
 

Supplementary Fig. 5. The backbone folding patterns plotted for current kir6.2 model (A) and third existing model of kir6.2 (B). Each black dot 

spot corresponds to one amino acid residue of kir6.2 chain. On the plot most favoured regions, additional allowed regions, generously allowed 

regions and disallowed regions are shown in red, yellow, light yellow and white color respectively. 




