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Table S1

Spot Map Table: ROJA130919

Gel# Image name Gel ID Type Label No.of Spots Matched Group Details of Group (Reference Figure 1)

ROJA130919 Gel-1 (sample 1) Cy3.gel 87216 DIGE Min Cy3 2660 1997 Condition 1 Davison- D+H - replication 1
Gell ROJA130919 Gel-1 (sample 13) Cy5.gel 87216 DIGE Min Cy5 2660 1997 [ Condition 2 Surge- D+H - replication 1

ROJA130919 Gel-1 STANDARD CY2.gel 87216 DIGE Min Cy2 2660 1997 Internal Standard

ROJA130919 Gel-2 (sample 14) Cy5.gel 95353 DIGE Min Cy5 2603 1980 Condition 2 Surge- D+H - replication 2
Gel2 ROJA130919 Gel-2 (sample 2) Cy3.gel 95353 DIGE Min Cy3 2603 1980 Condition 1 Davison- D+H - replication 2

ROJA130919 Gel-2 STANDARD CY2.gel 95353 DIGE Min Cy2 2603 1980 Internal Standard

ROJA130919 Gel-3 (sample 15) Cy5.gel 15276 DIGE Min Cy5 2597 1943 Condition 2 Surge- D+H - replication 3
Gel 3 ROJA130919 Gel-3 (sample 3) Cy3.gel 15276 DIGE Min Cy3 2597 1943 Condition 1 Davison- D+H - replication 3

ROJA130919 Gel-3 STANDARD CY2.gel 15276 DIGE Min Cy2 2597 1943 Internal Standard

ROJA130919 Gel-4 (sample 16) Cy5.gel 78820 DIGE Min Cy5 2577 1951 Condition 4 Surge- Control - replication 1
Gel4 ROJA130919 Gel-4 (sample 4) Cy3.gel 78820 DIGE Min Cy3 2577 1951 Condition 3 Davison- Control - replication 1

ROJA130919 Gel-4 STANDARD CY2.gel 78820 DIGE Min Cy2 2577 1951 Internal Standard

ROJA130919 Gel-5 (sample 17) Cy5.gel 77001 DIGE Min Cy5 2625 2024 Condition 4 Surge- Control - replication 2
Gel5 ROJA130919 Gel-5 (sample 5) Cy3.gel 77001 DIGE Min Cy3 2625 2024 Condition 3 Davison- Control - replication 2

ROJA130919 Gel-5 STANDARD CY2.gel 77001 DIGE Min Cy2 2625 2024 Internal Standard

ROJA130919 Gel-6 (sample 18) Cy5.gel 49317 DIGE Min Cy5 2698 2080 Condition 4 Surge- Control - replication 3
Gel6 ROJA130919 Gel-6 (sample 6) Cy3.gel 49317 DIGE Min Cy3 2698 2080 Condition 3 Davison- Control - replication 3

ROJA130919 Gel-6 STANDARD CY2.gel 49317 DIGE Min Cy2 2698 2080 Internal Standard

ROJA130919 Gel-7 (sample 19) Cy5.gel 76213 DIGE Min Cy5 2799 2799 Condition 6 Surge- Heat - replication 1
Gel 7 ROJA130919 Gel-7 (sample 7) Cy3.gel 76213 DIGE Min Cy3 2799 2799 Condition 5 Davison- Heat - replication 1

ROJA130919 Gel-7 STANDARD CY?2.gel 76213 DIGE Min Cy2 2799 2799 Internal Standard

ROJA130919 Gel-8 (sample 20) Cy5.gel 74003 DIGE Min Cy5 2671 2067 Condition 6 Surge- Heat - replication 2
Gel 8 ROJA130919 Gel-8 (sample 8) Cy3.gel 74003 DIGE Min Cy3 2671 2067 Condition 5 Davison- Heat - replication 2

ROJA130919 Gel-8 STANDARD CY2.gel 74003 DIGE Min Cy2 2671 2067 Internal Standard

ROJA130919 Gel-9 (sample 21) Cy5.gel 45487 DIGE Min Cy5 2601 2090 Condition 6 Surge- Heat - replication 3
Gel9 ROJA130919 Gel-9 (sample 9) Cy3.gel 45487 DIGE Min Cy3 2601 2090 Condition 5 Davison- Heat - replication 3

ROJA130919 Gel-9 STANDARD CY2.gel 45487 DIGE Min Cy2 2601 2090 Internal Standard

ROJA130919 Gel-10 (sample 10) Cy3.gel 57557 DIGE Min Cy3 2666 2007 Condition 7 Davison- Drought - replication 1
Gel 10 ROJA130919 Gel-10 (sample 22) Cy5.gel 57557 DIGE Min Cy5 2666 2007 Condition 8 Surge- Drought - replication 1

ROJA130919 Gel-10 STANDARD CY2.gel 57557 DIGE Min Cy2 2666 2007 Internal Standard

ROJA130919 Gel-11 (sample 11) Cy3.gel 54236 DIGE Min Cy3 2607 1989 Condition 7 Davison- Drought - replication 2
Gel 11 |ROJA130919 Gel-11 (sample 23) Cy5.gel 54236 DIGE Min Cy5 2607 1989 Condition 8 Surge- Drought - replication 2

ROJA130919 Gel-11 STANDARD CY2.gel 54236 DIGE Min Cy2 2607 1989 Internal Standard

ROJA130919 Gel-12 (sample 12) Cy3.gel 15200 DIGE Min Cy3 2482 1987 Condition 7 Davison- Drought - replication 3
Gel 12 ROJA130919 Gel-12 (sample 24) Cy5.gel 15200 DIGE Min Cy5 2482 1987 Condition 8 Surge- Drought - replication 3

ROJA130919 Gel-12 STANDARD CY2.gel 15200 DIGE Min Cy2 2482 1987 Internal Standard
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ROJA130919 Protein Ratio

