI
GAGYTIGLEMG
EFMLETENVS
LDLEEIGVET
ACVEFIAGEH
PFMANSEREA
NYDRSSEDIR

[ Show predicted peptides also

[ Sort Peptides By

Etart
190
315
430

- End
- 1599
- 325
- 439

Observed
536.8258
604.3467
515.3155

| @ Residue Number

1071.6370
1206.6788
1028.6164

Mr {expt)

SLERGFASSG
TCLNVGCIFES
AVENLIRGIE
IVATGSDVES
SVWGRLGSEV
VDS55DGVEL
DEAGRILVHD
GHVDYDEVEG
IDHAEGLVEL
EVCHRHPTHS

0 Increasing Mass

Mr{calc)

1071.5812
1206.6132
1028.5502

SDENDVVIIG
FALLHSSHMY
GLFEENEVTY
LEGITIDEFE
TVVEFAGDIV
TVEPAEGGEQD
RFLSHNVEPGVY
VVYTHPEVAS
LADKETDEIL
EALEEROMAT

) Decreasing Mass

Delta
0.0559
0.0656
0.0662

Mis=s Sequnence

0 EK.SLPGITIDEE.EK
0 R.TPFTSGLDLEE.I
0 EK.AIDNAEGLVE.I

(Ion=s =score S6)
(Ions score 39)
(Ions score 46



gi|9755610 Reversibly glycosylated polypeptide-2 (AtRGB)

Protein View

Match to:

Hominal mass

(M,) :

gl | 9755610 Score:
reversibly glycosylated polypeptide-2
Found in search of C:“\Q5tar Share Data“l20091115MMZYZHMOVZEN137E8HNOVZEe.wiff

41377:; Calculated pl wvalues: 5.76

78

HCBI BLAST search of gi|38755610 against nr

Unformatted sequence =string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

3%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

1
31
101
151
201
251
301
351

MVEPANTVEL
QDGDESKEEIH
SEFEEYIFTID
REGADEVRGY
DAVMTIPEGT
WCIEVICDHL
QHAKLSKELV
LHFPRARSGEEDL

PVNETPLLKD
VPEGYDYELY
DDCEVAKDES
PESLREGVST
LFPMCGMNLA
SLGVKTGLEY
TVQQCYIELS

ELDIVIFTIR
HENDINRILG
GELVHNALEQH
AVSHGLWLNI
FDEDLIGEAM
IYHSEASHEF
FMVEEKLSSL

[ Show predicted peptides also

’ Sort Peptides By

Start - End

199
327

(c)
(HQ) , Gln->pyro-Glu
cuts C-term side of ER unless next residue is P

HLDFLEMWEFE
FELSCISFED
IFNLLCESSE
FDYDAPTQLYV
YFGLMGDGERE
VHLEEEYEGL
DEYFDELADR

Ob=erved Mr (expt) Mr {calc)
- 208 576.8799 1151.7453 1151.5896
- 336 552.8789 1183.7433 1183.5761

(AtRGEB) [Arabidopsis thalianal]

FLOQPYHLITIV
SACRCFGEYMV
FFFNTLYDFY
KEPEEENTRYV
IGEYDDMWAG
FWQEEIIFFF
MVIWIEAWDE

] @ Residue Number © Increasing Mass () Decreasing Mass

Delta
0.1557
0.1&72

(H-term Q) ,0xidation

Mi== Seqonence
0 EB.YWDAVMTIPKE.G Oxidation (M) (Ion=s score 35)
0 EK.LSSLDPYFDE.L

(Ions =core 43)




gi|1710838 S-adenosyl-L-homocysteine hydrolase

Protein View

Match t
RecHame

(sl

gi|1710838 Score:
: Funll=Adencosylhomocysteinase;

252

Short=AdoHoyvase; AltHame:

Full=5-adenosyl-L-homocysteine hydrolase

Found in search of C:\Q5tar Share Data\20091115MMZ\MOV1&YE42HNOV16 . wiff

Nominal

mass

(M) :

53744;

Calculated pIl wvalue: 5.

HCBI BLAST search of gi|l1710838 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Medicago sativa
Link=s to retrieve other entries containing this sequence from NCEI Entrez:
gi|535584 from Medicago sativa

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Carbami
O=xid

G%

domethyl
ation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MATLVETTITS
PFEGARITGES
RDSAAVFAWE
VEAEEVFEET
GVSEETTTGV
GLMEATDVMI
ATMEGLOVLT
FDMNEIDMHGL
ATGHFSFVHMS
HLGQLGAKL.T

GREYEVEDMS
LHMTIQTAVL
GETLQEYWWC
GQLEDESSTD
ERLYQMQLSG
AGEVLRVVCEY
LEDVISEADI
ETYPGVERIT
CSETHQVIAD
KLSKDQADYT

QRDFGRLEIE
IETLTALGAE
SERALDWGEG
NAEMOQIVLTI
TLLFPATHVH
GDVGEEGCALD
FVITTGNEDI
IEPQIDEWVE
IELWKEETSG
SVEVEGEYEF

[ Show predicted peptides also

[ Sort Peptides By

] @ Residne

Start
44
102

- End
- B3
- 110

Ob=zerved
569.
497,

3139 1
7843

Number

Mr {expt)
136.6133
983.

(c)
(M} , Fhospho
cuts C-term side of EE unless

1136.

(5T)

LAEVEMPGLM
VEWCSCHIFS
GGPFDLIVDDG
ITRDGLETDFE
DSVIESEFDN
LEQGGARVIV
ITMVSDMEEME
PETESGIIVL
KYEFEVYVLFE
RHYRY

(0 Increasing Mass

Mr (calc)
5502

L]

next residue i=s P

SCRTEFGPS]
TQDHALRATR
GDVILLIHEG
RYQFMETRIV
LYGCRHSLED
TEIDPICALD
NNAIVCHIGH
AEGRLMNLGC
FHLDEEVARAL

() Decreasing Mass

Delta
0631

0

Mi== Segnence

E.TEFGPSQPFE.G (Ions score 19)

5540
1318.7260
1013.6533

993,
1318.
1013.

4320
6980
5869

0621 0
0280 0
0664 0

E.DSAAVFAWKE.G (Ions score 52)
R.IVGVSEETTTGVE.R [Ions score
K.S5GITIVLAEGE.L [(Ions score 100

139 -
383 -

211
394

660.
507.

3703
8335

51)

[ e I e




Protein View

HMatch to:

Nominal

mass (M _):

gi|15223574 Isoflavone reductase, putative

gi 15223574 Score:
izoflavone reductase,

34515 Calculated pl wvalus: 5.44

112

HCBI BLAST search of gi|l5223574 against nr

Unformatted sequence string for pasting into other applications
Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

T%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

1
51
10
151
201
251
301

MTSEILVIGA
EDLGVTILYG
ESGHNVERFLE
VEGCFAGLEWV
LEAVDDFRTL
LETIQESEFP
SVDEFLNRFI

TGLIGEVLVE
SLSDEESLVE
SEFGHDVDERT
PCLGQCHLRL
HEILYIHFEH
MDFLVGLIHT

ESRESGHATFE
ATEQVDVVIS
VATEFTLSEF
ESPFRDEVEI
YIVSOHDMVE
ILVESDFISF

[ Show predicted peptides also

[ Sort Peptides By

Start - End

108
243

(c)
(HQ) , Gln->pyro—-Gla
cuts C-term side of KR unless next residue is P

ALVEEASLSD
AVGRFQTETIL
ITEAQIRRAT
YDTGHGEATIV
LHEEEIGETL
TIDPSFGVELA

Ob=served Mr {expt) Mr{calec)
- 1195 6598.4615 13594.5085 1354.6467
- 252 605.593%0 1209.8634 1209.612%5

putative [Arabidopsis thalianal]
Found in search of D:\5ixue Chen-don't delete please’\20031115MMZNDECOIN1TY1l.wiff

FVERAQLVERF
HOQTHITDATE
ERLETPYTYV
NIEEDIVAYT
EETYVSEEEL
SELYPEVEYT

l @ Residue Number © Increasing Mass () Decreasing Mass

Delta
0.2618
0.2505

(H-term Q) ,O0xidation

Mi== Seguence
0 R.FLESEFGNDVDER.T
0 EKE.TYVEEEELLE.T

(Ions score T5)
(Ion=s score 37)




0i|15242822 Glutamate-1-semialdehyde-2,1-aminomutase (GSA1l)

Protein View

Match to:

gl |15242822 Score:

211

G5A1 (GLUTAMATE-1-SEMIALDEHYDE-2,1-AMTNOMUTASE) ; glutamate-l-semialdehyde 2, l-aminommtase [Arabidopsis thalianal
Found in search of C:%\gQ5tar Share Data'20091115MMZA\NOVITAW1189HNOV1T. . .wiff

Hominal

mass

(M_}: 50737; Calculated pl wvalue: 6.

43

NCBI BLAST search of gi|l15242822 against nr
Unformatted sequence string for pasting into other applications

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

12%

Carbamidomethyl
Cxidation

(c)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MSATLTGSGT
QESEEAFHAL
YIDYVGESWGE
AVESIEMVEF
FAGSGVATLG
TLEPVVGHSG
EYFGITPDLT
PLAMTAGIHT
SGMFGFFFAE
TSLAHTPFEDI

ALGF5C55FI
FENLMPGGVHS
ATTGHADDEV
VHSGTEACHMG
LEFDSPE/EELR
FIFFTPFEFIN
TLGEIIGGGL
LERLEQAGTY
GEVYNFADSE
QLTIAMLERY

SFREV355PAS
FVRAFESVGG
LAATARTMEE
VLELARLFTH
ATSDTLTAFY
GLEQLTEDNG
PVGAYGGRED
EYLDEITEEL
ESDTEEFGEF
L5RI

[ Show predicted peptides also

[ Sort Peptides By

Start
62

77
202
315

- End
- 73
- 89
- 219
- 328

Obh=served
628.
649,
811.
643,

8537
a043
9660
88a9

] @ Residue Number

1255.
1257.
1621.
1285.

Mr (expt)
6920
7941
9175
7592

(M) , Phospho
cuts C-term =ide of ER unless

(ST}

HWRCCIFMSVS
QPVLIDSVEG
GISFGAPCLL
KEEFIEFEGC
HDLEAVEELF
VLLIFDEVMT
ITMEMVAPAGE
THGILEAGEE
FRGMLEEGVY

) Increasing Mass

Mr ({calc)
1255
1297
1621
1285

.6343
L7242
8676
. 7143

next residue iz P

VDEEEESFSL
SFMWDIDGHE
ENVLAEMVIS
YHGHANAFLY
ARHEGEISAV
GFRLAYGGAG
MYQAGTLSGN
TGEHPMCGGYI
FAPSQFELGE

0 Decreasing Mass

Delta
. 0585
0699
L0455
.0449

[ I o R e o

o

o
0
o

Mi== Segunence
E.HLMPGGVNSPVR.A Oxidation

K. SVGGOPVLIDEVE. G

K. AGSGVATLGLFDSPGVEE. A

K. ITGGGLEVGAYGGE. R

(M) (Ion=s score S57)
(Ions =score 71)

(Ions score 44)

(Ions =core 40)




gi|15226618 Fumarate hydratase (FUM1)

Protein View

Match to: gil|15226618 Score: 102
FUM1 (FUMARASE 1) fumarate hydratase [Arabidopsis thalianal]
Found in search of C:“Q5tar Share Datca’\Z0091115MMZNNOVISYNI1102ZHOV1S.wiff

Hominal (M_): 53479; Calculated pI wvalue: 8.01

NCBI BLAST search of gi|l52266lE8 against nr
Unformatted sequence string for pasting into other

mazss

applications

Taxonomy: Arabidopsis thaliana
Fizxed modifications: Carbamidomethyl (C)
Variable modifications: Oxidation (M) ,Phospho (5T)

Cleavage by Trypsin:

Sequence Coverage: 4%

Matched peptides shown in Bold Bed

1
a1
101
151
201
251
301
351
401
451

MSIYVASRRL
GAQTQRSLON
AIMQAAQEVA
RGEKCVHEND
SKSFEFKDIV
YQLAQGGTAV
ACVETSGSLN
GEVNPTQCEA
VRLIADASAS
AVARKAHKEG

SGEITVIALR
FEIGGERERM
EGELNDHFPL
HVHRSQS55HD
EIGRTHTQDA
GITGLNTEEGE
TIATSLMETR
LTMVCAQVME
FEENCVRGIE
CTLEEALATNL

YATSLRSYST
PEPIVRAFGV
VVWQTGSGTQ
TFPTVMHIAR
TPLTLGQEFG
DVEIAAAVAE
NDIRFLGSGE
NHVAVTIVGGS
ANRERISKLL
GVLTAEEFDT

[ Show predicted peptides also

[ Sort Peptides By

Start - End

a7
444

- a7
- 454

cuts C-term side of KR unless

SFREERDTFG
LERCALFEVHM
SHMHNANEVIL
ATEINSELIF
GYATOVEYGL
ETHLPFVTLAE
RCGLGELVLE
HGHFELNVFE
HESIMLVTSL
LVVPEFMIGE

Observed Mr (expt) Mr{calc)
625.3436 1248.6727 1248.6098
546.8217 1091.6288 109%91.5611

next residue i=s P

PIQVEPSDELW
EYGLDPTIGE
HELLETL.GEE
SLETLHSTLE
HRVICTLFRL
HEFEALLARHD
ENEPGS5IMFP
PVILASATLLHS
HEEIGYDHAA
5D

Delta
0.0628
0.0677

] @ Residue Number ) Increasing Mass () Decreasing Mass

Mi==s Sequnence

0 R.5LONFEIGGER.E
0 KE.IGYDHAAAVAR.K

(Ions score 39)
(Ions score 63)




gi|461461 Enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic

Protein View

Match to:
RecHame :

gi|461461 Score:
Full=Enoyl-[acyl-carrier-protein] redunctase [NADH],

151

chloroplastic; AltNHame:

Found in search of D:“S5ixue Chen-don't delete pleaze’\20081115MMZNDECOINITAL . wiff

Hominal

mass

(M_): 40625; Calculated pl value: B.78

HNCEI BLAST search of gi|46l46l against nr
Unformatted sequence string for pasting into other applications

Taxonomy :

Fixed modifications:
Variable modifications:
Cleawvage by Trypsin:
Sequence Coverage:

Brassica napus

11%

Carbamidomethyl
Deamidated

()

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

MARTRARASSL
GCLEMDSALP
DDHGEY GHAVA
SIMEIFEVYP
GSIDILVHSL
NPGGRASISLT
WVHNTISAGELG
SPFLASATTGAR

QMATTEFSIS
ASEESFSF5T
FSLARAGAET
LDAVFDNPED
ANGFEVSEFPL
YIASERITIFG
SRARKATGFI
TIYVDHNGLNS

ALSSEARTYV
KAMSESSESK
LVGEIWVEALN
VPEDVEANER
LETSEEGYLL
YGGEMSSARL
DTMIEYSYHNH
MGVALDSEPVE

[ Show predicted peptides also

[ Sort Peptides By

Etart
81
146
267
301

- End
- 50

- 156
- 279
- 312

Observed
514,
609 .
627.
586.

g900
4493
4328
4401

] i@ Residue Number

1027
1216
1252
1170

Mr ({expt)
.T654
.8841
.8511
. 8657

1027
1216
1252,
1170.

(HQ) , Gln—->pvro-Glu
cuts C-term side of ER unless next residue is P

VEANFENAYE
ASSGLPIDLE
IFETSLERGE
YAGSSHWIVE
ATSLSS5YSEV
ALESDTEVLL
APIQKTLTAD
EDLNE

0 Increasing Mass

Mr{calc)
. 5662
L6373
6122
6357

ILCTEHLSNL
GRRAFILGIL
FDQSRVLEDG
ERAECVEQDF
SLLSHFLEIM
FEAGREQNIR
EVGNALLFLY

(H-term Q) ,0xidation

(M)

0 Decreasing Mass

Delta
.19592
L2468
L2350
L2300

[ e s R

0]

o
0]
0]

Miss Sequnence

K.ASSGLFPFIDLE.G
R.VLPFDGSLMEIEK.K

R.IIPGYGGOMSSARK . A Oxidation

R.VNTISAGPLGSR.A

(Ion=s =score S55)
Oxidation (M)

(M}
[Ions score 37)

Full=HADH-dependent enoyl-ACP redunctase:

(Ion= =core 42)

(Ions score

57}



gi|5881963 Dihydrolipoamide S-acetyltransferase

Protein View

Match to: gl|5881963 Score: 64
dihydrolipoamide S-acetyltransferase [Arabidopsis thalianal
Found in search of C:\Q5tar Share Data’\20091115MMZN\NOVZ2eM\1001NOVZE.wiff

HNominal mass (M ): 50106; Calculated pl value: 8.33

NCBI BLAST search of gi|5881963 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Cowverage:

Arabidopsis thaliana

6%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MAVSS555FLS
VRSEIREIFM
VETFYDGYLA
VRELAVVESFF
VDIESVAGTG
NLPPLLEDSS
EVEPEGVTIMT
THNGGLITFEVL
NLGMFGVDRF
ADHRIVYGAD

TASLTHNSESH
PALSSTMTEG
ATVVGEGETA
FVISS5FLFAT
PEGRITASDV
IVEFFTAMOSA
ALLAFRRAGMA
QDADKLDLYL
DATLPPGRGA
LAAFLOTFAK

ISFASSVSFS
KIVSWIETEG
PVGALTGLLA
BROPAPVIAVS
ETAAGIAFSE
VSFENMIESLS
LAQHPVVHAS
LSQFWEELVGE
IMAVGASEFT
ITENPDSLTL

’ Show predicted peptides also

’ Sort Peptides By

Start - End

57
286

- 71
- 301

Ob=served

837.4634
884.5085

1672.9122
1767.0025

Mr (expt)

(c)
(NQ) , Gln->pyvro-Glu
cuts C-term =side of ER unless next residue is P

LESVVFRSTT
EFLAKGESVV
ETEAETEEAK
DGEFRETVATE
S55ILFFFFFF
VETFEVGYFEV
CEDGESFS5YHN
FARSEQLOFH
VVADEDGFFS

Mr (calc)

1672 .7688
1766.8727

FATSHRRSMT
VVESDEADMD
SFRARSKES555
YARFLAFQHE
FEVILAEATTT
HTDALDALYE
S5INIAVAVAE
EYNSGIFTLS
VENTMLVHVT

Delta
0.1434
0.1258

(H-term Q) ,0xidation

(M)

] @ Residue Number © Increasing Mass () Decreasing Mass

Mi=z= Seqmence

0 R.EIFMPALSSTMTEGE.I
0 R.VGYPVNTDALDALYEEK.V

<

Oxidation

(Ions =score 43)

(M)

(Ions =score 21)




gi|7329685 Transketolase-like protein

Protein View

Match to: gl|7329685 Score: 280
transketolase-like protein [Arabidopsis thalianal
Found in search of D:\35ixue Chen-don't delete please\20091115MMZ\NOVZE\374HOVZE.wifE

Hominal mass (M_): 81537; Calculated pI walue: 5.80

NCBI BLAST search of gi|7329685 against nr
Unformatted =sequence s=tring for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (HQ),Gln->pyvro-Glu (HN-term Q) ,mBBr
Cleavage by Tryp=sin: cuts C-term =2ide of EE unless next residue is P
Sequence Coverage: 6%

(C) ,Oxidation (M)

Matched peptides shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
a01
a51
601
651
T01
T51

MASTS5LALS
AQSMTENESL
SGHPGLPMGC
LLALAGYDSV
AVGLALAFKH
WELGELIAFY
DEIRLLTKER
ATENNLGWEY
SARFLOYERE
QQCLHNATAKWV
EHGMGATCHG
THDSIGLGED
EETPSILALS
ELEILZLQRRLE
STEALSTEFGW
ESFF

QALLARAISH
RPLVRAALVE
LPMAHILYDE
QEEDLEQFRQ
LAARFNEKEDA
DDNHISIDGD
KTVIDKPTLI
EFFQVEDDVE
YPEELSELES
VEGFLGGSAD
ILLHSPGLIP
GPTHQPIEHT
RQKLPHLEGT
VLREDGKTVR
GRIVGGEGES

HGEEDQRGSLE
IVEPTITDS5I
VMEYNEPENEY
WESKIPGHEE
EVVDHYTYAT
TETAFTENVD
ENTTTIGYGS
SCLDDLLFDL
ITTGELPRAGHW
LASSNMTLLE
YCATFEVETD
ASFRLMPHNTL
STEGVEEGGEY
VVSFVCHELF
IGINSFERASS

AFSGLESTGES
VDESVNSIRF
WFHRDREVLS
NFETPGIEVT
LGDGCOMEGT
QRFELTLGWHWV
PHEANSYSVH
HFS55HWSEHT
EKALFTYTPE
AFGDFQEATE
TMRGAMETSA
HMFRELADGEHET
TISDDS5GHE
DEQSDEYEES
FAPLLYEEFG

REASLS5EEEREI
LATDAVEFRLE
AGHGCHMLLYRA
TEPLGRGIAN
SHELCSLAGH
IWVENGHTGY
GALT.GEKEVE
PEGATLESDW
SPGDATENLS
EERNLEFGVR
LSELAGVIYVHM
AGRYRIAVTE
PDVILIGIGS
VLESDWVSARWV
ITVEAVVDADL

Start End Ob=served
oo - 938 503.3773
295 - 304 570.3582
322 - 333 619.4190
433 - 447 T788.4915

Mr (expt)
i004.7400
1138.7019
1236.8235
1574.9685

Mri{calc)
1004.5542
1138.4891
1236.6350
1574.7576

Delta Mi== Sequnence

0.1858 0 R.FLATDAVEK.A (Ions score 37)

0.212%9 0 E.NGHNTGYDEIERE.A Deamidated (NQ) (Ions score TE)
O.1884 0 E.VITTIGYGSPHNE.A (Ions =score 26)

0.210%9 0 EK.ALPTYTPESPGDATE.N (Icn=s score EQ)




gi|7385217 Beta-ketoacyl-ACP synthetase 1

Protein View

HMatch to: gi|7385217 Score: 168
beta-ketoacyl-ACP synthetase 1 [Brassica napus]

Found in search of C:\QS5tar Share Data’\20091115MMZN\NOVLIEN\1140MNOV1S . wiff

HNominal mass (M ): 32334; Calculated pl walue: 9.47

HCEI BLAST search of gi|7385217 against nr
Unformatted sequence string for pasting into other

Taxonomy: Brassica napus

Fizxed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M) ,Phospho (5T)
Cleavage by Trypsin: cuts C-term =side of ER unless
Sequence Coverage: 8%

Matched peptides shown in Bold Red

applications

next residue is P

1
51
101
151
201
251

MQALQSSSLE
RETDPREERVV

TRFGEQIRGE
TIDEQEAGVL
ATLLATDLGLM
ITPIGWEVLL

ASPFHNFLETF
ITGHGLVSVE
SEEGYTIDGEN
VETGHMGGELTV
GENYSISTAC
LVGHCRREMM

SHRQSHQITH
GHDVDAYYEK
ERRLDDCLEY
FSDGEVQALVE
ATSHNYCFYAR
TLERLQGHGI

[ Show predicted peptides also

[ Sont Peptides By

ARFTTRESFI
LLEGESGISL
CIVAGEEALLE
EGHERISFFF
ANHIERGEAD
HEEMALSWVE

SLSASVELPE
IDRFDASEFF
SANLGEDELN
IFYATTHMGS
MMVAGGTEAD
ELVEW

Etart - End Ob=erved Mr (expt) Mr {calc)
81 - 93 680.3881 1358.7617 1358.7405
109 - 119 580.2945 1158.5744 1158.5153

l @ Residue Number © Increasing Mass ) Decreasing Mass

Delta
0.0212
0.05851

Mi== Segunence

0 E.LLSGESGISLIDE.F
0 R.GFSSEGYIDGE.N

{Ions score 107)
(ITons score &1}




Protein View

Match to:

gi|7671

gi|7671449 Oligopeptidase A-like protein

449 Score:

63

ocligopeptidasze A-like protein [Arabidop=sis thaliana]
Found in =search of C:\Q3tar Share Data\20031115MMEZN\NOV1S\3ITONOVLS.wiff

Hominal mass

(M_): 81777; Calculated pl wvalue: 5.39

HCBI BLAST search of gi|767144% against nr
Unformatted sequence string for pasting into other

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

1%

Carbamidomethyvl
Oxidation

()

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
a01
551
601
651
701

MASEDTLSSH
VEPSWEELVE
CFENNTFIYT
KEAVLSGIAL
KEIEGLEESA
NRALREEVYR
MATEMATVEE
WDITEWSERL
DGEVAEVWNSD
SEVMRQEGSS
HMLTEEDEGL
TLEENVYEEL
DQRVSIETQV
EWAEVLSADRA
EFRGREESEE

PLLONFDFEE
PLEKIIDRLS
LQPEEVEFQL
EDDEREEFNE
LGLEAQRAVS
AYLSRASSGED
LDELLEKLRS
RESKYDINEE
VREYCVEDSS
VRLEVAQMVC
VAGIRNIEWD
LARRTFRAGS
IPFLEEDRFL
FSLFEDLGLD
PLLEHNGLLA

FDSVDAHHVR
VVWGHMINHLE
RLGQSEPIYN
TEQELEKLSH
FGHETATADT
LONTATIDQT
ASWDEAVQDI
ELEPYFS5LFE
GHPTAYFYFD
HOTPEVGDEF
AVELPSQFME
LSLEQLEFAT
CSFSHIFAVC
DIEAVEETGD
B5L

[ Show predicted peptides also

[ Sort Peptides By

Start - End

182

- 151

Observed

562.3165

1122 .6184

Mr (expt)

(M) , Pho=spho
cuts C-term side of ER unless

(5T)

PGIRALLQQL
AVEDTEELRA
AFEAIRESED
EFSENVLDAT
GEWLITLDAE
LELELEEAKL
EDLESFAENG
VMDALFGLAK
PYSRPSEERD
SLMTFREVET
NWCYHRDTLM
VDLELHTEYM
FTCSPSHVLS
RFENTILALG

Mr {calc)

1122.5557

applications

next residue is P

EAELEQLEER
ATEEVQDSFS
WHSLSEAPQI
FEFEEKLITDE
SYLPVMQHAK
LGYENYREVS
GRAAEADSLTH
TLEGIDVVEA
GAWMDEVESR
VFHEFGHALLD
STAFHYQTGE
PGGAETIYEV
GEYAAGYYSY
GGEAPLEVEV

Delta
0.0627

] @ Residue Number © Increasing Mass () Decreasing Mass

Mis=s Segonence

0 E.FSENVLDATE.E

(Ion=s =score 63)




Peptide View

MS5/MS Fragmentation of FSENVLDATK
Found in g1|7671449, oligopeptidase A-like protein [Arabidopsis thaliana)

# b bt b* b= LY > Seq. ¥ ¥ ¥* y= ¥ yrr
1/148.0757| 74.5415 F 10
2|235.1077 |118.0575 217.09721109.0522 8§ |976.4946 |488.7509 (959 4680 480.2376|958.4840|479.7456| 9
3/364.1503|182.5788 346.1397/173.5735| E |889.4625 4452349 872.4360 436.7216|871.4520(436.2296 8
4/478.1932|239.6003 |461.1667 |231.0870 460.1827 |230.5950) N |760.4199 380.7136 /743.3934|372.2003 |742.4094 371.7083 | 7
5/577.2617|289.1345|560.2351 12806212 5592511 |280.1292| V |646.3770/323.6921 6293505|315.1789|628.3665 314 6869 6
66903457 |345.6765|673.3192|337.1632|672.3352|336.6712| L |547.3086|274.1579 /5302821 |265.6447|529 2980 265.1527| §
78053727 |403.1900|788.3461 394 6767 |T87.3621 (394 1847 D |434.2245 217.6159 417.1980|209.1026|416.2140 2086106 4
8 8764098 438 7085|859 3832 430.1952 |858.3992|429.7032) A |319.1976/160.1024 302.1710|151.5892|301.1870 /1510972 3
01977 4575|489 2324 |1960.4309 4807191 1959 4469 |480.2271| T |248.1605/124 5839 /231.1339|116.0706|230.1499 1155786 2
10 K (1471128 74.0600 130.0863 | 65.5468 1




gi|7688095 ADP-glucose pyrophosphorylase small subunit

Protein View

Match to:

gi| 7688

085 Score:

182

ADP-glucose pyrophosphorylase =mall subunit [Brassica napns])
Found in search of C:“\Q5tar Share Data“2003111SMMZA\NOVZEN\1006MOV2Ee . wiff

Nominal mass

(M_)}: 57294; Calculated pI value: 5.87

NCBEI BLAST search of gi|76880385 against nr

Unformatted sequence string for pasting into other applications
Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Brassic

d napus

4%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

HMATMALTGSL
ITSNLFRGNE
TRLYPLTEER
HNEHLSEAYRS
EEHNVLEFLWV
GLMEIDDEGR
IYVVSENVHL
GTIEAFYNAN
VIGEGCVIEN
ARKGSIFIGI
TESGIVIVIEK

KVES555NHT
RERTPF5IVSPEK
ARPLVPLGAN
HMGGYENEGE
LAGDHLYRMD
ITEFREKPEG
DLLEDQFPGR
LGITFEEPVED
CEIHHSVIGL
GRDSHIEERAT
DALIPSGIVI

RRL55550RK
AVSDSQNSQT
YRLIDIPVSH
VEVLAAQQSE
YEKFIQLHRE
EQLEAMKVDT
NDFGSEVIEG
FSFYDRSAPI
RSCISEGAII
IDKENARIGDN

[ Show predicted peptides also

[ Sort Peptides By

Start
278
483

ic)
(HQ) , Gln->pyro-Glu
cuts C-term =side of ER unless next residue i=s P

TLSF5555LT
CLDPDASESWV
CLNSHNISKEIY
ENFHNWFQGTA
TDADITVAAT
TILGLDDERR
ATDLGLEVQR
YTQPRYLEES
EDTLLMGADY
VEIINTDHWVQ

- End Obhserved Mr (expt) Mr({calc)
- 289 673.917% 1345.8213 1345.6725
- 494 672.4238 1342.8331 1342.6841

GEELNFTQET
LGIILGGEAG
VLIQFHNSASL
DAVEQYLWLE
PMDEEERELTAF
FEMPFIASHG
YLYDGYWEDI
FMLDADVTDS
YETDADRTLL
EAARFETDGYF

Delta
0.1487
0.1490

(H-term Q) ,0xidation

Y

] @ Residue Number © Increasing Mass () Decreasing Mass

Mi== Sedqunence

0 EK.VDTTILGLDDER.A
0 EK.IINTDHVQEAAR.E

(Ionzs =score 112}
(Ion=s =core 74)




Protein View

Match to:

gl | 780814 Score:

gi|780814 3-ketoacyl-acyl carrier protein synthase |

379

3-ketoacyl-acyl carrier protein synthase I
Found in search of C:\Q5tar Share Data‘\20091115MMZ\NOVZ&\1001HNOVZ6.wiff

Hominal mass

(M_): 50850; Calculated pI wvalue: 7.59

HNCEBI BLAST search of gi|780814 against nr

Unformatted sequence string for pasting into other applications
Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Lrabidopsis thaliana

16%

Carbamidomethyl
Deamidated

(<)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MQARLQSSSLE
SLPKRETDEK
SKFETRFGGEQ
DELNTIDERE
HMGSALLAID
TEARTIPIGL
MES LEHAMER
AGVSEEEVNY
CLGLAGGLEL
VLISNSFGEG

LSFFNFLELF
KEVVITGHMGL
IRGFSSEGYTL
AGVLVGTGHMG
LGLMGENYSI
GGFVRACEALS
GRPIVAEYLG
INAHATSTLR
IATVEAINTG
GHNSVVAFSH

SNRQSHQLIT
VSVCGHDVDR
DORNERRLDD
GLTIVFSEGVD
STACATSNYC
QRNDDEQTAS
GLVNCDRHHM
GDLAEINAIK
WLHESINGFH
FEE

[ Show predicted peptides also

[ Sort Peptides By

Start
85
113
142
142
273
273
288

| @ Residue Number

(HGQ) , Gln->»pyro—Glua
cuts C-term side of ER unless next residue is P

HARFLEERQQR
YYEELLSGES
CLEYCIVAGE
HLIEEGHERRI
FYRRAWHNHR
RFWDEAEDGF
TDFRADGLGV
KEVFESTSGIK
FEQRVDFDTV

- End Observed Mr (expt) Mr ({calc)
- a7 680.4580 1358.9014 1358.7405
- 123 580.3375 1158.6605 1158.51853
- 152 537.8606 1073.7066 1073.5353
- 158 587.0564 1758.1475 1757.9159
- 285 T765.4231 1528.8317 1528.6906
- 285 510.6545 1528.9418 1528.6906
- 309 T785.7613 2354.2621 2354.0593

SFISLSLSTV
GISLIDRFDA
HALESANLGG
SPFFIPYAIT
GEADMMIAGG
VMCECGAGVLY
S5CIERCLED
INATKSMIGH
ENEKKQHEVD

Delta
1609
.1411
L1713
2316
.1411
,2512
.2028

[ T R e o I e e Y o

1]

[ e T o Y e

(H-term Q) ,Oxidation

) Increasing Mass () Decreasing Mass

Hwm R R

(M)

Mi== Sequence
.LLSGESGISLIDR.F
GFSSEGYIDGE.N
CALESANLGGDE. L
CALESANLGGDELNTIDE. R
CHDDEPQTASRPWDE. A
HDDEPQTASRPWDE . A
DGFVMGEGAGVLVMESLEHAME. R 3 Oxidation

{(Ions score 100
(Ions score 59)
{(Ions score 68)
(Ion=s score 6E)
(Ions score ST}
{(Ions =core 40}

(M)

(Ion=s score 29)



gi|84579412 9-cis-epoxycarotenoid dioxygenase 4

Protein View

Match to:

gi|8457

89412 Score:

53

Lactuca =ativa S9-ocisz-epoxycarotencoid dioxygenase 4
Found in search of C:\Q5tar Share Data\Z0091115MMZA\NOVI1SY92NOV1S.wiff

Hominal mass

(M)

t B64534;

Calculated pI values: 7.

