
BdILR3     --MASPEGSNWVFDCPLMDDLAVADFAAGPAGAFYWTPP-------MQPQMHTQAQAVSAASLPNPCAEI 61 

HvbHLH     --MASPEGSNWVFDCPLMDDLAAADFAAVPAGGFYWNPP-------MPPQMHTLAQAVSATPAPNPCAEI 61 

ZmbHLH     --MASPEGTTWVFDCPLMDDLAVAADFAAAPAGGFFWAAPPSLQP---QAPVQS---VVAASAPNPCMEI 62 

SbbHLH     --MASPEGTTWVFDCPLMDDLAVAADFAAAPAGGFFWAAPPSLQPQVVQAPVQS---VVAASAPNPCVEI 65 

OsbHLH57   --MASPEGSTWVFDCPLMDDLAAAAGFDAAPAGGFYWTTPAPPQAALQPPPPQQQPVAPATAAPNACAEI 68 

OsI_26369  --MASPEGSTWVFDCPLMDDLAAAAGFDAAPAGGFYWTTPAPPQAALQPPPPPQQPVAPATAAPNACAEI 68 

EcbHLH57   --MTSSEGSQWVFDCPLIDDLSAADFAATPAGGFYWTPTPMQAQPQPQVIQPPSQPVAAAAPSNPCSVEI 68 

MtILR3     --MVSRENTNWINDYGFYDDIPVPDSTFALPSS--AFTWPTQP---------------PFNLSSNVSAEV 51 

GmILR3     --MVSRENTNWLFDYGLIDDIPVPDATFGVNSS--AFTWPPN----------------ALNASSNVGVEI 50 

NbbHLH     --MVSPENTNWLYDYG-FEESAVPDSNFSATAS--GFNWPMQ----------------NLNGSRNVSAEV 49 

VvILR3     MALDSSENSNWLFDYGLMEDITVPGGEFPEPTPGTGFSWPSQ----------------ALKSSSSVSLEA 54 

AtILR3     --MVSPENANWICDLIDADYG-------SFTIQGPGFSWPVQQ---------------PIGVSSNSSAGV 46 

 

BdILR3     NSPVSLDCEHAKGHPTNKRPRSESSAQPSSKACREKVRRDKLNERFLELGAVLDPGKTPKIDKCAILNDA 131 

HvbHLH     NSSVSVDWDHAKGQPKNKRPRSETGAQPSSKACREKVRRDKLNERFLELGAVLDPGKTPKIDKCAILNDA 131 

ZmbHLH     SS--SVDCGQEKEQPTNKRPRSESTTESSTKASREKIRRDKLNERFLELGAILEPGKTPKMDKTAILSDA 130 

SbbHLH     SS--SVDCGQGKEQPTNKRPRSESTAEPSTKASREKIRRDKLNERFLELGAILEPGKTPKMDKSAILNDA 133 

OsbHLH57   NG--SVDCEHGKEQPTNKRPRSESGTRPSSKACREKVRRDKLNERFLELGAVLEPGKTPKMDKSSILNDA 136 

OsI_26369  NG--SVDCEHGKEQPTNKRPRSESGTRPSSKACREKVRRDKLNERFLELGAVLEPGKTPKMDKSSILNDA 136 

EcbHLH57   NS--SVDCNQGKEQPVNKRPRSESSAQPSTKACREKIRRDKLNERFLELGAILEPGKTPKMDKSAILNDA 136 

MtILR3     DG-SLGDSDGLKESGSKKRVRSESCAATSSKACREKLRRDRLNDKFIELGSILEPGRPAKTDKAAILIDA 120 

GmILR3     DG-SLGDSDSLKESGSKKRVRSESCAASGSKACREKLRRDRLNDKFVELGAILEPGRPAKTDKAAILIDA 119 

NbbHLH     DG-SIGESDYPKENGSKKRARVESCAPTSSKACREKQRRDRLNDKFTELGALLEPGRPPKTDKSAILVDA 118 

VvILR3     DC-SFGDSDGLKELGPRKRLKHESCGATGTKACREKLRRDRLNERFLELGSILEPGRPPKTDKAAILSDA 123 

AtILR3     DG-SAGNSEASKEPGSKKRGRCESSSATSSKACREKQRRDRLNDKFMELGAILEPGNPPKTDKAAILVDA 115 

 