Cut off ;: 1.5 fold, P value <= 0.1

Table S2

Genotypes comparison for different stresses

Stress Comparison on different genotypes

Surge/Davison; Control Surge/Davison; Drought Surge/Davison; Heat Surge/Davison; D+H Drought/Control; Davison Drought/Control; Surge Heat/Control; Davison Heat/Control; Surge D+H/C; Davison D+H/C; Surge
Assigned ID | Original No. Appearance Condition 4 / Condition 3 Condition 8 / Condition 7 Condition 6 / Condition 5 Condition 2 / Condition 1 Condition 7 / Condition 3 Condition 8 / Condition 4 Condition 5/ Condition 3 Condition 6 / Condition 4 Condition 1/ Condition 3 Condition 2 / Condition 4
P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio P-value Av. Ratio
1 375 33 (36) 0.47 -1.59 0.7 -1.04 0.00088 -2.09 0.23 -1.19 0.71 -1.23 0.78 1.24 0.58 1.11 0.42 -1.18 0.78 1.01 0.26 1.35
2 368 36 (36) 0.11 -2.14 0.47 -1.18 0.0036 -2.8 0.32 -1.18 0.72 1.02 0.26 1.85 0.23 1.42 0.75 1.08 0.45 1.17 0.018 2.12
3 487 33 (36) 0.76 -1.08 0.15 -1.52 0.0064 -2.09 0.58 11 0.17 -1.2 0.25 -1.69 0.8 -1.04 0.048 -2.02 0.11 -1.36 0.62 -1.16
4 490 36 (36) 0.33 -1.18 0.05 -1.55 0.0013 -1.71 0.84 -1.04 0.74 -1.02 0.3 -1.34 0.29 1.04 0.18 -1.39 0.32 -1.13 0.84 1.01
5 495 36 (36) 0.41 1.23 0.26 -1.24 0.091 1.39 0.35 1.14 0.42 -1.3 0.017 -1.99 0.63 -1.18 0.82 -1.04 0.24 -1.47 0.03 -1.58
6 500 36 (36) 0.63 1.12 0.27 -1.16 0.061 1.76 0.26 1.17 0.032 -1.7 0.015 -2.2 0.23 -1.41 0.52 1.11 0.019 -2.05 0.017 -1.96
7 511 36 (36) 0.15 1.47 0.038 1.36 0.0069 2.79 0.16 1.23 0.79 1.02 0.67 -1.06 0.21 -1.57 0.12 121 0.51 1.17 0.92 -1.02
8 533 36 (36) 0.13 151 0.31 1.33 0.01 4.15 0.38 -1.11 0.93 1.01 0.55 -1.12 0.58 -1.18 0.0015 2.33 0.85 1 0.022 -1.66
9 601 36 (36) 0.11 1.82 0.018 1.5 0.0013 3.34 0.0088 1.31 0.7 1.05 0.1 -1.15 0.39 -1.56 0.0015 1.18 0.49 1.18 0.0057 -1.18
10 572 36 (36) 0.15 13 0.47 1.09 0.011 1.53 0.57 1.04 0.6 -1.08 0.13 -1.29 0.045 -1.39 0.28 -1.18 0.22 1.2 0.8 -1.04
11 576 36 (36) 0.065 1.29 0.036 1.19 0.023 1.94 0.11 -1.11 0.054 -1.35 0.0016 -1.47 0.24 -1.29 0.15 1.16 0.51 1.06 0.0092 -1.35
12 593 36 (36) 0.2 111 0.46 -1.11 0.0077 1.76 0.49 1.08 0.086 -1.26 0.009 -1.55 0.063 -1.34 0.074 1.18 0.22 -1.2 0.015 -1.24
13 684 36 (36) 0.11 1.74 0.49 1.14 0.0068 3.14 0.17 1.11 0.42 1.23 0.2 -1.24 0.54 -1.32 0.024 1.37 0.21 1.45 0.43 -1.08
14 689 36 (36) 0.08 1.94 0.2 1.27 0.0054 3.77 0.22 1.12 0.58 1.14 0.043 -1.34 0.61 -1.29 0.02 15 0.28 1.38 0.03 -1.25
15 704 33 (36) 0.18 1.35 0.63 -1.1 0.0059 1.74 0.34 121 0.49 1.18 0.19 -1.25 0.9 -1 0.0033 1.28 0.76 1.09 0.67 -1.03
16 727 36 (36) 0.24 -1.3 0.39 -1.17 0.022 -2.18 0.46 1.15 0.44 1.08 0.54 1.2 0.32 1.24 0.31 -1.35 0.83 -1.02 0.17 1.46
17 733 36 (36) 0.99 1.03 0.64 -1.08 0.91 -1.01 0.07 1.54 0.0069 -1.52 0.14 -1.69 0.0096 -1.3 0.2 -1.35 0.012 -1.64 0.73 -1.09
18 781 36 (36) 0.53 -1.34 0.45 -1.22 0.077 1.62 0.6 1.16 0.71 -1.22 0.58 -1.11 0.18 -1.8 0.39 1.2 0.6 -1.29 0.47 121
19 779 36 (36) 0.36 -1.19 0.3 -1.31 0.53 -1.07 0.072 1.27 0.042 1.18 0.91 1.07 0.031 -1.22 0.82 -1.09 0.5 1.06 0.077 1.61
20 796 36 (36) 0.27 1.34 0.18 111 0.0066 1.74 0.46 111 0.69 -1.21 0.00068 -1.47 0.73 -1.19 0.16 11 0.61 -1.25 0.0017 -1.51
21 802 36 (36) 0.45 1.22 0.16 -1.28 0.025 2.6 0.25 111 0.85 -1.03 0.0015 -1.6 0.45 -1.56 0.0038 1.37 0.52 -1.49 0.0015 -1.64
22 813 36 (36) 0.32 1.36 0.36 -1.18 0.026 2.68 0.081 1.18 0.98 -1.11 0.0021 -1.78 0.44 -1.57 0.0041 1.25 0.45 -1.57 0.0003 -1.83
23 835 36 (36) 0.61 1.08 0.76 1.04 0.031 1.83 1 -1.02 0.54 1.12 0.51 1.09 0.69 -1.14 0.00039 1.47 0.63 1.12 0.84 1.01
24 843 36 (36) 0.98 -1.04 0.063 1.45 0.02 1.65 0.65 -1.07 0.57 -1.16 0.14 1.29 0.49 -1.21 0.0064 1.41 0.8 -1.09 0.11 -1.12
