Supplementary:

Table S1. Primer sequence and concentration for qPCR assay target genes, Neoparamoeba perurans
and salmon elongation factor 1 alpha (ELF)

Amplicon
Reaction Length
Gene Primer Sequence (5'-3") Conc. (nM) (bp) Reference
Forward, AAAAGACCATGCGATTCGTAAAGT 300
N. perurans  Reverse CATTCTTTTCGGAGAGTGGAAATT 900 70 [1,3]
Probe 6FAM-ATCATGATTCACCATATGTT-MGB 200
Forward GGCCAGATCTCCCAGGGCTAT 900
Efla Reverse TGAACTTGCAGGCGATGTGA 900 66 2]
NED-CCTGTGCTGGATTGCCATACTG-
Probe MGB 250

Table S2. Primer sequences for the 2-step PCR preparation for amplifying the V1-V3 region within
the 165 rRNA gene

Forward primer 5'-3" (“27F-adapt”)
[Nlumina overhang adapter 27F Refs
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAG AGAGTTTGATYMTGGCTCAG [4,5]
Reverse primer 5’-3" (“519R-adapt”)
[Nlumina overhang adapter 519R Refs
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG GWATTACCGCGGCKGCTG [6,7]
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Figure S1. Alpha rarefaction curve from biological samples, depicting species richness (Observed ASVs) against sam-
ple size (sequence reads). Figure panels are faceted to sequencing controls, water samples and gill mucus swabs.
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Figure S2. Relative abundance of phylum level ASV assignments for (A) fish gill mucus and (B)
source water samples taken within the experimental trial. Data shows that fish gills were rapidly
colonized by Verrucomicrobia post stocking in all treatments. Source lab water taken at the begin-

ning of the trial also shared this ASV
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Figure S3. Top 91 genus assigned to various water sources used in the experimental trial, and tank
water from experimental units. Each bar represents one pooled sample (3 x 700 mL water from
each source). Data demonstrates that the assigned genus “uncultured” (Family Saprospiracea &
Caldilineaceae) were prominent in all AGD affected treatments at 21 dpi.
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