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Figure S1. Sequence alignment of full length SiDREB2 protein with other DRE-binding 

transcription factors: Sorghum SbDREB2 (ACA79916), maize ZmDREB2A (ACG47772), 

Buchloe BdDREB (ABP52086), Cynodon CdDREB1 (AAS46284), Zoya ZjDREB1 

(ACV42429), Festuca FaDREB2A (CAG30547), Poa PpDREB (AAS59530), oat AsDREB2 

(ABS11171), barley HvDREB1 (AAY25517), wheat DREB6, rice OsDREB2A (A2WL19.2), 

OsDREB2 (NP_001042107), Phyllostachys PeDREB2 (ABY19375), tomato SlDREB 

(AAN77051). Identical amino acid residues at the DNA binding domain are coloured red, 

strongly similar in green and weakly similar in blue. Predicted secondary structures, helix 

(H), sheet (S), and coil (C) are also shown.  

Figure S2. Southern gel blot analysis of SiDREB2 cDNA. 10 µg of foxtail millet genomic 

DNA was digested with PvuII and HindIII and fractioned in a 1% agarose gel. The SiDREB2 

ORF (705 bp) was used as a probe.  

Figure S3. Genome organization of SiDREB2. The 1,103 bp genomic clone as well as cDNA 

clone was PCR amplified using the primer pair, SiDREB2 FL_F and SiDREB2 FL_R and 

electrophoresed on 0.8% agarose gel.  
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                            |         |         |         |         |         |         |         |         | 

                   ---------------------------CCCCCCCCCCHHHHHHCCCCCCCCCCCCCCC---CCCCCCCCCCCCCCCCCCCCCCCCCCCSS    

SiDREB             ---------------------------MRRKSTGPDSIAETIKWWKEQNQKLQDESGS---RKAPAKGSKKGCMAGKGGPENGNCPYRGV 

1GCCAArabidopsis   ----------------------------------------------------------------------------K--------HYRGV 

ACA799161          -MELGDATAGQGAQGDAASGALVRKKRMRRKSTGPDSIAETIKWWKEQNQKLQDESGS---RKAPAKGSKKGCMTGKGGPENVNCVYRGV 

ACG477721          MEELGDA--GQGPQGD-ASGALVRKKRMRRKSTGPDSIAETIRWWKEQNQRLQDESGS---RKAPAKGSKKGCMMGKGGPENVNCVYRGV 

ABP520861          -MERVEVQGGDSSSGD-----QVRKKRMRRKSTGPDSIAETIKRWKEHNQKLQEEYGA---RKAPAKGSKKGCMAGKGGPDNGNCVYRGV 

AAS462841          -MERVEVLGGGSSAG------QVRKKRMRRKSTGPDSIAETIKRWKEHNQKIHED------RKAPAKGSKKGCMAGKGGPENGNCAYRGV 

ACV42429           -MERVDGQGGEDAGVQ----AQVRKKRVRRKSTGPDSIAETIKRWKEHNEKLQEEYGT---RKAPAKGSKKGCMAGKGGPENRACAYRGV 

CAG305471          ---------------------MSRKKKVRRRSTGPDSVAEIIKKWKEQNQKLQEENGS---RKAPAKGSKKGCMAGKGGPENSNCKYRGV 

AAS595301          ---------------------MSRKKKVRRRSTGPDSVAEIIKKWKEQNQKLQEENGS---RKAPAKGSKKGCMAGKGGPENSNCKYRGV 

ABS111711          -------KRGGDCSV------PERKKKVRRRSTGPDSVSEIIKKWKEQNQKLQEENGS---RKAPAKGSKKGCMAGKGGPENSNCKYRGV 

AAY255171          -METGGSKREGDCPG------QERTKKVRRRTTGPDSVAETIKKWKEQNQKLQQENGS---RKAPAKGSKKGCMAGKGGPENSNCAYRGV 

AAX13289           -METGGSKREGDCPG------QERKKKVRRRSTGPDSVAETIKKWKEENQKLLQENGS---RKAPAKGSKKGCMAGKGGPENSNCAYRGV 

A2WL192            -MERGEGRR-GDCSV------QVRKKRTRRKSDGPDSIAETIKWWKEQNQKLQEENSS---RKAPAKGSKKGCMAGKGGPENSNCAYRGV 

NP_0010421071      -MERGEGRR-GDCSV------QVRKKRTRRKSDGPDSIAETIKWWKEQNQKLQEENSS---RKAPAKGSKKGCMAGKGGPENSNCAYRGV 

ABY193751          -MERGDGKR-GECSG------QERKKKMRRKSTGPDSIAETIKRWKEQNQKLKEENAS---RKAPAKGSKKGCMAGKGGPENSNCDYRGV 

AAN770511          -MAIMDEAANMVCVP----LDYSRKRKSRSRRDRTKNVEETLAKWKEYNEKLDNEGKGKPVRKVPAKGSKKGCMRGKGGPENWRCKYRGV 

Prim.cons.         MMERGDGKRGGDCSGDAASGAQVRKK22RRKSTGPDSIAETIKKWKEQNQKLQEENGSKPVRKAPAKGSKKGCMAGKGGPENSNCAYRGV 
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                            |         |         |         |         |         |         |         |         | 