25 888 36 (36) 0.42 1.94 0.064 3.04 0.00052 3.33 0.36 1.35 0.23 1.35 0.26 2.12 0.34 -14 0.47 1.23 0.64 1.16 0.95 -1.24
26 857 33 (36) 0.13 14 0.099 1.27 0.022 2.8 0.57 1.09 0.39 -1.28 0.082 -1.41 0.15 -1.72 0.2 1.16 0.25 -14 0.0039 -1.8
27 941 33 (36) 0.33 12 0.26 1.12 0.025 1.88 0.7 -1.02 0.83 1.02 0.53 -1.04 0.22 -1.46 0.24 1.07 0.88 -1 0.025 -1.23
28 940 36 (36) 0.26 2.04 0.17 1.47 0.0003 8.13 0.18 -1.25 0.85 -1.05 0.54 -1.45 0.38 -1.81 0.075 2.21 0.42 1.27 0.21 -2.01
29 988 36 (36) 0.65 1.34 0.83 -1.01 0.016 3.59 0.05 -1.59 0.75 1.04 0.7 -1.31 0.49 -1.51 0.16 1.77 0.49 1.22 0.39 -1.74
30 1001 36 (36) 0.34 1.99 0.56 1.26 0.0071 3.78 0.048 -1.49 0.14 1.73 0.72 1.09 0.77 1.14 0.11 2.16 0.071 1.85 0.57 -1.61
31 997 36 (36) 0.32 1.63 0.37 1.35 0.0018 4.59 0.11 -1.37 0.85 -1 0.69 -1.21 0.48 -1.48 0.074 1.89 0.52 1.2 0.14 -1.88
32 981 36 (36) 0.31 1.57 0.55 1.22 0.0042 4.2 0.13 -1.29 0.32 141 0.76 11 0.75 -1.22 0.033 2.19 0.23 1.51 0.44 -1.34
33 1031 36 (36) 0.34 1.62 0.29 1.31 0.011 3.93 0.12 -1.22 0.52 12 0.95 -1.04 0.89 -1.07 0.047 2.26 0.42 1.24 0.29 -1.6
34 956 36 (36) 0.43 1.32 0.52 11 0.077 2.34 0.28 -1.27 0.056 -1.86 0.034 -2.24 0.42 -1.32 0.22 1.34 0.057 -1.93 0.014 -3.23
35 1206 36 (36) 0.3 -1.17 0.027 -1.47 0.0015 -1.57 0.21 -1.16 0.073 1.26 0.96 1.01 0.024 14 0.65 1.05 0.12 121 0.23 1.22
36 1132 36 (36) 0.31 1.29 0.039 1.47 0.0013 2.35 0.27 1.08 0.32 -1.28 0.56 -1.12 0.036 -1.99 0.63 -1.09 0.77 1.03 0.4 -1.15
37 1133 36 (36) 0.14 1.31 0.076 1.47 0.00032 2.76 0.078 1.21 0.026 -1.44 0.23 -1.29 0.0058 -1.94 0.48 1.08 0.32 -1.14 0.19 -1.23
38 1047 33 (36) 0.72 1.45 0.36 1.28 0.0094 2.84 0.066 -1.89 0.79 -1.08 0.87 -1.23 0.41 -1.36 0.31 1.44 0.56 1.15 0.23 -2.4
39 1081 36 (36) 0.42 2.36 0.25 2.11 6.80E-06 8.71 1.90E-01 -1.79 6.80E-01 -1.14 9.00E-01 -1.28 2.80E-01 -1.47 1.30E-01 251 9.60E-01 -1.01 1.50E-01 -4.28
40 1041 36 (36) 0.42 3.47 0.23 2.07 0.0071 30.38 0.2 -1.91 0.78 -1.12 0.94 -1.88 0.32 -3.64 0.21 2.41 0.29 1.67 0.44 -3.96
41 1049 36 (36) 0.35 2.87 0.1 2.43 0.0066 17.56 0.28 -1.44 0.97 -1.53 0.76 -1.81 0.42 -3.1 0.23 1.98 0.42 1.29 0.34 -3.18
42 1076 36 (36) 0.71 -1.05 0.85 11 0.024 4.28 0.24 -1.43 0.36 -2.82 0.044 -2.46 0.28 -3.15 0.19 1.42 0.36 -2.81 0.006 -3.83
43 1079 36 (36) 0.48 1.43 0.8 1.22 0.015 7.89 0.095 -1.8 0.38 -4.05 0.054 -4.75 0.34 -4 0.33 1.38 0.22 -6.7 0.0043 -17.27
44 1147 36 (36) 0.083 1.35 0.93 1.01 0.02 1.15 0.89 1.02 0.78 1.01 0.23 -1.32 0.029 1.12 0.83 -1.04 0.007 1.53 0.35 1.15
45 1151 33 (36) 0.1 1.34 0.26 11 0.0083 1.54 0.023 1.18 0.78 -1.02 0.098 -1.25 0.098 -1.27 0.35 -1.1 0.83 1.02 0.12 -1.11
46 1170 36 (36) 0.35 1.19 0.7 1.04 0.00054 1.37 0.36 1.16 0.32 -1.31 0.0076 -1.5 0.23 -1.38 0.011 -1.2 0.26 -1.41 0.0092 -1.44
47 1169 36 (36) 0.35 1.23 0.92 1.02 0.0077 1.56 0.083 1.19 0.42 -1.28 0.036 -1.54 0.3 -1.37 0.51 -1.08 0.32 -1.35 0.029 -1.39
48 1187 36 (36) 0.38 1.24 0.35 1.1 0.021 2.09 0.62 1.06 0.94 -1.05 0.2 -1.19 0.64 -1.23 0.024 1.36 0.93 -1.05 0.15 -1.23
49 1185 36 (36) 0.39 1.15 0.99 1.01 0.052 1.67 0.94 1 0.57 1.11 0.79 -1.03 0.89 -1.03 0.0097 1.41 0.32 1.2 0.62 1.04
50 1152 33 (36) 0.26 1.26 0.82 1.02 0.047 1.71 0.52 1.23 0.38 1.19 0.78 -1.04 0.78 -1.06 0.078 1.28 0.89 -1.03 0.75 -1.06
51 1194 36 (36) 0.29 1.34 0.27 1.18 0.043 2.19 0.28 1.16 0.7 1.05 0.61 -1.08 0.88 -1.06 0.017 1.55 0.7 1.05 0.5 -1.1
52 1171 36 (36) 0.21 1.59 0.16 1.46 0.012 3.32 0.24 1.25 0.74 -1.33 0.13 -1.45 0.38 -1.73 0.18 1.2 0.57 -1.48 0.0056 -1.88
53 1348 36 (36) 0.054 -1.34 0.0012 -1.66 0.079 -1.3 0.78 1.02 0.21 1.13 0.37 -1.1 0.4 1.09 0.44 1.12 0.29 -1.29 0.56 1.06
