Suppl. Fig. 1. Hierarchical clustering depicting the closeness of mouse models of TRPA1 knockout
(A1KO), TRPV1 knockout (V1KO) and TRPA1V1 double-knockout (A1V1dKO) and TRP wild-type
(TRP-WT) to each other on the basis of Euclidean distance between their gut microbiome beta-
diversity.
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Suppl. Fig. 2. Proportions of gut microbiome phenotypes in the mouse models of TRPAL
knockout, TRPV1 knockout and TRPA1V1 double-knockout versus TRP wild-type (TRP-WT)

counterparts.
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Suppl. Fig. 3. Linear Discriminatory Analysis
(LDA) Effect Size (LEfSe) plot showing the
predicted gut microbial metagenomic functions
and pathways (Level 3 KEGG pathways) that are
unique in mouse models of TRPA1l knockout
(A1KO), TRPV1 knockout (V1KO) and TRPA1V1
double-knockout (A1V1dKO) as well as in TRP
wild-type (TRP-WT) counterparts.
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