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Figure S1 

Overview of the KirBac1.1 channel (3 subunits are shown) embedded in a POPC lipid bilayer 

(grey lines). The mutated G143E residues are shown in orange, the arginine 153 positions are 

shown in blue. 2 K+ ions in the filter are shown as pale blue spheres. 



 

Figure S2 

Hole analysis of Kirbac1.1 WT and mutant channels revealing conformational changes at the 

HBC gate. 
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