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Figure 1  The expression pattern of Arabidopsis GRAS family genes in seedling plant under normal condition, osmotic stress, and

drought stress

(A) Shoot tissues; (B) Root tissues
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1 GRAS
Table 1 The expression pattern of Arabidopsis GRAS family genes induced by osmotic stress
Probe Locus ID Gene Osmotic/CK in shoot Osmotic/CK in root
setID name 0.5h 3h 6 h 12 h 24 h 0.5h 3h 6 h 12 h 24 h
261860_at AT1G50600 SCL5 0.98 1.10 2.04 233 2.36 1.15 1.53 1.67 1.93 1.54
252173_at AT3G50650 SCL7 0.57 0.83 1.30 1.77 4.18 0.89 0.71 1.14 0.86 0.95
248366_at AT5G52510 SCL8 0.85 1.42 1.46 1.59 1.66 1.02 1.61 1.82 1.62 1.80
247707 _at AT5G59450 SCL11 1.40 1.45 1.14 1.18 0.97 1.09 1.02 0.74 0.65 0.61
245247 at ATA4G17230 SCL13 1.43 4.81 4.44 4.06 8.41 2.27 1.26 1.87 2.12 1.81
261062_at AT1G07530 SCL14 1.36 1.21 1.77 1.78 2.02 1.18 1.30 1.73 2.14 1.56
246230_at AT4G36710 SCL15 0.93 0.90 1.18 0.84 0.72 1.35 1.14 1.33 1.41 1.73
255125_at AT4G08250 SCL26 0.95 1.09 090 0.78 0.83 240 1.38 232 212 215
2 GRAS
Table 2 The expression pattern of Arabidopsis GRAS family genes induced by drought stress
Probe Locus ID Gene Drought/CK in shoot Drought/CK in root
setID name 0.5h 3h 6 h 12 h 24 h 0.5h 3h 6 h 12 h 24 h
261860 _at AT1G50600 SCL5 0.89 1.17 1.74 1.19 1.01 1.70 1.18 1.32 1.06 0.84
252173 _at AT3G50650 SCL7 0.97 1.00 159 1.01 1.02 0.67 1.09 1.83 0.95 0.85
248366_at AT5G52510 SCL8 1.64 1.10 1.11 1.07 1.19 1.37 1.10 1.27 1.00 1.00
247707 _at AT5G59450 SCL11 2.73 0.86 0.97 1.44 0.86 1.17 0.98 1.00 1.08 0.78
245247 at ATA4G17230 SCL13 6.69 1.34 1.36 1.35 2.43 4.02 1.26 1.32 1.01 0.98
261062_at AT1G07530 SCL14 1.22 1.24 1.32 1.06 1.07 1.12 1.17 1.15 0.99 0.88
246230 _at ATA4G36710 SCL15 1.16 0.96 1.18 1.00 1.18 3.94 1.42 1.04 1.23 0.91
255125_at AT4G08250 SCL26 1.51 0.65 0.63 0.80 0.94 091 076 092 088 0.82
, SCL11 SCL13 SCL15, SCL13 SCL13-promoter-5'-UTR-GUS GUS
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Figure 2  Co-expression and GO analysis of SCL13 in shoot tissue of Arabidopsis thaliana under osmotic stress

(A) Expression pattern of SCL13 in shoot tissue under osmotic stress; (B)SCL13 co-expression genes in shoot tissue under
osmotic stress; (C) GO analysis of the SCL13 co-expression genes shown in (B)
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Discovery of Arabidopsis GRAS Family Genes in Response to
Osmotic and Drought Stresses
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Abstract The GRAS family is a class of plant specific transcription factors, playing essential roles in plant development and light
signal transduction pathways. 33 GRAS family genes were identified in Arabidopsis genome. In this study, we found a group of
GRAS family genes in response to osmotic and/or drought stresses through Arabidopsis GeneChip data mining. Meanwhile, we
conducted co-expression analysis and gene ontology (GO) analysis and predicted that SCL13 was possibly involved in the
response to osmotic stress. Our study will be helpful to elucidate some GRAS family genes related in signal transduction pathways

during water stress, and be beneficial to crop molecular breeding in the future.
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