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[bookmark: _GoBack]Figure S5. Amplicon sequence variants in free-living communities that significantly (log2 fold change) increased or decreased in relative abundance following 24 hr exposure to 410 nM (100 ng/mL) HHQ compared to the DMSO solvent control. Bars are colored by order and grouped according to the experimental time point and taxonomy. Time point numbers correspond to the sampling time points depicted in Figure 1. Significance was determined by BH-adjusted p values less than 0.1.
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