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Figure 1-figure supplement 3. Protein sequence comparison of Group IVA CNGCs from Lotus
Japonicus. Protein sequence alignment of BRUSH (CNGC.IVA1), CNGC.IVA3, CNGC.IVA4, and
CNGC.IVAS. Residues identical to BRUSH are shown as dots and gaps are shown as dashes. Shown is
the Group IVA CNGC conserved domain (CD, green), brush mutation (red asterisk), predicted
transmembrane domains (TM, light blue), putative selectivity filter (F, orange) in the pore region, and
the cyclic nucleotide-binding domain (CNBD, purple). CNGC.IVA3 (81%), CNGC.IVA4 (65%), and
CNGC.IVAS (72%) show high sequence identity to BRUSH.