NCEI EBLAST search of gi|84573412 against nr

Unformatted sequence string for pasting into other applications
Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Lactuca

zativa

Carbami

1%

Cxidation
cuts C-term =side of ER unless

domethvl (C
(M), B

Matched peptides shown in Bold Red

1
31
101
151
201
251
301
351
401
451
301
351

MODTSVILTRC
TSKESLPELTT
VOLMGHNFAPWV
FDGDGMTHAW
HLGLARLALF
INIERDGDLS
LEFFSFEENG
VQGESPVLLD
DVEGDQIIVV
LVSGINLDAG
LEFYGNGRFGGE
KEIGIVRELTG

STATLVRIST
VSPEQLNPFQ
PECEVHHGLE
KLGPENKASY
YARGVAGLLD
TDGRFDYDGQ
KESREVSISL
PNEVSRYGIL
IGSRMTEEDA
NVNKELLGRK
EPCFIFVEGS
RVPYGFHGTF

RESVICIIQI
KLOALSAT.DEV
VIGEIFNDLHN
CSRFIRTSEL
TRAHGIGVANL
VHCPLIAHFPE
HQPTHIHDFA
PESVENESSI
IFNEINFDLL
TREVYLAIVE
DEEDEGYIMS
VSTHDLAN

[ Show predicted peptides also

’ Sort Peptides By

Start
432

- End
- 438

Ob=erved

424 .2605

HMr (expt)
846.5065

}

hospho (ST)

WHHFTTHNTFFP
ERSLNVLEND
GEFYLENGANE
KQELSLGREFY
GLVYFNGRLL
VDEVIGELFS
ITQSHIVIFD
QWIDVEDCEC
REELTEIRLN
PFWPECHGMAE
YVRDEAMERS

Mr{calc)
846.4447

65

next residue i=s P

HTSKEPKIKE
QKRSHQADPL
MFEPTGGHHL
FPKPIGELHG
AMSEDDLEYS
LSYDVLEKPY
HQVVFELSEM
YHLWNAWEEV
RTTGQSTQRV
VDLETGVVSK
ELVIVELSSM

Delta
0.0&18

] @ Residue Number ) Increasing Mass () Decreasing Mass

Mi== Seqnence

0 ER.S5ELTEIR.L

(Ions =score 54)




Peptide View

MS/MS Fragmentation of SELTETR
Found in gi|84579412, Lactuca sativa 9-cis-epoxycarotenoid dioxygenase 4

4 b b b? b0 Seq. v v | v v v
1| 88.0393| 44.5233] 700287 355180 S 7
2(217.0819/109.0446/199.0713/100.0393| E |760.4199(380.7136/743.3934(372.2003 | 742.4094/371.7083 |6
3/330.1660|165.5866/312.1554|156.5813| L |631.3774/316.1923 614.3508 307.6790 613.3668 |307.1870 5
4/4312136/216.1105/413.2031/207.1052] T |518.2933/259.6503|501.2667|251.1370/500.2827|250 6450 4
5/560.2562/280.6318/542.2457/271.6265 E |417.2456|209.1264/400.2191/200.6132/399.2350 200.1212 3
6/673.3403/337.1738/655.3297/328.1685 1 |288.2030|144.6051|271.1765/136.0919 2
7 R |175.1190| 88.0631 1580924 795498 1




gi|89274227 Streptomyces cyclase/dehydrase family protein

Protein View

Match to:

gi|8927

4227 Score:

90

Streptomyces oyclase/dehydrase family protein [Brassica oleraceal]
Found in search of D:“\S5ixue Chen-don't delete please’\20091115MMZN\DECO1MNZS29.Wwiff

Hominal mass

Taxonomy :

Fixed modifications:
Variable modifications=s:
Cleavage by Trypsin:
Sequence Coverage:

(M_y: 32680; Calculated pl walue: 6.
NCEI BLAST =earch of

Brassic

a oleracea

9%

Carbamidomethyl
Deamidated

61

i|89274227 against nr
UTnformatted sequence s2tring for pasting into other applications

()

Matched peptides shown in Bold Red

1
51
101
151
201
251

MPSELTQEER
QFDKPQTYKH
DERRVIGFSI
NSEDDTRMFL
TAFEKQRQIT
TEEHLQRMY(Q

SKLTQSISEF
FIKSCSVEEG
IGGEHRLENY
DTVVKLNLQK
EPTVYQNEPY
RFWGIRQLQR

HTYHLGEGSC SSLHLQRIHL
FEMRVGCTRD VIVISGLPAN
KSVITVHRFE RERRIWTVVL
LATVTEAMAR NAGDGRGSRE
HTGMTPEPRT STVFIELEDH
PRQSFGERQS I

[ Show predicted peptides also

[ Sort Peptides By

Start - End

80
171

Ob=erved Mr (expt) Mr (calao)
- 45 836.5593 1671.1041 1670.8B839
- 180 539.8813 1077.7480 1077.5488

(HQ) , Gln->pyro-Glu
cuts C-term side of ER unless next residue i=s P

FEFEIVWSVVE
TETERLDMLD
ESYVVDMPEG
ITCRESFHLI
RTLPGNLTFET

Delta
0.2202
0D.1991

[(H-term Q) ,0Oxidation

(M)

] @ Residue Number © Increasing Mass () Decreasing Mass

Mi== Seqmence

0 ER.DVIVISGLPANTSTER.L

(Ions score 38)

0 E.LATVTEAMAR.N Oxidation

(M)

{(Ions score 52)




Match to:

gi|938021 Deltal-pyrroline-5-carboxylate synthetase

gi| 9380

21 Score:

108

deltal-pyrroline-5-carboxylate synthetase [Arabidopsis thalianal]
Found in search of C:“QS5tar Share Data‘\Z00%31115MMZ\NOV1ITYW386HOV1T . wiff

Hominal mass

(M)

T78170;

Calculated pIl wvalues: 6.

HCBI BLAST search of gi|383802]1 against nr
Unformatted seqguence string for pasting into other

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Seqgquence Coverage:

3%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701

MEELDRSRAF
DGFEVILVSS
S5LMAYYETM
FIFMENDAIS
LYTGFPFSDFH
YAGIEVIITS
RRRESSEFLY
LEESHVARLV
T55PLGVLLI
VITDAIPETV
NITEIPVLGH
VHEDLEQNAV
ACTVEVVEDV
HASTRFSDGF
DEOMNGIVYTH

ARDVERIVVE
GAVGLGRQREL
FDQLDVTARD
TRELPYQDSS
SELIHTFVEE
GYSLAENIDEYV
LLSSEDREKI
MTEGKISSLA
VFESREDALY
GORLIGEVTS
ADGICHVYVD
LNELIFALQS
YGRIDHIHEH
RFGLGREVEY

QDIFIQR

VETAVVIGEG
RYRQLVHSSF
LLVHNDSSFRD
GIFWDMDSLA
KHQDEITFGD
LRGLEVGILF
LLDIADALER
ASVRELADME
QIASLATRSG
REETFDLLEL
FACDTDMAKR
HGVILYGGER
GSAHTDCIVT
STGRIYARGE

[ Show predicted peptides also

[ Sort Peptides By

(cl
(M} , Phospho
cuts C-term side of ER unless

(5T)

GRLALGRLGA
ADLOEPQTEL
EDFREQLNET
ALLALELEAD
KSRLGRGGMT
HQDARLWAPT
HVITIKAENE
EPIGEVLEKT
MGLLLEGGEE
DDVIDLVIER
IVSDAKLDYE
ASEILNIPER
EDHEVAELFL
VEVECLLTTR

oo

applications

next residue is P

LFEQLAELNS
DEEACAGVGED
VESMLDLEVI
LLILLSDVEG
REVELALVHAL
TDSHARDMAW
LOVASARQELG
EVADGLVLEE
ARRSNATLHE
GSNELVIQIE
ARCHAMETLL
RSFHNHEYCAR
ROVDSARVEH
WIMRGEGOVWV

] @ Residue Number (O Increasing Mass () Decreasing Mass

Start - End Ob=erved Mr (expt) Mr{calc) Delta
451 - 463 650.3937 1258.772% 1253.7082 0.0647 0
679 — 690 599.8776 1197.7406 1197.6718 D.0689 0

Mi== Segnence

E.VITDAIPETVGGE. L
B.GFVGVEGLLTTR.W

(Ions =s=core 63)
[Ions score 45)




Protein View

Match to:
aldo-keto reductase,

gi|2235

gi|1223530647 Aldo-keto reductase, putative

30647 Score: 118

putative [Bicinus communi=s]

Found in search of C:\Q5tar Share Data’\Z0081115MMZY\NOV1ieN1660NOVie . wiff

Nominal

mass

(M_}: 367357 Calculated pl wvalues: 35.49

NCEI BLAST =search of gil|223530647 against nr
Unformatted sequence string for pasting into other

Taxonomy: BEicinus communis

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Carbamidomethvl
Cxidation

O%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

HANETRFFEL
AYNHNEFKEIGS
QDLOLDYTIDT.
FARLTGELSHFE
VHLSGYSFPLE
H5VLPESTHE
LITGTFEFVSE

HTGAEMPSVE LOGTWQAEPGL
VLEELFEDGV VEREDLFITS
YLIHWPFVEME EESVILEPEHN
STEKLADLLE VARTPPAVH(Q
SPGTTWLESD VLENPVLNMWV
ERIFENFDVF QWSIFDDLFZ
KEFGPYESIEE LWDGEI

[ Show predicted peptides also

[ Sort Peptides By

Start - End

7
165

(C)
(M) , Phospho
cuts C-term =side of ER unless

(ST)

VGAAVDAATE
KLWCSNHDEE
FDQPDIEPRTW
VECHPSWQQR
AEKLGKTFPAQ
KFSEIEQAST

Ob=served Hr (expt) Mr({calc)
- 15 513.8067 1025.598% 1025.5182
- 173 500.3272 998.6399 998.5760

applications

next resgidues iz P

IGYRHTIDCAD
DVVEALEGTL
FLMEATYNSGE
ELREFCQS5EG
VALCWGELGMG
FISHGSHIAR

Delta
0.0807
0.063%

| @ Residue Number © Increasing Mass © Decreasing Mass

Mis= Segunence
0 R.FFELHTGAEK.H

0 EKE.LADLLEVAR.T

(Ions score S58)
(Ion=s =s=core &60)




Protein View

Match to:

gi|15235745 Serine hydroxymethytransferase 1 (SHM1)

gl |15235745 Score:
SHM1 (SERINE HYDRONYMETHYLTRANSFERASE 1) ; glycine hydroxymethyltransferase,/ poly(U) binding [Arabidopsis thaliana]

158

Found in search of C:\Q5tar Share Data‘20091115MMZ\NOV1g\905HNOV1E. wiff

Hominal

mass

NCBI BLAST search of gi|l53235745 against nr
Unformatted seguence string for pasting into

Fixed modifications:
Variable modifications:
Cleavage by Tryps=sin:
Sequence Cowverage:

11%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

MEMAEMALERL
LNAPLEEVDE
KYSEGYPGAR
PANFHVYTAL
YRLDESTGYI
EAVMLADMAH
GVEEINEQGK
EYKLYQEQVL
VEXVLEAVHI
EYFDELVIIL
KQFPTIGFEE

555IDEFIRF
EIADITEHEK
YYGGHMEYIDM
LEFHERIMAL
DYDOMEESAT
ISGLVALNVI
EVLYDFEDKIL
SHSRAKFAQTL
ABSNENTVEPGD
LEVESELQGT
ETHEYEN

LIRSTSCYMS
ARQWEGLELI
AETLCQKRAL
DLEHGGHLSH
LFRPELIVAG
PSPFDYADVV
HQAVFEGLQG
MERGYELVSG
VSAMVPGGIR
ELEDFVSAME

’ Show predicted peptides also

’ Sort Peptides By

Etart
203
311
415
440
502

- End
- 217
- 319
- 430
- 448
- 510

Ob=erved
511.
579.
529.
521.
533.

070
3056
3124
2810
8099

| @ Residue Number

1321.
1156.
1584.
1040.
1065.

Mr (expt)
79595
5966
9153
5474
6053

(<)
(M) , Phospho
cuts C-term =side of ER unless

1821.
1156.
1584.
1040.
1065.

(5T)

SLPSEAVDEE
PSENFISVSWV
ELFRLDFEEW
GYQTDTEEKIS
ASAYRRLYDY
TTTTHESLEG
GFHNHIITGL
GTDNHLVLVH
MGTPFALTSRG
555TIQSEIR

O Increasing Mass

Mr (calc)
7615
5288
7330
4815
5495

(M_}: 57535; Calculated pl wvalue: 8.13

other applications

next rezidue i=s P

ERSEVIWEED
MORAVGESVHMTN
GVHVQPLSGS
AVSIFFETMF
ARTREVCHED
PRGAMIFFEE
AVRLEQATTS
LEFEGIDGSE
FWEEDFAEWVA
KELRHEVEEFL

2 Decreasing Mass

Delta
0381
.0678
L1223
0660
.0558

[ I I e e I

1]

oo oo

Mi=ss Seqonence

R.LDESTGYIDYDOMEE. 5

KE.EVLYDFEDE.I (Icons
K.NTVPGDVSAMVPGGIE. M
R.GFVEEDFAE.V (Ions
KE.QFPTIGFEE.E (Ions

Oxidation
score 32)
Cxidation
scaore 33)
score 48)

()

(M)

(Ion=s score 26)

(Ions score &l)



gi|18407710 Nucleotide-rhamnose synthase/epimerase-reductase (NRS/ER)

Protein View

Match to:

gl 18407710 Score:
NRS/ER (NUCLEOTIDE-RHAMNOSE SYNTHASE/EPIMERASE-REDUCTASE)

140

[Arabidop=si= thalianal]

Found in search of C:\Q5tar Share Data’\20091115MMZN\NOVISN1IT3ITHOVIS . .wiff

Nominal

mazss

(M_): 33861; Calculated pI wvalue:

5.

NCBI BLAST search of gi|l18407710 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Lrabidopsis=z thaliana
Links to retrieve other entries containing this sequence from NCEI Entrez:
gi| 8453590 from Arabidopsis thaliana
gi|12083298 from Arabidopsis thaliana
gi|4108059]1 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Carbami
O=xid

10%

domethyl
ation

(c

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

MVADANGSSS
SIVADIESVE
CEEEGLVLIN
VEELLENYEN
DELLPISTEM
LEEQARVIVA
4

S5FNFLIYGE
PSHVFNARGWV
YATGCIFEYD
VCILEVEMEPI
AFBMLTGIYN
PESHHNELDAT

TEWIGGLLGE
TGREHVDWCE
SGHPLGSGIG
S5DLTHFENE
FTHPGVVSHN
ELETEFFELM

[ Show predicted peptides also

[ Sort Peptides By

Start
133
149
248

- End Ob=erved
- 146 811.3683 1
- 156 474.79305
- 256 H40.3066 1

Mr (expt)
620.7220 1
947 .5665
078.5986 1

(M) , Phospho
cuts C-term =2ide of KR unless

)
(3T)

LCEAQGITYT
SHEVETIRTH
FEEEDTEFNFT
ITEILRYEEWV
ETLEMYRDYT
STEESLIKFV

Mr ({calc)
620.6544
947.4997
078.5295

73

next residue is P

YGSGRLGDRQ
VAGTLTLADI
GSFYSETKAM
VDIPNSMTIL
DESFTWENFT
FEFNKETEVEK

] @ Residue Number (© Increasing Mass ) Decreasing Mass

Delta Mi== Sequnence

0.0276 0 EK.EEDTPHFTGSFYSE.T (Ions sScore T4)

0.0667 0 EK.AMVEELLE.N Cxidation (M) (Icns score 44)
0.0652 0 E.NFTLEEQAKE.V (Ion=s =score 23)




gi|17865468 Glucose-1-phosphate adenylyltransferase small subunit, chloroplastic

Match to: gi|17865468 Score: 222
RecHame: Foll=Glucose-l-phosphate adenylyltransferase =small subunit, chloroplastic; AltName:
Found in search of C:\Q5tar Share Data\20091115MMZ\NOV17T\1051NHOV1T.wiff

Full=Alpha-D-glucose-1-phosphate adenyl transferase

Hominal mass (M_): 57294; Calculated pl wvalue: 5.87
HCBI BLAST search of gi|l17865468 againsat nr

Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus
Links to retrieve other entries containing this sequence from NCBI Entrez:

gi|7688085 from Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M) ,Phospho (5T)
Cleavage by Trypsin: cuts C-term side of ER unless
Sequence Coverage: 9%

next residue i=s P

Matched peptides shown in Bold Red

1 MATMABRAIGSL EVPS555NHT RRLSSS5QREK TLSFSS555LT GEELNPTQEIL

a1
101
151
20
251
301
3501
401
451
501

IISNLFRGHE
TRLYFLTEER
NRHLSREAYRS
EEHNVLEFLV
GLMKIDDEGR
IYVVSENVML
GTIEAFYNAN
VIGEGCVIEN
BREGS5IFIGI
IKSGIVIVIEK

RRTPSIVSFK
RFPRVELGAN
NMGGYENEGE
LAGDHLYRMD
ITIEFAEKFPEG
DLLRDQFFGA
LGITEKFVFPD
CEIHHSVIGL
GRODSHIKRAT
DALIPSGTVI

AVSDSQNSQT
YRLIDIPVSN
VEVLAAQQSE
YEKFIQRHRE
EQLEAMEVDT
NDFGSEVIEG
FSFYDRSAPI
RSCISEGRII
IDENARIGDN

CLDPDASREV
CLNSNISEIY
ENPNWFQGTA
TDADITVAAL
TILGLDDERA
ATDLGLEVQA
YIQPRYLFPFS
EDTLLMGADY
VEIINTDHVQ

LGIILGGGAG
VLIQFNSASL
DAVRQYLWLE
PMDEERATAF
KEMPFIASMG
YLYDGYWEDI
FMLDADVIDS
YETDADRTLL
EAARETDGYF

[ Show predicted peptides also

[ Sort Peptides By l @ Residue Number ) Increasing Mass () Decreasing Mass

Start - End Observed Mr (expt) Mr(calc) Delta Mis= Seguence
230 - 245 B67.9254 1733.8363 1733.8029 0.0334 0 R.ETDADITVAALPMDEE.R ©Oxidation (M) (Icns score 18
278 - 289 673.8716 1345.7286 1345.6725 0.0560 0 K.VDTTILGLDDER.A (Icns score 109
483 - 494 672.3775 1342.7405 1342.63841 0.0564 0 K.IINTDNVQEAAR.E (Ions score TE8)
511 - 520 493.312a6 934.61086 954.5492 0.0614 0 K.DALIPSGTVI.- (Ions score 18



gi|18404212 3-chloroallyl aldehyde dehydrogenase

Match to: gi|18404212 Score: 60
ALDH2C4 (BREDUCED EPIDERMAL FLUORESCEMCELl) ; 3-chlorcallyl aldehyde dehydrogenase/ aldehyde dehydrogenase
Found in search of C:\Q5tar Share Data\200%1115MMZ\NOV1S\T753NOV1S.wiff

(HAD) [Arabidopsis thalianal]

Nominal mass (M ): 54782; Calculated pl value: 5.47
NCBI BLAST search of gi|l18404212 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Arabideopsis thaliana

Links to retrieve other entries containing this sequence from HCBI Entrez:
gi|118585574 from Arabidopsis thaliana

gi|929404]1 from Arabidopsis thaliana

gi|1591224]1 from Arabidopsisz thaliana

gi| 20530145 from Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho (5T)
Cleavage by Trypsin: cuts C-term side of ER unless
Sequence Coverage: 1%

nexXxt residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
231
301
351
401
431
201

MENGECHNGLT
IAEGDKEDVD
LAKLDAVDGGE
FGYTLEEFIG
ALFYRHLSKE
REIMQARRRS
ICVASSEVEW
EKILSYIEHG
FGEVMSLMEF
IWVHCYFGED
M

TVELFEIKFT
LAVHNALRYAF
ELFQLGEYRD
VVGHNIIFWNEF
AGIPDGVLNI
HNLEEVSLELG
QEGIYDEVVE
FNEGATLLIG
KTVEEGIKCA
LOCPFYGEYEM

ELFINGQFID
DHGFWFPERMIG
IPATAGHFRY
PSIMFATEVA
VIGFGSTAGA
GESPLLIFND
ELVEFAKDWT
GEAIGDEGYF
HNTEYGLAAG
SGNCRESGHD

[ Show predicted peptides also

[ Sort Peptides By

Start - End

308

- 317

Observed
599,3420

1196.66594

Mr (expt)

BASGETIFETI
FERARELINEF
NAGRADKIHG
PRAMALGCTMWV
ATASHMDVDE
ADIDEAADLA
VGDFEFDSTAR
IQPTIFADVT
ILSQDIDLIN
ALDNYLOTES

Mr (calc)

1156.6077

DERNGEVIAT
ADLIEENIEE
ETLEMTRQSL
VEBLAEQTSLS
VSFTGSTOVE
LLGCEYNEGE
QGEQVDERQF
EDMEIYQDET
TVSRSIKAGT
VVMELHNSEW

l @ Residue Number (O Increasing Mass () Decreasing Mass

Delta
0.0617

Miss Sequnence

0 R.VFVQEGIYDE.V (Ions score &1



Peptide View

MS/MS Fragmentation of VEVQEGIYDK
Found in gi18404212, ALDH2C4 (REDUCED EPIDERMAL FLUORESCENCE1):

I b p b* b b? pit Seq. v F—H— v Y*-H- Yo Ym—r #
1) 100.0757| 50.5415 v 10
2| 247.1441|124.0757 F |1098.5466|549.7769 1081.5201|541.2637 1080.5360|540.7717| 9
3| 346.2125/173.6099 V | 951.4782476.2427| 9344516 467.7295| 9334676 467.2375| 8
4| 474.2711|237.6392| 457.2445|229.1259 Q | 852.4098 426.7085| 835.3832 418.1953| §34.3992 417.7032| 7
5| 603.3137|302.1605| 586.2871293.6472| 5853031 |293.1552) E | 724.3512|362.6792| 707.3246|354.1660| 706.3406|353.6740| 6
6| 660.3352|330.6712| 643.3086322.1579| 642.3246|311.6659 G | 593.3086 298.1579| 578.2821|289.6447| 577.2980|289.1527| 5
T\ 773.4192|387.2132| 756.3927 378.7000| 755.4087|378.2080 I | 538.2871 269.6472| 521.2606|261.1339| 3520.2766|260.6419| 4
8| 9364825 |468.7449| 919.4560 460.2516| 918.4720459.7396 Y | 425.2031 213.1052| 408.1765|204.5919| 407.1925|204.0999| 3
9/1051.5095|526.2584 1034 4829 517.7451|1033.4989|517.2551 | D | 262.1397|131.5735| 245.1132|123.0602| 244.1292|122.5682| 2
10 K | 147.1128| 74.0600| 130.0863| 65.5468 1




gi]1219914490 Unnamed protein product, containing chalcone-flavanone

Isomerase domain

Protein View

Match to: gi|219914490 Score: 125
unnamed protein prodoct [Brassica napus]

Found in search of D:\5ixuese Chen-don't delete please’\20091115MMENDECOINZZET.wiff

Hominal mass (M_): 23362;

HCEI BLAST search of gi|219914480 against nr

Calculated pI wvalue: 4.