54 1359 36 (36) 0.28 1.23 0.17 -1.12 0.077 1.57 0.074 1.44 0.48 -1.21 0.00019 -1.67 0.54 -1.19 0.73 1.07 0.2 -1.49 0.0041 -1.27
55 1490 36 (36) 0.038 -1.77 0.62 1.11 0.071 -1.5 0.91 1 0.53 1.13 0.005 2.22 0.65 1.11 0.013 1.31 0.61 1.16 0.0026 2.05
56 1423 36 (36) 0.025 -1.38 0.36 -1.17 0.0058 -1.79 0.76 -1.02 0.092 1.24 0.11 1.46 0.037 1.47 0.15 1.13 0.044 1.28 0.0018 1.73
57 1501 36 (36) 0.083 -5.24 0.045 -1.99 0.003 -2.7 0.23 -1.84 0.48 -2.1 0.51 1.26 0.64 -1.8 0.67 1.08 0.63 -1.75 0.26 1.62
58 1635 36 (36) 0.07 -1.21 0.0027 1.31 0.53 -1.07 0.55 11 0.37 1.06 0.0012 1.68 0.95 1 0.44 1.13 0.84 -1.01 0.025 1.32
59 1689 36 (36) 0.36 1.09 0.047 1.52 0.061 -1.14 0.062 13 0.14 1.2 0.02 1.68 0.02 1.43 0.007 1.16 0.16 1.27 0.00026 1.51
60 1712 36 (36) 0.62 1.04 0.026 1.49 0.67 -1.03 0.037 141 0.29 1.18 0.00078 1.69 0.088 1.22 0.14 1.14 0.83 -1.03 0.0044 1.32
61 1745 36 (36) 0.55 1.25 0.0012 2.7 0.44 1.45 0.6 -1.14 0.31 1.14 0.023 2.48 0.62 1.44 0.3 1.68 0.0068 2.87 0.045 2.02
62 1677 36 (36) 0.1 1.46 0.41 1.26 0.0093 14 0.2 -1.22 0.53 -1.18 0.16 -1.37 0.94 -1.05 0.2 -1.09 0.83 1.01 0.015 -1.76
63 1565 36 (36) 0.059 -3.5 0.2 -1.42 0.00071 -2.92 0.09 -1.43 0.64 -1.46 0.17 1.69 0.79 -1.33 0.46 -1.11 0.68 -1.42 0.023 1.73
64 1653 36 (36) 0.00065 -1.47 0.057 -1.28 0.052 -1.29 0.56 -1.06 0.024 -1.32 0.081 -1.15 0.012 -1.5 0.0005 -1.31 0.0033 -1.69 0.01 -1.22
65 1633 36 (36) 0.37 1.11 0.29 1.09 0.054 1.42 0.64 1.04 0.054 -1.29 0.032 -1.31 0.083 -1.37 0.51 -1.07 0.0067 -1.41 0.019 -1.5
66 1634 36 (36) 0.079 -3.14 0.019 -2.31 0.0013 -2.56 0.0056 -1.85 0.9 -1.25 0.85 1.09 0.98 -1.16 0.58 1.06 0.81 -1.31 0.013 1.3
67 1578 36 (36) 0.064 -4.01 0.4 -1.24 0.00062 -4.5 0.57 -1.16 0.67 -1.53 0.19 2.11 0.92 -1.3 0.11 -1.46 0.45 -1.81 0.019 1.91
68 1619 36 (36) 0.83 -1.06 0.66 1.09 0.06 1.79 0.98 -1.01 0.26 -1.29 0.44 -1.12 0.18 -1.51 0.13 1.26 0.41 -1.23 0.34 -1.17
69 1639 36 (36) 0.07 -3.83 0.058 -2.09 0.00082 -5.31 0.017 -1.48 0.65 1.01 0.18 1.84 0.58 1.06 0.21 -1.31 0.98 -1.23 0.0019 211
70 1522 36 (36) 0.2 3.02 0.26 3.64 0.0035 10 0.58 -1.37 0.36 -1.62 0.61 -1.35 0.2 -2.14 0.29 1.55 0.57 -1.35 0.052 -5.57
71 1605 36 (36) 0.3 -3.12 0.047 -2.55 0.00049 -1.89 0.32 -1.97 0.62 -1.08 0.99 1.13 0.99 -1.51 0.54 1.09 0.7 -1.75 0.67 -1.1
72 1670 36 (36) 0.12 -2.71 0.019 -1.84 0.0011 -2.35 0.022 -1.62 0.43 1.22 0.062 1.79 0.83 -1.07 0.61 1.08 0.79 -1.04 0.059 1.61
73 1579 36 (36) 0.094 -1.3 0.88 1.01 0.062 -1.31 0.76 -1.03 0.36 1.2 0.0051 1.59 0.55 -1.09 0.38 -1.1 0.15 1.22 0.03 1.55
74 1720 36 (36) 0.13 1.35 0.09 1.2 0.034 1.6 0.23 1.16 0.79 -1.07 0.1 -1.21 0.62 -1.13 0.45 1.05 0.75 1.04 0.24 -1.12
75 1737 36 (36) 0.23 1.43 0.58 1.18 0.0084 2.27 0.44 1.13 0.84 -1.13 0.21 -1.37 0.57 -1.27 0.14 1.24 0.23 -1.63 0.0053 -2.08
76 1838 36 (36) 0.25 1.43 0.67 1.22 0.019 1.95 0.66 1.09 0.65 1.08 0.68 -1.08 0.97 -1.02 0.11 1.33 0.32 -1.49 0.025 -1.95
77 1839 36 (36) 0.29 1.86 0.12 2.39 0.00049 3.9 0.38 1.31 0.94 -1.13 0.84 1.14 0.23 -1.8 0.52 1.17 0.5 -1.42 0.21 -2.01
78 1835 36 (36) 0.83 1.02 0.85 1.01 0.017 1.47 0.92 -1.04 0.89 1 0.81 -1.01 0.42 -1.17 0.1 1.22 0.15 -1.45 0.015 -1.53
79 1950 36 (36) 0.25 1.62 0.35 1.87 0.0042 3.75 0.17 1.29 0.81 -1.17 0.79 -1.01 0.23 -1.75 0.28 1.32 0.36 -1.5 0.083 -1.89
80 2196 36 (36) 0.12 1.54 0.017 1.54 0.0012 2.4 0.068 1.29 0.72 -1.14 0.4 -1.13 0.23 -1.46 0.46 1.07 0.94 -1.06 0.14 -1.27
81 2332 36 (36) 0.74 1.05 0.4 1.28 0.088 1.36 0.88 -1.03 0.2 1.31 0.11 1.59 0.36 1.19 0.018 1.54 0.098 1.38 0.14 1.28
82 2516 36 (36) 0.41 2.04 0.16 4.74 0.014 4.79 0.5 -1.8 0.99 -1.01 0.48 2.29 0.2 -1.56 0.39 1.51 0.57 1.73 0.37 -2.13
