Supplementary Table 3. ABA-Induced Genes in Mesophyll Cells.

Affy probe* Description AGI Cluster® Experiment 1 : Experiment 2 Seki et | Hoth et

number® Ratio’  p-value Fold Ratlo p-value  Fold chge al.t al."
chge'

12156 _at unknown protein At2g29020 111 0.4 0.00108 1.32 1.2 0.00001 2.30

12186 _at unknown protein At2g46100 11 1.4 0.00038 2.64 2 0.00027 4.00

12212 _at unknown protein At3g52070 11 1.5 0.00004 2.83 1.1 0.00001 2.14

12340 _at unknown protein Atlg10450 11 2.6 0.00166 6.06 33 0.00053 9.85

12457 _at nitrate transporter At3g21670 11 0.8 0.00166 1.74 2.5 0.00000 5.66

12645 _at fibrillin precursor-like protein At4g22240 I 0.7 0.00000 1.62 1.6 0.00000 3.03

12698 _at sugar transport protein At1g08920 11 1.3 0.00000 2.46 1.7 0.00002 3.25 3.26 10.4

12749 _at cold acclimation protein At2g15970 I 1.8 0.00000 3.48 2.8 0.00000 6.96 6.69 6.2

12753 _at nonspecific lipid-transfer protein At2g38540 I 1.1 0.00000 2.14 0.7 0.00000 1.62

12788 at unknown protein At1g23130 111 1.1 0.00000 2.14 0.7 0.00004 1.62

12791 r_at unknown protein At2g45180 111 0.9 0.00000 1.87 0.9 0.00001 1.87 0.83

12793 _at gamma glutamyl hydrolase Atlg78670 m 0.8 0.00007 1.74 1.5 0.00000 2.83

12803 _s_at protein induced upon wounding At4g24220 11 0.7 0.00001 1.62 1 0.00001 2.00

12860 _s at thioredoxin h Atlgl1530 11 0.8 0.00012 1.74 1.8 0.00000 3.48

12886_s_at thylakoid-bound ascorbate peroxidase |Atlg77490 11 0.5 0.00036 1.41 1.2 0.00057 2.30

12920 _at no hits 111 0.7 0.00001 1.62 1.2 0.00000 2.30

13158 _at cinnamoyl-CoA reductase At2g33590 I 1.1 0.00000 2.14 2 0.00000 4.00 2.65

13182 i at thioredoxin At5g42980 111 0.8 0.00001 1.74 2.3 0.00001 4.92

13183 r_at thioredoxin At5g42980 111 0.9 0.00000 1.87 2.6 0.00000 6.06

13184 s at thioredoxin At5g42980 111 1.2 0.00000 2.30 1.8 0.00000 3.48

13214 _at chlorophyll a/b binding protein At3g47470 m 0.4 0.00001 1.32 1.2 0.00000 2.30 1.70

13242 _at no hits 111 0.8 0.00000 1.74 2.6 0.00000 6.06

13293 s at auxin regulated protein At2g33310 m 4.9 0.00003 29.86 0.7 0.00004 1.62

13426 _at unknown protein At2g41190 I 3.1 0.00005 8.57 4.8 0.00000 27.86 10.19 28.6

13590 _at unknown protein At2g21240 111 0.6 0.00003 1.52 1 0.00009 2.00

13785 at cold-regulated protein corl5b At2g42530 il 0.6 0.00000 1.52 1.9 0.00000 3.73 2.28 8.5

14037_at cinnamyl alcohol dehydrogenase At1g09490 m 0.5 0.00267 1.41 2.1 0.00000 4.29 3.12

14073_at water stress-induced protein Atlg54410 m 1 0.00000 2.00 0.4 0.00238 1.32

14088 _at unknown protein Atlg51160 111 0.5 0.00033 1.41 1 0.00003 2.00

14089 _at putative hydrolase At2g32150 111 1.4 0.00002 2.64 2.5 0.00000 5.66
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14245 _at
14658 _s_at
14689_at
14733 s at
14737 _s_at
14832 _at
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15018 at
15052 _at
15058 _s_at
15098 _s_at
15100 _f at
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15147 s at
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15161 s at
15164 s _at
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15207_s_at
15356 _at
15497 _at
15586_s_at
15607_s_at
15614 s at
15621 f at
15625_at
15629 s at
15659_at
15669_s_at
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15681 s at
15909_at
15967 _at
15973 _at
15987 _at
15997 s at
16014 _at
16030 s _at
16031 _at
16032 s at
16036 _i_at
16038 _s_at
16046 s at
16047 _at
16057_s_at
16115_at
16136 _at
16172 _at
16306_at
16427 _at
16436 _at
16446 _at
16524 at
16540_s_at
16620_s_at
16899_at
16927 s at
17187 _at
17421 s at
17548 s at
17913 _at
17994 r_at
18273 _at
18280 _at
18290 _at
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cathepsin B-like cysteine protease
cysteine proteinase RD21A
putative aquaporin

unknown protein

unknown protein

plasma membrane intrinsic protein
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amino acid transport protein AAP2
unknown protein

plasma membrane intrinsic protein
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TCH4 protein
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xyloglucan endo-1,4-beta-D-glucanase
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ubiquitin-conjugating enzyme
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0.00065
0.00061
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4.92
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2.14
1.87
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0.00000
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4.29
5.28
3.25
1.52
3.25

10.56
1.74
2.00
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58

3.1

54




18560 _at
18594 at
18601 s at
18661 _at
18679_s_at
18682 _s at
18699 i at
18700 _r_at
18701 _s at
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19177 _at
19186_s_at
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19646 _at
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19982 _at
20024 _s at
20149 _at
20256 _s at
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20641 at
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protein phosphatase 2C (AtP2C-HA)
alpha keto-acid dehydrogenase

Protein similar to nodulin-35
RUBI1-conjugating enzyme RCE1
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2
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0.6
2.7
1.1
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4.6

17.7
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3Describes names of probe set on Affymeterix chip. "Arabdidopsis Genome Initiative locus numbers. ®Indicates clusters in Figure 5.  Signal Log value which

measures the change in expression level for a transcript between two arrays. This change is expressed as the log2 ratio. A log2 ratio of 1 is the same as a

Fold change of 2. ® Change p-value which measures the probability that the expression levels of a probe in two different arrays are the same or not. Change
p-values of 0.00000 correspond to p < 0.000005. Fold changes is calculated using the signal log ratio. *Obtained from supplemental Table 1 (column for 5 hr

ABA treatment), Seki et al., 2002. "Obtained from supplemental Table Induced, Hoth et al., 2002.