91

Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethyvl
Variable modifications: Deamidated
Cleavage by Trypsin:
Sequence Coverage: 14%

(c)

Matched peptides shown in Bold Red

1 MGTEMVMVHE VEFPEPQIITS

51 PSDVETHLDE WEGETGEDLA
101 YGWVQLENSVE DRLAAEDEYE
151 ARKDGICEIGF ETEGEEEEEL
201 ADSLSAVLT

[ Show predicted peptides also

[ Sort Peptides By

S5tart - End Ob=erved Mr (expt) Mr{calaoc)
98 - 110 Ti0.9753 1419.9361 14195.7106
113 - 125 685.7666 2054.2779% 2053.9215

(HQ) , Gln->pyro-Glu
cuts C-term =ide of ER unless next residue i= P

KPFSLLGRGI TDIEIHFLOV
GDDDFFDALL SGETEEVIEV
EEEETELEEV VGFFQSEYFE
EVENANVVGEHM MOEWYLSGSER

Delta
0.2254
0.3564

KEFTAIGVYLD
VVIEEIEGAQ
THSIITYRFS
GVSESTIVSL

(H-term Q) ,0xidation (M)

l @ Residue Number ) Increasing Mass ) Decreasing Mass

Mizs= Sequence

0
1

E.GAQYGVOLENSVR.D

(ITon=s score &7}

E.LAAFRDEYEEEEETELEE. WV

{Ions score o8}




gi|15237059 Arabidopsis Rab GTPase homolog Elb (AtRABE1b/AtRab8D)

Protein View

Match to:

AtRABE1b/AtRab8D
Found in search of C:\Q5tar Share Data‘\20091115MMZ\NOV1S\1158N0OV1S. wiff

Hominal mass

gi|15237059 Score:
(Arabidopsi=s Rab GTPase homolog Elb) ;

106

NCBI BLAST search of gi|l53237053 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arablidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Tryvpsin:
Sequence Cowverage:

5%

Carbamidomethyl
Cxidation

(C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MATSAPAACS
LTTTSASQST
HMATASTGSSV
GHADYVENMT
FLNEEDVDD
ENPEVERGDHN
RGTVATGRVE
NVGLLLRGIQ
FAGYRFQFYM
CEQGMEFAIER

S5SRILCSYS
ERSFTVERLR
AFEYDEIDAR
TEAAQMDGAT
ARLLELVELE
EWVDEIYELM
RGIVEVGETV
FADTQRGHMVL
RTTDVIGEVT
EGGETVGAGV

SPESPSLCFPATI
GEFEREEFPHV
FEERARGITI
LVVSGEADGEM
VRELLSS5YEF
LAVDDYIFIF
DLVGLRETRS
AKPGSITEHT
KEIMNDEDEES
IGTILE

[ Show predicted peptides also

[ Sort Peptides By

(M} , Phospho
cuts C-term =ide of ER unless

(5T)

STSGELETLT
NIGTIGHVDH
NTATVEYETE
PQTEEHILLA
NGDDIBIISG
QRQTELEFLL
YTVTGVEMEQ
KFEATIYVLE
KMVMPGDRVE

Start - End
1 - 14
316 - 326

Observed
898.1555
579.3486

Mr (expt)
17594.2965
1156.6826

Mr({calc)
17594.4558
1156.6452

(M_}: 51883; Calculated pIl wvalue: 5.84

next residue i= P

L555FLESYS
GETTLTAALT
NEHYRHVDCE
EQVGEVEDMVY
SALLAVETLT
AVEDVFSITG
EILDEALAGI
KEEGGERHSEF
IVVELIVEVA

Delta
-0.1633
0.0374

] @ Residue Number (O Increasing Mass (O Decreasing Mass

Mis= Segquence

0 - .MATSAPAACSSSSR.I
0 K.VGETVDLVGLE.E

5 Phospho

(5T)

(Ions score 92)

translation elongation factor [Arabidopsis thalianal

(Ions score 14)




Protein View

Match to:

gi|295789 Elongation factor 1-alpha

gl |295789 Score: 1

99

elongation factor l-alpha [Arabidopsis thalianal]
Found in search of C:\gQ5tar Share Data‘ 20091115MMZM\WOV16Y"11lO03MOV1ie.wiff

Hominal

nass

(M_): 49793; Calculated pl wvalus: 5.19

HCBI BLAST search of gi|Z55789 against nr
Unformatted sequence string for pasting into other

Taxonomy: LArabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Carbami
O=id

8%

domethyl (C
ation (M),P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MGEEEFHINT
FREFEYAWVL
HMITGTSQAD
CCHEMDATTE
MIERSTHLDW
PFVGEVETGMI
FNVAVEDLER
CHTSHIAVEF
ETFSEYPFPLG

VVIGHVDSGE
DELEAERDRG
CAVLITDSTT
EYSELEYDET
YEGFTLLERLT.
KEPGHMWVVIFLP
GYVASHNSEDD
SEILTEIDER
REFLVEDMEQT

STTTGHLIYE
ITIDIALWEF
GGFEAGISED
IFEVSS5YLEE
DQINEPERES
TGLTTEVESV
PLAKGARNFETS
SGEETIEEEFPK
WVANVGVIESVD

[ Show predicted peptides also

[ Sort Peptides By

)

hospho ([(5T)

cuts C-term side of ER unless

LGGIDKRVIE
ETTKYYCTVI
GQTREHALLL
VGYNPDKIEF
DKPLRLPLQD
EMHHESLLEL
QVIIMNHPGQ
FLENGDAGMV
KKDPTGAKVT

Start - End Ob=erved Mr (expt) Mr (calao)
205 - 212 513.7865 1025.5584 1025.4818
236 - 243 488.3183 974.6221 974 .5437
244 - 254 513.3515 1024.6884 1024.6030
419 - 427 457.8B256 913.6366 913.5597

applications

next residue i=s P

RFEEERAFMN
DAPGHRDFIE
FTLGVEQMIC
VPISGFEGDN
VYEIGGIGTV
LPGDNVGFNWV
IGHNGYRAEVLD
FMTPTEPMVV
FLLVEFGLE

Delta
0766
.0784
.0854
L0769

[ s T e

1]

0
0
0

| @ Residue Number © Increasing Mass ® Decreasing Mass

Mi== Seqmence

R.STHLDWYE.G

(Ions =score 33)

R.LPLODVYE. I

(Ions =core &0)

E.IGGIGTVEVGE.V
R.QTVAVGVIE. S

(Ions =core L5E8)
(Ions =score 49)




Protein View

Match t

O

gl |303844 Score:

gi|303844 Eukaryotic initiation factor 4A

1

55

enkaryotic initiation factor 44 [Oryza sativa Japonica Group]
Found in search of C:\Q5tar Share Data’\2005%1115MMZYHOV1SY1140NOV15S. . wiff

Hominal

mass

(M_}: 47187; Calculated pl wvalus: 5.29

HCBI BLAST search of gi|303844 against nr
Unformatted sequence string for pasting into other applications

Taxonomy:

Crvza sativa Japonica Group

Link=s to retrieve other entries containing this sequence from NCEI Entre=z:

gi|l12381900 from Oryza sativa

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage: 10%

Oxidation

Matched peptides shown in Bold Red

Carbamidomethyl

(c)
(M) , Phospho

(5T)

cuts C-term =ide of ER unless

1
51
101
151
201
251
301
351
401

MAGMAPEGSQ
NLLRGIYAYG
QOLDYAVVEC
EDQRILASGY
EDQIYDIFQL
LECGIEQFYVH
GRDHTVSATH
VINYDLETQE
VIEELEANVEA

FDAKHYDSEM
FEEKESAIQQDR
QALVLAPTRE
HVVVGTEGRV
LESKIQVGVE
VEKEEWKLDT
GDMDQNTRDI
ENYLHRIGRS
DLL

QELLNQGETE
GIVEFCEGLD
LAQQIEEVME
FOMLRRQSLE
SATMPPELLE
LCDLYETLAI
IMREFR3GS3
GREGREGVAI

EFFTSYDEVH
VIQQAQSCTG
ALGDYLGVEV
PDYIKMFVLD
ITREFMNEEY
TQSVIFVNTE
RVLITTDLLA
NEVTRDDERM

[ Show predicted peptides also

next residue i=s P

ESFDDMGLQE
ETATFCSGIL
HACVGEGISVR
EARDEMLSRGF
RILVERDELT
EVDWLTDEMR
RGIDVQOWVSL
LFDIQRFYHWV

©) Decreasing Mass

Delta Mi== Segquence

| SoriPeptides By | @ Residue Number © Increasing Mass
Start - End Observed Mr (expt) Mr{calc)
78 - 91 701.39%904 1400.7662 1400.7260
131 - 139 468.2959 934.5772 934.5124
247 - 255 50%.3037 1016.5929% 1016.539%0
332 - 341 557.8688 1113.7230 1113.6758

. 0402
0645
L0535
L0473

= = = I

1]

0
0
0

K. GLDVIQOAQSGTGE. T (Ions =score 27)
R.ALGDYLGVE.V (Ions score 37)
E.DELTLEGIE.Q (Ions score 35)
E.VLITTDLLAR.G (Ions score S6)




gi|2494261 Elongation factor Tu, chloroplastic

Protein View

Match to:
REecHame :

gi|2494

261 Score:

75
Funll=FElongation factor Tu,

chloroplastic:

Short=EF-Tu; Flags:

Frecursor

Found in search of C:\Q5tar Share Data‘\20091115MMZ\NOV154%1193HOV15.wiff

Hominal mass

(M)

D B2177;

Calculated pI wvalue: 6.

NCBI BLAST search of gi|249426]1 against nr

Unformatted sequence string for pasting into other applications

Taxonomy:

GElycine max

21

Link=s to retrieve other entries containing this sequence from HNCEI Entrez:
gi|18776 from Glycine max
gi|448592]1 from Glycine max

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

2%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Bed

1
51
101
151
201
251
301
351
401
451

MAVSSATASS
TVLRRTESST
ALTMALAALG
DCEGHADYVE
MVVELNEQDQ
ALMANEATKR
ITGRGTVATG
AGDNVGLLLE
SPEFFAGYREQ
EVACEQGMRF

KLILLPHASS
TTPRRTFTVR
NSAPKKYDEI
NMITGAAQMD
VDDEELLQLV
GDNEWVDEIF
RVERGTIEVG
GVRRTDIQRG
FYMRTTDVIG
AIREGGKIVG

555LHNSTFFR
AARGEFEREE
DRAAFEERLRG
GATILVVSGAD
ETEVRDLLSS
QLMDEVDNYT
ETVDLVGLRE
MVLAKPGTIT
EVT S IMNDED
AGVIQSITE

[ Show predicted peptides also

[ Sort Peptides By

Start - End

313

- 323

Ob=zserved

579.35353

1156.7041

Mr (expt)

(c)
(M) , Phospho
cuts C-term =side of ER unless

(ST)

SSTTNTHELT
PHVNIGTIGH
ITINTATVEY
GPMPQTREHI
YEFPGDDTPI
PIPQRGTDLE
TRNTTVIGVE
PHTEFSAIVY
EESTMVLEGD

Mr{calc)

1156.6452

next reszidue is P

PLS55FLHPT
VDHGETITLTA
ETENRHYAHRV
TLAFQVGVEN
VSGESALLALE
FLLAVEDVES
MFQEILDEAL
VLEFEEGGRH
RVEMVVELIV

Delta
0.058%9

1]

] @ Residue Mumber ) Increasing Mass ) Decreasing Mass

HMi== Seqmence

E.VGETVDLVGLR.E

(Ions score 79)




gi|40805177 Eukaryotic translation initiation factor-5A

Protein View

Match to: gi 40805177 Score: 210
enkaryotic translation initiation factor-5A [Brassica napus]
Found in search of D:\3ixue Chen-don't delete please’\20091115MMZ\DECO1%2529.wiff

HNominal mass (M ): 17315; Calculated pI walue: 5.71

HCBI BLAST search of gi|40805177 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (HQ),Gln->pyvro-Glu (H-term Q) ,0xidation (M)
Cleavage by Tryvpsin: cuts C-term =ide of ER unless next residue iz P

Sequence Coverage: 21%

Matched peptides shown in Bold BRed

1 MSDEEHHFES SDAGASKETYF QQAGNIREGG HIVIEGRPCE VVEVSTSEIG
51 FHGHAKCHFV AIDIFTAKEL EDIVESS5HNC DVPHVNRIDY QLIDISENGFE
101 VSLLTDSGGT FDDLELPTDD NLSAILMESGE EEGEDVVVSV MSSHMGEEQIC
151 AVEEVGGEGEE

[ Show predicted peptides also

| Sort Peptides By | @ Residue Number © Increasing Mass © Decreasing Mass

Start - End Ob=zserved Mr (expt) Mr (calc) Delta Mi==z Sequence
18 - 27 574.35952 1146.7758 1146.5782 0.1977 0 E.TYPQOAGNIR.K (Ions score 50)
41 - 48 424.8308 847.6470 847.4651 0.1815 0 E.VVEVSTSE.T {(Ions score 47)
112 - 127 602.4168 1804.2286 1803.89524 0.3362 1 E.DDLELPTDDHNLSAIME.S Oxidation
116 - 127 667.4440 1332.8735 1332.6595 0.2140 0 E.LPTDDHNLSAIMKE.S Oxidation (M)

(M) (Ions score 50)
(Ion= =core 64)




gi|9755847 Translation initiation factor 3, subunit g (elF3Q)

Protein View

Match to: gi|9755847 Score: 142
translation initiation factor 3, subunit g (elF3g) [Arabidop=siz thaliana]
Found in search of D:\3ixue Chen-don't delete please’\20091115MMZ\DECO1%1831.wiff

HNominal mass (M ): 32865; Calculated pI wvalues: 8.31

NHCBI BLAST search of gi|3755847 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (HQ),Gln->pyro-Glu (N-term Q) ,C0xidation (M)
Cleavage by Tryvpsin: cuts C-term =ide of ERE unless next residue iz P

Sequence Coverage: 6%

Matched peptides shown in Bold Bed

1 MTIDSQOQETS EFRWGEMDED EDLDFLLEPPE QVIGPDENGL EITIEYEFND
51 EENEVEITTR TEVEFLASAR LNERAMEREREN WPEFGDAANE EAGSHLTMWVS
101 TEEILLERPR APGTFADESE ATGDGLSQLG EGGAVLMVCER ICHEEGDHWT
151 SECPYEDLAR PTDVFIDEPP TGESS5TMSAR PGIGFAAYVE PSHMRAGADERS
201 AVGSDMEREN DENSVEVINL SEDTEEPDLM ELFHPFGAVI EVYVAIDQET
251 GVSRGFGEVN FVSEEDAQRA TNELNGYGYD NLILEVEWAT PRPT

[ Show predicted peptides also

[ Sort Peptides By ] @ Residue Number () Increasing Mass () Decreasing Mass

Start - End Ob=served Mr (expt) Mr (calc) Delta Mi== Sequence
242 - 245 468.3539 934.65932 934.5124 0.1808 0 R.VYVAIDQE.T (Ions score 35)
274 - 285 T06.4832 1410.%518 1410.7143 0.2375 0 E.LHGYGYDNLILE.V Deamidated

(HQ)

(Ions score 10E8)




Protein View

Match to:

gi|3775985 Score:
ENA helicase [Arablidopsis

gi|3775985 RNA helicase

156
thalianal]

Found in search of C:\Q5tar Share Data’\20091115MMZN\NOVISHN1140MOV1S . wiff

Hominal

mass

(M_}: 44634; Calculated pl walue: 5.52

NCEI BLAST search of gi|37758985 against nr
Unformatted sequence string for pasting into other applications

Taxonomy :

Lrabidopsis thaliana

Links to retrieve other entries containing this sequence from NCBEI Entrez:
Ji|59254443 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

8%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

MODDELVFET
PILQGRDVIA
QTERTIQRIG
IKRRSLRTRA
LEHEILEMTS
LYDTLTITQR
NEFRSGDSRV
FGREGVAINF

TODGIERITSE
QLOSGTGETS
LHANTQAHAC
IKLLILDESD
KFMTEBVEIL
VIFCHTEREV
LITTOVHARG
VESDDIEILR

NOMGIREDVL
MIALSVCOVY
IGGNSVGEDI
EMLSRGFEDQ
VERDELTLEG
DYLSERMESH
IDVQOVSLVI
DIEQYYSTQI

[ Show predicted peptides also

[ Sort Peptides By

Start
g6
163
224

- End
- 98

- 175
- 232

Obhserved
613.8765
T75.4470
509.3037

] i@ Residue Number

1225.7384
1548.87594
1016.59259

Mr (expt)

ic)
(M) , Phospho
cuts C-term =side of KR unless

(5T)

RGVYEYGFEEK
DTSSEEVQAL
RELEHGVHVY
IYDVYRYLEE
IRQFFVAVEE
NFTVSSMHGD
NYDLENNEEL
DEMEMNVADL

) Increasing Mass

Mr{calc)

1225.7030
1548.7705
1016.5350

next residue is P

PSATQOEAVH
ILSPTRELAT
SGTPGEVCDM
DLOVCLVSAT
EEWEFDTLCD
MPQEERDATHM
YTIHRIGRSGR
I

0 Decreasing Mass

Delta
0.0354
0.108%9
0.053%9

HMi== Sequnence

0 R.EVQALILEPTR.E

0 EK.LLILDESDEMLESR.G Oxidation

0 ER.DELTLEGIK.Q

(Ions score S5o)
(M)
(Ions score 35)

(Ions score &7)




gi|17819 Glycine-rich RNA binding protein

Protein View

Match to: gi|l17815% Score: 260
glycine-rich RHNA binding protein [Brassica napus]
Found in search of D:\5ixue Chen-don't delete please’\Z20031115MMZINDECO1\2716.wiff

HNominal mass (M ): 16351; Calculated pl wvalue: 5.56

NCBI BLAST search of gi|l7819 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln->pyro-Glu (N-term Q) ,Oxidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 44%

Matched peptides shown in Bold Red

1 MSEVEYRCFV GGLAWATGDZ ELERTFSQFG EVIDSKIIND RETGRSEGFG

51 FVIFEDEESM FDAIDEMNGE ELDGRETITVHN EAQSRGGGGGE GGRGGGEYGE
101 RGGEGGYGGEGEGE GGYGDRRGGE GYGSGGGGERCG GGGYGSGGGE YGGGGGREREDG
151 GGYGGGDGEY GGGSGGGOEW

l Show predicted peptides also

| Sort Pepiides By | © Residue Number © Increasing Mass © Decreasing Mass

Cxidation

Start - End Observed Mr (expt) Mr (calc) Delta Mi=s= Sequonence
25 - 36 679.4453 1356.8760 1356.6562 0.219%9 0 R.TFSQFGEVIDSK.I (Ions score 61
62 - T5 527.3423 1579.0052 1578.6831 0.3220 1 E.DAIDEMNGEELDGR.T Deamidated (NQ):
76 - B85 559.9056 1117.7%66 1117.5727 0.2238 0 R.TITVHEAQSR.G (Ions score &0
130 - 147 693.9151 1385.8156 1385.5709 0.2447 0 R.GGGGYGSGGGGYGGGOCR.R (Ions score 79)
14% - 169 852.4374 1702.8602 1702.6245 0.2357 0 R.DGGGYGGGDGGYGGGSCGOGOW. -  (Ions score 29)

(M)

(Ions score 31)



gi|15237716 KH domain-containing protein NOVA, putative

Protein View

Match to: gi|15237716 Score: S1
EH domain-containing protein HOVA, putative [Arabidopsis thalianal]
Found in search of C:“Q5tar Share Data‘\20091115MMZN\NOV1SN1509HOV1S.wiff

Nominal mass (M_): 33857:; Calculated pI wvalue: 5.70

NCEI BLAST search of gi|l5237716 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Lrabidopsis thaliana

Link=s to retrieve other entries containing this sequence from HCEI Entre=z:
1i]1403064]1 from Arabidopsis thaliana

gi|7406447 from Arabidopsis thaliana

gi|21554568 from Arabidopsis thaliana

gi|23507775 from Arabidopsis thaliana

Fixed modifications: Carbamidomethvl (C)

Variable modifications: Oxidation (M) ,Phospho (5T)

Cleavage by Trypsin:
Sequence Coverage:

T%

Matched peptides shown in Bold Red

1
a1
101
151
201
251
301

MESTESYRAG
GEGGSTITEF
ILDELHSELH
FAGIKISFPLD
VHEPYSYRAG
RGGENIMEIT
EQEVDSATER

SPEELAKRSE
QARSGRARIQL
LEDGNEVEER
NTFYGLSDRL
YNSVNYLENG
QMTGARIKIS
TTD

EPHDSSEADS
SRNQEFFPGT
RRIRLVVENS
VTLSGTFEEQ
SGEKYQNHEE
DRGDFMSGTT

’ Show predicted peptides also

[ Sort Peptides By

cuts C-term =side of ER unless

AFFKPTHIERFL
TDRITMISGS
SCEGIIGEGE
MEATDLILAK
EASTTVIIGV
DEEVSITGEQ

next residue is P

VSNAARGSVI
IKEVVNGLEL
ATIKSFIEES
LTEDDHYSQN
ADEHIGLVLG
RATIQQAETMI

] @ Residue Number ) Increasing Mass ) Decreasing Mass

Start - End Ob=erved Mr (expt) Mr(cala) Delta Mi== Seguence
B3 - B3 He9.8253 1137.6361 1137.5666 0.0655 0 K.GGSTITEFQAE.S
73 - 83 656.3271 1310.6396 1310.5891 0.0505 0 ER.NQEFFPGTTDE.I

(Ion= score 35)
(Ion= =score S&)




gi|9758155 40S ribosomal protein S3

Protein View

Match t©

o: gi|9758155 Score: 154

405 ribosomal protein 53 [Arabidop=sis thaliana]
Found in =search of D:\5ixue Chen-don't delete pleaseh20091115MMZNDECOINIE31 .. wiff

Hominal

mass (M ): 276127 Calculated pl walues: 9.57

NCBI BLAST search of gi|8758155 against nr

Unformatted =segquence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fizxed modificationszs: Carbamidomethvyl (C)
e modifications: Deamidated (NQ),Gln-»pvro-Glu (H-term Q) ,Cxidation (M)

YVariabl

Cleavage by Trypsin:

Sequenc

e Coverage: 13%

Matched peptides shown in Bold Red

1
51
101
151
201

MATQISEFERE FVADGVEFYAE LNEVLTRELA EDGYSGVEVRE VIFMETEIII
EATRTQNVLG EEGRREIEELT SLVQERFEFP (QDEVELYAEE VANRGLCATR
QRESLEYKLL GGLAVEELCY GVLEFVHMESG AEGCEVIVSG KLEARBLESM
EFEDEYMVSS GRETEEYIDA AVREHVLLREQG VLGLEVEIML DWDPEGEQGE
MTPLEDVVII HTFEEDDVYI APRQVVIQLA FVPEAPLTIT DYPAMPVA

’ Show predicted peptides also

’ Sort Peptides By

Start
28
68
79

cuts C-term side of ER unless next residue is P

] @ Residue Number O Increasing Mass ) Decreasing Mass

(Ions =core 93)

- End Ob=zerved Mr (expt) Mr{calc) Delta Miz= Sequnence

- 40 T12.4520 1422.8895 1422.6627 0.2268 0 ER.ELAEDGYSGVEVR.V

- 75 45%.3551 916.6956 916.5229 0.1727 0 R.ELTSLVQE.R (Ions score 36)
- 40 T713.4652 1424.95158 1424.6823 0.2334 0 E.FEPQDSVELYAFER.V

(Ions score 24)




gi|6729494 60S ribosomal protein L12-like

Protein View

HMatch to: gi|67294594 Score: 128
605 RIBOSOMAL PROTEIN L1Z2-like [Arabidopsis thalianal
Found in search of D:\5ixue Chen-don't delete pleasehZ20081115MMZN\DECOLIN2605.wiff

Hominal mass (M ): 18073; Calculated pl wvalues: 9.05

HCBEI BLAST search of gi|6725454 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fizxed modifications: Carbamidomethvl (C)

Variable modification=: Deamidated (NQ),Gln->pyro-Glu (N-term Q) ,Oxidation (M)
Cleavage by Trypsin: cuts C-term =side of ER unless next residue is P

Sequence Coverage: 26%

HMatched peptides shown in Bold Red

1 MPPELDEPSQI VDVYVEVTGG EVGAASSLAP KIGPLGLAPE EIGEDIAFET
51 AFEWEGLEVTI VELIVOQNRQDL EVTWVVESAAA LVIFEALEEPE RDREEVENIE
101 HNGNISFDDV TEIARTMRPER SIAKELSGIV REILGICVSV GCIVDGEDEE
151 DLOQEIQEGE IEIFPEN

[ Show predicted peptides also

[ Sort Peptides By | @ Residue Number © Increasing Mass © Decreasing Mass

Etart - End Ob=erved Mr (expt) Mr(calc) Delta Mi== Sequnence
17 - 31 672.4817 1342.948% 1342.7092 0.2396 0 R.VTGCEVGAASSILAPR.I (Ions score 53)
72 - B4 634.5083 1267.0020 1266.7911 0.2109 0 E.VTVVPSAAAIVIK.A (Ions =score 47)

151 - 166 942 .5582 1883.1015% 1882.8756 0.2223 0 EK.DLOQEIQEGEIEIPEN.- (Ions score ZE)




gi|550544 RIbosomal protein L16

Protein View

Match to: gi]|550544 Score: 118
ribosomal protein L16é [Arabidopsis thalianal]
Found in search of D:\S5ixue Chen-don't delete please’\Z200%1115MMZNDECO1N2420.wiff

Nominal mass (M ): 21033; Calculated pl wvalus: 5.94

HCBI BLAST search of gi|550544 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethvl (C)

Variable modifications: Deamidated (HQ) ,Gln->pyro-Glu (H-term @) ,Oxidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 14%

Matched peptides shown in Bold Bed

1 MASEEFLSHP MERDIEVQELY LHNISVGESGD RLTRASEVLE QLSGOTEVES
51 ERRYTVRSFG IEENEFIACY VIVEGEFAMQ LLESGLEVEE YELLRRWNFSD
101 TGCFGFGIQE HIDLGIKYDEF STGIYGMEFY VVLERPGYREV LERERRCETEV
151 GIGHRVTEDD AMEWFQVEYE GVILNESQHNT TG

[ Show predicted peptides also

| SortPeptides By | @ Residue Number © Increasing Mass © Decreasing Mass

Start - End Obh=served Mr (expt) HMr({calc) Delta Mi==z Segqunence

1% - 31 679.9806 1357.%4e7 1357.7201 0.2266 0 E.LVLHNISVGESGDR.L
38 - 51 TeT.0255 1532.0444 1531.8246 0.2158 0 E.VLEQLSGQTPVFSE.A

(Ions score T77)
{Ions =core 41)




Match ©

gi|30692346 Ribosomal protein S1; RNA binding

oz

gl | 306592346 Score:
EF51 (ribo=zomal protein 51); BENA binding

272

[Arabidop=i=s thaliana]

Found in search of C:“Q5tar Share Data’\Z0091115MMZI\MOV16“W1Z53HMOVi6.wiff

Nominal mass (M_)}: 45310; Calculated pI wvalue: 5.13

NCBI BLAST search of gi|30652346 against nr
Unformatted sequence string for pasting into other

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho (5T)
Cleavage by Trypsin: cuts C-term side of ER unless
Sequence Coverage: 12%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MASLAGQFSG
GQTRERLELE
RVEGTVFETD
EFVIIGENES
GLVALVEGLR
REAVADSQLD
SDIATVLQEG
KAEEMAQTFR
DEVDLTVDDI

LECSPLSS5S
EMFEDLYERC
ANGALVDISA
DDSLLLSLEN
GFVPFSQISS
LGIGSVVLGY
DTLEVMILSH
QRIAQAERMA
PSAVDI

RELSRERASKNF
RTSPHMEGVAF
ESSAYLSVEQR
IQYELAWERC
FAAAFRFELLEE
VQSLEPYGAF
DRDRGRVSLS
FRADMLEFQFPE

’ Show predicted peptides also

[ Sort Peptides By

] @ Residue Number

PQNESASVSE
TVDDFAAATE
ACTHRIEHVE
RQLOAEDVIV
EIPLEFVEVD
IDIGGINGLL
TEELEPTEGD
SGLTLSSDEI

applications

next residue i=s P

TIVAAVAMSS
QYDFNSEIGT
EAGIVPGHMVE
FARVIGANEG
EEQTELVLSN
HVSQISHDEV
MIENFPELVFE
LGPLGSELFD

Start - End Observed Mr (expt) Mr (calc) Delta
109 - 121 637.8523 1273.6%00 1273.6514 0.0386 i
211 - 221 5%8.8503 1155.6861 1155.6237 0.0623 i
222 - 230 437.3028 972.5910 972.5127 0.0783 i
222 - 230 437.3028 972.5910 972.5127 0.0783 i
236 - 245 612.3180 1222.6214 1222.5717 0.04596 i
352 - 360 541.7810 1081.5475 1081.4862 0.0613 i

) Increasing Mass () Decreasing Mass

Mi=z=s Sequnence

K. TDANGALVDISAR. S
R.CFVPFSQISSE.A
K.AAAFELLEE.E
K.AAAFELLEE.E
K.FVEVDEEQTE.L
E.AEEMAQTFR.Q

(Ions score 65)
(Ions score 35)
(Ions score 62)
(Ions score 23)

(Ions score 51}
(Ions score 59)




gi|13194778 Putative ATP-dependent Clp protease proteolytic subunit ClpP6

Protein View

Match to: gl|131%4778 Score: 77
putative ATP-dependent Clp protease proteolytic subunit ClpPFé [Arabidopsis thalianal
Found in search of D:\S5ixue Chen-don't delete please)\20091115MMZNDECO1N\2352DECO4.wiff

Hominal mass (M_): 29534; Calculated pl walue: 3.38
NCBI BLAST search of gi|l319477E8 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fizxed modifications=: Carbamidomethyl (C)

Variable modification=a: Deamidated (HQ),Gln-»pyro-Glu (N-term Q) ,0xidation (M)
Cleavage by Tryp=sin: cuts C-term =2ide of KR unle=sz next residue is P

Sequence Coverage: 8%

Matched peptides shown in Bold Bed

1 MAGLATSPPL GLSFSSRTEN PEPTSFLSHN QENPIRRIVS ALOSPEYGDSL

51 FAGLSSHNVSG SPIEKIDNELP RFGVIEAKEKG NPPVMPSVMI PGGPLDLSSV
101 LFENRIIFIG QPINAQVAQR VISQLVILAS IDDESDILMY LNCPGGSTYS
151 VLATYDCHMSW IEPEVGTVAF GVAASQGALL LAGGEEGMEY AMPNTEVMIH
201 QPOQTGCGGHV EDVERQVNEL TEARQEIDEM YAAFTGQPLE EVQOYTERDR
251 FLSASEALALFEF GLIDGLLETE Y

[ Show predicted peptides also

[ Sort Peptides By ] @ Residue Number ) Increasing Mass ) Decreasing Mass

Start - End Ob=erved Mr (expt) Mr (cala) Delta Mi==z Sequnence
165 - 186 6T72.8175 2015.4305 2015.1051 0.3254 0 E.VGTVAFGVAASQOGALLLAGGEE.G (Ions score T77)




Peptide View

MS/MS Fragmentation of VGTVAFGVAASQGALLLAGGEK

Found in 21|13194778, putative ATP-dependent Clp protease proteolvtic subunit ClpP6 [Arabidopsis thaliana]
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HMatch to:

gl |4105131 Score:

gi]4105131 CIpC protease

a7

ClpC protease [Spinacia oleraceal
Found in search of C:\Q5tar Share Datca’\Z009%91115MMZENNOVZENZTINOVZE.Wwiff

Hominal

mass

(M_}: 95588; Calculated pl wvalue: 8.78

NCBI BLAST search of gi|410513]1 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Spinacia cleracea

Fixed modifications:
Variable modifications:
Cleavage by Trvpsin:
Eequence Coverage:

2%

Carbamidomethyl
Deamidated

(<)

Hatched peptidez zhown in Bold Red

1
51
101
151
201
251
301
351
401
451
aD1
551
&a01
&651
701
751
801
851

HMAGAT.IQSTH
VRGGHALDTL
VIMLAQEEAR
EVEEIIGRGS
LLEEGEGVAR
HMPTLEEYGTH
PGEVGETAIAR
RLEFIMEEIE
QCIGATTLDE
THHKLRYTDE
LESWLOQHEFE
EKEMSEAFETE
DTLHTEVIGH
LAFERTALYYF
EAVERRPYTV
LIMTSNVGSS
FLNRLDEMIV
VVODEGYNESY

