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Supplementary figure 2: Amino acid sequence of orthologue bZIPs in reference plant species: 

Protein sequences are aligned into sub-families demarcated with groups in first column clustered based 

on the similarity in sequence. Second column contains protein ids. Third column has n-terminal region 

of bZIP domain and c-terminal leucine zipper region is divided into heptads (a,b,c,d,e,f and g). 

Primarily, the placement of N at ‘a’ position was considered for classification and it was coloured black 

at the respective ‘a’ position. Secondarily, for the g-e’ interactions, we used four colours. The attractive 

acidic-basic pairs (E↔R’, E↔K’, D↔R’, D↔K’) were coloured orange, and the attractive basic-

acidic pairs (R↔E, K↔E’) were coloured green. We coloured the repulsive basic pairs (K↔K’, 

R↔K’) with blue and repulsive acidic pairs (E↔E’, D↔D’, E↔D’) with red colour. We have 

coloured the polar residues black at ‘a’ and ‘d’ position and charged residues at ‘a’ and ‘d’ positions 

were coloured purple. The candidate genes have been divided into five groups. We have used references 

plant species T aestivum (A), Z mays (B), O sativa (C), H vulgare (D) and A thaliana (E) for the 

preparation of this figure. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 


