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Table S1. The specific primers used in RT-PCR analysis

Gene Primers

Fw-2A  5’-ATGGCAGTTTATGATCAGAGTGG-3’

DREB2A

Rw-2A 5’-ATGCTTATCCGCTTTAACACCTC-3’

Fw-RD 5’-TCACTAAACATGGACAAAGCAA-3’
RD29A

Rw-RD 5’-CAATCTCCGGTACTCCTCCA-3’

Fw-COR 5’-ATGGCGATGTCTTTCTCA-3’
COR15A

Rw-COR 5’-CTACTTTGTGGCATCCTTAG-3’

Fw-KIN 5’-ATGTCAGAGACCAACAAGA-3’
KIN1

Rw-KIN 5’-CTACTTGTTCAGGCCGG-3’

Fw-A 5 -GGATCCATGGAGCTAGGTGAT-3’
GhDBP1

Rw-A 5’-GAGCTCTCAATCTTCATCAGAAC-3’

Fw-Em 5’- ATGGCGTCTCAACAAGAGAAG -3’
AtEmM6

Rw-Em 5’-TTAGGTCTTGGTCCTGAATTTG -3’




Table S2.  Regulatory motifs found in the GhDBP1 promoter region

Sequence® Position” Name and function References
ACGTG -309(+), -493(-) ABRE, ABA-responsive element Hobo et al. 1999
RCCGAC  -348(-), -636(+) DRE/CRT, ehydration-responsive Baker et al. 1994;

element/C-repeat, response to Yamaguchi-Shinozaki
drought and low temperature stress ~ and Shinozaki, 1994
TAACAAR -839(+), -847(+), GARE, Gibberellin-responsive Ogawa et al. 2003
-1276(+), element, involved in seed
germination
TGACY -666(+), -988(-), W box, elicitor-responsive elements, Sun et al. 2003;
-1121(-), -1309(-) involved in defense, wounding Yamamoto et al. 2004
response and sugar response
CNGTTR  -809(+), -818(+), MYB, MYB recognition sequence, Urao et al. 1993
-1102(+), -1397(+) involved in dehydration-response
CANNTG  -273(+), -479(+), MYC (E-box), MYC recognition Stalberg et al. 1996;
-920(+), -1141(+), site, seed-specific, regulating Chinnusamy et al.
-1404(+) transcription of many drought or 2003; Abe et al.
cold-induced genes 2003; Lee et al. 2005
ACGT -131(+) ACGT motif, required for Simpson et al. 2003

etiolation-induced genes expression

2:Rindicates Aor T ;Y indicates C or T ; N indicates A, T, G or C.

®: +, normal sequence; -, complementary sequence.
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-1482 AGTTTEEAGCCALAAT ASCT GAT GETTCCACT TTTTTTT CA

-1440 TTETATAAATATAGCGACTTTTTCGTCTTCTAATAATT CARATCGECEETTACAAT GTTZCAC
MY C MYER
-1380 CCCCCCCCCCCAARARRAAMRACTGETTTTAAAT ARACCTGECCEECTEGCTGETTGEATT

-1320 GAASGETTAATAGCTCAATAALTCAARALSTSATGGETTGECTTTTAACACST ST TSAARCE
W-box CARE
-12A0 ATGAAGGCAACCAAACAACACAAACCACATCATGEAT TAAT CACCCAGAASATCTGCAAAT

-1200 TACTTAACACCACTCTTITTCAATATATATAAATAAATALAALACEEEEEGETTAT TAATC

-1140 AGATGATAAACATTGAGATTTGACACCAARAGAAT CAACGESTTTECAC CCAT ACTALT TR
MYC W-box MYE
-1080 AAAACCAATTTGETAATTCAT TCATT CCACTACCAARARCCAACCCCAACCAMGEALT S

1020 ATGATCATTTTTATTGECGT ZEACT GRACGEAAAGT CACACACCAT CCCCATCCCCACCCR

W—lhox
-9a0 ACTTTTTTTTTCCAT TECCTCCATT TCTCAAATT GEATCCCACT TESCT TECCARAACT A
MY
900 CTACCCACCCTAAACCCTCAAT CCAGGOCATTATTATTATT AGATAT CCTAAATAACARALD
ZARE
-840 CTAACAAACAACTTCARAT ATCCAGTTATTTCTGTTACACCAARACCACCTTTTTTACTT
GARE MYH MYE

=780 CTTTTCAARAARAAAA AL A RAMRAL ARG ACARAAATTTEEEETT TAAACATALRGTTATT
=720 TTAASGTAATTAATAAT TGETAGAST ACATACT ACAT ACCAGT AACCEEEEAAACTESACCT
W-box
e =1=1 ARAGACTAATTTETTT GTAGCAARTGOCGACTT TETTTAT TCAGEATTTT GTAAT GARACA
DEE
-a00 CTAGCATATT TEAAGTT AARAAAACAARGSCACARARAAT AT TARARARA R ASAASACTA
-540 ARGATGEAAATAAACAACEATETT CGEET GCT TEEAATATAGTAGAACCACGT CTECT GG
AEEE
-480 TCACATECTTACCAT TACARACCGEATAACCECRAGA GTAACAZAGR AR AT AACTATET =
MY C
-420 TAGASTGCAATGCCTATAT CATACATAAATTETATAGGCTTTTT TAGAGAT AT ATCGEAA

-360 GTEAT GEATTATGTCGGCCCAATT T AT T TATCTARAGCT AGATCEAT CAACGTEEC G

DRE AERE
—300 COGTGECCCAGACGACACANT AGCASCCAAGTGEEGTAACT AATACTSCTT CTTECCTCTCT
MY
-240  TTCTCTCTCTATCTTCAATATATTATTTAT TTATTTAITTATATAT|CCT TTTCTACTTAT]
TATA box
-180 [ATATARCAATAGAGAATAGCTTTTAGAGCAARGAGTATT CGT TGAT TARACGTAGCTAGA
TATA box ACGT

-120 ATCTETTCCCTTTCTTTTTCTCCTTCT TAT GECT TACAAGT TATAGTTT CCASARACARS
-a0 G AAATARARAAARAT CCATTTTGTTT TAGGATTTTGEGTCTTCTTTTAT CTTTT GGT C

+1 AT GEAGCTAGGT GATTGTTGT T TAACATCAAGTCCAGCAACGCGEACGAGAAGCGARAGCT
Mm E L & D C C L T & &8 P A 85 G E E R K L

Figure S1. Nucleotide sequence of the GhDBP1 promoter region. The ATG codon was
designated as +1. The putative TATA boxes were shown in bold and boxed. The other deduced
cis-acting elements were shaded and annotated below.



