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Fluid Microarray (Number of Beads)

Fuctional DNA Microarray (Fold Variations)

AGI Gene Description }

Ut [ U2 \ Tm* DTT* AZC*
PROTEIN FOLDING
At5g28540 BiP 302 91 3.81 4,06 36,22
At5g42420 BiP 140 26 412 409 5367
At1g09080 BiP-like 0 2 3824 3835 508,73
At5g61790 calnexin 1 82 12 342 263 2526
At5g07340 calnexin 2 0 7 237 234 10.48
At1g56340 calreticulin 1 0 22 216 207 1.94
At1g09210 calreticulin 2 16 44 243 2,02 151
At4g24190 AtHsp90-7 34 3 3.86 265 6.88
At2g47470 Similar to protein disulfide isomerase 5 54 211 228 353
At1g77510 Similar to protein disulfide isomerase 30 2 3.82 268 11,98
At2g32920 Similar to protein disulfide isomerase 2 0 246 25 103
At1g04980 Similar to protein disulfide isomerase 1 1 322 3 10.46
At5g58710 AtCYP20-1 (cyclophilin ROC7) 0 3 143 134 213
GLYCOSYLATION/MODIFOCATION
At2g02810 ‘ UDP-glucose/UDP-galactose transporter ‘ ‘ 3 ‘ 353 ‘ 208 ‘ 2195
At2g41490 \ UDP-GlcNac:dolichol phosphate N-acetylglucosamine-1-phosphate transferase \ \ 2 \ 1.55 \ 153 \ 6.67
TRANSLOCATION
At5g50460 SEC61 gamma subunit 2 22 194 1.66 554
At1g29310 Similar to SEC61 alpha subunit 0 4 15 1.61 11.89
At2g34250 Similar to SEC61 alpha subunit 0 2 127 138 211
At1g27330 Similar to SERP1/RAMP4 203 120 242 1.82 13.48
At1g27350 Similar to SERP1/RAMP4 0 13 2,05 172 10,61
At3g51980 Similar to ER chaperone SIL 1 2 34 239 3 52.88
PROTEIN DEGRADATION
At1g65040 Similar to HRD1 7 11 3.36 233 648
At4g21810 Similar to DER1 0 7 167 159 423
At1g18260 Similar to HRD3/SEL-1¢k 0 3 154 154 9.16
TRANSLATION
At5g03160 | P58™ [ 2 [ 14 [ 2,06 [ 1.76 [ 10,76
VESICLE TRAFFICKING
At3g07680 | Similar to Emp24p [ 0 [ 4 [ 1.47 [ 1.29 [ 273
At4g21730 ‘ Similar to NEM sensitive fusion protein ‘ 0 ‘ 3 ‘ 752 ‘ 968 ‘ 688.38
ANTI-APOPTOSIS
At5g47120 | Bax inhibitor 1 [ 0 [ 2 [ 23 [ 1.73 [ 86.7
UNCLASSIFIED
At2g25110 | Similar to Stromal cell-derived factor 2-like protein [ 3 [ 2,14 [ 2,08 [ 9.17
At5g09410 ‘ Similar to anther ethylene-upregulated calmodulin-binding protein ER1 ‘ ‘ 1 ‘ 12 ‘ 12 ‘ 3.59
UNKNOWN
At5g18090 2 3 12 125 1431
At1g56580 5 70 1,95 1,98 9.66
At5g64510 8 3 1274 587 181.56
At5g14890 1 7 36 56 4617
At3g22235 0 4 151 249 1.28
At19g29060 0 3 1.79 178 33,69
LHAH E RHAL
. Fluid Microarray (Number of Beads) Fuctional DNA Microarray (Fold Variations)
AGI Gene Description D ™ DT AZC
At5g24770 vegetative storage protein Vsp2 182 02 078 038
At5g24780 vegetative storage protein Vsp1 12 0.19 0.79 012

* Values were means of six experiments
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