                   SSCCCCCSSSSSSCC-CCCCSSSCCCCCCHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCHHHCHCCHHHH----HHCCCCC 

SiDREB             RQRTWGKWVAEIREP-NRGKRLWLGSFPTAVEAAHAYDEAAKAMYGPKARVNFPENSADANSGCTSALSLLASSVPAA----ALHGFNE- 

1GCCAArabidopsis   RQRPWGKFAAEIRDPAKNGARVWLGTFETAEDAALAYDRAAFRMRGSRALLNFPLRV--------------------------------- 

ACA799161          RQRTWGKWVAEIREP-NRGRRLWLGSFPTAVEAAHAYDEAAKAMYGPKARVNFSDNSADANSGCTSALSLLASSVPVA----TLQRSDEK 

ACG477721          RQRTWGKWVAEIREP-NRGRRLWLGSFPTAVEAAHAYDEAAKAMYGPKARVNFSESSADANSGCTSALSLLASSVPAA----ALQRSDEK 

ABP520861          RQRTWGKWVAEIREP-NRGKRLWLGSFPTALEAAHAYDEAARAMYGPTARVNFAESSADGNSGCTSALSLLASNVPPA----AQRSEDK- 

AAS462841          RQRTWGKWVAEIREP-NRGRRLWLGSFPTALEAAHAYDEAARAMYGPTARVNFSESSADANSGCTSALSLLASNIPPA----SQRSDDK- 

ACV42429           RQRTWGKWVAEIREP-NRGKRLWLGSFPTALEAAHAYDEAARAMYGPRARVNFSESSADATSGCMSALSLLASNVPPA----DQRSDDK- 

CAG305471          RQRTWGKWVAEIREP-NRGNRLWLGSFPTAVEAAHAYDEAARAMYGATARVNFSERSPDANSGCTSAPPVLMSNGPTA----VSYPSDE- 

AAS595301          RQRTWGKWVAEIREP-NRGNRLWLGSFPTAVEAAHAYDEAARAMYGATARVNFSERSPDANSGCTSAPPVLMSNGPTA----VSYPSDE- 

ABS111711          RQRTWGKWVAEIREP-NRGNRLWLGSFPNAVEAAHAYDEAARAMYGAKARVNFSEHSPDGNSGYTSAPPVLMSNGPTA----PSHPSDE- 

AAY255171          RQRTWGKWVAEIREP-NRGNRLWLGSFPTAVEAARAYDDAARAMYGATARVNFPEHSPDANSGCTMAPSLLTSNGATA----VSHPSDG- 

AAX13289           RQRTWGKWVAEIREP-NRGNRLWLGSFPTAVEAARAYDDAARAMYGAKARVNFSEQSPDASSGCTLAPPLLMSNGATA----ASHPSDG- 

A2WL192            RQRTWGKWVAEIREP-NRGRRLWLGSFPTALEAAHAYDEAARAMYGPTARVNFADNSTDANSGCTSAPSLMMSNGP------ATIPSDE- 

NP_0010421071      RQRTWGKWVAEIREP-NRGRRLWLGSFPTALEAAHAYDEAARAMYGPTARVNFADNSTDANSGCTSAPSLMMSNGP------ATIPSDE- 

ABY193751          RQRTWGKWVAEIREP-NRGKRLWLGSFPTALEAAHAYDEAARAMYGSAARVNFSEHSADANSGCTSAPSLLMSNGPTA----ALNQSDA- 

AAN770511          RQRIWGKWVAEIREP-KRGSRLWLGTFGTAIEAALAYDDAARAMYGPCARLNLPNYACDSVSWATTSASASASDCTVASGFGEVCPVDG- 

Prim.cons.         RQRTWGKWVAEIREPANRG2RLWLGSFPTAVEAAHAYDEAARAMYGPTARVNFSE2SADANSGCTSAPSLL2SNGPTASGFGASHPSDEK 
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                            |         |         |         |         |         |         |         |         | 

                    CCCCCCCCCC---------------------------CCCCCCCC-CCCCCCCCCCCCCCCSSCC--CCCCCCCCCCCCCCCCCHHHHH                            

SiDREB             -KDEVESVETE---------------------------VHEVKAEA-NDDLGSIHVECKSVEVLQS--EEIVLQKEGNVSYDYFNVEEVV 

1GCCAArabidopsis   ------------------------------------------------------------------------------------------ 

