
 



Supplementary Fig. 1.  Amino acid sequence alignment of human CNG channel subunits 

and C. elegans CNGA subunit TAX-4. Secondary structures are marked for A3. The SF of 

CNGA 1-3 is boxed in blue. The cavity gate is boxed in black. Cavity gate-forming residues in 

A3 are shown in magenta. Cavity gate- and inner gate-forming residues and SF-projecting R403 

in B3 are shown in cyan. Residues involved in gating ring/TMD interactions between B3 and 

A3I and A3III (Fig. 6c, d) are shown in red. Residues involved in A’B’/C’D’ interactions 

(Extended Data Fig. 5) are shown in green. Missense DAMs in A3 and B3 are highlighted with 

a yellow and brown background, respectively. 


