S12 Fig. Large set of abundance plots for the taxa from each of the genes, KEGG
pathways, and PID pathways that harbored prevalent LoF mutations and showed
significance as a means of predicting the interaction between the mutation and the
microbiota. Abundances are plotted as both column dot plots as well as horizontal bar
plots of the differences in the mean abundances of a subset of the taxa predicted to
interact differentially with tumors with a LoF mutation relative to those without the
indicated mutation. These subsets represent those taxa that had a mean difference in
abundance of greater than 0.1%, proportionally.
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