Supplementary Figures

Figure S1. Establishing fresh water microbial communities in glass microcosm. We first investigated
whether fresh water microbial communities could be maintained in experimental microcosms in the
laboratory. To do so, we collected one liter of fresh water from four different sites on the Saw Kill, a tributary
of the Hudson River located in Dutchess County, on 11 November 2015: two sites above the Bard College
wastewater treatment plant (i.e., AA [42.017341° N; 73.915518° W] & AB [42.017195° N; 73.916265° W]); and
two sites below the plant outflow (i.e., BA [42.017201° N; 73.915923° W] & BB [42.017309° N; 73.915355° W]).
We aliquoted 160 mL of water from each sample into three 175 mL sterilized glass bottles, thus establishing
three replicate microcosms per site. We maintained the microcosms at room temperature and under natural
day-night cycles for ten days. We then investigated whether glass microcosms could sustain microbial
diversity over a period of ten days by 16S rRNA deep sequencing (see below for full methods). From 12
characterized samples we kept 372,431 (80.36% of initial) paired-reads forward and reverse reads with a
median sequencing depth of 37,252 paired-reads per sample. (a) We found that the main change in
community composition was attributable to a drastic increase in sequences identified as Cyanobacteria,
making up to approximately 70% of the total microbial populations at the final time point. (b) PCoA of
unweighted UniFrac scores of microbial communities excluding Cyanobacteria shows significant over time
(ADONIS; PERM = 9999; R2 = 0.518; F(2,11) = 4.92; adj-P = 0.0012). Microbial communities at day 1 are shown
in gray while microbial communities at day 5 are in green and at day 10 are in dark green. Collection sites
(i.e., shapes) had no effect (ADONIS; PERM = 9999; R2 = 0.167; F(3,11) = 1.06; adj-P > 0.90) (c) Evenness in whole
communities is shown in green (F(1,7) = 17.561; adj-P = 0.016) and excluding sequenced associated with
chloroplasts shown in yellow (F(1,7) = 14.86; adj-P = 0.025). For comparison purposes, whole communities
metrics were computed on individual samples rarefied to the depth of communities excluding chloroplasts
sequences. Middle lines represent median and hinges indicate first and third quartiles for each time point.
Taken together, these results suggest that even though cyanobacteria ended up being a dominant taxa in
our microcosms ecosystem, a significant amount of variability in diversity was explained by the remaining
bacteria.

Figure S2. Alpha diversity metrics in microbial communities exposed to different triclosan concentrations
excluding Cyanobacteria sequences. (a) Observed ASVs (F(1,13) = 10.402; adj-P = 0.013). (b) Shannon diversity
(F(1,13) = 11.017; adj-P = 0.011). All metrics are plotted against triclosan concentration with controls
microbiomes shown in yellow, microbial communities exposed to 1.0 ng/L in orange, 10 ng/L in vermillion,
and 10,000 ng/L in red respectively. Lines represent median and hinges indicate first and third quartiles.

Figure S3. Taxa composition of fresh water microbial communities exposed to triclosan. (a) Relative
abundance of Phylum level classification in agitated microcosm and (b) still microcosms. Proteobacteria are
shown in vermilion; Bacteroidetes in blue; Actinobacteria in orange, and Verrucomicrobia in pink. Each bar
within a column represents a unique ASV (ASV with abundance below 0.1% were removed for visualization
purposes). Controls microbiomes are shown in yellow, microbial communities exposed to 1.0 ng/L in orange,
10 ng/L in vermillion, and 10,000 ng/L in red respectively.

Figure S4. Changes in ASVs abundance in microbial communities affected by low concentrations of
triclosan. (a) Change of ASVs abundance in communities exposed to 1 ng/L and (b) 10 ng/m (DESeq2; P <
0.01). Genus level classification is provided where available while phyla are shown as follow: Proteobacteria
in vermilion; Bacteroidetes in blue; Actinobacteria in orange, and Verrucomicrobia in pink.

Figure S5. The effect of triclosan on fresh water microbial communities excluding Cyanobacteria. (a) PCoA
of unweighted UniFrac scores shows significant dissimilarity between microbial communities exposed to
10,000 ng/L (shown in red circles) compared to communities exposed to 10 ng/L (black lozenges),
communities exposed to 1 ng/L (black triangles), and controls communities (ADONIS; R2 = 0.387; PERM =
9999; F(3,14) = 2.746 ; adj-P = 0.00002). (b) Changes in ASVs abundance in the presence of 10,000 ng/L of
triclosan (DESeq2; P < 0.01). Genus level classification is provided where available while phyla are shown
as follow: Proteobacteria in vermilion; Bacteroidetes in blue; Actinobacteria in orange; Armatimonadetes in
black; and Verrucomicrobia in pink.