83 2482 36 (36) 0.32 2.37 0.15 4.29 0.00078 7.91 0.55 1.33 0.93 -1.11 0.67 1.63 0.069 -2.39 0.39 14 0.4 -1.44 0.28 -2.57
84 2512 36 (36) 0.57 1.48 0.34 2.54 0.00047 5.22 0.051 1.24 0.06 -1.54 0.92 1.11 0.0026 -2.49 0.33 1.41 0.0067 -2.08 0.13 -2.48
85 2503 36 (36) 0.55 1.25 0.65 1.29 0.027 2.36 0.065 1.31 0.27 -1.3 0.53 -1.26 0.051 -2.06 0.88 -1.09 0.018 -1.93 0.098 -1.83
86 2484 36 (36) 0.27 1.65 0.29 2.11 0.0012 3.42 0.0046 1.21 0.064 -1.35 0.78 -1.06 0.0047 -1.93 0.68 1.07 0.0064 -1.7 0.075 -2.32
87 2593 36 (36) 0.44 -1.27 0.24 -1.45 0.88 -1.15 0.056 1.68 0.11 -1.7 0.12 -1.94 0.062 -2.45 0.082 -2.21 0.012 -2.75 0.55 -1.28
88 2610 36 (36) 0.29 -1.27 0.081 -1.36 0.006 -1.51 0.4 1.07 0.1 -1.44 0.067 -1.54 0.32 -1.18 0.13 -1.41 0.044 -1.5 0.66 -1.11
89 2616 36 (36) 0.091 -1.52 0.15 -1.48 0.16 -1.46 0.1 1.27 0.045 -1.75 0.075 -1.7 0.27 -1.29 0.37 -1.23 0.0043 -2.36 0.39 -1.22
90 2705 36 (36) 0.92 1.02 1 -1.02 0.11 1.72 0.31 -1.24 0.23 1.56 0.27 1.49 0.62 1.29 0.055 2.17 0.068 1.77 0.29 1.39
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B1 1 _AcyI-[acyl-carrier-protein] desaturase 6, chllc;roplastic 0OS=0ryza sativa subsp. japonica (STAD6_ORYSJ |26 64 14 46,071 7.65 8 31
B2 2 lipoxygenase [Glycine max] gi[351722222 8.60E-23 39 40 96,241 6.29 21 246 100 123 100
B3 3 Ribulose bisphosphate carboxylase large chain OS=Liquidambar styraciflua GN=rbcL P|RBL_LIQST 9.80E-05 60 30 52,626 6.04 15 86 100 10
B4 4 Transketolase, chloroplastic OS=Spinacia oleracea PE=1 SV=1 TKTC_SPIOL 0.0035 68 10 80,231 6.20 5 70 100 61 100
B5 5 Transketolase, chloroplastic OS=Spinacia oleracea PE=1 SV=1 TKTC_SPIOL 0.009 64 14 80,231 6.20 7 66 99 50 100
B6 6 Transketolase, chloroplastic OS=Spinacia oleracea PE=1 SV=1 TKTC_SPIOL 1.8-008 63 12 80,231 6.20 7 123 100 108 100
B7 7 Stromal 70 kDa heat shock-related protein, chloroplastic OS=Pisum sativum GN=HSP7{HSP7S_PEA 1.40E-50 50 25 75,469 5.22 16 544 100 468 100
BS 8 Stromal 70 kDa heat shock-related protein, chloroplastic OS=Pisum sativum GN=HSP7{HSP7S_PEA 7.10E-09 62 17 75,469 5.22 10 127 100 99 100]|could also contain hit#2: Ribulose bisphosphate Ca_rboxylase |arge chain
B9 9 ATP-dependent zinc metalloprotease FTSH 8, chloroplastic OS=Arabidopsis thaliana G|FTSH8_ARATH |0.003 62 19 73,153 5.72 9 71 100 45 100
B10 10 Ribulose bisphosphate carboxylase large chain OS=Phaseolus vulgaris GN=rbcL PE=3|RBL_PHAVU 2.80E-13 57 33 52,768 5.96 13 171 100 102 100
B11 11 Ribulose bisphosphate carboxylase large chain OS=Sesbania sesban GN=rbcL PE=3 §RBL_SESSE 3.60E-13 54 41 52,358 6.09 16 170 100 73 100
B12 12 Ribulose bisphosphate carboxylase large chain OS=Hyophorbe lagenicaulis GN=rbcL P|[RBL_HYOLA 0.0031 61 40 52,929 6.13 13 71 100 6
B13 13 RuBisCO large subunit-binding protein subunit beta, chloroplastic OS=Pisum sativum P|RUBB_PEA 3.60E-25 53 32 62,945 5.85 15 290 100 216 100
B14 14 RuBisCO large subunit-binding protein subunit beta, chloroplastic OS=Pisum sativum P|RUBB_PEA 9.00E-23 53 32 62,945 5.85 15 266 100 192 100
B15 15 RuBisCO large subunit-binding protein subunit alpha (Fragment) OS=Ricinus communi§RUBA_RICCO 9.00E-25 53 40 52,347 4.77 14 286 100 210 100
B16 16 ATP synthase subunit alpha, chloroplastic OS=Glycine max GN=atpA PE=3 SV=1 ATPA_SOYBN |1.80E-63 38 53 55,719 5.15 22 673 100 502 100
B17 17 ATP synthase subunit alpha, chloroplastic OS=Glycine max GN=atpA PE=3 SV=1 ATPA_SOYBN |2.80E-71 37 55 55,719 5.15 23 751 100 567 100
B18 18 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 4.50E-89 35 59 52,576 6.00 25 929 100 722 100
B19 19 ATP synthase subunit beta, chloroplastic OS=Glycine max GN=atpB PE=3 SV=1 ATPB_SOYBN |7.10E-84 29 77 53,721 5.29 28 877 100 614 100
