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Table S1. Percent identity matrix for human TRP channels. Clustal Omega was used to generate a multiple sequence alignment and percent identity 

matrix of the 27 human TRP channels and the Drosophila channel TRPN1. Colors correspond to the colors of TRP channel subfamilies shown in 

Figure 1 and highlight sequence identity within each subfamily.  

 



Table S2. Percent identity matrix for human TRP channels from the same multiple sequence alignment described in Table S1. In this case, the color 

intensity from white to red illustrates increasing sequence conservation. 

 



 

Figure S1. SNP frequencies by residue position in representative TRP channels. Exonic SNP data was downloaded from the Ensembl database 

(https://www.ensembl.org). Raw data was processed in Linux to count unique SNPs at each residue number. Color shading indicates transmembrane 

regions of the channels and corresponds to the colors of subfamilies shown in Figure 1. Note that TRPML and TRPP channels have an extended 

extracellular segment between the S1 helix and the rest of the transmembrane region. 

https://www.ensembl.org/