IFSLAYEVHG
GITSECFYSKE
RLGHNEVGIE
GEVAVEIFFT
EVLENLGADP
LTFLAEEGEL
GLAQRIATGD
QSDEIILFID
YRFHIEEDERL
AIVARRQLSY
LEQLTKEFNE
AGDVGEMVTE
DERVEATSER
GSEEAMTIRI.D
VLFOETERAH
VIEEGGRRIG
FRQLTELEVE
GRARPLERLTM

QFQRSDEGHE
MEAVLSVREG
QILLGLIGEG
FRAKEVLELS
SHIRTQVIEM
DEVVGRQAQT
WEETIEGEEV
EVHTLIGAGA
LERRFQFVEV
QYISDEFLED
AVRGQDFEEL
SDIQHIVSSW
TERARVGLEN
MSEFMERHTV
POVFNMMI.QT
FOLDYDEEDS
ETADIMLEEV
RLLEDSHMAEK

[ Show predicted peptides also

[ Son Peptides By

Start
212
316

(HQ) ,Gln->pyvro—Gla
cuts C-term side of ER unless next residue is P

AVFMMASLOD
TASRGVVEAM
TGIARKVLES
LEEARQLGHN
VGENTEAVGA
ERVIQILGRR
ITLHMGLLVA
AEGRAIDRANI
FEPTIVDETIQ
FATDLIDEAG
GELRDREMDL
TGIPVEERWVST
FHREPIASFIF
SELIGSPPGY
LEDGRLTDSE
SYNRIESLVT
FGRLENKEIE
MLARESKRVI

- End Ob=erved Mr (expt) Mr (calc)
- 224 699.4411 1396.8676 1396.7310
- 328 665.4043 1328.7940 1328.6824

PGYRMETFSG
FERFTEEATE
MGINLEDARWV
Y¥IGSEHLLLG
GVEEGETTGHE
TFNNPCLIGE
GTEYRGEFEE
LEFRFRRGEL
ILEGLERERYE
SREVLEPSSLEK
ERQISALVEEK
DESDRLLEME
SEPTGVGESE
VEYTEGGRLT
GRTADFENTL.
EELEQYFRPE
LOVTERFRDE
Q

Delta
0.1365
0.1117

(H-term Q) ,0xidation

(M)

] @ Residue Number (& Increasing Mass () Decreasing Mass

Mi==s Segonence

0 R.VLENLGADPSNIR.T
0 R.IATGDVPETIEGE.EK

[Ions score 40)
[Ions score 57)



gi|15232123 Cyclophilin 38 (CYP38); peptidyl-prolyl cis-trans isomerase

Match to: gi|15232123 Score: 126
CYP38 (CYCLOPHILIN 38B); peptidyl-prolyl cis-trans izomerase [Arabidopsisz thaliana]
Found in search of C:\QS5tar Share Data‘20031115MMZ\NOV1T\1573HOV1T.wiff

HNominal mass (M_): 48180; Calculated pl value: 5.06

HCBI BLAST =search of gi|l5232123 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Link=s to retriewve other entries containing this seguence from NCEI Entrez:
gi| 75266250 from Arabidopsis thaliana

gi|6016707 from Arabidopsis thaliana

gi|1453243538 from Arabidopsis thaliana

gi|21360549 from Arabidopsis thaliana

gi|21593368 from Arabidopsis thaliana

gi|45680876 from Arabidopsis thaliana

Fizxed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M), Phospho (S5T)

Cleavage by Trypsin:
Sequence Coverage:

9%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MARAAFASLET
FTSLEECLIS
KDPELLLEYL
SRTLOQGEST
PEQEEILEYV
PNIEDCVFRI
PEGPAEGFID
FHAFGTMAME
TDNEDFLADL

FSVVHNSSREF
LALSVGLMVS
LPIDNEAIRE
IVAGFAESEEK
GGIEEDMVDG
VLDGYHAPVT
PSTEEIRIVFE
REEFENDSGES
EVGDVIESIQ

RERIGFSCSE
VESIALFFHA
VOEPLEDITD
DHGHNEMIEKL
FPYEVPEEYER
AGHNEVDLVER
LEIMVIGEET
SOVEWLLEES
VWVSGLENLAN

[ Show predicted peptides also

[ Sort Peptides By

Start
291
373

cuts C-term side of ERE unless

EFLEVRCS5G
HAVANEVIED
SLETAGVEAL
EAGHMQDMLET
HMPLLEGRAS
HFYDGMEIQR
PFYGSTLEEL
ELTESHSNIL
BSYEIAG

- End Ob=zerved Mr (expt) Mr(calc)
- 315 860.4586 2578.3539 2578.1711
- 343 B816.4624 1630.9103 1630.7798

next residue is P

NTEYTEQRGL
VSVLISGEPI
DSVERNVEQL
VEDRERDAVE
VDMEVEIEDN
SDGFVVQTGED
GLYKRQVVIE
DGEYAVEGYV

Delta
0.1827
0.13058

] @ Fesidue Number © Increasing Mass 0 Decreasing Mass

Mi== Sequence
0 R.SDGFVWVOTGDPEGPAEGFIDESTEE.T

0 E.ESELTPSHSHILDGR.Y

[Ion=s score

[Ions =score 46)

20)




gi|405131 Cyclophilin

Protein View

Match to: gi|405131 S5core: 116
ocyclophilin
Found in search of D:\S5ixue Chen-don't delete please)\20091115MMZ\DECO1%\2222.wiff

HNominal mass (M ): 28532; Calculated pI value: 8.83

WCBI BLAST search of gi|[40513]1 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Lrabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln-»pyvro-Glu (N-term Q) ,0xidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Cowverage: 12%

Matched peptides shown in Bold Red

1 MASS5SSMOQMV HISRSIAQIG FGVESQLVSA NRTTQSVCFG ARSS5GIALSS
51 RLHYASPIEQ FSGVYATTEKH QRTACVESHMA AFEEEVIEPQ AFVINEVIEFD
101 VEIGGEVAGR IVMGLFGEVV PETVENFRAL CTGEEEYGYK GSSFHRIIED
151 FMIQGGDFTE GHNGTGGISIY GAFRFEDENFT LEHTGPGILS MANAGFNTHG
201 SQFFICIVET SWLDNEHVVE GQVIEGMELV RTLESQETRA FDVPEEGCRI
251 YARCGELFLDA

[ Show predicted peptides also

’ Sort Peptides By ] ® Residue Number © Increasing Mass () Decreasing Mass

Start - End Observed Mr (expt) Mr (calco) Delta Mi==s Sequnence

150 - 173 818.1597 2451.4574 2451.0900 0.3674 0 E.DFMIQGGDFTEGNGTGGISIYGAE.F
174 - 182 571.8838 1141.7530 1141.52351 0.2239 0 E.FEDENFTLE.H (Ions score 41

Deamidated

(HQ)

Oxidation

(M}

(Ions score 74)



gi|15218090 Mitochondrial processing peptidase alpha subunit, putative

Match ©

oz

gl |15218050 Score:

302

mitochondrial processing peptidase alpha subunit, pntative [Arablidopsi=s thalianal
Found in search of C:\Q5tar Share Data’\Z0091115MMZ\MOV1SN1102ZHOV1S.wiff

Hominal

mass

(M) :

534535;

Calculated pI value: 3.

NCBI BLAST search of gi|l52180380 against nr
Unformatted segquence string for pasting into other

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Brabidopsi=s thaliana

10%

Carbamidomethyl
OCxidation

Matched peptides shown in Bold Red

1
31
101
151
201
251
301
351
401
451
501

MYETALSERR
AATTSLDMFEL
IGLYVDCGSI
SASASRECQMS
EIAETLOFNEM
ENFTAARMVL
QHTGGEATHF
HSWLYEEVLHN
EELEDVAGGE
REPVDQFLES
EFR

ALKGVLTRSL
QGVSLEEPLA
YEAPYFHGAT
YTIDALRTYV
GFLLEATHSA
ALSGVEHEEL
AVAFEVEGWN
EYQEVQSCTR
VNQAHLDRAK
VDQLTLEDIA

REPLEYASS50L
DEVEPSELQI
HLLEEMAFES
PEMVEVLIDS
GYSGPLASFEL
LEVAEPLTSD
HEFEELVTATV
FITSIFNDTGL
ARTESAVIMN
DFTSEVISEE

(c)
(M) , Phospho
cuts C-term =side of ER unless

15T}

VRAETS55TFA
TTLPNGLEIA
TLHRTHFRLWV
VENFPLFLDWE
YAPESALDEL
LEFNVPPQLAP
LOMIMGEEES
FGIYGCS5PQ
LESEMTAARED
LTHMGSFGDVL

94

[ Show predicted peptides also

| Sort Peptides By | ® Residue Number © Increasing Mass

Start - End Ob=erved Mr (expt) Mr{calc)
142 - 156 731.8974 1461.7802 1461.7059
157 - 167 657.8490 1313.6834 1313.6173
425 - 434 560.3282 1118.6418 1118.5754
425 - 434 568.3238 1134.6331 1134.5703
435 - 443 496.2815 9950.5485 950.4804
444 - 451 450.3031 978.5916 978.5134

applications

next residue i=s P

YLSWLSGGSR
SETTFHNFRARS
REEIEATGGHT
VHEELEFMEWV
HGELLEEFMT
KESQYVGGEDFR
F5aGGPGEEGM
FROFOTELAD
IGRQILTYGE
AVPSYDTISS

) Decreasing Mass

Delta
L0742
0661
0664
0628
0681
0782

oooooo

o

== = Ty e I o Y o

Mi=z= Seqnence

R.EIEATGGHNTSASASR.E

(Ions =score

54)

R.EQMSYTIDAILK.T Oxidation

K. SAVIMNLESRE .M
K. SAVIMNLESRE .M
E.MIAARDIGR.Q
R.QILTYGER.K

(M)

(Ions score &60)

(Ions score 57)

Cxidation
Cxidation
(Ions =score

(M)
(M)
43)

(Ions =score 64)
(Ions score S52)




gi|38154485 Molecular chaperone Hsp90-2

Protein View

Match to:
molecnlar chaperone HspS0-2 [Nicotiana benthamianal

gi| 3815

4485 Score:

145

Found in search of C:%\QStar Share Data’\20091115MMZ\NOV1&“\383MOV1S.wiff

Nominal

mass

(M_): 80430; Calculated pl wvalues: 4.98

NCBI BLAST search of gi|38154485 against nr

Unformatted sequence string for pasting into other applications
Taxonomy:

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Segquence Coverage:

Nicotiana benthamiana

3%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Bed

1
51
101
151
201
251
301
351
401
451
501
551
601
651

MLELETFLEQ
LTDESKLDLY
GTKEFMELLL
SQRGGSEFTVT
FISYPISLWV
IKEVSNEWSL
SVEGQLEFEL
EYLSFVEGIV
NEEDYDEFYE
YVTEMEEGQN
VEQLEEFEGE
GDEVEEVVVS
SEETMEINEE
EPNTFGNRIH

AFTNQLLSLI
PELFIHIIFD
AGRDVEMIGE
RDTSGENLGR
EETIEFEISD
VHEQEPIWMER
VLEVPERAFPF
DSEDLPLNIS
AFSENLELGI
DIYYITGESE
KLVSATHEGL
DRVVDSPCCL
HATMEELRER
RMLELGLSID

INTFYSHEET
ETHNTLTIID
FGVGFYSAYL
GTKITLFLEE
DEDEEEKKDE
KPEEITKEEY
DLFDTEEEEN
REMLOQONKIL
HEDSQNESKF
HLVENSEFLE
KLOESEDEEE
VTGEYGWTAN
ADADENDESY
EDCGDAELDM

[ Show predicted peptides also

[ Sort Peptides By

()
(M} , Phospho
cuts C-term =side of EE unless

(5T)

FLEELISNSS
SGIGMTHEADL
VAERVVVTTE
DQLEYLEERR
EGEVGEVDEE
AAFYESLTND
NIELYVREVF
EVIRENLVEE
AELLEYHSTE
KLEEEGYEVL
KHEELEEKFE
MERIMEAQAL
KDLVLLLFET
PELEDEEADL

Start - End Obh=erved Mr (expt) Mr (calc)
34 - 45 646.3472 12%0.67595 125%0.6303
180 - 189 662.3333 1322.6521 1322.5330

next residue is P

DALDEIRFES
VHNLGTIARS
HNDDEQYVWE
LEDLVEEKHSE
KEKEEFEEEK
WEEHLAVEHF
IMDNCEELIF
CIELFFEIAE
SGDEMTSLED
YMVDAIDEYS
GLCEVIEDVL
RDTSMAGYMS
ALLTSGFSLD
EGSFEMEEVD

Delta
0.0456
0.05831

] @ PResidue Number O Increasing Mass ) Decreasing Mass

Mi== Sequnence

0 R.ELISHSSDALDE.I
0 E.EDQLEYLEER.R

(Ions =score 73)
(Ions score 72)




Protein View

Match t

O

gi|15222729 Chaperonin 60 beta (CPN60B)

gl |15222729 Score:
CPHG0OE (CHAPEROWNIN 60 BETA) ; ATP binding / protein binding / unfolded protein binding [Arabidopsi= thaliana]

185

Found in search of C:%“QS5tar Share Data“20091115MMZNHOVISANTI12HOV1S.wiff

Hominal

mass

(M_}: 641659; Calculated pl wvalue: 6.21

HCBI BLAST search of gi|l5222728 against nr

Unformatted sequence string for pasting into other applications

Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trvpsin:
Sequence Coverage:

Arabidopsis thaliana

Carbami
Oxid

8%

domethyl
ation

Matched peptides shown in Bold Red

1
51
101
151
201
251
30
351
401
451
a01
551
601

MRSTFTATSS
AIVCRAAKELH
SPRIVNDGVT
AQGFIAEGVE
VAAVSAGNND
RGYISEYEVT
ILIIAEDIEQ
GATVIREEVG
TQIKNLIEQR
EDALMATEAR
RALSYPLELI
IDETEVVRCC

IGSMVAFPHNGH
FHEDGITIER
VAREVELEDFE
VVALGANEPVL
ETGHNMIAEAM
DSEFMSVEFD
EALATLVVNE
LSLDEAGEEV
EQDYEFEELN
VEEGIVVGGGE
RAFNAGVHGSEV
LEHALSVAET

KSDEELISKEL
LOAGVNELAD
VENIGARLVE
ITRGIEKTAE
SEVGREGVVT
HCELLLVDEE
LEGTLEIAAL
LGNASEVVLT
ERIAKLSGEV
CTLLELASEY
VSEEVLSNDN
FLMSDCVVVE

[ Show predicted peptides also

[ Sort Peptides By ] @ Residue
Start - End Obzerved
T8 - 89 551.8734 1
114 - 127 T71.4247 1
357 - 365 455.2876
382 - 358 575.3163 1

Number

Mr (expt)
181.7442
540.8348
988.5606
734.59272

(c)
(M) , Fhospho
cuts C-term =side of ER unless

(5T)

5555FGRRQS
LVCGVTLGPRGE
QARAKTHDLAE
ALVTELEEMS
LEEGKSLENNH
ITHARDLVGEV
RAPGFGERKES
KETSTIVCGDG
AVIQVGAQTE
DAIKATLDND
VEFGYNLATG
IKEPEEVEVE

) Increasing Mass

Mr({calc)

1181.7020
1540.7620

988.5077
1734.8636

next residue i=s P

VCFREFRERS555
RNVVLESEKEY G
GDGTTTSVVL
KEVEDSELAD
LYVVEGMQFD
LEDATRGGEYFE
QYLDDIATLT
STODAVEERV
TELEEFFLEV
EEEVGADIVE
EYEDLMALAGT
HPMDNSGYGEY

0 Decreasing Mass

Delta
L0422
L0727
L0529
.0636

o oo

1]

0
0
1

Mi== Seqmence

E.LADLVGVTLGEE. G

(Ions =score S50)

R.EVELEDFVENIGAE. L

(Ions =score 37)

R.EEVGLSLDE.A

(Iocns =score 54)

E.ETSTIVGDGSTQDAVEE.R

(Ion=s =core 43)




gi]2511578 20S proteasome beta subunit; multicatalytic endopeptidase

Protein View

Match to:

gl |2511578 Score:

1759

mmlticatalytic endopeptidase [Arabidopsis thalianal]
Found in search of D:\S5ixue Chen-don't delete please\20091115MMZN\DECOINZ2119.wiff

Hominal

mass

(M_}: 29847; Calculated pl value: 6.66

HCBI BLAST search of gi|Z511578 against nr

Unformatted segquence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Carbami

15%

Deamidated

domethvyl (C)
(HQ) , Gln->pyro-Glu

Matched peptides shown in Bold Red

1
31
101
151
201
251

MSQSTVDVEE
VILGADTRAT
QLRLHRYQTG
TIYPHGSTDT
GIFNDLGSGS
LLTKITELLE

KGGFSFDLCE
EGPIVADENC
RDSEVITALT
LEPFATHMGESGES
HVDICVITEG
REVEITEVGEA

ENDMLTPEGL EAPSFLETGT TIVGLIFEDG
EEFIHYMAPNI YCCGAGTAAD TELVIDMWVSS
LLEFHLF5YQ GHVSALIVLG GVDITGFHLH
LAMSVFERK YEEGLTEDEG IELVAESICS
HEEYLENYME PMNPRTYVS5E GYSEFIEETEV
MEE

[ Show predicted peptides also

(H-term Q) ,0xidation
cuts C-term =side of ER unless next residue i= P

(M)

| Sort Peptides By | ® Residue Number © Increasing Mass © Decreasing Mass

Start - End Ob=erved Mr (expt) Mr {calc) Delta Mi=z=s Sequnence
45 - 58 508.8807 1015.7468 1015.5258 0.2170 0 EKE.DGVILGADTRE.A (Ions score 40)
59 - 68 500.8666 9599.7186 9959,5237 0.194% 0 ER.ATEGPIVADE.N (Icons score T71)
115 - 123 436.4262 970.8378 970.6427 0.15951 0 R.VITALTLLE.E (Ions score 39)
262 - 273 676.4117 1350.8089% 1350.5861 0.2228 0 R.VEITEVGEAMEE.- Oxidation (M)

(Ions score 29)




gi|3421087 20S proteasome subunit PAE1

Protein View

Match to: gi|3421087 Score: 61
205 proteasome subunit PAE]1l [Arabidopsis thalianal]
Found in search of D:%“Sixue Chen-don't delete please“200%81115MMZNDECOINZ31SDECO4 . wiff

Nominal mass (M ): 26102; Calculated pI walue: 4.70

HCBI BLAST search of gi|3421087 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (HQ),Gln->pyro-Glu (N-term Q) ,0Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coverage: 13%

Matched peptides shown in Bold Red

1 MFLTRTEYDE GVNIFSPFEGR LFQVEYAIEA IEKLGSTAIGY KIEEGVVLAV
31 EERITSFLLE PSSVEKIMEI DDHIGCAMSE LIADARTLVE HARVETQWHR
101 FSYGEPMIVE STIQALCDLA LRFGEGEEES MSRPFGEVSLL IAGHDENGES
151 LYYTDPFSGIF WQCHAFATGES GEEGADSSLY EQFNEDLSLO EAETIAVSIL
201 EQVMEEEVIFP NNVDIAEVAP AYHLYTPQEV EAVIARL

[ Show predicted peptides also

| Sort Peptides By | @ Residue Number © Increasing Mass © Decreasing Mass

Start - End Observed Mr (expt) Mr{calc) Delta Mis= Segunence
54 - 66 700.5512 13%5.087% 1398.7606 0.3273 0 ER.ITSPFLLEPSSVEEK.I

(Tons score S51)

167 - 185 963.1168 1924.215%1 1523.8810 0.3381 0 EKE.ATIGSGEEGADSSLOEQFNE.D (Ions score 10)




gi|166830 Proteasome

Protein View

Match to: gl|le6830 Score: 243
proteasome
Found in search of D:\S5ixue Chen-don't delete please’\20091115MMZ\DECO1%1944.wiff

Hominal mass (M_): 30685; Calculated pl walues: 4.93

NCBI BLAST search of gi|l&a6830 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Arabidopsisz thaliana

Fizxed modifications=: Carbamidomethyl (C)

Variable modification=a: Deamidated (HQ),Gln-»pyro-Glu (N-term Q) ,0xidation (M)
Cleavage by Tryp=sin: cuts C-term =2ide of KR unle=sz next residue is P

Sequence Coverage: 19%

Matched peptides shown in Bold Bed

1 MFENQYDTDV TTWSPTGELF (VEYAMEAVE QGSAATGLRS RSHVVLACVN
51 FAQSELSS5HQ REIFEVDDHI GVATAGLTAD GRVLSREYMRES ESINHSFIYE
101 SPLEVGRLVV HLADEAQVCT QESWERPYGV GLLVGGLDES GRAHLYYNCES
151 GNYFEYQAFA IGSRSQAAKT YLERRFESFG DSSREDLIED ATLAVEETLO
201 GETLESSLCT VAILGVDEPF HFLDQEATQK VIDTFEEVPE EEEGEGEAGE
251 GEAERAFAAP AFRGGGEVAGD QDVAPMEM

[ Show predicted peptides also

| Sort Peptides By | @ Resicue Number © Increasing Mass © Decreasing Mass

Start - End Observed Mr {expt) Mr {calc) Delta Mi=s Sequnence
4 - 18 871.0187 1740.0228 1735.7751 0.2477 0 ER.NQYDTDVTTWSPTGR.L (Ions score 61)
1% - 30 T14.4750 1426.9%435 1426.T7166 0.2269 0 ER.LFQVEYAMEAVE.Q (Ions score 46)
1% - 30 T22.483% 1442.59532 1442.7115 0.2417 0 ER.LFQVEYAMEAVE.Q Oxidation (M) (Ions score 40)
66 — B2 560.7403 1679.195%2 1678.8639 0.3353 0 E.VDDEHIGVATAGLTADGR.V (Icons score 820)
137 - 205 50%.8781 1017.7417 1017.5342 0.2074 0 R.ETLQGETLE.S (Ions score S6)




gi]22331799 ATPDIL1-3 (PDI-LIKE 1-3); thiol-disulfide exchange intermediate

Match to: gi|22331799 Score: 135
ATFDIL1-3 (PDI-LIEE 1-3); thiol-disunlfide exchange intermediate [Arabidopsiz thaliana]
Found in search of C:“QS5tar Share Data’\Z200%1115MMZ\NOV1IEY333HNOV15.wiff

Nominal mass (M ): 64400; Calculated pl value: 4.
HCBI BLAST search of gi|22331733% against nr

Unformatted sequence string for pasting into other applications

T4

Taxonomy: Arabidopsis thaliana

Link=s to retrieve other entries containing this sequence from NCBI Entrez:

i|l1807
gi|20260432
gi 23197528

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

2841 from
from

from

Arabidopsis

thaliana

LArabidopsis

thaliana

Lrabidopsis

thaliana

3%

Carbamidomethyl
Oxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
s01
5351

MAS55TS5ISL
HGGGSYHEEE
VAVLTEDNFT
LAKTDATEEG
FFASPSIHNI
DLSFYQTASE
EFVSANEVEL
AESFEGEFVFE
LDGELTVNNI
VLDESEDVLL
EHPRAEADGE
LEEPATPEFV

LLEVSFILLL
HDHQHRDFEN
EFVGNNSFAM
DLAQRYEIQG
TTEEERERVL
DIAELFEIET
VINFTREGLS
VYVQMDNEDY
KTLAEDFLAD
EIYAPWCGHC
PTILFFEGGH
ISTMESDERI

VHSRAENASS
YDDLEQGGGE
VEFYAPWCGA
FPTIVEFLEVDG
SAEPELVEGF
QVERPALVLL
LIFESSVENQ
GEAVSGFEGV
ELEFFYESDF
QSFEPIYNEL
ESFDPIAVIV
EGDSSKDEL

[ Show predicted peptides also

[ Sont Peptides By

ic)
(M} , Phospho
cuts C-term side of ER unless

(5T)

GSDLDEELAF
FHHGDHGYEE
CQALTPEYLR
EMEETYEGER
LNSLVGSESE
KEEEEELARF
LILFAEANES
TGAARPEVLVY
LPENNDGDVE
GEYLEGIDSL
DRTVVELYEF

next residue i=s P

LAREESEEQS
EPLPEVDEED
ALTELEGLAR
TEDGIVIWLE
ELARLSRLED
DGHFTETAIL
EFHLEFTLREV
TGHEDMEEFI
VIVGHNNFDEI
VVAFMDGT 5H
LEFHASIFFE

] @ Residue Number O Increasing Mass ) Decreasing Mass

Start - End Observed Mr (expt) Mr ({calc) Delta Mi=s= Sequnence
154 - 165 645.3376 1288.6606 1288.6147 0.0459 0 EK.IDATEEGDLAQK.Y (Ion= score T72)
412 - 421 561.819%91 1121.6236 1121.5604 0.0631 0 EK.TLAEDFLADE.L (Ion=s score 64)




Protein View

Match to:

gi]219687002 Daikon cysteine protease RD21

gl |219687002 Score: 218

daikon cysteine protease BED21 [Raphamm= sativas]
Found in search of C:“QS5tar Share Data’\Z20091115MMZ\NOVZEN1TEeTHOVZE.Wwiff

Hominal mass

NCBI BLAST =search of

Tnformatted sequence string for pasting into other applications

Taxonomy: ERaphanus sativus

(M_): 32085:; Calculated pI walue: 4.57

i|219687002 against nr

Fixed modifications:

Variable modifications:

Cleavage by Tryp=sin:

Sequence Coverage:

Carbamidomethyl (C)

Deamidated
cuts C-term =side of ER
16%

Matched peptides shown in Bold Red

1
51
101
151
201
251

DATPESVDWE

SEQELVDCDT
QNRENAKVVT
GVFDGTCGTE
IAEATGKCGI

WICCCLFEY(G

FEGRAVRARVKED QGSCGESCWLF
SYNQGCHNGGL MDYAFEFITE
IDAYEDVPEN NEAALFFALA
LDHGVVAVGEY GTENGEDYWI
AMERSYPIKEE GQNPPQPGES
FYCFGWGCCF LEARTCCDDN

[ Show predicted peptides also

[ Sort Peptides By

] @ Residue Number

Start
81

81
108
128
128

- End
- 593
- 593
- 128
- 143
- 143

Ob=zerved

T50.
T51.
6ae7.
T83.
TE4.

