ORIGIN

61
121
181
241
301
361
421
481
541
601
661
721
781
841
901
961

1021
1081
1141
1201
1261
1321
1381
1441
//

Compute pl/Mw

atggcttctg
gatgaccgaa
gcagaccctg
caaccttttg
agtctatcat
ttggatgaac
aatagaggta
agaaagtatg
acacatccta
gagataattt
actggaacta
gatgacagag
ccagagctat
aaccggaata
cttggaaatg
caaactctga
aaggtggtga
cccgttagaa
gaggggaaac
ggaccagtaa
agccttgacc
agaatgatgc
tttgtccatt
tatggctcta
ccccagaaca

ctgcctctge
aacccagctt
acaaccatgc
actcgtcacc
cacctgttca
tgaaccctag
gtggactttc
ggcagaaaca
actgcgaagt
acaagggaac
tcattactat
gatccaatat
cacctgcagc
gtgatgaggt
ctgacattac
gtgaggttga
gaggcaatcc
aacatgtgga
acaatcatga
gtgctgetgg
ttggtatggg
tttccgaatt
cttcgacggc
gagaaaatcc
tgggaagaat

ttcatttcct
ctttgagttt
aagtgaaaaa
attagtaaaa
aatggttaac
gagcaacata
cgttgcagct
tgttaaagga
caagaaacta
acatgatcac
gcaagaagag
atgtggccag
tacaaatgat
tgatgatgat
tcctgtagtt
tatattggat
taaccctagg
aagggcatct
tgtaccaact
gggacagaca
aattagccct
tggggacagc
gccagtgtac
aagtgatagt
actaatgggt

accactgtat
aaaccacact
tctactcaaa
aatgagatgg
tcaggagtta
acaactgggc
gagagagtat
agtgaatttc
tttgaacgct
ccaaaacctc
agatctgata
gtgtctcatc
ggtgatcaag
gatcccttct
aagcccatca
gatggttacc
agttattaca
catgatccaa
gcaaggaata
agaattaggc
gctgeggaag
caagctcaca
tttggtgttc
acatctttaa
ccatga

gcttcaatac
gtacatcaaa
tagatggtca
cagtcccttc
atgcccgtgt
ttccagcatc
ctgctgatgg
cacgcagtta
ctcatgatgg
aaccaaatcg
aagcttcttt
catctgagcc
agggtacagg
caaagcgaag
gggagccacg
gctggegcaa
aatgcacaaa
aagctgtgat
atagttgcca
cggaagaaag
acacaccaag
ccggcaattc
taaataacaa
accgttctgc

Theoretical pl/Mw (average) for the user-entered sequence:

caatacggtt
tatggctcct
aggaaaagct
taatgaatta
tgaaggtgat
acaagttgac
atacaactgg
ctacaaatgt
gcaaatcact
ccgttactca
gactagccga
tgacagtact
atttttgtca
aaaaatggag
ggttgttgta
gtatgggcag

cacggggtgc
aaccacatat

tgacattgca
tgataccatc
cagtcaaggg
caatttcaag
ctctaaccca
ttatccctge

Supplementary Figure 1: Nuclotide sequence of MuWRKY3 gene containing 1476 bp.

10 20 30 T 50 60
MASAASASFP TTVCFNTNTV DDRKPSFFEF KPHCTSNMAP ADPDNHASEK STQIDGQGKA
70 80 20 100 110 120
QPFDSSPLVK NEMAVPSNEL SLSSPVQMVN SGVNARVEGD LDELNPRSNI TTGLPASQVD
130 140 150 160 170 180
NRGSGLSVAA ERVSADGYNW RKYGQKHVKG SEFPRSYYKC THPNCEVKKL FERSHDGQIT
190 200 210 220 230 240
EIIYKGTHDH PKPQPNRRYS TGTIITMQEE RSDKASLTSR DDRGSNICGQ VSHPSEPDST
250 260 270 280 290 300
PELSPAATND GDQEGTGFLS NRNSDEVDDD DPFSKRRKME LGNADITPVV KPIREPRVVV
310 320 330 349 359 360
QTLSEVDILD DGYRWRKYGQ KVVRGNPNPR SYYKCTNTGC PVRKHVERAS HDPKAVITTY
370 380 390 400 410 420
EGKHNHDVPT ARNNSCHDIA GPVSAAGGQT RIRPEESDTI SLDLGMGISP AAEDTPSSQG
439 440 450 460 470 480
RMMLSEFGDS QAHTGNSNFK FVHSSTAPVY FGVLNNNSNP YGSRENPSDS TSLNRSAYPC
499
PQNMGRILMG P

Theoretical pl/Mw: 6.12 / 53740.10

predicted pl and molecular weight.

Supplementary Figure 2: Deduced amino acid sequence of MUWRKY3 protein showing
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Supplementary Figure 3: Conserved domain analysis of MUWRKY 3 protein showing two
domains. One towards N-terminal and another at the C-terminal region.
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Supplementary Figure 4: Predicted sub-cellular localization of MuWRKY3 gene showing
the localization in the nucleus.
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Supplementary Figure 5: Multiple sequence alignment with amino acids of different
WRKY 3 gene with MUWRKY3.



In T1 generation 80 putative transformants were identified
based on kanamycin screening on basal MS medium

|

42 plants were PCR positives with WRKY3, Gus and
Nptll primers

}

18 plants are identified based on growth and drought tolerant
capacity and advanced to T2 generation

l

40 plants from 18 lines were raised and analysed for
growth and PCR

J

20 plants selected based on drought response and transgenic
nature was confirmed by molecular analysis

l

20 plants from 7 lines are advanced to T3
generation

|

Progenies of 7 lines were analysed in T3 generation for
physiological, molecular and growth characteristics

l

Based on the molecular, physiological and yield analysis, 8
plants from 3 lines were advanced to T, generation

Supplementary Figure 6: Image showing the flow of events in generation of transgenic
plants, analysis and advancement to next generation.