B20 20 ATP synthase subunit beta, chloroplastic OS=Glycine max GN=atpB PE=3 SV=1 ATPB_SOYBN |1.40E-94 26 81 53,721 5.29 30 984 100 689 100
B21 21 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 1.10E-85 32 59 52,576 6.00 26 895 100 671 100
B22 22 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 2.80E-92 34 59 52,576 6.00 25 961 100 752 100
B23 23 Glutamate--glyoxylate aminotransferase 1 OS=Arabidopsis thaliana GN=GGAT1 PE=1 §GGT1_ARATH |1.80E-16 57 25 53,267 6.49 8 203 100 173 100
B24 24 Glutamate--glyoxylate aminotransferase 1 OS=Arabidopsis thaliana GN=GGAT1 PE=1 §GGT1_ARATH |5.70E-14 56 26 53,267 6.49 10 178 100 133 100
C1 25 ATP synthase subunit alpha, chloroplastic OS=Glycine max GN=atpA PE=3 SV=1 ATPA_SOYBN [9.00E-25 52 37 55,719 5.15 15 286 100 202 100
C2 26 Ribulose bisphosphate carboxylase large chain (Fragment) OS=Fragaria ananassa GN9RBL_FRAAN 0.0024 61 34 51,629 6.04 13 72 100 4 fragment?
C3 27 Ribulose bisphosphate carboxylase large chain OS=Cajanus cajan GN=rbcL PE=3 SV=|RBL_CAJCA 0.0027 58 22 52,359 6.45 13 71 100 4
C4 28 Ribulose bisphosphate carboxylase/oxygenase activase, chloroplastic OS=Malus dome{RCA_MALDO 2.80E-41 54 36 48,046 8.20 12 451 100 392 100| C-terminus?
C5 29 Elongation factor Tu, chloroplastic OS=Glycine max GN=TUFA PE=3 SV=1 EFTU1_SOYBN [4.50E-08 65 24 52,063 6.21 8 119 100 91 100|see detail hits for other possibilities
C6 30 Elongation factor Tu, chloroplastic OS=Glycine max GN=TUFA PE=3 SV=1 EFTU1_SOYBN [2.30E-14 59 32 52,063 6.21 11 182 100 132 100]|see detail hits for other possibilities
C7 31 Elongation factor Tu, chloroplastic OS=Glycine max GN=TUFA PE=3 SV=1 EFTUL1_SOYBN [2.80E-30 56 34 52,063 6.21 11 341 100 290 100
C8 32 Ribulose bisphosphate carboxylase large chain (Fragment) OS=Streptopus lanceolatus |RBL_STRLC 0.01 61 26 50,649 6.18 13 66 99
C9 33 Glutamine synthetase leaf isozyme, chloroplastic OS=Phaseolus vulgaris PE=2 SV=1 |GLNA4_PHAVU |2.80E-15 63 28 47,217 6.77 8 191 100 158 100
C10 34 S-adenosylmethionine synthase 4 OS=Vitis vinifera GN=METK4 PE=3 SV=1 METK4_VITVI 3.60E-44 50 54 42,904 5.50 17 480 100 356 100
C11 35 _Probable calcium-binding protein CML33 CML33_ARATH |5.7 67 45 15,058 4.40 6 38 0 could be hit#2, 3 or 4
C12 36 Ribulose bisphosphate carboxylase large chain OS=Liquidambar styraciflua GN=rbcL P|RBL_LIQST 7.1e-007 59 45 52,626 6.04 15 107 100 26 60
C13 37 Sedoheptulose-1,7-bisphosphatase, chloroplastic OS=Spinacia oleracea PE=2 SV=1 [S17P_SPIOL 5.70E-08 66 17 42,054 5.87 6 118 100 100 100
C14 38 Ribulose bisphosphate carboxylase/oxygenase activase, chloroplastic OS=Vigna radiatf RCA_VIGRR 9.00E-24 62 25 47,871 7.57 9 276 100 243 100
C15 39 Ribulose bisphosphate carboxylase/oxygenase activase, chloroplastic OS=Vigna radiat§ RCA_VIGRR 2.30E-18 58 28 47,871 7.57 9 222 100 186 100
C16 40 Ribulose bisphosphate carboxylase/oxygenase activase, chloroplastic OS=Vigna radiat§ RCA_VIGRR 1.8e-059 48 39 47,871 7.57 16 633 100 535 100
Cc17 41 Ribulose bisphosphate carboxylase/oxygenase activase, chloroplastic OS=Vigna radiat RCA_VIGRR 2.80E-58 50 37 47,871 7.57 13 621 100 551 100
C18 42 Phosphoglycerate kinase, chloroplastic OS=Triticum aestivum PE=2 SV=1 PGKH_WHEAT [2.80E-29 58 26 49,809 6.58 11 331 100 280 100
C19 43 Phosphoglycerate kinase, chloroplastic OS=Triticum aestivum PE=2 SV=1 PGKH_WHEAT [1.10E-29 58 34 49,809 6.58 11 335 100 283 100
C20 44 Photosystem Il stability/assembly factor HCF136, chloroplastic OS=Arabidopsis thaliangP2SAF_ARATH |5 70E-25 53 46 44,076 6.79 15 288 100 192 100