G949
3542
4237
9475
o104

) Increasing Mass 0 Decreasing Mass
Mr (expt) Mr(calc) Delta Mi==z Sedgquonence
1459,7752 1459,.6416 0.1336 o
1500.7539 1500.6256 0.1283 o
2089.2453 2089.0215 0.2278 0 E.VWTIDAYEDVPENHNEAALE.K
1565.8813 1565.8525 0.0288 0 EKE.ALANQPISVATEAGCH.A
1566.0063 1565.8525 0.1538 0 EKE.ALANQPISVATEAGCH.A

STIGAVEGIN KIVIGDLISL
HGGIDTEEDY FYERALDGRCD
HOPISVATEA GGRAFQLYSS
VENSWEGEWE ESGYIFMARN
PESFIFKFPFTQ CDEYYSCFPEG
TSCCFHEYFE

(HQ) , Gln-»pyvro-Glu (H-term ) ,Oxidation (M)
unless next residue iz P

K.NGGIDTEEDYPYK.A (Ionz =score T74)

E.NGGIDTEEDYPFYE.A Deamidated (HQ)

(Ion=z =core 6l)

(Ion=s score 5&)

(Ions score

15)

(Ions score

59)




Match to:
EecHame :

Hominal

mass

0i|13124444 Phospholipase D alpha 1 (PLD1)

gl|13124444 Score:
Full=Fhospholipase D alpha 1;

270

Short=FLD 1; AltHame:

NCBI BLAST search of gi|l3124444 against nr

Unformatted sequence string for pasting into other applications

Taxonomy :
Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Cowverage:

Erassica oleracea

Var.

capitata

T%

Carbamidomethyl
Cxidation

(C)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
a0l
631
701
731
801

MAQHLLHGTL
YATIDLQRLR
IGATLIGRLY
VEADBRNWHQG
LGGENYEEQR
DVIVGELLKE
GSOVHCILCE
RRIVSEVGGI
FREFWHDIHS
SEVMFQEDHD
SIQDLYIHLT
LSLKIVSEIE
DIVQALRAQS
QERRRFMIYV
HLSHRQPLRG
WDLYSSESLE
SDYLPPILTT

HATIYEVDDL
VGRTREIEDE
VEVDQVIHGE
IFKSARFPGVE
CWEDIFDAIS
FASEGVEVLL
ENFDDGGSIV
DLCDGRYDTPE
RLEGPIAWDWV
VWHNVQLFESI
RRAEDFIYIE
KGEEFRVYVV
LEEDPENYLT
HTFMMIVDDE
QIAGFEMSLW
HDLPGHLLRY

HIGGLESGEF
LENPEWYESFE
EVDQWVEILD
YTFFSQROEC
NAQHMIYITG
LVWDDRTSVD
QNLOVSAMET
FHSLFRTLDT
LYNFEQRWSE
DEGAAAGFEE
HQYFLGSSFL
VEMWPEGLEE
FFCLGHREVE
YITIGSANIN
YEHLGMLDET
EVODVDGEGDV

[ Show predicted peptides also

[ Sort Peptides By

] i@ Residue Number

Start
a7
146
465
801

- End
- 108
- 155
- 454
- 810

Ob=served
621 .
594G,
T87.
560.3387

3648
3311
D882

1240.7150
11596.6476
2358.2429
1118.6629

Mr (expt)

(M} , Phospho
cuts C-term side of ER unless

{5T)

GEILANVEET
HIYCAHLASD
NDENFPIHGGS
EVSLYQDAHT
WSVYTEIALV
VLEEDGLMAT
HHQEIVVVDS
VHHDDFHQPH
QGEEEDILVEL
SPEAAARAGL
WALADGITFED
SASVQATLDW
EEGEYEFZER
QRESMDGARDS
FLDFS5VECI
TEFFGFEFFF

(0 Increasing Mass

Mr (calc)

1240.6412
1196.5826
2358.1339
1118.5859

(M_): 92236; Calculated pl wvalue: 5.52

Full=Choline phosphatase 1
Found in search of C:\QS5tar Share Data“\20091115MMZ“\MOV1ESY\322NOVIS.wiff

next residue is P

IGVGKGETQL
IIFTVEDDNE
KIHVELQYFG
EDNEVERIEL
RDSREEKEGE
HOEETENFFE
EMPSREGESOM
FIGRAAITEGG
RELSDIIITE
VSCEDNIIDR
INLLHLIFKE
QRRTMOMMYE
PDADSSYMER
EIAMGGYQPH
EEVNRISDEY
DIKARILGTE

©) Decreasing Mass

Delta
.0738
.0&50
L1090
L0769

e s Y o

Miss

1]

0
0
0

Segqnence
KE.DDNPIGATLIGR.A
K. LOYFGVEADR . N

[Ions =core

[Ions s=score

E22)

R.SIDGGAAAGFPESPEAAARAGLVEGHE.D
(Ion=s =score 33)

K.SDYLPPILTT.-

50}

[Ions score T73)



gi|30690210 Arabidopsis thaliana MAP kinase 12 (ATMPK12); MAP kinase

Protein View

Match to: gi|30650210 Score: 131
ATMPK1Z? (Arabidopsis thaliana MAP kinase 12); MAP kinase,/ kinase
Found in search of C:“QS5tar Share Data‘20091115MMZNMNOVISY1133HOV1S. . wiff

HNominal mass (M_): 429504; Calculated pl walue: §.05

HCBEI BLAST search of gi|306590210 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Links to retriewve other entries containing this sequence from NCBEI Entrez:
gi|75151485 from Arabidopsis thaliana

gi|26449987 from Arabidopsis thaliana

gi|90093312 from Arabidopsis thaliana

Fizxed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),Phospho (5T)

Cleavage by Trypsin: cuts C-term =side of ER unless next residue is P
Sequence Coverage: 7%

Matched peptides shown in Bold Red

1
a1
101
151
201
251
301
351

MSGES55G5T
BCGIVCRARVH
ITIEDIVREF
LLEGLEYVHS
YWWTEWYRAP
LELITELVGS
IDLLERMLVEF
SCTEEHTEEL

EHCIEVVETH
SVIGEEVAIEK
QRDIFNDVYI
ANILHRDLRP
ELLLNCSEYT
PFDHNSSLEFLE
DFNERISVDE
IYEESVEFHNF

GGRYVOQYNVY
EIGHAFDNII
VYELMDTDLQ
SHVLLNSFNE
ARTDIWSVGEC
SDHARERYVERQ
ALGHAYLSFH
DH

[ Show predicted peptides also

[ Sort Peptides By

Start - End Obhserved Mr (expt) Mr (calc) Delta Mis= Sequence
72 - 83 645.8593 1285.7041 1289.6615 0.0425
191 - 205 891.4123 1780.8100 1780.7826 0.0274

GOLFEVSEEY
DARRTLEEIK
RILESHQTLT
LEIGDFGLAR
ILGEIMTGQE
LERYPEQQFL
HDVLEEEVCS

VEPIRPIGRG
LLEAMDHENWV
SDRQCRFLVYQ
TTSDTDFHMTE
LFPGEDYVHQ
ARFPEMETTA
TFFSFDFEHF

] @ Residue Number () Increasing Mass ) Decreasing Mass

KE.IGHNAFDNIIDAK.ER
R.TTSDTDFMTEYVVTR.W O=xidation (M)

[Ions score T2)

[Ions score 59)




gi|395072 Guanine nucleotide regulatory protein (Ran2)

Protein View

Match to: gi|395072 Score: 89
gunanine nocleotide regunlatory protein [Vicia fabal
Found in search of D:%\Sixue Chen-don't delete please\20091115MMZNDECO1N1944.wiff

Wominal mass (M ): 25616; Calculated pl walus: 6.35

NCBI BLAST search of gi|3953072 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Viciaz faka

Fixed modifications: Carbamidomethvl (C)

Variable modifications: Deamidated (NHQ) ,Gln->pyro-Glu (N-term Q) ,0xidation (M)
Cleavage by Trypsin: cuts C-term =ide of ER unle=sz next residue i= P

Sequence Coverage: 5%

Matched peptides shown in Bold Red

1 MALPHQOQTVD YPSFELVIVG DGGTGETITFV ERHLTGEFEE EYEFTIGVEWV

51 HPLDFFTHCG EIRFYCWDTZ GREEFGGLRD GYYIHGRCAT IMFDVTARLT
101 YEWVPTWHED LCEVCENIPT VLCGNEVDVE NEQVEAKQVI FHREENLOYY
151 EISAFSHYNF EFPFLYLARE LAGDAWNLHFY ESPALAPPEV QIDITALOORH
201 EHEILEAZMNG PFLPFDDDDDAF E

’ Show predicted peptides also

| SontPeptides By | ® Residue Number © Increasing Mass © Decreasing Mass

Start - End Ob=served Mr (expt) Mr (calc) Delta Mi==s Sequence
16 - 26 508.3%74 1014.7803 1014.5710 0.2093 0 E.LVIVGDGGTGE.T
146 - 155 £14.9276 1227.8407 1227.6135 0.2272 0 E.NLOYYEISAW.S

(Ion=s score &62)
{(Ion= =core 28)




0i|159462486 Predicted protein, containing calcium binding motif

Protein View

Match to:

gl |159462486 Score:

67

predicted protein [Chlamyvdomonas reinhardtii)
Found in search of C:\g5tar Share Data“\20091115MMZN\MCOV1EN153HMOV1S.wiff

HNominal mass

(M,) :

36689;

Calculated pl wvalue: 8.

HCEI BLAST =search of gi|lS59%462486 against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Chlamydomonas reinhardtiil
Link=s to retriewve other entries containing this sequence from NCEI Entrez:

= = )

gl I 15828

Fixed modifications=:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

3461 from Chlamydomonas reinhardrii

2%

Carbamidomethyl
Oxidation
cuts C—-term =side of ER unless

(C
(M) F

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

HOLARTLNFG
DSLLDELQES
AFQALT.DELA
HLEVLSTLALF
LEVLOQTLDEIL
GLTAAEAGET
RLLDTSENGFE

ERFEATSQRA
GVDSEELRQAV
CHGGEFYTSGL
TAYEYGTHSV
AELLENMSFL
BYVFSCYDEN
VEFDEFCAWN

CIAPARIRTR
LEEWKELGVE
IADSPRFTGQ
ELLAAVQQLL
S5QRSTLONL
EDYRLELSEV
TESKGAATTA

’ Show predicted peptides also

’ Sont Peptides By

Start
275
275

- End
- 282
- 282

Ob=served
487 .3028
487 .3028

Mr (expt)
972.5510
972.5910

)

hospho (5T)

VVRCERADGEE
DSEQLEELLV
FPLQLLASFF
GERATGLMNVLD
SAYLQLSHAR
FRLCQDLGEE

Mr{calc)
972.5604
972.5e04

61

next residus i= P

TDSETIDSEEL
KRSLEPAGIV
GEFYYVLOGLL
RROVGRGVNT
ETLGFDEPARY
LSDEEYEEAL

Delta
0.0307
0.0307

] @ Residue Number ) Increasing Mass () Decreasing Mass

Mi=z= Sequence

1 ER.LELSEVER.L
1 E.LELSEVER.L

(Ion=s =score

£7)

(Ion=s =score

a7}




Protein View

Match to:

gi|1063

gi|1063415 Potassium channel protein

415 Score:

E+ channel protein
Found in search of C:%\QS5tar Share Data‘\20081115MMENNOVITAN1TTINOV1T .wiff

Nominal mass

62

(M_): 365596; Calculated pI value: 8.22

HCBI BLAST search of gi|l063415 against nr

Unformatted segquence string for pasting into other applications
Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trvpsin:
Sequence Coverage:

Arabidopsis thaliana

3%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
30

MOQYKNLGESGE
AEVYLNGRAE
VEGTKASLER
ISEWSAQQIT
GIGLITWSEL
VSELEPILGE
VIPLLTPIVL

LEVSTLSFGL
EIMCQATREL
LDMDYVDVLY
EAWGARDRLD
ASGVLIGKYN
LGVTILAQLAT
DEIEQVIQSE

WVIFGHQLDWV
GWRRSDIVIS
CHEFDASTPI
LVGPIVEQFE
FGAIPSDSEF
AWCASHPHVS
FERFPESYR

[ Show predicted peptides also

[ Sort Peptides By

Start - End

549

- 68

Ob=zerved

567.3452

1132.6758

Mr (expt)

(c)
(M)} , Phospho
cuts C-term =side of ER unless

(5T)

FEAFSILQCC
TEIFWGGPGE
EEAVEAMNYV
YHMFARHEVE
ALENYENLAN
SVITGATRGS

Mr (calc)

1132 .5546

next residue iz P

RODHGVNEFDN
HDEGLSREHI
IDEGWAFYWG
TEFLELYTNH
RSLVDDVLEE
QIQENMEAVD

Delta
0.1212

1]

] @ Residue Number ) Increasing Mass () Decreasing Mass

Mi== Sequnence

R.AEETMGOATR.E Oxidation

(M)

(Ion=s =score 62)




Peptide View

MS/MS Fragmentation of AEEIMGQAIR

Found in gi|1063415, K+ channel protein

4 b b b* b= B0 b Seq. ¥ v ¥* al vyt
1| 72.0444 365258 A 10
2/201.0870/101.0471 1830764 92.0418] E |998.5265 499 7669|981 5000|491 2536 980 51604907616 9
3/330.1296|165.5684 312.1190/156.5631| E |869.4839(435.2456/852.4574(426.7323(851.4734 426.2403| 8
4/4432136(222.1105 4252031213.1052| 1 |740.4414/370.7243|723 4148[362.2110 7
5[526.2508 263.6290 508.2402(254.6237| M [627.3573(314.1823/610.3307|305.6690 6
6/583.2722/292.1397 5652617|283.1345| G |544.3202|272.6637/527.2936|264 1504 5
7/711.3308 356.1690|694.3043 3476558 6933202 [347.1638| Q [487.2987244.1530(470.2722(235.6397 4
8/782.3679/391 6876|765 3414 383 1743 | 764.3573382.6823| A |359.2401180.1237|342.2136/171 6104 3
9/895.4520(448.2296(878 4254 439 7164 (877.4414(439.2243| 1 |288.2030/144.6051(271.1765(136.0919 2
10 R |175.1190 88.0631/158.0924| 795498 1




gi|123656 Chloroplast envelope membrane 70 kDa heat shock-related protein

Match to:
RecHame :

gi|l1l23656 Score:
Funll=Chloropla=st envelope membrane 70 kDa heat shock-related protein

65

Found in search of C:\QS5tar Share Data‘20091115MMZ\NOV1S\4T78NOV1SE. wiff

Hominal mass

(M_}: T72143; Calculated pl wvalues: 3.

NCEI BLAST search of gi|l23656 against nr

Unformatted sequence string for pasting into other applications

Taxonomy :
Link=s to

gi|21338

Fizxed modifications:
Variable modifications:
Cleavage by Tryvpsin:
Sequence Coverage:

Spinacia oleracea

1%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
a01
551
601
651

MAGEGEGEAT
ERLIGDAAEN
PGEEEMIGVN
BAYFNDSQRQ
VLIFDLGGGT
FERENEEDIM
SPITRARFEE
EVQQLLQDFF
DVTELSLGLE
GERTRTRONN
TGQENEIRIT
YAYNMRNIVE
EMEELESICH
HFF

GIDLGITYSR
QVAMNEINTV
YEGEEEQFLL
ATEDAGVISG
FDVSLLTIEE
ETPGHIRRLR
LNIDLFREECH
NGEELCESIN
TAGGVMIVLI
LLGEFELSGI
NDEGRLSFEE
DEEIGAFLSE
PITAFMYQGL

VEVHQHDRVE
FDAFRLIGER
EETS5MVLTE
LNVMRIINEF
GIFEVEATALG
TACERRFRTL
EEFVEECLRDR
FOEAVAYGAL
PRNTTIFTEE
FPGFRGVEQL
TEFMVQELEE
ADKFEIEEAT
GEDMGGGMED

[ Show predicted peptides also

[ Sort Peptides By

Start
40

- End
- 52

Ob=zerved
737.35%04

1472.7663

Mr (expt)

ic)
(M) , Phospho
cuts C-term =ide of ERE unless

(5T)

ITANDQGHRT
F5DASVQADM
MEETRAEAYLG
TARATAYGLD
DTHLGGEDFD
S55TAQTTIEI
FHMDESTVHDV
VORATLSGEG
EQVFSTYSDN
NVCFDIDANG
YESEDEEHEE
DASTOWLDGH
EGFTSGGGAG

Mr (calc)

1472.6783

34

retrieve other entries containing this sequence from NCBI Entrez:
from Spinacia oleracea

next residue is P

TESYVAFTDS
KHREFEVVSG
STVENRVVTV
EEATSVEEEN
NEMVNHSLOE
DSLYEGVDFY
VLVGESTRIE
NEEVQDLLLL
QEGVLIQVYE
ILNVSLAEDKT
EVESKNALEN
QLAEADEFDD
PEIEECRLSC

Delta
0.08B79

] @ Residue Number ) Increasing Mass ) Decreasing Mass

Mi==z Seguence

0 R.TTPSYVAFTDSER.L

(Ions =score 65)




Peptide View

MS/MS Fragmentation of TTPSYVAFTDSER
Found in gi|123656, RecName: Full=Chloroplast envelope membrane 70 kDa heat shock-related protein

2 b b h? b Seq. ¥ v v vy ¥ vt #
1 102.0550| 51.5311 84.0444) 42.5258| T 13
2| 203.1026|102.0550 185.0921| 93.0497| T |1372.6379 686.8226|1355.6114 678.3093 1354.6274|677.8173 12
3 300.1554/150.5813 282.1448(141.5761| P |1271.5903 636.2988 |1254.5637 627.7835 1253.5797|627.2935 11
4 387.1874|194.0974 369.1769185.0921| S |1174.5375|587.7724 1157.5109(579.2591 1156.5269 578.7671 10
5| 550.2508(275.6290 532.2402266.6237| Y |1087.5055 5442564 1070.4789|535.7431 1069.4949 5352511 9
6 649.3192(325.1632 631.3086/316.1579| V | 924.4421|462.7247 907.4156|454.2114 906.4316 453.7194 8
7| 720.3563(360.6818 702.3457/351.6765 A | 825.3737|413.1905 808.3472|404.6772 807.3632)404.1852 7
8 867.4247(434.2160 849.41414252107 F | 754.3366|377.6719| 737.3101|369.1587 7363260 368.6667 6
9 0684724 |484.7398 9504618 475.7345 T | 607.2682|304.1377 590.2416|295.6245 589.2576 295.1325 5
10/1083.4993 542 253310654888 533.2480| D | 506.2205 253.6139 489.1940(245.1006 4882100 244.6086 4
11/1170.5313|585.7693|1152.5208 576.7640| § | 391.1936 196.1004  374.1670/187.5871| 373.1830 187.0951 3
121299.5739|650.2906|1281.5634 641.2853| E | 304.1615 152.5844 287.1350/144.0711| 286.1510 143.5791 2
13 R | 1751190 88.0631 158.0924| 79.5498 1




Match

gi|14596025 P-Protein - like protein

to:

gi|14596025 Score:

69

FP-FProtein - like protein [Arabidopsis thalianal]
Found in search of C:\QStar Share Data%20091115MMZ\NOV1&\158HOV16.wiff

Nominal

mass

NCBI BLAST search of gi|l4536025 against nr
Unformatted sequence string for pasting into other applications

Taxonomy :

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Seguence Coverage:

Lrabidopsi=s thaliana

Carbami
Cxid

1%

domethyl
ation

(c

Matched peptides shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851
S01
951
1001

MERARRLAYR
RSVNHTALFG
DHIDSLIDAT
FIGMGYYNTH
ITDLTGLEMS
DVCKTRADGF
KHAHANGVEY
AAFLATSQEY
ICTAQALLAN
QELPFFOTVE
VDKLFEVFAS
EHELLEYIHE
PFAPVEQAQSG
LYHMSRGDHE
VRKALERNKD
MMAQVGLTSE
PSHEVIETGG
DASKIATLNA
PEDVAKRLMD
EEIAQIERGN
SSKFWETTGR

GIVERLVNDT
RHQQTRSISV
VEKSIRLDSM
VETVILENIM
NASLLDEGTR
DLEVVISDLE
VMATDLLALT
KRMMPGRIIG
MAAMYAVYHG
IKCSDAHATA
GKPVPFTAES
LQSKDLSLCH
YQEMFENLGD
RENVCIIEVSA
NLARIMVTYE
GFIGRDVCHL
IPQPEETAPL
NYMRERLEKH
YGFHGETMSW
ADVQNNVLEG
VDNVYGDREL

KRHRMAETFH
DAVEPSDIFF
EFSEFDAGLT
ENFPAWYTQYT
BAEAMAMCHNN
DIDYS5GDWVC
VLEPPGEFGA
ISVDS5GEQR
PAGLESIAQR
DRAASKSEINL
LAPEVOQNSIF
SMIPLGSCTH
LLCTITGFDS
HGTWPASARM
STHGVYEEGI
NLHEKTFCIFH
GAISARPWGS
YEVLFRGVHNG
FVPGILMIEF
AFHPPSLLMA
VCILLPEEEQ

[ Show predicted peptides also

[ Sort Peptides By

Start - End

951
959

Ohserved
- 958 480.3021
- 969 586.3428 1

Mr (expt)
958.5896
170.6711 1

(M) , PFhospho
cuts C-term side of ER unless

)
(ST}

LVPHAPARYV
REHNSATPDE
ESQMIQHEMVD
PYQLEISQGR
ILEGKEETEV
GVLVQYPGTE
DIVVGSAQRF
LRMAMQTREQ
VHGLAGIFSL
RVVDSTTITA
SSLTRESPYL
KLNATTEMME
FSLOPNAGAR
CGMEIITVGT
DEICNIIHEN
GGGGEGMGEI
ALILPISYTY
TVRHEFIIDL
TESESERELD
DTWEKPYSRE
VTRAVSRE

Mr(calc)
958.4971
170.5993

(M_): 113852; Calculated pI wvalue: 6.51

next residue i= P

S5L5SFFISTFE
QTHMAKFCGE
LASKNEVFEFES
LESLLNFQTV
IASNCHFPQTI
GEVLDYREFV
GVPMGYGGFH
HIRRDEATSN
GLNELGVAEV
SFDETTILDD
THEFIFNMYHT
VIWEPSFIDIH
GEYAGLMVIR
DAKGNINIEE
GEOVYMDGAN
GVENHLAPFL
IAMMGSGGLT
RGFENTAGIE
RFCDALISIE
YRAFPRFWLE

Delta
0.0925
0.0718

] @ Residue Number (© Increasing Mass () Decreasing Mass

Mi=ss Segnence

0 R.EEIAQIEE.G
0 EKE.GNADVONNVLE.G

(Ions score 32)

(Ion= score 38)



gi|223638918 Unnamed protein product, containing pfam00153 domain

Protein View

Match to: gl|223638918 Score: 122
unnamed protein prodoct [Brassica napn=]
Found in search of C:\Q5tar Share Data’\Z0091115MMZA\NOVZE\1T6THOVZE.wiff

HNominal mass (M_): 32397; Calculated pl value: 9.35
HCBI BLAST search of gi|2236389%18 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethyl ([C)

Variable modifications: Deamidated (HQ),Gln->pyro-Glu (H-term @) ,Oxidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 8%

Matched peptides shown in Bold Red

1 MAFFEEEVAPT GVWNIVEPEV HNGGASGMLAT CVIQPIDMIE VRIQLGOGSA

51 VEVTENMLEN DGIGAFYKGL SAGLLEQATY TTARLGSFEM LTAKATEAND
101 GEPLPLYQFAR LCOGLTAGAIG ACVGSPADLA LIEMQADHNTL PLAQRENYTH
151 AFHALYRISA DEGVLALWEG CGPTVVEREAMAR LMNMGMLASYD QSAEYMEDNL
201 GLGETSTIVVE ASAVIGFCAZ ACSLPFDEVE TQIQFMOPDR QGEYPYTGESL
251 DCAMQTIESG GPLEFYTGEFP VYCVREIAPHV MMTWIFLNQI TEFQETIGL

[ Show predicted peptides also

[ Sort Peptides By ] @ Residue Number ) Increasing Mass ) Decreasing Mass

Start - End Ob=erved Mr (expt) Mr({calc) Delta Mi== Sedquence
43 - 55 644.,4307 1286.8468 1286.71594 0.1274 0 R.IQLCGDGSAVSVTE.H

(Ions =score

49)

134 - 145 687.41538 1372.8171 1372.6T763 0.1402 0 R.MQADNTLPLAQR.E Oxidation (M)

(Ions score T3)




Protein View

Match to:

Hominal

gi|11115225 Score:
2-Cy= peroxiredoxin [Bras=sica napns]
Found in search of D:%\Sixue Chen-don't delete please\20091115MMZNDECO1%2405. wiff

mass

(HM_): 2970&;

gi]11119229 2-Cys peroxiredoxin

210

Calculated pIl wvalue:

NHCBI BLAST search of gi|l11115225% against nr

Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Brassica napus

21%

Carbamidomethyl
Deamidated

(C)

Matched peptides shown in Bold Bed

1
51
101
151
201
251

MASLASTITL
55I5FLICIE
LSEYTGEEYV
SVFSHLAWVE
LFITDEEGVI
PGEESMEFDF

I5S555VLLES
555RP5FAVE
ILFLYPLDFT
TERESGGLGD
QHSTINNLGI
FLSKEYFSAI

FFSFFSPALS
AQADDLPLVG
FVCPTEITAF
LNYPLVSDIT
GRSVDETHMET

[ Show predicted peptides also

FLRETLESTSV STSS55LRSCE
NELPDFEAEL VFDQEFIEVE
SDRYEEFEKL NTEVLGVSVD
ESISKSFGVL IPDQGIALRG
LQRLQYVQEN PDEVCPLGWE

a.

81

| Sort Peptides By | @ Residue Number © Increasing Mass
Start - End Ob=erved Mr (expt) Mr (calc)
71 - 82 620.930% 1235.8472 1239.6459
165 - 181 875.0547 17483.094% 1747.8552
186 - 199 T743.5368 1485.05%1 1484.8351
207 - 222 854.497% 1706.9812 1706.9427

(HQ) , Gln->pyvro-Glu
cuts C-term =ide of ER unless next residue is P

[ I o R

(H-term Q) ,0xidation

(M)

(Ions score 57)

©) Decreasing Mass
Delta Mi=z= Sequence
L2013 0 EKE.AQADDLPLVGHE.A
L1957 0 EKE.SGGLGDLNYPLVSDITE.S
L2240 0 EKE.SFGVLIPDOQGIALR.G
.0384 1 EKE.EGVIQHSTINNLGIGR.S

(Ions score 71)

(Ion=s score 54)

Deamidated

(HG)

[(Ions score

28)




gi|227247694 Unnamed protein product, containing cd03013 domain

Protein View

Match to: gi|227247694 Score: 178
unnamed protein product [Brassica napnus]
Found in zearch of D:\S5ixue Chen-don't delete pleaze’\20091115MMZNDECO1IN2559 wiff

Nominal mass (M_): 21623; Calculated pl wvalue: B.97

NHCBI BLAST search of gi|227
Unformatted segquence string for pasting into other applications

247694 against nr

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:

Sequence Coverage: 25%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold Red

(C)

(HQ) , Gln->»pvro-Glua
cuts C-term =s2ide of KR unless next residue is P

1 MAMSILELEN SPALERSAAST ARIGVSSRAF SELSEGTDIT SAAPGVSLOE
51 ARSWDEGVSS EFSTTPLESDI FEGEEVVIFG LPGAYTGVCS QRHVPSYESH

101 MDEFEREGID SVICVSVNDE YTLNGWAEEIL

GAEDATEFYG DFDGEFHESL

151 GLDEDLSALI. LGPRSERWSA YVEDGEVEAYV NVEEAPSDFE VTGAEVILGD

201 I

[ Show predicted peptides also

[ Sort Peptides By

Ztart - End
33 - 50
62 - T2
17% - 150
151 - 201

Ob=zserved
887.5647
628.4284
653.4255
550.4185

] @ Residue Number

Mr {expt)
1773.1148
1254.8422
1304.8365
1058.8224

Mr{calc)

1772
1254
1304
1098

) Increasing Mass

9156
6456
L6248
. 6285

(H-term Q) ,0xidation (M)

E.LSEGTDITSAAPGWELOR.A (Ions score 31)

) Decreasing Mass

Delta Mis=s Sequnence

0.1592 0

D.1526 0 EK.FSTTPLSDIFEK.G

0D.2116 0 EK.AVHNVEEAPSDFE.V
0D.1539 0 E.VTGAEVILGOI.-

(Ions =score o0)
(Ions score 71}
(Ions =score 2&)




gi|14764532 Monodehydroascorbate reductase

Match to: gi|l4764532 Score: 410

monodehydroascorbate redunctase [Brassica rapa subsp. pekinensis])

Found in search of C:\Q3tar Share Data‘\20091115MMZ\HNOV17T\1189NOV17.wiff
Hominal

mass (M_}: 46604; Calculated pl walue: 5.81

HCBI BLAST search of gi|l14764532 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Brassica rapa subsp. pekinensis

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),Fhospho (3T)
Cleavage by Trypsin: cuts C-term =ide of ERE unless
Sequence Coverage: 22%

next residue is P

Matched peptides shown in Bold Red

1
a1
101
151
201
251
301
351
401

MAEFSFEYII
SFEGYLFPEGA
BRAFSLVEAAG
ADFVVEATQA
ELFTADIALE
EADIVIVGVG
FELEMYGDME
SFDLSWQFYG
GDENFEALLEN

LGGGVSAGYR
ARLPGFHCCV
DVFEYETLII
EEGGELVVVE
YETYYTHEGV
ARPLTALFEG
RVEHVDHSERE
DNVGDSVLFG
AFARPLAESL

AREFASQGVE
GSGGEELLEE
ATGSTVLELT
GEYIGLELSLE
KIIKGTIVASG
QVEEDKGGIE
SLEQLVELTE
DSHESHNEKER
EDLTEQGISE

[ Show predicted peptides also

[ Sort Peptides By

] @ Residue Number

PGELAVISEE
SYEQEGIELI
DEGVEGADSE
ALRINNFDVT
FTAHPNGEVH
TDAFFETISVE
AAFGGGAVEE

AVAPYERPAL
LSTEIVFADL
NILYLREIDD
MVFFEFWCHE
EVQLEDGESL
DVYAVGDVAT
YDYLEFFYSER

FGAYWVQDGE VWEAFMEGGS

AAFT

0 Increasing Mass ) Decreasing Mass

Start - End Ob=erved Mr {expt) Mr (calc) Delta Mi==s Segnence
23 - 39 587.359%3 175%.0562 1758.9516 0.1046 0 EK.EFASQGVEPGELAVISK.E (Icons score 51)
40 - 52 477.6350 142%.8832 1429.7565 0.1267 0 E.EAVAPYERPALSK.G (Ions score 27)
53 - 62 540.8152 107%.6158 1079.5400 0.0758 0 E.GYLFPEGAAR.L (Ions score 51)
77T - 83 425.2817 348.5489 848.4643 0.0846 0 E.LLPESYE.Q (Ions score 37)
104 - 114 547.3333 10%2.6520 1052.5815 0.0705 0 E.SLVSAAGDVFE.Y (Iogns score 40)
147 - 161 548 .6604 1642.9594 1642.8414 0.1181 1 R.EIDDADEVVEAIQAK.K (Ions score 5&)
381 - 350 585.8241 1169.6336 1169.5506 0.0831 0 R.FGAYWVODGE.V (Ions score &64)
391 - 405 T48.8657 145%5.7168 1455.6613 0.0554 0 E.VWGAFMEGGSGDENK.A (Ions score T75)
391 - 405 7856.8638 1511.7131 1511.6&562 0.0569 0 E.VWGAFMEGGSGDENK.A Oxidation (M) (Ions score 8



gi|15227987 Low expression of osmotically responsive genes 1 (LOS2)

Match ©

-

gl |15227987 Score:

344

LOS2 (Low expre=s=zion of osmotically responzive gene= 1) phosphopyruvate hydratase [Arabidopsiz thalianal
Found in search of C:“Q5tar Share Data‘\20091115MMZN\NOVISY1102NOV1S.wiff

HNominal

mazs

(M_}: 47974; Calculated pl wvalue: 5.54

HCBI BLAST search of gi|l5227387 against nr
Unformatted sequence string for pasting into other

Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidop=si=s thaliana

19%

Carbamidomethyl
Cxidation

Matched peptides shown in Bold Bed

1
a1
101
151
201
251
301
351
401

MATITVVEAR
LRDGGSDYLG
QNEWGHCEQK
PVELFNVING
IKEKYGQDAT
VALSEFYSED
DEFDQDODWEH
LEVNQIGSVT
QIKTGAECRS

QIFDSRGHET
FGVSFEAVGHV
LGANATIAVS
G5HAGNELAM
NVGDEGGFAFP
ETYDLNFEEE
YAFMITECGT
ESTEAVEMSE
ERLAKYNQLL

VEVDIHTSNG
NHNIIGPALIG
LAVCEAGAVV
QEFMILEVEA
NIQENKEGLE
NHNHGSQEISGE
EVQIVGDDLL
FAGHGVMISH
RIEEELGSEL

[ Show predicted peptides also

[ Sort Peptides By

] @ Residue Number

Start
33

66
126
205
353

- End

Ob=zerved

Mr (expt)

ic)
(M) , Phospho
cuts C-term side of KR unless

(3T}

TEVTAAVESG
EDPTQQTAID
SGIPLYEHIL
ASFRELMEMGE
LLETAIEFLAG
DALEDLYESE
VINFEREVAFRL
RSGETEDTFI
IYAGVNFREF

() Increasing Mass

Mr({calc)

- 5z
- 81
- 137
- 226
- 3a7

aGaa

05596
317.
287.
TT5.
T87.

3442
G679
3648
4640

2004.
15435,
1173.
2323.
1572.

