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

box- bHLH domain,

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

*-leucine residues. B) Phylogenetic analysis of ECboHLH57 with closely related members of bHLH family.