C21 45 Photosystem |l stability/assembly factor HCF136, chloroplastic OS=0ryza sativa subsp.|P2SAF_ORYSJ |1.10E-12 61 31 45,441 9.02 10 165 100 118 100
C22 46 Fructose-bisphosphate aldolase 1, chloroplastic (Fragment) OS=Pisum sativum PE=1 JALFC1_PEA 7.10E-12 68 15 38,633 5.83 4 157 100 145 100
C23 47 Fructose-bisphosphate aldolase 1, chloroplastic (Fragment) OS=Pisum sativum PE=1 JALFC1_PEA 2.80E-25 60 26 38,633 5.83 8 291 100 253 100
C24 48 Fructose-bisphosphate aldolase 1, chloroplastic (Fragment) OS=Pisum sativum PE=1 JALFC1_PEA 1.80E-12 64 21 38,633 5.83 6 163 100 140 100
D1 49 Malate dehydrogenase 1, mitochondrial OS=Arabidopsis thaliana GN=At1g53240 PE=1|MDHM1_ARATH (0.0023 70 14 35,782 8.54 3 72 100 63 100|see detail hits
D2 50 _Trypsin inhibitor 1 OS=Trichosanthes Kirilowii PE=3 SV=1 ITR1_TRIKI 11 63 66 6,872 461 6 45 could be hit#3: ATP-dependent Clp protease proteolytic subunit-related protein 1
D3 51 Fructose-bisphosphate aldolase 1, chloroplastic (Fragment) OS=Pisum sativum PE=1 JALFC1_PEA 7.1e-016 66 21 38,633 5.83 6 197 100 174 100
D4 52 Chloroplast stem-loop binding protein of 41 kDa b, chloroplastic OS=Arabidopsis thaliarfCP41B_ARATH |3.60E-13 65 21 42,593 8.19 7 170 100 143 100
D5 53 Ferredoxin--NADP reductase, leaf isozyme 1, chloroplastic OS=Arabidopsis thaliana GNFNRL1_ARATH |3.6e-024 57 23 40,301 8.32 9 280 100 244 100
D6 54 Ferredoxin--NADP reductase, leaf isozyme 1, chloroplastic OS=Arabidopsis thaliana GNFNRL1_ARATH |[4.50E-21 56 23 40,301 8.32 9 249 100 213 100
D7 55 ATP synthase subunit beta, chloroplastic OS=Glycine max GN=atpB PE=3 SV=1 ATPB_SOYBN 9.00E-15 49 43 53,721 5.29 13 186 100 112 100 fragment?
D8 56 Oxygen-evolving enhancer protein 1, chloroplastic OS=Pisum sativum GN=PSBO PE=2|PSBO_PEA 1.80E-39 57 32 34,872 6.25 10 433 100 375 100
D9 57 Ribulose bisphosphate carboxylase large chain (Fragment) OS=Prunus domestica GN=|RBL_PRUDO 0.00016 53 32 50,915 6.23 14 84 100 7 C-terminus?
D10 58 Chlorophyll a-b binding protein of LHCII type |, chloroplastic (Fragment) OS=Cucumis s§CB21_CUCSA 7.10E-27 59 58 27,218 5.14 8 307 100 254 100
D11 59 Chlorophyll a-b binding protein, chloroplastic OS=0ryza sativa subsp. japonica GN=RCACB23_ORYSJ 2.30E-09 66 12 28,477 5.62 4 132 100 117 100
D12 60 Chlorophyll a-b binding protein 13, chloroplastic OS=Solanum lycopersicum GN=CAB1JCB23_SOLLC 1.10E-21 63 27 28,604 5.09 6 255 100 226 100
D13 61 2-Cys peroxiredoxin BAS1-like, chloroplastic OS=Arabidopsis thaliana GN=At5g06290 HBAS1B_ARATH |4.50E-12 65 20 29,761 5.55 5 159 100 137 100|could also contain hit#2: Protein P21
D14 62 _Ribulose bisphosphate carboxylase small chain PW9, chloroplastic OS=Triticum aestivyRBS2_WHEAT |3.4 66 63 19,442 8.52 7 40 0
D15 63 Ribulose bisphosphate carboxylase small chain 2A, chloroplastic OS=Solanum tuberos{RBSA_SOLTU  |0.039 64 50 20,276 7.60 9 60 96
D16 64 Superoxide dismutase [Fe], chloroplastic OS=Glycine max GN=SODB PE=2 SV=1 SODF_SOYBN |2.30E-33 58 41 27,824 5.60 8 372 100 322 100
D17 65 Superoxide dismutase [Fe], chloroplastic OS=Glycine max GN=SODB PE=2 SV=1 SODF_SOYBN |2.80E-30 57 49 27,824 5.60 9 341 100 282 100
D18 66 Carbonic anhydrase 1 OS=Flaveria linearis PE=2 SV=1 CAH1_FLALI 2.80E-06 68 25 35,552 5.70 5 101 100 84 100
D19 67 RuBisCO-associated protein OS=Glycine max PE=2 SV=1 RUAP_SOYBN [9.00E-10 57 42 31,239 6.00 8 136 100 88 100
D20 68 Ribulose bisphosphate carboxylase large chain (Fragment) OS=Byrsonima crassifolia §RBL_BYRCR 0.0033 61 29 51,555 6.09 13 70 100 6
D21 69 Ribulose bisphosphate carboxylase large chain (Fragment) OS=Manilkara zapota GN=rf RBL_MANZA 0.00071 60 25 51,550 6.04 10 77 100 33 95
