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Figure S1. A positive charge discriminator excludes most KCNQ4 transmembrane domains from being predicted as CaM-binding do-
mains. Depiction of the canonical CaM-binding motifs within each transmembrane domain (S1–S6) of KCNQ4 channels. Totals (in 
hexadecimal) for each residue are shown. Values greater than F are scored as “Z.” Yellow highlighted residues denote the meta-analysis 
predictions.
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Tables S1 and S2 are available for download as Excel files.


