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Table S1. Differentially abundant protein spots under drought stress (DS).

Protein

Spot No. Protein Name Accession Theoretical/Experimental Pep. Protein Score Coverage % Fold Subcel!ular Stress
No. Count Score C.1% change location response
Mw (kDa) pl T
Storage proteins
6 globulin-1 S allele-like 2i[514813383 50.63/58.26 6.39/6.07 18 482 100 34.95 -2.65 vacuole up-regulated
9 globulin-1 S allele-like 2i[514813383 50.63/38.79 6.39/5.49 26 817 100 48.79 4.41 vacuole down-regulated
42 globulin-1 S allele, partial 2i[514819529 55.60/45.16 7.66/6.23 18 414 100 32.54 -2.99 vacuole up-regulated
44 globulin-1 S allele, partial gi|514819529 55.60/54.98 7.66/7.65 11 311 100 22.02 3.96 vacuole down-regulated
48 globulin-1 S allele-like 2i[514813383 50.63/41.38 6.39/7.38 11 132 100 2791 2.99 vacuole up-regulated
56 globulin-1 S allele-like 2i|514813383 50.63/43.17 6.39/6.23 20 344 100 40.44 2.44 vacuole down-regulated
57 Cupin_1 21944223427 61.67/59.89 6.57/6.61 15 385 100 25.09 5.2 vacuole down-regulated
58 Cupin_1 21944226588 58.05/58.39 7.67/1.56 12 283 100 20.53 6.76 vacuole down-regulated
59 globulin-1 S allele-like 2i[514813383 50.63/52.04 6.39/6.47 20 414 100 37.8 76.84 vacuole down-regulated
73 globulin-1 S allele-like 2i[514813383 50.63/23.88 6.39/6.28 25 582 100 45.71 4.49 vacuole down-regulated
74 globulin-1 S allele-like 2i[514813383 50.63/46.21 6.39/6.09 11 113 100 18.02 -178.63 vacuole up-regulated
75 globulin-1 S allele-like 2i[514813383 50.63/60.27 6.39/6.08 18 460 100 389 18.66 vacuole down-regulated
82 globulin-1 S allele-like 2i[514813383 50.63/51.04 6.39/6.34 20 466 100 41.32 2.66 vacuole down-regulated
93 globulin-1 S allele, partial gi|514819529 55.60/66.31 7.66/7.58 16 430 100 28.37 -4.01 vacuole up-regulated
97 globulin-1 S allele-like 2i|514813383 50.63/52.04 6.39/6.42 14 421 100 35.16 5.28 vacuole down-regulated
99 globulin-1 S allele-like 2i|514813383 50.63/39.26 6.39/6.28 26 889 100 49.67 -4 vacuole up-regulated
101 globulin-1 S allele-like 2i|514813383 50.63/47.06 6.39/6.21 17 878 100 3538 2.44 vacuole down-regulated
103 globulin-1 S allele-like 2i[514813383 50.63/38.29 6.39/5.10 20 651 100 4132 -2.29 vacuole up-regulated
Protein folding
3 late embryogenesis abundant protein  gi|514764205 28.96/27.58 4.63/4.57 9 283 100 41.67 2.05 cytoplasmic down-regulated
D-34-like
4 protein disulfide isomerase 2i/944229578 55.75/54.29 4.83/4.76 13 178 100 23.51 23 endoplasmic  down-regulated
reticulum
5 protein disulfide-isomerase gi|514808170 56.75/56.39 4.90/4.77 23 488 100 40.31 -3.95 endoplasmic up-regulated
reticulum
11 protein disulfide-isomerase gi|514808170 56.75/57.24 4.90/4.95 34 841 100 58.51 -5.03 endoplasmic up-regulated
reticulum
12 low-temperature-induced 65 kDa 2i|836023655 56.66/57.18 4.88/4.91 23 351 100 3345 -36.69 nucleus up-regulated
protein-like
19 protein disulfide-isomerase £i|514808170 56.75/55.69 4.90/5.76 23 515 100 38.16 -12.86 endoplasmic up-regulated
reticulum
20 ruBisCO large subunit-binding 2i|514812327 61.67/61.09 5.31/5.28 20 659 100 34.81 -2.58 mitochondrial up-regulated
protein subunit alpha
21 heat shock 70 kDa protein gi|514784173 71.23/70.89 5.10/4.98 23 419 100 31.33 8.61 cytoplasmic down-regulated
23 Chaperonin 10 Kd subunit 2i(944245063 24.80/25.06 6.64/6.57 11 215 100 50.84 -2.38 mitochondrial up-regulated
36 GroEL_like type I chaperonin 2i[944244716 62.11/63.02 5.43/5.38 31 831 100 54.4 -2.53 mitochondrial up-regulated
37 heat shock 70 kDa protein 15-like gi|514745327 94.57/95.01 5.10/5.17 35 575 100 40 -4.9 cytoplasmic up-regulated
67 heat shock 70 kDa protein 8 2i|514820981 62.98/61.64 5.54/5.46 16 306 100 36.16 3.76 cytoplasmic down-regulated
70 chaperone protein ClpCl gi|514801078 102.31/105.07 6.23/6.29 34 329 100 34.74 232 mitochondrial ~ down-regulated
72 late embryogenesis abundant protein  gi|514772286 16.35/17.39 6.11/5.99 10 632 100 59.6 131.25 cytoplasmic down-regulated
Leald-A
81 protein disulfide-isomerase gi|514808170 56.75/57.26 4.90/4.28 21 441 100 39.14 -9.06 endoplasmic up-regulated
reticulum
84 heat shock 70 kDa protein gi|514784173 71.23/70.39 5.10/4.96 24 316 100 34.88 2.53 cytoplasmic down-regulated
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Starch and sucrose metabolism
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Detoxification and defense
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