D22 70 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 3.60E-59 35 40 52,576 6.00 20 630 100 484 100]fragment?
D23 71 Stem 31 kDa glycoprotein OS=Glycine max GN=VSPB PE=2 SV=1 VSPB_SOYBN |1.10E-57 49 55 29,262 6.72 14 615 100 499 100
D24 72 Carbonic anhydrase OS=Flaveria bidentis PE=2 SV=2 CAHX_FLABI 0.0035 66 19 35,523 5.85 4 70 100 57 100
E1 73 Stem 28 kDa glycoprotein OS=Glycine max GN=VSPA PE=2 SV=1 VSPA_SOYBN |0.00017 62 33 29,047 8.75 7 83 100 45 100|see detail hit#2
E2 74 Oxygen-evolving enhancer protein 2-1, chloroplastic OS=Nicotiana tabacum GN=PSBP|PSBP1_TOBAC |1.40E-07 64 32 28,634 6.84 6 114 100 86 100
E3 75 Chlorophyll a-b binding protein 3, chloroplastic OS=Pisum sativum GN=lhca3 PE=1 SV{CB23_PEA 0.23 67 7 29,588 8.84 3 51 73 41 99
E4 76 Chlorophyll a-b binding protein 6A, chloroplastic OS=Solanum lycopersicum GN=CAB6{CB11_SOLLC 1.80E-19 63 26 26,557 5.82 5 233 100 209 100
E5 77 Ribulose bisphosphate carboxylase large chain (Fragment) OS=Garrya elliptica GN=rbc|RBL_GAREL 2.80E-46 58 27 50,885 6.34 9 501 100 462 100
E6 78 Chlorophyll a-b binding protein 6, chloroplastic OS=Arabidopsis thaliana GN=LHCA1 PHCAB6_ARATH 2.30E-11 65 9 25,979 6.21 4 152 100 135 100
E7 79 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 2.80E-49 61 18 52,576 6.00 6 531 100 511 100 fragment?
ES 80 Ribosomal protein L7/L12 [Crocosphaera watsonii WH 8501] gi|67924345 0.088 69 17 13,803 473 2 80 91 71 100]| hit#8 is the correct one
E9 81 Glycine cleavage system H protein 1, mitochondrial OS=Arabidopsis thaliana GN=GDC{GCSH1_ARATH |0.0053 64 30 17,936 5.24 4 68 100 46 100
E10 82 Ribulose bisphosphate carboxylase large chain OS=Sesbania sesban GN=rbcL PE=3 §RBL_SESSE 4.50E-18 60 22 52,358 6.09 8 219 100 187 100|N-terminal fragm ent
E11 83 Ribulose bisphosphate carboxylase large chain OS=Sesbania sesban GN=rbcL PE=3 §RBL_SESSE 1.80E-29 60 23 52,358 6.09 9 333 100 295 100|N-terminal fragm ent
E12 84 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 1.80E-34 53 21 52,576 6.00 11 383 100 330 100| C-terminus
E13 85 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 9.00E-24 55 24 52,576 6.00 11 276 100 222 100| C-terminus
E14 86 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 5.70E-26 55 19 52,576 6.00 10 298 100 253 100|C-terminus
E15 87 Ribulose bisphosphate carboxylase small chain 1, chloroplastic OS=Glycine max GN=RIRBS1_SOYBN |[2.80E-48 54 61 20,060 8.87 12 521 100 429 100
E16 88 Ribulose bisphosphate carboxylase small chain 1, chloroplastic OS=Glycine max GN=RIRBS1_SOYBN |2.80E-52 53 61 20,060 8.87 12 561 100 468 100
E17 89 Ribulose bisphosphate carboxylase small chain 1, chloroplastic OS=Glycine max GN=RIRBS1_SOYBN |5.70E-44 57 61 20,060 8.87 11 478 100 398 100
E18 20 Ribulose bisphosphate carboxylase small chain 1, chloroplastic OS=Glycine max GN=RIRBS1_SOYBN |3.60E-48 52 69 20,060 8.87 13 520 100 415 100
E19 91 Metalloendoproteinase 1 OS=Glycine max PE=1 SV=2 MEP1_SOYBN |4.50E-08 59 36 34,023 6.29 9 119 100 68 100
E20 92 Ribulose bisphosphate carboxylase large chain OS=Glycine max GN=rbcL PE=1 SV=3 |RBL_SOYBN 2.80E-41 36 45 52,576 6.00 22 451 100 279 100
Control
1 fmol E21 beta-D-galactosidase [Escherichia coli IAI39] 0i|218698747 1.70E-29 44 23 116583.2 5.15 21 357 100 262 100
1 fmol E22 beta-D-galactosidase [Escherichia coli IAI39] 0i|218698747 4.30E-40 41 24 116583.2 5.15 22 463 100 357 100
1 fmol E23 beta-D-galactosidase [Escherichia coli IAI39] 0i|218698747 2.20E-26 45 22 116583.2 5.15 20 326 100 240 100
1 fmol E24 beta-D-galactosidase [Escherichia coli IAI39] 0i|218698747 8.6