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GmDREB3 38% GmDREBL 7 g0,
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Figure S1. Amino acid sequence alignment of GmDREB3 and other members in the A-5
subgroup. A, Comparison of deduced amino acid sequence of GmDREB3 with DREB proteins
from soybean, moss plant, cotton and Arabidopsis. The beeline above the sequences represents the
conserved AP2 domain. Asterisks indicate putative nuclear localization signals. The pane shows
the LWSY motifs in the C terminal of GmDREB3 and PpDBF1. Accession numbers for the
DREB proteins used are as follows: GmDREB3, DQ208969; GmDREBI1, AF514908; GmDREB?2,
DQ208968; GhDBF1, AY174160; PpDBF1, DQ202211; RAP2.1, AF003094; RAP2.10, AF003103.
Homologies of the full-length amino acid (B) and AP2 domains (C) sequences in the A5 subgroup

are shown with % values.
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Figure S2. Expression pattern of the GmMDREB3 gene in soybean under different abiotic
stresses including drought (dry), 200 mM NaCl (NaCl), low temperature 4°C (LT), and 200 pM

ABA treatment (ABA). rRNA was used as the RNA control.
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Figure S3. Promoter sequence alignment of GmMDREB3 (upper line) and GmDREB2 (low line) in
the soybean genome. The promoter sequence of GMDREB2 was searched from Scaffold 26 in the

Soybean genome project (www.phvtozome.net/soybean.php). The results of alignment indicated

that the promoter of GMDREBS3 shared 43.5% identity with the promoter of GmMDREB2.



