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Figure S1: Q-Q plots of differentially infected plant dataset Before transformation. For
the case dataset (Figure on the left side), data points are closely clustered along the fitted line,
indicating that the case dataset are normally distributed, whereas in the control dataset (Figure on
the right side) data points are relatively far from the fitted line revealing that the control dataset
is not normally distributed as confirmed by the Shapiro-Wilk test.

Figure S2: Q-Q plots of differentially infected plant dataset after transformation. For
the two datasets (case and control on the left the right sides, respectively, data points are closely
clustered along the fitted line, indicating that these two datasets are now normally distributed,
thus satisfying requirement for applying the analysis of variance (ANOVA) method or one-way test
depending on whether the two datasets have equal variance or not.
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