1568
0107
T213
1327
9135

2004.
1548.
1173.
2323.
1572.

0528
G988
6758
0353
G359

applications

next residue i=s P

ASTGIYEALE
HFMVHELDGT
HLAGNPEIVL
VEVYHHLESV
YTGEVVIGHMD
VAEYPIVSIE
TAFEFSCHALL
ADLAVGLSTG
VEFY

0 Decreasing Mass

Delta
L1041
L1119
.0455
L0974
L0776

e Y e R e R o Y

1]

oo oo

Mi== Sequnence
K. VTAAVPSGASTGIYEALELR.D

E.AVGHVHNIIGPALIGE.D
K. AGAVVSGIPLYE.H

(Ion=s score 117)
(Ions score 44)

(Ion=s score 57)

E.¥GQDATHVGDEGGFAPNIQENE . E

K. VHQIGSVTESIEAVE .M

(Ion=s =score &1)
(Ions score &5)




Protein View

Matech to:

Hominal mass

gi 14248550 Score:
plastid-lipid associated protein PAP2
Found in search of D:\5ixue Chen-don't delete please“Z20091115MMZN\DECO1NZ2199DECD4.wiff

61

(M_): 34689; Calculated pl wvalue: 4.79

HCBI BLAST =search of gi|l4Z48550 against nr

Unformatted sequence string for pasting into other applications=
Taxonomy:

Fizxed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

BErassica rapa subsp.

canmpestris

4%

Carbamidomethyl
Deamidated

Matched peptides shown in Bold ERed

1
51
101
151
201
251
301

MATVHSFNQFE
VSRSDFEVEV
DSLYGTDRGEL
YTSFVGLFPL
STHAEFEIRS
RGLLTSVQDT
GDGEESVEVLI

PCETEVQCES
IDAEDELDPE
SLS5ETERET
LERGIVPLVE
PERVQIEFEE
ATSVARTISS
KEGSFLLNE

HSEPLSEFFES
ITSEGGGESALL
GDLITQLESK
VDEISQTIDS
GVIGTEQLID
QEPLEFSLE=

’ Show predicted peptides also

’ Sort Peptides By

Start
252

- End Obh=served

- 266

T60.0848

1518.1551

Mr {expt)

()
(HO) , Gln->pvro-Gla
cuts C-term side of ER unless next residue is P

SLVPMSALTR
HAFELTESVE
HEFTEAFTDAL
DHNFIVENSVL
SIEIPEYVEF
DSRQSWLLTT

Mr {calc)

1517.804%

gi|14248550 Plastid-lipid associated protein PAP2

[Bra=s==ica rapal

EPFSFSPGEFL
ETEVLERSLV
FLLNGEWILA
FAGPFLATTSI
LGOEKIDLTFPI
YLDEDIERISE

] @ Residue Number ) Increasing Mass () Decreasing Mass

Delta Mi=z= Seqmence
0 R.GLLTSVQDTATSVAR.T

0.3502

(H-term Q) ,0xidation

(Tons score b6l)




Peptide View

MS/MS Fragmentation of GLLTSVQDTATSVAR
Found in gi|14248550, plastid-lipid associated protein PAP2 [Brassica rapa]

# b bt b* b= b? b Seq. ¥ y ¥* y=tt y0 yO #
1| 580287 29.5180 G 15
2| 171.1128 | £6.0600 L 14617908 731.3990 14447642 7228857 1443.7802722.3937 14
3| 284.1969 1426021 L 13487067 674.8570 1331.6801 666.3437 13306961 6658517 13
4| 3852445193.1259 367.2340(184.1206| T |1235.6226/618.3149 1218.5961/609.8017|1217.6121 609.3097|12
5| 4722766 2366419 4542660(227.6366) S |1134.5749|567.7911|1117.5484|559.2778 | 1116.5644 | 558.7858 |11
6| 5713450 286.1761 553.3344(277.1709 V |1047.5429 524 2751|1030.5164 5157618 10295323 515.2698 10
7| 6994036 350.2054| 6823770|341.6921 681.3930(3412001 Q | 948.4745 474.7409| 931.4480 4662276 9304639 4657356 9
8| 8144305 407.7189| 797.4040|399.2056 7964199|3987136 D | 820.4159 410.7116| 8033894 402.1983 8024054 401.7063 8
9| 915.4782/458.2427| 898.4516|449.7295 897.4676|449.2375 T | 705.3890/353.1981| 688.3624 344.6849 687.3784 344.1028 7
10| 9865153 493 7613 969 4888 4852480 968.5047 4847560, A | 604.3413|302.6743 587.3148|294.1610| 5863307 293.6690| 6
11|1087.5630 544 2851|1070.5364 5357719 1069.5524 5352798 T | 533.3042|267.1557 5162776|258.6425| 5152936 258.1504| 5
12|1174.5950 587.8011|1157 5685 579.2879 1156.5844 578.7959| S | 432.2565(216.6319) 4152300(208.1186| 4142459 207.6266| 4
13|1273 6634 63733541256 6369 628 8221 12556529 6283301 V | 3452245/173.1159 328.1979|164.6026 3
14/1344 7005 672.8539|1327 6740 664 3406 1326 6900 663 8486 A | 246.1561 123 5817 229.1295|115.0684 2
15 R | 175.1190 88.0631 1580924 795498 1




gi|15241115 Early-responsive to dehydration 8 (HSP81-2)

Match to: gi|15241115 Score: 586

HEPE1-2 (EARLY-RESPONSIVE TO DEEYDRATION 8): ATP binding [Arabidopsis thaliana]
Found in search of C:%“Q5tar Share Data\20091115MMZ\NOV15\336MNOV15.wiff

Nominal

mass (M ): 80259%; Calculated pl valus: 4.93

NCBI BLAST search of gi|l15241115 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsisz thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M) ,Phospho (5T)
Cleavage by Trypsin: cuts C-term side of ER unless
Sequence Coverage: 15%

next residue is F

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651

MADRETFAFQ
LTODKSRLDGO
GTEEFMEALL
SQAGESFTVT
FISYPISLWI
IKEVSHEWDL
SVEGQLEFEL
EYLGEVECIV
HEEDYNEFYE
YVTRMEEGON
IGQLEEFEGE
GDEVERVIVS
SEETMEINEE
EENTFGSRIH

AFETNQLLSLI
PELFIHIIFD
AGADVEMIGD
ROTSGETLGR
EETIEEEISD
VHEQEPIWHR
ILFVFERAFF
DEEDLFLNIS
AFSFNLELGI
DIFYITGESK
ELVSATKEGL
DEVVDSPCCL
NSIMDELRER
RMLELGLSTD

INTFYSNEEI
KTHNTLIIID
FGEVGEYSAYL
GTFEMVLYLEE
DEEEEEEKDE
KFEEINKEEY
DLFDTEFEFN
BETLOONEIL
HEDSQNRTIEKI
EAVENSFFLE
ELDETEDEERE
VIGEYGWIAN
RADADENDESV
DODAVEADRAE

[ Show predicted peptides also

[ Sort Peptides By

| @ Residue Number

FLRELISNSS
SGIGMTRADL
VADEVVVITE
DOLEYLEERR
EGKVEEVDEE
AAFYESLSND
NIELYVRRVF
EVIRKNLVEE
LELLRYHSTE
FLEEEGIEVL
KKEELKEKFE
MERIMEAQAL
EDLVLLLFET
MEPLEDDADR

DALDEIRFES
VHNLGTIARS
HNDDEQYVWE
LEDLVEEHSE
FEKEEFFFKEK
WEEHLAVEHF
IMDNCEDITF
CLELFFEILE
SGDELTSLED
YHVDAIDEYA
GLCEVIKDVL
RDSSMAGYMS
RLLISGFSLD
EGSEMEEVD

0 Increasing Mass 0 Decreasing Mass

Start - End Observed Mr (expt) Mr{calc) Delta Mis=s Sequence
57 - 71 579.0155 1734.0248 1733.9352 0.089%6 0 K.LDGOPELFIHIIFDE.T (ILons score 43)
88 - 99 628.8761 1255.7376 1255.6884 0.0452 0 K.ADLVNNLGTIAR.S (Ions score 77)
180 - 189 662.3218 1322.6291 1322.599%0 0.0302 0 K.EDQLEYLEER.R (Ions score 74
278 - 285 510.7756 1019.5367 1019.4600 0.0767 0 K.EEYAAFYE.S ([(Ions score 37)
318 - 326 527.3013 1052.5881 1052.5179 0.0702 0 R.APFDLFDTK.K (Ions score 50)
358 - 371 764.4354 1526.8563 1526.7540 0.0623 0 K.GIVDSEDLPLWISR.E (Ions score §5)
408 - 414 446.2563 B890.4981 B890.4174 0.0807 0 K.FYEAFSK.N (Ions score 33)
441 - 449 475.2867 948 .5589 948 .4764 0.0825 0 K.SGDELTSLE.D (Ions score 74)
457 - 470 800.9120 1599.8094 1599.7417 0.0677 0 E.EGQNDIFYITGESE.E (Ions score 59)
472 - 481 567.3239% 1132.6333 1132.5764 0.0569 0 K.AVENSFFLEK.L (Ions score 59



gi|2655420 Heat shock cognate protein HSC70

Protein View

Match to: gi|2655420 Score: 459

heat shock cognate protein HSCT0 [Brassica napus])

Found in search of C:\Q5tar Share Data\200%1115MMZM\MOVITNITSMNOVIT.wiff
Hominal

mass (M_}: T71125; Calculated pl wvalue: 5.08

MNCBI BLAST search of gi|Z2655420 against nr

Informatted sequence string for pasting into other applications

Taxonomy: EBrassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modification=s: Cxidation (M) ,Pho=spho (5T)
Cleavage by Trypsin: cuts C-term =side of ER unless
Sequence Coverage: 18%

next residue i= P

Matched peptides shown in Bold Red

1
3l
101
151
201
251
201
351
401
451
301
551
601

MSGEGEGELI
ERLIGDAAEN
PAEKPMIVVN
PAYFNDSQRQ
VLIFDLGGGT
FERESKEDIT
SALTRARFEE
VQQLLODFFN
VTPLSLGLET
ERARTEDNNL
GQENEITITT
AYNMRNTIQD
MEELESICHE

GIDLGTITYSC
WVAMNPINTWV
YEGEEEQFRAR
ATEDACGVIAG
FOWSLLTIEE
GHPELLERLE
LHMD LFRECH
GEELCESINFE
AGGVMTTLIA
LGEFELSGIF
DEGRLSKEDDI
EEIGEELPRR
ITAFMYOGAG

VGEVWQHDRVE
FDARRLIGRR
EEISSMVLIK
LNVMRIINEF
GIFEVEATAG
TACERAKRTL
EFVEECLRDA
DEAVAYGAAV
RNTTIPTEEE
PLERGVPQIT
ERMVQEREEY
DEKEIEDLIE
GEAACMDDDA

IILNDQGNRT
FSDSSVQSDM
MEEIAELYLG
TRAATAYGLD
DTHLGGEDFD
SSTAQTTIET
EMDESTVHDV
QGAILSGEGH
QVFSTYSDNGQ
VCFDIDANGI
KSEDEEHEEK
QRIQWLENNGQ
PPASGCGAGPE

TPSYVAFTDS
RLWPFEIIAG
VT IKNAVVTV
KELTSVGEEN
NEMVNHEVQE
DSLFEGIDFY
VLVGSTRIPK
EEVQDLLLLD
PGVLIQVFEG
LNVSLEDETT
VEAENALENY
LGELDEFEDK
IEEVD



Etart
40

&0

81
145
164
164
227
308
615

52
T4
91
159
175
175
24z
317
&40

Observed

T37.
831.
615.
5e0.
608,
6l6.
559.
a6,
g04.

3662
4414
024
9835
3915
3564
2825
3352
0228

Mr (expt)

1472.
1660.
1229,
1673,
1214.
1230.
1a74.
1328.
2409.

7178
682
5903
9286
Ta92
6983
8258
[itatal]
0464

Mr (calc)
1472,
1660.
1229,
1679,
1214.
1230.
1a674.
1328.
2408.

6783
243
5234
82aT
G441
63591
7234
6071
9549

e O I e I e Y I e I e Y e |

Delta
L0395
L0435
0669
.101%
L1250
L0553
L1024
. 0488
L0615

Mis=s Segunence

1]

coooooood

AER AR DR

TTPSYVAFTDSER.L (Ions score EB2)
THOVAMNPINTVEFDAK R (Ions score 39)
FEDSEVOEDME.L (Ions score 39)
JHAVVTVEAYFHNDSOR. O (Ions score 493)
DAGVIAGLNVMR. I [Ions score 57)
DAGVIAGLNVMEB.I  Oxidation (M) (Ions score 49)
ATAGDTHLGGEDFDNRE.M  (Ions score 56)
FEELHMDLFR.E O=xidation (M) (Icns score 72)
MYQGAGCGEAACGHMDDDAPPASGGAGPE.T 2 Oxidation (M)

[Ions score &9)




gi|1755154 Germin-like protein

Protein View

Match to: gi|1755154 Score: 79
germin-like protein [Arabidopsis thalianal
Found in search of D:“Sixue Chen-don't delete please’\20091115MMZ\DECO1\22T74DECO4 . Wwiff

HNominal mass (M_): 22020; Calculated pl walue: 6.81

NCBI BLAST search of gil|l755154 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln-»pyro-Glu [(N-term Q) ,Oxidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residue is P

Sequence Coverage: 17%

Matched peptides shown in Bold Bed

1 MEMIIQIFFI ISLISTISFA SVQDFCVADF EGPQSPSGYS CENFDOVTEN
51 DFAFTGLGER GNISNIIFAR VIPAFRPAYR GINGLGVSLA RLDLAGGGVI
101 PLHTHPGASE VLVVIQGTIC AGFISSANEWV YLETLNRGDS MVFFPQGLLHEF
151 QLNSCGKGPAL AFVAFGSSSP GLQILPFALF ANDLPSELVE ATTFLSDREV
201 EFLEGVLGGT N

[ Show predicted peptides also

[ Sort Peptides By ] @ Residue Number ) Increasmg Mass ) Decreasing Mass

Start - End Observed Mr (expt) Mr (calec) Delta Miz=s Segunence
43 - 59 618.4750 1852.4032 1852.8479 -0.4447 0 E.NPDOVTENDFAFTGLGE.A Deamidated
43 - 59 527.6111 1853.2077 1852.8479 0.3597 0 E.NPDOVTENDFAFTGLGE.A Deamidated

(NQ) (Ions =score 32)
(NQ) (Ions score 34)
138 - 156 697.8482 2050.5227 209%1.0095 -0.4868 0 R.GDSMVFPQGLLHFQLNSGE.G Deamidated (HNQ):

Cxidation

(M}

[(Ions score 46)



gi|24421231 Ascorbate peroxidase

Protein View

Match to: gl|24421231 Score: 142
ascorbate peroxidase [Brassica Jjunceal
Found in search of D:%\5ixue Chen-don't delete please’\20091115MMZNDECOINZ119.wiff

Hominal mass (M_): 27726; Calculated pl walue: 5.73

NCEI BLAST search of gi|2442123]1 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica juncea

Fizxed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (HQ),Gln-»pyro-Glu (N-term Q) ,Oxidation (M)
Cleavage by Trypsin: cuts C-term =2ide of ER unless next residue is P

Sequence Coverage: 20%

Matched peptides shown in Bold Bed

1 MTESYPTVSE DYQEATEECE EFLRGLIAEE NCAPIMVELAZ WHSAGTFDCA

51 SETGGPFGTM RFDAEQGHGA NSGIHIALRL LDPIREQFEA ISFADFHQLR
101 GVVAVEVIGGE PEIPFHPGRE DEPQPPPEGR LPDATEGCDH LEQVEFTEQMG
151 LSDEDIVALS GAHTLGRCHE DRESGFEGAWT SHNPLIFDNSY FEELLTGEEE
201 GLLQLVSDEA LLDDPVFRPL VEEYAADEEA FFADYARAHL ELSELGFADR
251

’ Show predicted peptides also

| Sort Peptides By | © Residue Number © Increasing Mass © Decreasing Mass

Start - End Ob=served Mr (expt) Mr{calc) Delta Mi=s= Seqmence
4 - 14 658.9142 1315.813% 1315.5932 0o.2207 0 EKE.SYPTVSEDYQE.A (Ions score 19)
53 - 681 470.3170 938.6195 938.4280 0.1915 0 E.TGGPFGTHMR.F Oxidation (M) (Iocns score 55)
210 - 223 538.0780 1611.2122 1610.9%032 0.30%0 0 EK.ALLDDPVFRPLVEE.Y (Ions score S50)
224 - 241 687.7787 2060.3142 2059.9163 0.3%80 0 EK.YAADEEAFFADYAEAHIK.L (Ions score 1E8)




0i]169244541 Putative manganese superoxide dismutase 1

Protein View

Match to: gi|169244541 Score: B3
putative manganese superoxide dismmtase 1 [Brassica napns]
Found in search of D:\3ixue Chen-don't delete please\20081115MMZN\DECO1\2384.wiff

Hominal mass (M ): 25495; Calculated pl wvalue: 8.47

HCBI BLAST search of gi|l6924454]1 against nr
Unformatted sequence string for pasting into other applications

Tazxonomy: EBrassica napus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Deamidated (NQ),Gln->pyro-Glu (H-term Q) ,0Oxidation (M)
Cleavage by Trvpsin: cuts C-term side of ERE unless next residue is P

Seqgquence Coverage: 15%

Matched peptides shown in Bold Red

1 MATRSLASER TLAGLEETSS RLLGLESIQT FILPFDLEYDY SALEPATSGE
51 IMQIHHOQEHH QAYVINYNNL LEQLDOAVNE GDASTVVELQ SATEFNGGGH
101 VNHSIFWENL APVEEGGGEF PEGALGGAID THFGSLEGLY EFMSAEGALT
151 QGSGWVWLGL DEELETLVVD TTANQDPLVT EGGSLVELVG IDVWEHAYYL
201 QYENVEFEYL EFNVWEVINWE YASEVYEKEC K

’ Show predicted peptides also

[mSertPeptides Byuss| ® Residne Number © Increasing Mass © Decreasing Mass

Start - End Ob=erved Mr ({expt) Mr {calc) Delta Mi=s=s Sequence

123 - 141 614.7727 1841.2%62 1840.9683 0.3278 0 E.GALGGATDTHFGELEGLVE.E (Ions score 40)

166 - 181 858.0770 1714.135%5 1713.51495 0.2248 0 E.TLWDTTANQDPLVTE.G

(Ions =score 43)




gi|15224810 Late embryogenesis abundant (LEA) family protein

Protein View

Match to:

gi|1522

4810 Score:

T2

late embryogensesis abundant family protein / LEA family protein [Arabidopsis thaliana]
Found in search of C:\Q5tar Share Data\200%1115MMZ\MOV1T\15T3HOV1T.Wwiff

Hominal

mass

(M_y: 36185; Calculated pl walue: 4.69

HCBI BLAST search of gi|l15224810 against nr

Unformatted sequence s2tring for pasting into other applications

Taxonomy :

Lrabidopsis thaliana

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi|30689599 from Arabidopsis thaliana
gi 3212877 from Arabidopsis thaliana

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

3 from Arabidopsis thaliana

Carbami

6%

Oxidation
cutas C-term side of ER unless

domethyl (C
(M), B

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

MSTSEDKFEI
HDIGEELEGT
LIDVNYLVES
DINPGMIIFPY
FQEFSLEETV
FELDENGSGLI
MELPITEEGG

ISEVVHQEGD
IGFGEPTADV
DGEELVSGLI
RIEVDLIVDYV
ATTLHVRLONM
HVEMTFRPED
ETRLEEEDDD

VEIVDRSQED
SATHTPKEINL
PDAGTLEAHG
EVLGRELTLFPL
HDFDLGLNDL
FGSALWDMIR
DDDEE

[ Show predicted peptides also

[ Sort Peptides By

Start
115
176

- End
- 127
- 182

Ob=served

0d42.4378 1
407 .3127

Mr (expt)
282.8610 1
812.6109

)

hospho (5T)

KDEEFEEGEG
ERADIVVDVL
EETVEIPLTL
EFCGEIPIFE
LCEVWLCDVS
GEGTGYTIEG

Mr{calc)
282.7496
§12.5007

next resgidue i=s P

GFLDEVEDFI
VENPNEVEIP
IYDDIESTYN
KPDVDIEKIE
IGEAETADST
HIDVDTPEGA

Delta
0.1113
0.1101

4]
4]

] ® Residue Number © Increasing Mass © Decreasing Mass

Mi== Sedquence
E.LVSGLIPDAGTLE.A

E.LTLFLEKE.C

(Ions =core 34)

(Ions =core 37)




Protein View

Match to:

gl | 9082317 Score:

actin [Helianthn=s annmons)
Found in search of C:\Q5tar Share Datca’\200%1115MMZ\NOVZE\1Z23THOVZGE.Wwiff

Hominal mass

HCEI EBLAST =search of
Unformatted sequence string for pasting into other applications

Taxonomy:

Fixed modifications=:
Variable modifications:
Cleavage by Tryp=sin:
Sequence Coverage:

(M_):

415934;

Helianthus annuus

27%

Carbamidomethyl
Deamidated

gi|9082317 Actin

347

(c)

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

Start -

21 -
71 -
71 -
a8 -
186 -
186 -
139 -
139 -
241 -
318 -
318 -
362 -
362 -

Calculated pl wvalue: 5.64
82317 against nr

(HQ) , Gln->pyro-Glu
cuts C-term side of KR unless next residue iz P

MAHEGEIQPL WVCDNGIGMVE AGFAGDDAPR AVFPSIVGERP
QEDAYVGDEL QSKRGILTLE YPIEHGIVEN WDDMEKIWHH
EEHFVLLTEA PLNPELNEEEK MTQIMFETFN VEPAMYVATODN
TGIVLDSGEDE WSHITVPIYEG YALPHATLRL DLAGRDLTDS
MFTTTAERET VRDMEEKLAY VALDYEQELE TAESSSSVEER
TIGAERFRCP EVLFQPSLIG MEAAGIHETT YNSIMECDVD
LESGGSTHMFPG IADRMSKEEIT ALAPSSHMETE VVAPPEREKEYS
LETFQOMWIS EGEYDESGPS IVHRECFE

End Observed Mr (expt) Mr (calc) Delta
30 488.8018 975.5890 975.4410 0.1480
30 488.8018 975.5890 975.4410 0.1480
86 645.0428 1932.1064 1531.8723 0.2341
86 650.3824 1948.1253 1547.8673 0.2580
115 652.1025 1953.2857 1553.0571 0.2286
153 461.75%80 521.5815 521.4477 0.1338
133 469.8041 937.5936 937.4426 0.1510
208 588.8424 1175.6703 1175.5281 0.1422
208 596.8529 1191.6912 1191.5230 0.1682
256 888.0302 1774.045% 1773.8897 0.1561
328 574.3738 1146.7330 1146.59554 0.1376
328 582.3717 1162.728% 1162.5503 0.1386
374 723.4081 1444.801e 1444.6583 0.1433
374 482.6431 1444.9%075 1444.6583 0.2452

RHTGVMVGMG
TFYNELRVAP
VLSLYASGRT
LMEILTERGY
NYELPDGQVI
IRKDLYGNIV
VWIGGSILAS

Mis=s Segqunence

0 K.AGFAGDDAFPR.A
AGFAGDDAPR.A
YPIEHGIVSNWDDMEE. I
YPIEHGIVSNWDDMEE.I Oxidation (M)
VAPEEHFVLLTEAPLNFK. A
DLTDSIME. I
DLTDSIME.I Oxidation (M)
GYMFTTTAER.E
GYMFTTTAER.E Oxidation (M)
HYELFDGOVITIGAER.F
EITALAPSSMK.TI
EITALAPSSMK.TI
GEYDESGPSIVHR.EK
GEYDESGPSIVHR.EK

cooocoooo0oooOo
AAARAT@RTROTR AR

(H-term Q) ,0xidation

(M)

(Ions =score 71)

(Ions =score 63)

(Ions score 59)

[Ion= score 46)
[Ion= score 62)

[(Icn=s score 42)

(Ions score 20)
(Ions =score 49)

(Ion=s score &0)
(Ions score 9&)

(Ion= score &0)

Oxidation (M) (Ions score 41)
(Ion=s score 97)

(Ion=s score 71)



gi|15241472 TUBA4 (tubulin beta-4 chain)

Match to: gi|15241472 Score: 427
TUB4 (tubnlin beta-4 chain) [Arabidopsis thalianal]
Found in =search of C:“Q5tar Share Data‘\20091115MMZ\MNOV1TA\I16HOV1T.wiff

Hominal mass (M_): 50361; Calculated pl walues: 4.76

NCEI BLAST search of gi|l15241472 against nr

Unformatted sequence string for pasting into other applications

Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Arabidopsis thaliana

24%

Carbamidomethyl
COxidation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

MEEILHIQGGE
FHEASGGEYV
WAKGHYTEGR
LISKIREEYP
VLDNEALYDI
RELAVNLIFPF
CRRDPRHGEY
SEVCDIAPEG
EGHMDEMEFTE

QCGHQIGAKF
PRAVLMDLEF
ELIDSVLIDVY
DRMMMTFSVF
CERTLKLANE
PRLHFFMVGE
LTASAVFRGE
LEMASTFIGN
AESHMNDLVE

WEVICDEHGI
GTMDSLRSGE
REELENSDCL
ESPEVSDTVV
TEGDLNHLIS
LPLTSRGS0QQ
LSTEEVDEQM
STSIQEMFRE
EYQQYQDATR

’ Show predicted peptides also

’ Sort Peptides By

| ® Residue Number

(c)
(M) , Pho=spho
cuts C-term side of KR unless

(5T)

DHTGQYVGEDS
FGQIFREDNE
QGFQVCHSLG
EPYNLRTLSVH
ATMSGVTCCL
YSALSVEELT
MNIQNENSSY
VSEQFTAMFR
GEEEYEEEEE

next residue is P

PLOQLERIDVY
VEGQSGAGHN
GGIGSGHMGTL
QLVENADECH
RFPGOLNSDL
QOMWDEFIMM
FWEWIPNNVE
REAFLHWYIG
EYET

) Increasing Mass ) Decreasing Mass

Start - End Ob=erved Mr (expt) Mr (calc) Delta Mi== Sequnence
47 - 58 650.3596 1298.7046 1298.6143 0.0504 0 R.IDVYFNEASGGE.Y (Ions score E80)
a3 - 77 §24.4539 1646.8933 1646.85008 0O.0925 0 R.AVIMDLEPGTMDSLE.S (Ions score 56)
63 - 77 §32.4457 1662.8768 1662.7357 0.0811 0 R.AVIMDLEPGTMDSLE.S ©Oxidation (M) (Ions score 36)
63 - 77 560.6558 1678.9455 1678.73506 0.154% 0 R.AVIMDLEPGTMDSLE.S 2 Oxidation (M) (Ions score 43)
242 - 251 573.84%7 1145.6848 1145.5829% 0.101%9 0 R.FPGQLNSDLER.E (Ions score 58)
253 - 262 570.400% 1138.7872 1138.6862 0.1010 0 E.LAVHNLIPFPR.L (Ions score 39)
310 - 318 514.3330 1026.6515 1026.5498 0.1016 0 R.YLTASAVFR.G (Ions score 42)
325 - 336 4938 .9403 14593.7930 1493.64590 0.1500 0 EK.EVDEQMMNIQNE.N Oxidation (M) (Ions score 26)
337 - 350 848.9741 1695.9336 1695.8257 0.107%9 0 KE.HSSYFVEWIPNNVE.S (Ion=s score 27)
363 - 379 651.3504 1551.02%3 1%50.8815 0.1478 0 EKE.MASTFIGHNSTSIQEMFE.R 2 Oxidation (M) (Ions score 42)
381 - 390 6l6.3454 1230.6762 1230.5703 0.105% 0 R.VSEQFTAMFR.R ©O=xidation (M) (Ions score 5E)



gi|34733239 Putative tubulin alpha-2/alpha-4 chain

Protein View

Match t©

Oz

gl | 34733239 Score:

250

putative tobulin alpha-2/alpha-4 chain [Brassica napus]
Found in search of C:\Q35tar Share Data'200%31115MMENNOVITNESTHNOV1T . wiff

Hominal

mass

(M_}: 50089; Calculated pl wvalus: 4.

NCEI BLAST search of gi|34733239 against nr
Unformatted sequence string for pasting into other

Taxonomy :

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Erassica napus

Carbami
Oxid

14%

domethyl
ation

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MEECISIHMG
TFFSETGAGE
HNHNFARGHYTT
SLLLERLSVD
SILLDMNEATY
DVTEFQTHLWV
MMAKCDPRHG
FECGINYQPF
ERAFVHWYVE

QAGIQVGNAC
HVERAVFVDL
GEEIVDLCLD
YGEEESKLGET
DICRRSLNIE
PYPRIHFMLS
EYMACCLMYR
TVVEGGDLLE
EGMEEGEFSE

WELYCLEHGT
EPTVIDEVRT
RIEFLADNCT
VYPSPQWVSTS
EPFTYTHLHRL
SYAPVISAEE
GOVVEEDVHA
VORAVCHISH
ARFDLAALEE

[ Show predicted peptides also

[ Sort Peptides By

] i@ Residue

Start
41
ital

216
327
423

- End
- 60
- 79
- 229
- 336
- 430

Observed
660 .
851.
564d.
454 .
444,

0147 1
4592 1
3507 1
3343
T8a5

Number

Mr (expt)
977.0223
T00.983%9
690.0303
986.6541
887.5584

ic)
(M) , Fhospho
cuts C-term side of ER unless

137a.
1700.
16859.
986.
887.