ACA799161          VETEVESVESE---------------------------VHEVKTEG-NDDLGSVHVACKTVDVIQS--EKSVLHKAGEVSYDYFNVEEVV 

ACG477721          VETEVESVETEE-------------------------VVHEVKTEAKNGDLGSVKVTC----VIQSA-EETVLHKEGDVSYDYFNVEDAV 

ABP520861          --DEVESLETE---------------------------VHEVKMEV-NDDLRSIHVESKTLEVFQS--EESALRKERDVNFDYFHVEDVL 

AAS462841          --DEVESVETE---------------------------VHEVKMEV-NDDMRSVHVERKTLEVFQS--EESVLRKEGDVSYDYFHVEDVL 

ACV42429           --DEVESVETE---------------------------VHALKVEV-NDDLGSIHMERKTMEVFQS--EEIILRKEGDVSYDYFHVEDVL 

CAG305471          -KDESESPPSLMSDAPTATLHRSDA---KDEPESAGTLVHEVKTEV-SNDSRSIREERKTVEVFQP--EGKALHKEEKVSYDYFNVEEVL 

AAS595301          -KDESESPPSLMSDAPTATLHRSDA---KGEPESAGTLVHEVKTEV-SNDSRSIREERKTVEVFQP--EGKALHKEEKVSYDYFNVEEVL 

ABS111711          -RDESESPPSRISDEPTAALQRSDA---KDEPESVGTVVHEVKKEV-STDSKSICEERKTAEVFQP--EGKALHKEVKVSYDYFNVEEVL 

AAY255171          -KDESESPPSLVSNAPTAALHRSDA---KDEFESAGTVAHKVKTEV-SNDLGSTHEEHKALEVFQP--KGKALHKEANVSYDYFNVEEVV 

AAX13289           -KDESES---------------------------AGTVAHKVKKEV-SNDLRSTHEEHKTLEVSQP--KGKALHKEANVSYDYFNVEEVL 

A2WL192            -KDELESPPFIVANGP-AVLYQPDK---KDVLERVVPEVQDVKTEG-SNGLKRVCQERKTMEVCES--EGIVLHKEVNISYDYFNVHEVV 

NP_0010421071      -KDELESPPFIVANGP-AVLYQPDK---KDVLERVVPEVQDVKTEG-SNGLKRVCQERKNMEVCES--EGIVLHKEVNISYDYFNVHEVV 

ABY193751          -KDELESPPFLVSNGPTAVLHQSDE---KDELESVEAELHEVKTEV-SDDLGNIHEEQKTLEVFQP--EGSVLHKEVNVSNDYFNVEELL 

AAN770511          ALHEADTPLSSVKDEGTAMDIVEPTSIDEDTLKSGWDCLDKLNMDE-MFDVDELLAMLDSTPVFTKDYNSDGKHNNMVSDSQCQEPNAVV 

Prim.cons.         VKDEVESPPSEVS22PTAVLHRSDASIDKDELES2GTVVHEVKTEVKS2DLGSIHEERKTLEVFQS2YEGKVLHKEGNVSYDYFNVEEVL 

                          280       290       300 

                            |         |         | 

                   HCCCCCCCCCCCCCCC--CCCCCCCCCCSSSCC 

SiDREB             EMIIIELNADKKIEVH--EECLGGDDGFSLFAY------ 

1GCCAArabidopsis   --------------------------------------- 

ACA799161          EMIIIELNADKKIEAN--EEYHDGDDGFSLFAY------ 

ACG477721          EMIIVELNADKKFEAH--EEYLDGDDGFSLFAY------ 

ABP520861          EMIIVELNAAKTIEVH--EEHQVGDDGFSLFSY------ 

AAS462841          EMIIVELNAAKKIEVH--EEYQDGDDGFSLFSY------ 

ACV42429           EMIIIELNAAKKIEVHENEEYHDGDDGFSLFSY------ 

CAG305471          DMIIVELSADRKMEVH--EEYQDGDDGFSLFSY------ 

AAS595301          DMIIVELSADRKMEVH--EEYQDGDDGFSLFSY------ 

ABS111711          DMIIVELSADRKMEVH--EEYQDGDDGFSLFSY------ 

AAY255171          DMIIVELSADVKMEAH--EEYQEGDDGFSLFSY------ 

AAX13289           DMIIVELSADVKMEAH--EEYQDGDDGFSLFSY------ 

A2WL192            EMIIVELSADQKTEVH--EEYQEGDDGFSLFSY------ 

NP_0010421071      EMIIVELSADQKTEVH--EEYQEGDDGFSLFSY------ 

ABY193751          KMIIVELNADQKMEVH--EEYQDGDDGFSLFSY------ 

AAN770511          DPMTVDYGFDFLKPGRQ-EDLNFSSDDLAFIDLDSELVV 

Prim.cons.         EMIIVEL2ADKKMEVH2NEEYQDGDDGFSLFSYDSELVV      

 

Supplementary Fig. S1 



 

 
 

Supplementary Fig.  S2 

                                   

Supplementary Fig.  S3  

 


