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Figure S1: Representation of average relative abundance across all samples identified in both the water corresponding to where fish 
were caught, as well as corresponding fish and intestinal microbiomes at each site (excluding Back River). Phyla with relative 
abundances (RA)  ≥ 0.5% are shown. Phyla present at RA < 0.5% were pooled together. Water samples were collected in triplicate 
and filtered on-site, while filters were frozen at -20 ºC, transported, moved to -80 ºC for storage, and analyzed through PCR 
amplification on an Illumina sequencing platform with primers 515-F and 806-R. Note that the primers and analysis pipeline for water 
differs from that of skin and intestinal microbiomes, rendering these results as preliminary.