(5T)

QEDGOMPGDE
GTYRQLFHEE
GLOGFLVFNAL
VVEPYNSVLS
VSGVISSLTA
AFHEQLSVLE
AVGTIETKRT
STSVAEVFER
DYEEVGLEGE

) Increasing Mass

Mr{caloc)
8752
8985
8798
5397
4600

a1

applications

next residue i=s P

TVGGGDDAFH
QLISGEFEDAR
VEEGETGSGLG
THSLLEHATDV
SLEFDGALNV
ITHSAFEPAS
IQFVDWCETG
IDHEFDLMYA
DOVDDEGEEY

©) Decreasing Mass

Delta
L1471
0854
L1505
L1144
.05984

[ I e Y e e Y o

1]

[ I e T e I

Mi== Seqmnence
E. TWGGGDDAFNTFFSETGAGE . H
R.AVFVDLEPTVIDEVR. T
R.S5LHIERPTYTHLHR. L

E.DVHAAVGTIE.T
E.EDLAALEE.D

(Ion=s =score 6£4)
(Ions =score T1)
(Iocns score 23)

(Ion=s =core 42)
(Ion=s score S51)




gi|408232 Proliferating cell nuclear antigen

Protein View

Match to: gi|408232 Score: 226
PCHA [Brassica napus]

Found in search of D:\5ixue Chen-don't delete please™\20091115MMZ\DECO1%\1856DECO4.wiff

Hominal mass (M ): 29375; Calculated pl wvalue: 4.61

NHCBI BLAST search of gi|408232 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Brassica napus

Fixed modifications: Carbamidomethvl (C)

Variable modifications: Deamidated (HQ),Gln->pvro-Glu (H-term Q) ,0Oxidation (M)
Cleavage by Tryvpsin: cuts C-term =ide of ER unless next residue i=s P

Sequence Coverage: 25%

Matched peptides shown in Bold BRed

1 MLELRLVQGS LLEEVLESIE DLVNDANFDC STTGFSLOAM DSSHVALVSL
51 LLERSEGFEHY RCDENLSMGM WNLGHNMSEMLE CAGHNDDIITI EADDGGDTWVT
101 FMFESPEQDE IADFEMELMD IDSEHLGIFD RZAEYHSIVEMF SHEFSEICED
151 LSTIGDTVWVI SVTEEGVEFS TAGDIGTANI VLROWNTIVDE PEDATVIEMN
201 EPVSLSFALR YMWSFTEATE LSDTWTISLS SELPVVVEYE VAEMGYIRYY
251 LAPEIEEDEE DEA

[ Show predicted peptides also

| SortPeptides By | @ Residue Number © Increasing Mass © Decreasing Mass

Start - End Ob=zerved Mr (expt) Mr (calc) Delta Mi==z Sequence
92 - 107 866.95919 1731.9653 1731.72598 0.2395 0 E.ADDGGDTVTFMFESPE.Q Oxidation (M) (Ions score 36)
150 - 164 T774.5522 1547.085%9 1546.8454 0.2445 0 E.DLSTIGDTVVISVTE.E (Ions score 58)
169 - 183 768.0436 1534.0726 1533.8151 0.2575 0 E.FSTAGDIGTANIVLR.Q (Ions score &68)
218 - 240 816.85961 2447.6666 2447.3047 0.3619 0 EK.ATPLSDTVTISLSSELPVWVEYK.V (Ions score 23)
255 - 263 535.3420 1076.66595 1076.4509 0.2186 1 E.IEEDEEDEA.- (Icns score 41)




gi|15238284 CBS domain-containing protein

Protein View

Match to: gi|l1l5238284 Score: 205
CBS domain-containing protein [Arabidopsis thalianal]
Found in search of D:“S5ixue Chen-don't delete please’\20031115MMZ\DECO1\2559 . wiff

Nominal mass (M_): 22829; Calculated pl walue: 9.10

HCBI BLAST search of gi|l5238284 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Arabidopsis thaliana

Fixed modifications: Carbamidomethvl (C)

Variable modifications: Deamidated (NQ),Gln->pyvro-Glu (H-term Q) ,0xidation (M)
Cleavage by Trvpsin: cuts C-term side of ER unless next residue iz P

Sequence Coverage: 15%

Matched peptides shown in Bold Bed

1 MOGVIRSFVS GGHVVEGSVL QHLEVINPAT QPSVFCSRSE STQPARMEES
51 GFESTTISDV MESEGESADG SWLWCITDDT VYDAVESMIQ HNVGALVVVE
101 PGEQQRALAGI ITERDYLEEI IVQGRSSEST EVGDIMTEEN FKLITVTFETE
151 VLRAMQIMTD WRIRHIPFVIE DEGMIGMVSI GDVVEAVVHE HREELQRLNA
201 YIQGGEY

[ Show predicted peptides also

| Sort Peptides By | @ Residue Number © Increasing Mass © Decreasing Mass

(Ions score 62)

Start - End Ohserved Mr (expt) Mr{calc) Delta Mis=s Sequence
132 - 141 568.3664 1134.7182 1134.5227 0.1956 0 E.VGDIMTEENKE.L (Ions score SE)
132 - 141 576.3654 1150.7163 1150.5176 0.1987 0 E.VGDIMTEENE.L Oxidation (M)
142 - 150 501.3762 1000.7375 1000.5805 0.1574 0 E.LITVTPETE.V (Ions score SE)
173 - 185 667.4555 1332.8%65 1332.6854 0.2071 0 E.GMIGMVSIGDVVR.A (Icons score T78)
173 - 185 683.4539 1364.89%33 1364.6752 0.2141 0 E.GMIGMVSIGDVVE.A 2 Oxidation

(M)

(Ion=s score

B7)




Protein View

Match ©

oz

gl |147799132 Score:

35

hypothetical protein [Vitis wviniferal]
Found in search of C:\Q5tar Share Data’\Z0091115MMZ\MNOV15\343HOV15.wiff

Hominal

mass (M ):

41562;

Calculated pI value: 8.

77

HCBI BLAST =secarch of gi|l1477939132 against nr

Unformatted sequence string for pasting into other applications
Taxonomy :

Fixed modifications:
Variable modifications:
Cleawvage by Trypsin:
Sequence Coverage:

Vitis

vinifera

2%

Carbamidomethyl
OCxidation

()

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

HEDPRCHEFL
VELEDTEEFY
GETYEESXER
DEFEESIALE
RCEELGHIEY
CFMVIDELDE
ELGEDEYVTH
RSVQSSEL

DTS5FILFER
LS5HNGLEFFLN
HTEVIAVQER
VITEEEEEVE
DCPEFYESERE
VHSHISDEDI
LGSFRPDQDE

HEFRTSESEL
QGICLHGEDHN
EYLTELFPFLEE
EDEQSEEDED
FREFFAMMAT
HDOVFQELYED
FRELASEVRGS

[ Show predicted peptides also

[ Sort Peptides By

Start
103
103
103

- End
- 110
- 110
- 110

Observed
547.3124
554.3108
554.3108

] @ Residue Number

1052 .6102
1106.6070
1106.6070

Mr (expt)

(M) , Phospho
cuts C-term side of ER unless

(5T)

LANRILNQLGY
ETIVEMITRF
LIGSIMTYET
LITTITREFNE
WSESEDESSE
LEFLGLENAS
ES5TRSDEID

0 Increasing Mass

Mr (calc)

1052 .4488
1106.4281
1106.4281

gi|147799132 Hypothetical protein

next residue is P

RSTSYSFFIE
TDLVNGLEAT.
HLVEEQREGE
FMEDERFEGR
EENEFEVANM
LEFEVQOLEE
SLGSLDSQSG

7 Decreasing Mass

Delta
0.1614
0.1789
0.1789

Mi=z=s Sequence

1 EK.TYEESTER.H
1 E.TYEESDER.H
1 E.TYEESDER.H

Phospho
Phospho
Phospho

{ST)
{ST)
{ST)

{Ions score

{Ions score

{Ions score




Figure S7

This set of supplemental data contains the information of the
coverage, peptides and MS/MS spectrum (if only one peptide

identified for the protein) of each protein identified to be redox
sensitive to MeJA treatment in guard cells by ICAT.



gi|8745521 Ribulose-1,5-bisphosphate carboxylase / oxygenase

Proteins Detected

N |[Unu...| Total
18.20] 1820
10.86| 10.86

.09] 8.09

Accessio...
Qi|22595
Qi|3745521
Qi|266331

Name Species Peptides(95%) | Biological Processes | Molecular Functions|

Brassica napus 28

PANTHER ID

myrosinase [Brassica napus]
ribulose-1 5-bisphosphate carboxylasefooygena...
Ribulose bisphasphate carboxylasesmall chain....

Brassica napus 10
BRAMNA 10

Protein Group 2 - ribulose-1,3-bisphosphate carboxylase/oxygenase [Brassica napus]

Proteing in Group

Peptides in Group

Unu...| Total

Sequence

Modifications

Cleavages

Prec MW

Spectrum

10.86| 10.86

CYHIEPVPGEETQFILY

ICAT-CIC @1

cleaved Y-\...

222216...

5.1.1.1448.2

0.00) 10.86

0.00| 10.86

ELGVPIVMHDY LTGGF TANTSLAHYCR

Oxidation(My@a
ICAT-C:13C(S)NCH@26

3216.68...

5.1.1.1446.3

0.00| 10.86

0.00| 10.86

GHYLNATAGTCEEMME

ICAT-CICH@ 11
Oxidation{Mugr4
Oxidation(Mygns

2013.98._..

5.1.1.1333.2

10.86

gil15732..

GHYLNATAGTCEEMMER

ICAT-C:13CHONCHE11
Oxidation{Mygr4
Oxidation(Mygns

4.1.1.1345.3

VALEACWVQRR

ICAT-C(C)H@5

1285.76...

5.1.1.1368.2

PLLGCI IKFPK

ICAT-C{C)@5

cleaved R-P...

1296.83...

5.1.1.1354.2

HEGRDLAVEGNEIIR

Gly-=Ser@3
Oxidation(Mp@11

missed R-D...

1730.03...

6.1.1.1559.2

AVYECLR

ICAT-C:13C(2)(C)@5

1088.57...

4.1.1.1377.4

FLFCRAEATYK

ICAT-C:13C(2)C)@4

1439.50...

4.1.1.1462.4

GRCYHIEPVPGEETQFIAY

Oxidation(RyE2
Cys->Thri@3

cleaved Y-\V...

2222.16...

5.1.1.1448.2

YGRPLLGCTIKFK

ICAT-C(C)@8
Thr-=Pro@d
Methyl{1}@10

1682.04...

5.1.1.1367.2

Mo ICAT(C)@5

cleaved L-D...

4.1.1.1380.4

Protein Sequence Coverage - ribulose-1,5-bisphosphate carboxylaseloxygenase [Brassica napus]

MSPQTETEASVGFEAGVE

AAFRVIPQPGVPPEERGRARAVALE

EYEGRCYHIEPVPGEETQFIAY VAYFLDLFEEGSVINMFT SIVGNVEFGFE

LGLSARNYGERAVYECLRGGLD _TKDDEN"‘."NSHPFI-IRNRDRFLF"T—;ERI YRSQAETGEIEGHY LNATAGTCEEMMERATF
[HAVIDEQENHGMHFEVLAKALRLSGGDHVHAGTVVGKLEGDEE ST LGFVDLLRDDYVEEDRSRGIFFTQDWVSLEGVLEVASGEIHV
LE.F!.CVQARNE GRDLAVEGHNE IIREACEWSPELAARCEVWEEITFNFFTIDELDGOD

_______7_'___FE___T:___J,C

ARELGVPIVMHDY LTGGFTANTS LAHYCRD

o

HMPALTEIFGDDSVLOQFGGGTLGHEWG




gi|17852 Ribulose bisphosphate carboxylase small chain, chloroplast precursor

Proteins Detected

N .| Total

Accessio...

Name

Species

Peptides(95%)

Biological Processes

Molecular Functions

PANTHER ID

10.86

qi|B745521

ribulose-1,5-bisphosphate carboxylaseteygena. ..

Brassicanapus

10

8.09

Qi[266891

Ribulose bisphosphate carboxylasesmall chain, ...

BRAMA

=

6.02

qil15224...

cytoplasmic aconitate hydratase[Arabidopsis th...

Arabidopsis thaliana

5.00

Qil15237...

translation elongation factor EF-Tu precursor, ch....

Arabidopsis thaliana

477

Qi|B0EEE...

oxalic acid oxidase [Brassica napus]

Brassicanapus

429

Q16232 .

reversibly glycosylated polypeptide-1 [Arabidops...

Arabidopsis thaliana

411

qil15235...

E-methyltetrahydropteroyltriglutamate—homocyst...

Arabidopsis thaliana

404

qil15222...

glyceraldehyde-3-phosphate dehydrogenase, pu...

Arabidopsis thaliana

4.0

qil15219...

ATPase 70 kDasubunit, putative [Arabidopsis th...

Arabidopsis thaliana

4.00

0i|3T46623

ATPsynthase beta subunit [Brassica napus]

Brassicanapus

3.71

qi|899226

malate dehydrogenase [Brassica napus]

Brassicanapus

IR IE S R R ES

Protein Group 3 - Ribulose bisphosphate carboxylase small chain, chloroplast precursor (RuBisCO small subunit)

Peptides in Group
Modifications
|ICAT-C:A3C(INCHET
ICAT-C{CHmE
ICAT-C{Chm4
|ICAT-C:13C(I)CHDd

Proteins in Group
Total
B8.09
8.09
8.09
8.09

[=Wals]

Prec MW
1855.15...
1717.86...
2183.17...
2259.25...

Nz =
RibuloseblE|
ribulose bi:
ribuioss bis,
rubisco 55U

Spechi &
R
411145
411147
511148

—
e L AT oA D LT D SRS AN C44 430

r 3

Accessio...
Qi|2668%
Qil17850
gli1972...
gl 17855

md T D

Cleavages
cleaved W-...

Sequence
KLPLFECTDSAOVLE
LPLFGCTDSROVLE
OVOCISFIAYKEFPSFTGA
WIPCVEFELEHGEVYR

L4
TS ST T TAT R T T

Protein Sequence Coverage - ribulose bisphosphate carboxylase /oxygenase small subunit [Brassica napus]

Mo S SML S SRRV I SPRAQATMVAPF T GLES SAAFPVIRFEANNDIT S IASHNGGRVSCHE VWP PVGEERFET LS Y LPDLTEVELGEEVDY LLRINEWIPCVEFELEHGFVYREHGSTPGY Y DGRYWIMIWKLE
LFGCTDSAQVLEEVECKTEYPNAFIRIIGFDNNRQVOCISFIAYRPPSFTGA




gi|8745523 ATP synthase beta subunit

Proteins Detected

N .| Total Accessio... MName Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHER ID
10 | 401 8| gi|16218... | ATPase 70 kDasubunit, putative [Arabidopsis th... | Arabidopsis thaliana

11 i 4.00 3| gi|l8745523 | ATP synthase beta subunit [Brassica napus] Brassicanapus
12 . 3.7 .G | Qi|g99228 | malate dehydrogenase [Brassica napus] Brassica napus

13 i 3851 | gi|16226... | putativetriosephosphate isomerase[Arabidopsi... | Arabidopsis thaliana

14 . 34 8| gi|1472... | unnamed protein product [Brassica napus] Brassicanapus

15 . 3.10 4| gi|16233... | cytosolictriosephosphatisomerase [Arabidopsis... | Arabidopsis thaliana

Protein Group 11 - ATP synthase beta subunit [Brassica napus] (=]

Proteins in Group Peptides in Group

Total | Accessio... Mam o Sequence Modifications Cleavages Prec MW Spectr +
4.00 | gi|8745523 | ATP synthase I DT LGOE INVICEVOOLLGNNE ICAT-C:13C(9)(C @11 I 2579.32... 5.1.1.152|E
4.00 | gi[T5336... | ATPsynthase d GRDTLGQEINVICEVQOLLGNHNE ICAT-C13CONCH@13 | missed R-D... . 2792.50... 4.1.1.148
4.00| g 56675... | atp synthase b GRIAQI IGPVLDVAFPPGE Asp-zLeu@12 cleaved L-... 1945.15... 311470

4.00| gl 14747 ... | ATP synthase . AVEMSATDGLKR Dethiomethy|{MyEd missed K-R. . 1202.68... 311178
Oxidation(DHE8
Oxidation(R@12

AVEMSLATDGLER Phospho(THE7" missed K-R... . 1298.83. . 3117
AVEMSATDGLKR Leu-=Asp@10 missed KR... . 1220.81... 2.1.1.187
AVAMSATEGLER Leu->Thr@10 missed K-R... g 1220.81... 9| 2.1.1.187
DEATAKATH LEMESELE Deamidated(N)@9 cleaved I-D... 1878.90... 4.1.1.166
DTLGQE INVICEVQQLLGNNE ICAT-C{C)@11 ! 2570.36... 6.1.1.168
DT LGQOE INWTICEVOQLLGHNE ICAT-C13C(2NCHE11 . 258042 5.1.1.153

DT T MAE TREF T ETINGAT T AR W AT -4 T OO iR 4 RSN IR A444R7
1 | 3

Protein Sequence Coverage - ATP synthase beta subunit [Brassica napus]

MREINFTISDPAVSIREEIIL GRIAQ IIGFVLDVAFFPPGEMPNIYHNALVVEGED T LGOEINVTCEVOOL LGNNRVEAVAMSATEGLERGHMDVVDMGHNPLEVEVGEE
TSPIHKSAPAFIDLDTILSIFETGIKVVDLLAPYRRGGRIGLFGGAGVGEIVLIMELINNIARAHGGVSVFGEGVGERTREGHNDLYMEMEESG ELL

AEYFRDVHNEQDVLLFIDNIFRFVQAGSEVSALLGRMP SA“."G:{HPTLSF&EI{.:SLHERITSTKK.:S ITSIHE‘.”Y‘.’ PADDLTDPAPATTFAHLDATTVLSRGLAAKGIYPAV] DPLDST STMLOQPRIVGEEH
YETAQQVEOTLORYFELQDITAILGLDELSEEDELTVARARKIERFLSQPFFVAEVFIGEPGEYVGE GFHLILSGEFDSLPEQAFYLVGNIDEATARATNLEME SKLEE

GVINEL




gi|899226 Malate dehydrogenase, mitochondrial precursor

Proteins Detected

N ...| Total Accessio... Name Species Peptides|95%) | Biological Processes | Molecular Functions| PANTHER ID
18.08 4| gi|22505 myrosinase [Brassica napus) Brassica napus 26
10.64 8| gi|87456521 | ribulose-1 B-bisphosphate carboxylasefoxygenas. .. | Brassica napus
g.04 5| gi|8%9226 | malate dehydrogenase [Brassica napus] Brassica napus
6.02 9| gi|408727 | ribulose-1,5-bisphosphate carboxylase joxygenas... | Brassica napus
5.40 (0| gi|87456623 | ATPsynthase beta subunit [Brassica napus] Brassica napus

522 5| gi[15218... | germin-like protein [Arabidopsis thaliana) Arabidopsis thaliana

Protein Group 3 - malate dehydrogenase [Brassica napus] [=]

Proteing in Group Peptides in Group
Tofal | Accessio... Name e Sequence Modifications Cleavages Spectrun =

8.04 | gi|899226 | malate dehydrogena... AGEGSATLSMAYAGALFAD. . | Trimethyl K)@3 missed K-.. 4 5111343,

8.04| i|2497857 | Malate dehydrogena... %ﬁ%ﬂﬁgﬁg@n E
GLNGVPDVWECSYVOSTIT.. | Deamidated(N)@3 5111468
ICAT-C(C)@11

YCPHALVNMISNPVNSTVE.. | ICAT-C:13C(9)(C)@2 51.1.1381.
Oxidation(M)@9
YCPHALVEMISNEVNSTVE.. | ICAT-C(C)@2 i K... 30... 51.1.1361.
Oxidation(M)@9
AKYCPHALVNMISNPVNST.. | Formyl@N-term 90... 51.1.1361.
No ICAT(C)@4

Oxidation(M)@11
SMAY AGALFADACLE Oxidation[M)@2 4.1.1.1477.
ICAT-C:13C(9)(C)@13
LNPLVSSLS LYDIANTPGY.. | Methylthio(N)@2 5.1.1.1361..

Oxidation(N)@27 -

I

Protein Sequence Coverage - malate dehydrogenase [Brassica napus]

MERSALVESSASAKQSLLERSFS5G5VPEREVAIL FLALLMKLNPLVSSLSLYDIANT PGVARDVGHINTRSOVVGYMGDDNLAKALEGADLVIIFAGVERE

LWEAIARYCPHALVNMISNPVNSTVEIAAREIFKKAGH Y DEKFK LEGVI TLDVVEVEL SYAGKANVEVAEVNVPAIVGHAGVT ILPLFSHATP-_‘FLILS.:DALTV'I'TKR_ QDGGTEVEERFAGEGSATLSM
AYAGALFADACLEGLNGVEDVVECSYV)STITELFFFASEVRELGFNGVEEVLDLGPFLSDFEFEGLEALRPGIKST IEEGVEFAND




gi|13487709 ADP-glucose pyrophosphorylase small subunit

Proteins Detected [=]
N |(Unu...| Total | % Cov | Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHER ID o
16 356 356 E8.1| gi|15224... | cytoplasmic aconitate hydratase[Arabidopsis thal... | Arabidopsis thaliana 3
17 347 347 83.3| 0i|4%358... | photosystem |l protein [Brassica oleraces] Brassica oleracea 5 —
18 340 340 £3.9| gi[15238... | translation elongation factoreEF-1 alpha chain (g... | Arabidopsis thaliana 2
191 3.22 322 G9.0| gi|13487... | ADP-gluecose pyrophosphorylase small subunit [B... | Brassicarapasub... 1
200 280 282 80.3| gi[15226... | putativetriosephosphate isomerase[frabidopsis... | Arabidopsis thaliana 1
21 2.78 297 63.8 | gi|6503064 | myrosinase [Brassica napus] Brassicanapus 2 &7

Protein Group 19 - ADP-glucose pyrophosphorylase small subunit [Brassica rapa subsp. pekinensis]

Proteins in Group Peptides in Group
Total Accession # MName et Sequence Modifications Cleavages
3.22 | gi[13487709 ADP-glucose py i SCISEGAIIEDTLLMGADY.. | ICAT-C:13C(8)Cl@2

3.22| gi7688095 ADP-glucose pyrof F""_‘;E‘é:”m;@g
LIDIEVSNCLNSNISK CAT-C:13C @9
3.22| g 17865468 Glucose-1-phosph (BKC)

NEHLSBAYLSHMEEYE Oxidation(Myg12 cleaved L-M... L 10, 5.1.1.1255.

ANRAVPLGANYRLIDIPVS.. | Deamidated(R)@3 missed R-A... A5... 7.1.1.1833..
ICAT-C[C)@21
Deamidated{N)@25
Deamidated(N)@36
Deamidated(N)@41
ATAFGLMKIDDEGRIIEFA . missed K. ] 3464.20... 7.1.1.2014.
AVPLGANYR Deamidated(N)@7 L 960.6767 3.1.1.1788.
DEGR cleaved DD...| 0. 475.3261 4.1.1.1451 .
DEGR cleaved DD...| 0. 475.3508 3.1.1.1658..
ETDADI TVAALEMDEK L 1718.13... 4.1.1.1484.
P

Protein Sequence Coverage - ADP-glucose pyrophosphorylase small subunit [Brassica rapa subsp. pekinensis]

MATMARTGSLE FVPSS55NHTRRELS S5 5QRKTLSFS555LTGERLNPTQEIIISHLPRWQREENATDSFE 15 SVLGIILGGGAGTRLYPLTEERANRAVPLGANYR
IYVLTQFNSASLNRELSRAYASNMGGYENE GEVEVLAAQOSPENPIWEFQGTADAVRQYL ! ! FMDYERFIQAHRETDADITVAALPMDERRSTAFGLMEIDD
RLEAMEVDTTILGLDDERAKE IPFIASMGIYVVSENVMLDLLRDQFPGANDEFGSEVI i YWEDIGTIEAFYNANLGITEEPVPDFSFYGRSAPIYIQPR
SVIGLESCISEGATIEDTLLMGADYYETDADRTLLA AKGRVPIGIGENSHIKRAI IDENARTIGDNVEL INTDNVOEARRETDGYFIKSGIVIVIEDAL
IPSGIVI




gi|15220881 Putative aldehyde dehydrogenase

Proteins Detected [=]

N |Unu...| Total | % Cov | Accessio... Name Peptides(95%) | Biological Processes | Molecular Functions| PANTHER ID -
28| 2.08| 2.08 ET.1]| qi|156233...
28 202| 202 60.3| gi|15225...
3o 2 2.0 53.3| gi|15236...
31 2.01 2.01 46.7 | gi|15220...
32 2 2.0 B7.1| Qi|15231...

33| 200] 2.00 53.9| qi|16231...

Species
Arabidopsis thaliana

probable H+transporting ATPase[Arabidopsis th...

hypothetical protein [Arabidopsis thaliana) Arabidopsis thaliana

hydroxymethyltransferase [Arabidopsis thaliana] Arabidopsis thaliana

putative aldehyde dehydrogenase[Amabidopsis th... | Arabidopsis thaliana

monodehydroascorbate reductase (MADH)- like... | Arabidopsis thaliana

CDCA48 - like protein [Arabidopsis thalianal

RN R P I I

Arabidopsis thaliana

Protein Group 31 - putative aldehyde dehydrogenase [Arabidopsis thaliana]

Peptides in Group

Proteins in Group

Total

Accession #

Name

Sequence

Maodifications

Cleavages

Spectrun ~

20

gil15220881

putative aldehyde

LGPALACGNTVVLE

ICAT-C{C)@T

4111847 |

LIGGR

cleaved L-L...

6| 8.1.1.2230.

AFARALFRENVGDFF

cleaved F-...

5| 5.1.1.1649.

AFAPALEENWVGDFFE

Deamidated(R)@8
Deamidated(N)@9

missed K-A...

5.1.1.1257..

ALERNVGDPFESGIEQGPQ...

Phospho(5)@22

missed K-R...

5.1.1.1361..

ANNSEY GLAAGVETON LD T...

Oxidation(R)@5
Deamidated(R)@22

missed R-Y...

6.1.1.1682..

ANNSEY GLAAGVETON LD T...

Deamidated(R)@5
Deamidated(N)@16

missed R-Y...

7.1.1.2000.

ATDEIFGPVOTILE

Oxidation(F)@6

cleaved I-A...

6.1.1.1343.

AVEN

Deamidated(N)@4

cleaved A-...

1.1.1.4724.

DEGFWPEMTAYERSEI LFR. ..

cleaved F-...

