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Supplementary figure 1: Amino acid sequence of all identified TabZIPs 

in bread wheat. Protein sequences are aligned into sub-families demarcated 

with groups in first column clustered based on the similarity in sequence. 

Second column contains Traes 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 

(provided on the below right side). 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. 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 (*) 

symbol for potential helix break, due to the presence of proline or glycine. 

Symbol (^) denotes the natural end of a bZIP protein, and (--) shows that it 

is a longer protein and we have only shown the 9 heptads in the coloured 

figure. 
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