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S5 Text. Covariate Transformation

Let xy;, ..., X4; denote, respectively, the i”" site's covariate values for host diversity H’,
and relative abundances of mouse species, chipmunk species, and shrew species. Note that
X2, X3i, X4; Were shifted logarithms of percentages. Log-transformation was employed to
improve the spread of these relative abundances. To preserve interpretability of those data, which
often scored 0%, we used a shift of +0.5% that imitated the conventional continuity correction
for count data.

For our Bayesian analyses, all x;;s values had been additionally centered (after log-
transformation, if applicable) so that the mean covariate value averaged over all sites was O (i.e.,
X = 0). Covariate centering is common for Bayesian GLMs [1-3] to improve the computational
performance of simulating from the posterior distribution while fully preserving linearity of the

GLM linear predictor.
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