71118314

TRT TN T ATV AT AT ST A %

mimmeed P A

-
O A A BADO

b

Protein Sequence Coverage - putative aldehyde dehydrogenase [Arabidopsis thaliana]

I-WR.:AHR:('SNLIJ—;AVENTITPP‘.-’K‘IEPTHLLI

GREFVDAVSGRKIFPTLDPRNGEVIAGVSEGDAEDVNRAVE

FSDVEDDMLIATDEIFGEVQT ILKFEDLDEVIARANNSRYGLAAGY ETHNLDTRPRLI{RALR"_ IVWINCFDVLDASIFFG

QGPOV! DSEHFNKILK

HE 'ET-s.._-rT-s.'I' LOAGGDRL
T :]{S GIGRERGIYSLNNYLOVEAVVI SLENPAWNL




gi|15239772 Aspartate aminotransferase Asp2

Proteins Detected [=]

Unu...| Total Accessio... Name Species Peptides(95%) | Biclogical Processes | Molecular Functions| PANTHERID =
1.52 152 5| gi|[15231... | ketol-acid reductoisomerase [Arabidopsis thaliana] | Arabidopsis thaliana 1
1.52 152 8| gi|15238.._ | aspartate aminotransferase Asp2[4rabidopsis th... | Arabidopsis thaliana 1

1

Protein Group 53 - aspartate aminotransferase Asp2 [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Accession # Name Spec —_ Sequence Modifications Cleavages | AMass | Prec MW
Qi[15239772 aspartate aminotran... | Arabidop . VGRALSIVCE ICAT-C{ChEds 0.1282( 1116.76...
gil 15239078 aspartate aminotransf... | Arabidops, . GVIVLY cleaved L-G_.. | 0.0861| 8084031

AMADRITSMEKOLFERIRTR | Oxidation(Di@E4 missed R-l... D.1313] 2438.41_.
L LU

Protein Sequence Coverage - aspartate aminotransferase Asp2 [Arabidopsis thaliana]

LGVIVAYNHNDE SPVRINLGVGAYRTEEGKPLVLDVVERAEQQLVNDPSRVREY IPIVGISDFNELSARLILGADSFAITES RV'I'T‘."QCLS._-;T.JSLR‘."GT-;EFLKTI-’ YHQSV
IYIPEPTWGNHPEVFHNLAGLSVEYFRYYDPA __:"'LLEDL.:F;BPS.:BI" I ] FSLLPFFDSAY(Q FAS.:SLDTDBHS‘."R ROSYRFN
MGLYGERVGALS INCESADVASEVESQVELVVREPMYSS I SIV K i 4 SHE: . GDT K 1 H FEFHIYMTSDG
RISMAGLSSKIVPHLADAMHAAVTRLG

Fragmentation Evidence

| [veaLsveiconk

Residue b b+2 ¥ y+2

100.0757 505415 11166445 553.8250
157.0972 79.05221 1017.5761 509.2917
2281343 114.5708 9605547 430.7810
341.2183 171.1128| 889.5176 4452624
428.2504| 214.5288 776.4335 383.7204
541.3344| 2711703 689.4015 3452044
v 540.4028 320.7051 576.3174 288.8823
Clcol 970.5390 485773 477.2490 2391281
K 1088.6340 £45.8206| 1471128 74.0600




gi|15231608 3-isopropylmalate dehydratase-like protein (small subunit)

Proteins Detected [=]
N |Unuw...| Total | % Cov | Accessio... Name Species Peptides(35%) | Biological Processes | Molecular Functions| PANTHER ID -
66 1.53 153 74.7| gi|28974... | HAD-dependentisocitrate dehydrogenasebsta ... | Brassicanapus 1
&7 1.53 153 62.8| gi|16231 ... | 3-isopropylmalate dehydratase-like protein (small_.. | Arabidopsis thaliana 1 —
83 1.52 1.63 38.8| gi|16238_.. | aspartateaminotransferase Asp? [Arabidopsis th... | Arabidopsis thaliana 1 -

Protein Group 67 - 3-isopropylmalate dehydratase-like protein (small subunit) [Arabidopsis thaliana]

Proteing in Group Peptides in Group
Total Accession # Name Sequence Modifications £ Cleavages Spectrum
1.53 | pi|15231608 J-isopropylmalat, . EHAFVCLGRRGRK ICAT-C:13C(8NC D6 5.1.1.1265.3
1.52| gi15224227 3-isopropyimaiate EKLGSF Oxidation(F)@e cleaved F-... 1.1.1.16829.4

(92| gl 15224222 3-isopropyimalate EDGSSLLINHTTEE Glu-=pyro-Glu@N-term| missed R-K... 3.1.1.1864.2
Deamidated{N)@9

i |

M T S LNP T LER S LAS SHEN S CT LC PSP L LR S A S TIFNY K P LT 335 AT I ITRVAAS S SDSGESITRETFHGLCFVLEDNIDI DI IPAEYGT LIPS IPEDREKLGSFALNGLPEFYNERFVVEG

EMESEYSVIIGGDNEGCG SYARIFFRNCVATGEIFPLESEVRICDECKIGDVVIIEHFEDGSSLLINHTTRREYKLEPLGDAGFVIDAGGIFAYARKAGMIPSA

Fragmentation Evidence

| [EHAPVCICINGAAGAK

Residue ] b+2 Vi y+2
130.0498| 555236 1450.7773| 730.3923
267.1088| 134.0580| 13307347 685.8710
336.1459| 1595766 1193.6758| 597.3415
4351987 218.1030| 1122.6387| 561.8230
634.9671| 257.6372| 10255859 513.2988
873.4334| 437.2204| 0265175 453.7624
936.5175| 433.7624| 587.3511| 2941792

1043.5380| 522.2731| ATA3671| 237.8372 . 1.28)

11145761| 557.7917| 417.2456| 209.1264 ] I 338

: 404 b 84T geg 1002 86

1185.6132| 593.3102| 346.2085| 173.6079 1 g canhg OO

1 P4 | | 55.55 . ) 140

1242 8347 521.8210 Ak 138.0693 1 ||L|| I||ﬁl:h,|,” 1l |n||.. i1l |'|I “L' | ] |I||I|| “ | l il |

1313.6718| ©57.3395| 218.1489| 109.5735 500 500 1000 1400

14417667 7213370 147.1128|  74.0500 miz, Da

210 1321.84

1073.71 . 1338 .5




Proteins Detected

gi|60686421 Oxalic acid oxidase

N |Unu...| Total | % Cov | Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHER ID
4 6.02 6.02 69.4| gi|15224... | cytoplasmic aconitate hydratase[4rabidopsis th... | Arabidopsis thaliana 4
5 5.00 5.00 42.0] gi|15237... | translation elongation factor EF-Tu precursor, ch... | Arabidopsis thaliana 3
G| 477 477 T8.7| gi|60686... | oxalicacid oxidase [Brassica napus] Brassicanapus 4
7 429 4289 EEE| gi|15232... | reversibly glycosylated polypeplide-1 [Arabidops... | Arabidopsis thaliana 2
3 41 411 88.9( gi|15238_.. | b-methylietrahydropteroyltriglutamate-homocyst. .. | Arabidopsis thaliana 4
9 4.04 4.04 82,4 gi|15222... | glyceraldehyde-3-phosphate dehydrogenase pu... | Arabidopsis thaliana 2

Protein Group 6 - oxalic acid oxidase [Brassica napus]

Proteins in Group Peptides in Group

Modifications
ICAT-C13C(9)(CH@o
ICAT-C{C)@6
ICAT-C{C)@6
ICAT-C:13C(8)C @8
ICAT-C(C)@e
ICAT-C(C)@2

ICAT-C:13C(B)HCHED
His-=GIn@14

ICAT-C113G(9)(C)@2
ICAT-C(C)@®
ICAT-G:13C(9)(C)@?
ICAT-C(C)@2

Total
4.77

&77

Accession #
gil60636421
gl 15218535
gl914911
gl 1169941

Name Sequence
AETPAGYPCIRPIHVE
SVOQDFCVANLER
SVQDFCVANLE
RAETPAGYPCIRPIHVE
AETPAGYPCIRPIHVE
AETPAGYPCIRPIHVE

RETPAGYPCIRPIHVE

Cleavages

oxalic acid oxidase

germin-like protein [A cleaved &-5...

cleaved A-S...

&77

germin-like protein

477

Germin-like protein 1.

| m el alal sl

RETPAGYPCIRPIHVE
RETPAGYPCIRPIHVE
RETPAGYPCIRPIHVE
RETPAGYPCIRPIHVE

Protein Sequence Coverage - oxalic acid oxidase [Brassica napus]

MLREIIFLLSLLFALSNASVODFCVANLKRAETPAGY PCIRPITEVELSDFVFSLGTPGN T TNIISAAVT PGFVAQFPALNGLGI STARLDLAPKGVIPMETHPGASEVLFVLDGSITAGET

QTLEPGQVMVE




gi]15238686 Homocysteine S-methyltransferase

Proteins Detected

N |Unu...| Total | % Cov | Accessio... Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHER ID
4 5.02 6.02 89.4| gi|15224... | cytoplasmic aconitate hydratase[Arabidopsis th... | Arabidopsis thaliana 4
5 5.00 500D 42 0| gi|15237... | translation elongation factor EF-Tu precursor, ch... | Arabidopsis thaliana 3
& 477 477 78.7| gi|80686... | oxalic acid oxidase [Brassica napus] Brassicanapus 4
T 429 429 58.5| gi|18232... | reversibly glycosylated polypeplide-1 [4rabidops... | Arabidopsis thaliana 2
gl 411 411 68.9( gi|15238... | 5-methyltetrahydropteroyltriglutamate—homocyst... | Arabidopsis thaliana 4
] 404 4.04 82.4| gi|15222... | glyceraldehyde-3-phosphate dehydrogenase, pu... | Arabidopsis thaliana 2

Protein Group 8 - 5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase [Arabidopsis thaliana]

Proteing in Group

Peptides in Group

Total Accession #

Name

Sequence

Modifications

Prec MW

4.1/ gil15238686

b-methyltetrahyd

CVEPEVIYGDVSREK

ICAT-C(C)@1

1884.18...

4.00| gl 15228634

putative methioning 5)

HETCYQIALATKDEVEDLEK

ICAT-C(C)@4

2573.49...

WVNEMLAVLEON ILWVNFDCGLE

Oxidation(N)@2
Deamidated({Q)@10
Trp->Phe@14
ICAT-C:13C(9)(C)@19

2710.37...

VPELGPEVEFSYASHE

Oxidation(Kuas

cleaved 1.

1802.77 ...

AMKGVDESFEL LSLLPEILF

Oxidation(F)@3
Oxidation({P}@20

cleaved P-l...

2170.20...

AMKGVDESFELLSLLPEILFP

Oxidation(F)@3
Oxidation(P)@20

cleaved P-l...

2170.20...

AMKGVDESFELLSLLPEI LPIYEEVITEL..

Oxidation([K)@3

cleaved E-...

AMKGVDESFELLSLLPETILPIYEEVITEL..

Oxidation(P)@42

missed K-...

ﬂxldatlon{l(:@.ﬁz

HTHMCYSHFN

'_STEEDLHK‘.- SADLRSS :'.':;115__—_:_3_

TEFIFSNTFAHY

ASR..SSPR‘;’INEGVQKAAAALK.:SDHRRI—LTN“.'SI—LRLDA KKLNLPILPT.T'I'L:SFPHT‘IELRR‘J’R-
 RCVEPPVIYGDVSRPEAMTVEWSAMAQSMT SRELM

GMLTGEVT ILNI

WESEVENDOFEHETCYQIALATEDEVED LERGGIGVIQIDEAALREGLPLRESEHAFYLDWA'
DIIESIIDMDADVITIENSRSDERLLSVFREGVEYGAGIGPGVYDIHSPRIPSSEE IADRVNEMLAVLEQN I LWVHNPDCGLEIREYTEVEPALENMVDAARK LIRS QL

HNASVPAMEMTEWFDTNYHY IVPELGPEV




gi|89257688 Streptomyces cyclase / dehydrase family protein

Proteins Detected =]
N |Unu...| Total | % Cov Accession # Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANT =
45 2.00 2.00 56 4| gi|157849770 ERD12 pratein [Brassica rapé Brassicarapa 1
47 2.00 2.00 550 | gi|89257638 Streptomyces cyclase/dehydrasefamily protein [.. | Brassica oleracea 1 —
43 1.88 3.838 BB.§ | gi|152368220 mitochondrial elongation factor Tu [Arabidopsis th... | Arabidopsis thaliana 3 o
< [ &
Protein Group 47 - Streptomyces cyclase/dehydrase family protein [Brassica oleraceal (=)
Proteins in Group Peptides in Group
N |Unu...| Total Accession # Name Con... | Conf Sequence Modifications Cleavages AMass | Prec MW | z | Sc Spectr ~
47 2.00| 2.00| gil39257638 Streptomyces cycla 2.00 99| SELAQSIAEFHTYHLGPGS.. | ICAT-C:13C(9)(Cl@m20 0.3256| 3161.86...| 5| 16| 5.1.4.431
0.00 1| MPEQLTEFEER Oxidation{M)@1 0.1901| 1203.73...| 2| 9| 611124 _
Neamidatadl Cmd
€| T | N BN [T | »

Protein Sequence Coverage - Streptomyces cyclase/dehydrase family protein [Brassica oleracea]

VGCTRAVHNVISGLPANT STERLDILDDERRVIGEFSIIGGEHRLTNYESVITV

Fragmentation Evidence

ISELAQSIAEFHTYH LGPGSCICS]SSLHAQR

Residue b b+2 ¥ y+2 o
| 7203777 365.1925| 2547.2608| 12741341
A 800.4149 400.7111| 24341768 | 1217.5920 6000
E 9284575 4852324 23631397 | 1182.0735 5500
F 1076.5259 538.7666| 22340971 1117.5522 5000 1
H 1213.5848 607.2960| 20387.0287( 410440130
T 1314.6325 BE7.8129| 1940 2897 975.4885 4500 1
N 1477.6958 738.3515| 1848.9221 9249647 4000 1
H 1614.7547 207.2310| 1685.8587 843.4330 Z13s00 {189,
L 1727.8388 864.4230| 1548.7998 774.9036 Em ]
G 1784.8602 302.9338| 1435.7158 718.3615 -
P 1881.9130 941.4501| 1378.6943 639.8508 E 2500 1
G 1933.9345 60,9709 1281.6415 641.3244 2000
= 20259665 | 1013.4389( 12246201 512.8137 1500 4
el 236851329 1183.0701| 1137.5880 569.2977
= 24521649 | 122855861 798.4217 390.7145 1600
= 25301983 | 12701021 711.3896 356.1985 800 1
L 28522810 13288441 6243576 312.6824 o-
H 2789.3383| 13851736 511.2736 256.1404 i o
> | pppp—— e P— .__l_.}._

b4+

10
-

.21

Mt ol bl

200 400 600 800

1000

ey

I7E.43
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0i]15235668 Extensin-like protein

Proteins Detected [=]
N |Unu...| Total | % Cov Accession # Mame Species Peptides|95%) | Biological Processes | Molecular Functions| PANT +
38| 200 2.00 405| gi|15235668 extensin-like protein [Arabidopsis thaliang] Arabidopsis thaliana 1 =
39 2.00 2.00 62.0| gi|15224339 unknown protein [Arabidopsis thaliana] Arabidopsis thaliana 1 -

4 ] b
Protein Group 38 - extensin-like protein [Arabidopsis thaliana] (=]

Proteins in Group Peptides in Group
N |Unu...| Total Accession # Name « || Con... " | Conf Sequence Modifications Cleavages AMass | Prec MW | z | 5c Sper ~
38| 2.00| 2.00| gi|15235668 extensin-like |:~r4::pt£:i‘:| 2.00 99| TPRSICQLEE |GAT-C:13C (90 CHEE 0.1267( 1304.88...| 2| 14| 41.1.1%

0.00 200 gi15230420 disease resistance p - 0.00 <1| ADIGELENVTVF Deamidated{R@5 cleaved P-A._ | 016183 134983 21 10] 31117 =

< | T | 3 4| ] | b

Protein Sequence Coverage - extensin-like protein [Arabidopsis thaliana]

WLNEIIFMNNGLI
SF3CERSVIFREEVV
PFPP‘."YSSPPPPPSPI&PTPVY"TRPPE FFFH
FEFEFPEVYYSSFPFFEVYYSSFFFFFEVHYS

IPASIC.QLPRI.ENFI‘ =] :['NFFI..—:EAP‘."CLRLPEFDDRRN.,LP.:RPE\,‘R._ (ELo] LSRPPVNCG
F E EPPPPPPPVYSPPE F EPPPPPPPVYSPPE F E FFFFFFFFVYSFFFESFPFFFFEFVYSFEEE EPPPPPPPVYSP

Fragmentation Evidence

| |IPASICICETQLPK

Residue b b+2 ¥ y+2 ] , , = . /5 /B 7| . k8 '3 1
I 1140913|  57.5493| 1305.7646| 653.3859 3500 - "tz a3 Q ‘B bT*‘ﬁh}- y10+2 o BT T |ba o g
P 2111441| 106.0757| 1192.6805| 595.3439 3000 1 2441
A 2821812| 1415942| 1096.6278| 548.3176 2500
-
5 369.2132| 1851103 1024.5907| 512.7990 % 2000 |
I 432.2073| 2416623 937.5588| 459.2830 2]
CIGel] B21.4637| 4112355| B24.4746| 412.7409 ] ]
Q 9405203 475.2643| 485.3082| 2431577 1600 7 21117 AR
: 500 ] 2 | 27 468127 | | £aq ap 31948 (93259 || 4ozhe 119¢.89
L 1062.6063| 531.8068| 357.2496| 179.1285 ] . “ ] ] ' . . :
o . 1l J--r Lok .|.I.|..l|“lla|.l.| e etinap ey nee il L i L dun dal Ll ,
" 1150.6591)  5H0.3337 (ERRtEn| 1275864 0 100 200 300 400 500 800  T7OO 80D 90D 1000 1100 1200 1300
K 1287.7540| 644.3807| 147.1128|  74.0600 miz, Da




gi|15235889 Multicatalytic endopeptidase complex, beta subunit

Proteins Detected [=]
N (Unu...| Total | % Cov Accession # Mame Species Peptides(95%) | Biological Processes | Molecular Functions| PANT »
28| 2200 220 381 | gi[18231715 fructose bisphosphate aldolase- like protein [ara.. | Arabidopsis thaliana 1
27| 207 207 43.3| gi|15235882 multicatalytic endopeptidase complex, proteasom.... | Arabidopsis thaliana 1
28 2068 2086 E7.1| gi]152338%1 probable H+transporting ATPase[Arabidopsis th... | Arabidopsis thaliana 2
28 2.02 202 60.3| gi|152256545 hypothetical protein [Arabidopsis thaliana) Arabidopsis thaliana 1 =
3| 20m 20 63 3| gi|15236375 hydroxymethyltransferas e [Arabidopsis thaliana] Arabidopsis thaliana 2
3 201 20 457 | gi|15220881 putative aldehyde dehydrogenase[Arabidopsis th... | Arabidopsis thaliana 1
32 201 20 67.1| gi|16231702 monodehydroascorbate reductase (NADH)- like... | Arabidopsis thaliana 1
- |'1'1 AL vl e) EA G| AiliEII4TTE AR libamratain TArahidancic }h::lirarnd Arabhidaneic thaliana 4 1 il

Protein Group 27 - multicatalytic endopeptidase complex, proteasome precursor, beta subunit [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Total Accession # Name o 7 Sequence Modifications Cleavages Prec MW
2.07 | gi|15235889 multicatalytic endop... i ITOLTDNVYVCR ICAT-C13C(SHChE11 L 1660.08...
207 gl41352685 putative proteasome 2. i TSTEMYVANRRSDE Deamidated(Ru@10 missed R-A_ . L 1616.98...

2.07| gl41352683 putative profeasoms 2. QEHETDIA
LSDKITOLTONVYVCRSGS.. | Deamidated(N)@11 | missed K. | 0. 358471
ICAT-C:A3C(9)(C)@15

AVSLATARDGASGGVVR Deamidated(R)@3 missed R-O... ! 1685.95...
EVSLAIARDGASGGVVRIV.. | Methyl(R)@8 missed RO I 3602.94..
ITQLTDHVIVCR ICAT-C(Cy@11 L 1661.06...

LNLDAPHSMGTTIT Oxidation(D)@4 cleaved D-... 1497.72...
1

DNMIFEEREQLVVEKAVSLATARDGASGGVVRIVIINSEGVTRENFYPGDELQLE




gi|15237059 Translation elongation factor EF-Tu precursor, chloroplast

Proteins Detected

=

N |(Unu...| Total | % Cov | Accession # Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHERID =
4 6.02 6.02 689 4| gi|152245380 cytoplasmic aconitate hydratase[Arabidopsis th... | Arabidopsis thaliana 4
5| 500 500 42 0| gi|15237059 translation elongation factor EF-Tu precursor, ch.... | Arabidopsis thaliana 3
& 477 477 T8.7| gi|aDEs6421 oxalicacid oxidase [Brassica napus] Brassica napus 4
T 429 4.29 5B.5| gi|15232865 reversibly glycosylated polypeplide-1 [frabidops... | Arabidopsis thaliana 2
g 4.11 4.1 53.9| gi|152388588 B-methyltetrahydropteroyltriglutamate-homocyst... | Arabidopsis thaliana 4
4 m | »

Protein Group 5 - translation elongation factor EF-Tu precursor, chloroplast [Arabidopsis thaliana]

Proteing in Group

Peptides in Group

Total

Accession #

Name

Sequence

Modifications

5.00

Qil16237059

translation elongatk

HSPFFAGYRFQFY

HY AHVD CPGHADYWE

ICAT-C{C)@T

IWVVE LIVPVACEQOGME

ICAT-C:13C(9)(C)@11
Oxidation(M)@15

AGDNVGLLLRGIQRAD IQR

Deamidated(N)@4
Deamidated(R)@10
Oxidation(K)@14
Oxidation(R)@19

ATSAPARACSSSSR

Protein Terminal
Acetyl@N-term
Oxidation{P)@5
ICAT-C:3C(9)(CHms
Oxidation(R)@13

PI EHRHTELPFLLB‘IED‘.'FSIT.:R:_ :

GRHSPFFAGYRPQFYMETT DVI GEVIEIMNDEDEE SEMVMPGDRVE

FAIREG K’I“

GVIGTILE




gi|414103 Myrosinase

Proteins Detected [=]
N |Unu...| Total | % Cov | Accession # Name Species Peptides|{95%) | Biological Processes | Molecular Functions| PANTHERID =+
|
1] 18.20| 13.20 86.7 | gi|22585 myrosinase [Brassica napus] Brassica napus 28
2| 10.88| 1088 61.2| gi|8745621 ribulose-1 5-bisphosphate carboxylaseloxygena .. | Brassica napus 10 b
4 1 | »

Protein Group 1 - myrosinase [Brassica napus]

Proteing in Group Peptides in Group
Unu...| Total Accession # Sequence Modifications Spectrum

18.20| 18.20 pil22595 ADEE ITCEENNPFTCSNTDILSSK Asp>Ser@2 1.1.1.1849.3

. ICAT-CIC)@T
0.00] 18.20 gi[127733 A“Jsglg,l
1.55| 3.57| gi|15239559 ICAT-C[C)@15

AGSDLENGDTTCESYTR Deamidated(N)@7 4.1.1.1358.2
ICAT-C:13C(9)(C)@12

C5PMVD TRHRCYGGNS STEPY IVAHNQLL.. | No ICAT(C)@1 5.1.1.1437.2
Oxidation(M)@4
Oxidation(H)@9
ICAT-C{C)@11

DEEITCEENNPFTCSNTDILSSKE ICAT-C:13C(9)(C)@m6 1.1.1.1826.2
Deamidated(N)@9
Asn->5er@i10
ICAT-C:13C(9)(C)@m14
IDYLCSHLCFLR ICAT-C{CHDE 1936.08.... 4.1.1.14580.2
ICAT-C{CH@o
QIIQDFEDYAD LCFK GIn->pyro-Glu@N-term 2056.04... 5.1.1.1513.4
ICAT-C(C)@13
QIIODFEDYAD LCFEEFGGE GIn->pyro-Glu@N-term 2583.29... 5.1.1.1523.2
ICAT-C:A3C(9)(C)@m13
CSOWVDERCYGEDSSTERPYIVAHNOLLAH. . | ICAT-C{CHD1 missed K-R... | - 4605.58... 41.1.1454.4
Oxidation(Wyad
ICAT-C{CH@DD
Asp-=Gly@13

RGDTTCESYTR ICAT-C:A3C(9)(C)@6 51113163

(T |

Protein Sequence Coverage - myrosinase [Brassica napus]

MELLHGLALVFLLAARSCKADEETI TCEENNPFTCSNTDILSSKNFGEDFIFGVAS SAYQIEGGRGRGVNVWDGF SHRY PEFKAGSDLENGD T TCESY TRNQEDVDVHMGELNATGYRFSFAWNSRI IPEGE
VERGVHNGGLDYYHRLIDALLERNIT PFVI LFEWDLPQT LODEYEGFLDEQIIQDFEDYAD LCFEEFGGEVEHEWITI CSPMVDTEHRCYGGNSSTEPY IVAHNQLLAH
ATVWDLYRTEYEFQFEGEIGPVMITRWEFLEFFDESDE PLTEGRYPDIMEQIVGSRLPNFIEEEAELVAGSYDFLGLNY YVIQYAQPEPNPYPSETHTAMMDAGVELTYDHS
RGEFLGPLFVEDEVHGNSY Y Y PEGIYYVMDYFETE QARIADYFRIDYLCSHLCFLREVIEEFGVHVEGY FAW. GFIVREFGLSYVNWEDLDDENLEESGE
EWYQRFINGTVENAVEQDFLRSSLE5Q5QKERFADA




Proteins Detected

gi|14928472 Type 2 peroxiredoxin

Sl

UL

»

l

UL

N Unu...| Total | %... ¥ | Accession # Hame Species Peptides({95%) | Biological Processes | Molecular Functions PANTHER ID =
ar 1.72 1.72 93.8 | gi|119880 Ferredoxin BRAMNA 1 B
24 2.00 2.00 92 .6| gi|33032224 unknown [Brassica rapal Brassicarapa 1
23 2.00 2.00 91.5| gi|15231702 monodehydroascorbate reductase (MADH)- like... | Arabidopsis thaliana 1 -

< [ ] »
Protein Group 34 - unknown [Brassica rapal =]
Proteins in Group Peptides in Group

N (Unu...| Total Accession # Name Specie ~ || | Con...~ | Conf Sequence Modifications Cleavages sMass -
34 2.00 2.00| gi|83032224 unknown [Brassicar... | Brassica raEl 2.00 58| VILFGVPGAFT FTCSMK ICAT-C:1 3C (914 0.11}4E|:|
34| 0.00| 2.00| gi4928472 type 2 peroxiredoxin... | Brassica ra B

0.00 00| gi 15218877 type 2 peroxiredoxin, ... | Arabidopsis 000 il | EEERER T P -l SR A Y BTN EEEUEL L || ey
= o [ E———— Erp—————— pr— 0.00 = 1| RHGETY PENEHVEFVRDGSGEYTHLLGLE.. | Oxidation(H] missed K-T... | -0.0163 «

Protein Sequence Coverage - type 2 peroxiredoxin [Brassica rapa subsp. pekinensis]

MAPIAVGDVVPDGS I SFFDEND LTV EVHSLAAGKE VI LFGVPGAFTPTCSMREVEPGFIERR
REALLIDNLEVIVANVESGGEFIVSSADDILEAL

HGVDEIICFSVNDPFVHMEAWGE T Y PENKHVEFVADGSGEYTELLGLELDLEDEGLGVRSE

Fragmentation Evidence

IVILFGVPGAFI'PTC[CBI]SH[OXT]K

Residue b b+2 ¥ y+2

W 100.0757 BOB41E| 2020.0693| 10105383
| 213.1598 107.0835 | 1921.0009 9E81.0041
L 326.2433 163.6255( 1807.9163 90445821
F 473.3122 2371593 1694.8328 947.9200
G 530.3337 285.6705| 1547.7544 T74.3858
W 529.4021 3152047 | 1490.7429 T45.8751
P T26.4549 363.7311| 1391.6745 696.3409
] 783.4763 392.2418 | 1294.6217 547.5145
A 854.5135 43F7. 7604 | 12378002 §19.3038
F 1001.5819 501.2946 | 1166.5631 B533.78582
T 11026295 551.8184 | 1019.4947 510.2510
P 1198.6823 500.3443 918.4470 459.7272

1300.7300 650.8685 821.3943 411.2008
C[CSI] 1639.5964 320.4518 T20.3466 3606769
s 1726.9284 863.9673 381.1802 191.0938
M[Oxi] 1873.96308 937 4855 294.1482 1476777
K 2002.0587 | 1001.5330 147.1128 T74.0800

\-1 1-2 1-3
4500 ¥ v2| ||y
yA+BP | bE+EHEH
2000 185.17
3500 22413
3000 81.17
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22500 -
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Proteins Detected

gi|15225545 Hypothetical protein

m

N |(Unu...| Total | % Cov | Accession # Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHERID =+
21 2.06 2.06 51.9| gi|15240264 NADH dehydrogenase (ubiguinone)(EC 1663)... | Arabidopsis thaliana 1

22 202 202 73.3| gi|15225545 hypothetical protein [Arabidopsis thalians] Arabidopsis thaliana 1

23| 202 202 542 gi|15241482 formate dehydrogenase (FOH) [Arabidopsis thali... | Arabidopsis thaliana 2

241 2M 201 61.8| gi|15242723 putative protein [Arabidopsis thaliana] Arabidopsis thaliana 1

261 2M 201 67.3| gil4T045613 monodehydroascorbate reductase [Brassicajun_.. | Brassica juncea 1

26 2M 201 41.0| gi|15239543 cytosolic malate dehydrogenase[Arabidopsis th... | Arabidopsis thaliana 2

27 200 200 74.5| gi[15233891 probable H+transporting ATPase[Arabidopsis t... | Arabidopsis thaliana 3

28 200 200 891.5| gi[15231702 monodehydroascorbate reductase (MADH)- like... | Arabidopsis thaliana 1

|29 200 2.00 B0.8| gi[15235763 leucyl aminopeptidase-like protein [Arabidopsis... | Arabidopsis thaliana 1 |

] n 3

Protein Group 22 - hypothetical protein [Arabidopsis thaliana]

Proteins in Group

Peptides

in Group

Accession #

Name

Sequence

Modifications

gil15225545

hypothetical protein...

MCCLFINDLDAGAGR

Oxidation(M)@1
ICAT-C:13C(9)(C)@2
ICAT-C:13C(9)(C)@3

SFOCELVMAR

ICAT-C:13C(9)(C)@4
Oxidation(M)@8

APLSLNGSGSGAVSAPASTFLGREVVTVS...

Deamidated(N)@6

1

Protein Sequence Coverage - hypothetical protein [Arabidopsis thaliana]

LAV STVGAINRAPLSLNGSGSGAVSAPASTFL ._-rIﬂ(‘."‘.l“I".' SEFAQSNEESNGSFEVLAVEEDEQT DGDEW
DEEFYIAPAFMDELVVHITENFLTLFNIEVPLILGIWG
IADNPTN‘;'QLPGI‘TI’NEEENARVPIICTGNDFSTLYEPLIRD.:RI{EK. Y

GEGRGESFQCELVMARMGINF IMMSAGELE SGHAGEPARLIRQRYREARDLIFEGFMCCLFIND LDA.GA.GR.-- GITQ

TTVHHOMVHAT LI'!N
TREDRIGVCEGIFRIDEIFDEDIVILVDQFPGRSIDFFGALRARVYDDEVRKFVESLGVERIGERELVNSREGFEFVEE




gi|15227359 Unknown protein

Proteins Detected [=]
N |Unu...| Total | % Cov | Accession # Name Species Peptides(95%) | Biological Processes | Molecular Functions| PANTHERID =
32 2.00 2.00 80.4| gi|15227359 unknown protein [Arabidopsis thaliana] Arabidopsis thaliana 2 —
33 2.00 2.00 39.1| gi|58743485 Putative Acttin-related protein4 (ARP4) [Brassic... | Brassica oleracea 1 -
< | 10 |

Protein Group 32 - unknown protein [Arabidopsis thaliana]

Proteins in Group Peptides in Group
Accession # Name ) Modifications Prec MW
Qil15227359 unknown protein [Ar... ICAT-C:13C(9)(C)ms 1492.92...

1 |

Protein Sequence Coverage - unknown protein [Arabidopsis thaliana)

MD L35L5LCLFLICIIYLPQHSLACGSCNPREGGERHSPRAPELFVEPPVIVPELPVPEVIVPELFVEFPVIVPELFVPPVI IPELEVPPVIVPELEFVEPPVIVEFELPVPEVIVPELPVPEVIVEELEV
PEVIVPELPVPEVIVPELPLPPISGLFIFPVVGFNLPLFPLPIVGPILPPGTTPPATGGEDCFPFPGSVEPPSGGGRATCFIDT LELGACVDLLGGLVELGLGDPAVNECCPLLEGLVEVEARACT.CT
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Figure S8. Histogram of measured ICAT ratio distribution of each experiment. (a)-(c) ICAT replicates 1, 2 and 3 of ABA
treated guard cells. The overall average of the ABA-ICAT ratio is 1.023 and 71.27% of the peptides fall into the range of
0.8-1.2. (d)-(e) ICAT replicates 1, 2, and 3 of MelJA treated guard cells. The overall average of the MeJA-ICAT ratio is 1.031
and 69.54% of the peptides fall into the range of 0.8-1.2. In all six experiments, the average ICAT ratio is 1.024. Nearly
70% of the ICAT labeled peptides have the ratio within the range of 0.8-1.2. Therefore, a cut-off value of 20% change of
the ICAT ion intensity (red dash in figure) was chosen to reflect the genuine quantitative differences.
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