BdILR3     IRVVTELRSEAEKLKDSNESLQDKIKELKSEKNELRDEKQKLKAEKESLEQQIKFMNARQSLVPHPSVIP 201 

HvbHLH     IRAVTELRSEAEKLKDSNESLQEKIRELKAEKNELRDEKQKLKAEKESLEQQIKFMNARQRLVPHPSVIP 201 

ZmbHLH     IRVVGELRSEAKKLKDSNENLQEKIKELKAEKNELRDEKQRLKAEKESLEQQIKFLNARPSLVPHHPVIP 200 

SbbHLH     IRVVGELRSEAKELKDSNESLQEKIKELKAEKNELRDEKQRLKAEKESLEQQIKFLNARPSLVPHHPVIS 203 

OsbHLH57   IRVMAELRSEAQKLKESNESLQEKIKELKAEKNELRDEKQKLKAEKESLEQQIKFLNARPSFVPHPPVIP 206 

OsI_26369  IRVMAELRSEAQKLKESNESLQEKIKELKAEKNELRDEKQKLKAEKESLEQQIKFLNARPSFVPHPPVIP 206 

EcbHLH57   IRVVSELRTEAQKLKDSNESLQEKIKELKAEKNELREEKQRLKAEKENLEQQIKFMNARPSLVPHPPVIP 206 

MtILR3     VRMVTQLRGEAQKLKDANSGLQEKIKELKVEKNELRDEKQRLKAEKEKLEQQLKSMNAP-PSFLPTPTAL 189 

GmILR3     VRMVTQLRGEAQKLKDTNQGLQEKIKELKAEKNELRDEKQRLKAEKEKLEQQLKSLNAQ-PSFMPPPAAM 188 

NbbHLH     VRMVTQLRGEAQKLKDSNLNLQEKIKELKAEKNELRDEKQKLKAEKEKLEQQLKTTNAQ-PGFLPP--AI 185 

VvILR3     VRMVTQLRSEAQKLKESNGDLQEKIKELKAEKNELRDEKQRLKAEKEKLEQQVKAISAQ-PGFLPHPSAM 192 

AtILR3     VRMVTQLRGEAQKLKDSNSSLQDKIKELKTEKNELRDEKQRLKTEKEKLEQQLKAMNAPQPSFFPAPPMM 185 

 

BdILR3     ATAFAAAQG--QAAGQKLMMPVIGYPGFPMWQFMPPSDVDTSDDPKSCPPVA 251 

HvbHLH     ATAFAAAQG--QAAGHKLMMPVMSYPGFPMWQFMPPSDVDTSDDPKSCPPVA 251 

ZmbHLH     ASAFPAPQGPAAAARHKLMMPVIGYPGFPMWQFMPPSDVDTSDDPRSCPPVA 252 

SbbHLH     ASAFTAPQGPAVAG-HKLMMPVLGYPGFPMWQFMPPSDVDTSDDPKSCPPVA 254 

OsbHLH57   ASAFTAPQG--QAAGQKLMMPVIGYPGFPMWQFMPPSDVDTTDDTKSCPPVA 256 

OsI_26369  ASAFTAPQG--QAAGQKLMMPVIGYPGFPMWQFMPPSDVDTTDDTKSCPPVA 256 

EcbHLH57   ASAFTAPQGP--AAGQKLMMPVIGYPGFPMWQFMPPSDVDTSDDPKSCPPVA 256 

MtILR3     PAAFAAQG----QAHGNKLVPFISYPGVAMWQFMPPAAVDTSQDHVLRPPVA 237 

GmILR3     PAAFAAQG----QAHGNKLVPFISYPGVAMWQFMPPAAVDTSQDHVLRPPVA 236 

NbbHLH     PAAFAPHG----QVPGSKLVPIMSYPGVAMWQFMPPAAVDTSQDHVLRPPVA 233 

VvILR3     PAAFAAQG----RAPGNKLMPFIGYPSVAMWQFMPPAAVDTSQDHVLRPPVA 240 

AtILR3     PTAFASAQG---QAPGNKMVPIISYPGVAMWQFMPPASVDTSQDHVLRPPVA 234 
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B)

S2 Figure: Comparison of EcbHLH57 with its close homologs. A) Alignment of deduced amino acid sequences of bHLH genes.

box- bHLH domain, *- leucine residues. B) Phylogenetic analysis of EcbHLH57 with closely related members of bHLH family.

Multiple sequence alignment was performed using ClustalW and phylogenetic tree was constructed.


