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Figure S1. Mean Sequence Quality distribution representing the number of reads with average quality
scores.
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Figure S2. Sequence Quality Histogram representing the mean quality value across each base position

in the read.
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Figure S3. Top 11-13 most abundant (relative) bacteria for each replicate at the (a) Maissade, (b)

Hinche, (c¢) Thomonde, (d) Mirebalais, and (e) Lascahobas sites for January 2018 sampling.
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Figure S4. Filtered data for Viruses.
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Figure S6. Filtered data for top 50% AMR. AMR: antimicrobial resistance.
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Figure S7. Filtered data for Fungi.
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Figure S8. Filtered data for Protists.
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Table S1. DNA concentrations and general sequencing statistics of January 2018 samples measured
by MultiQC.

DNA Concentration

Samples  Replicate % Dups % GC Length M Seqs

(ng/uL)
1 15 9.50% 59%  157bp  18.40
Maissade 2 1.29 9.80% 60% 171bp  18.80
3 0.13 10.10%  57%  178bp  18.70
1 2.5 14.50%  56%  155bp  23.80
Hinche 2 4.1 18.80%  54%  161bp  21.10
3 2.14 18.70%  53%  1l64bp  16.30
1 3.48 9.40% 57%  168bp  19.30
Thomonde 2 2.12 9.20% 57%  141bp  16.30
3 1.83 9.80% 55%  166bp  20.00
1 3.88 9.60% 61% 154bp  16.70
Mirebalais 2 2.52 10.30%  58%  175bp  23.60
3 2.5 10.40%  57%  174bp  18.90
1 3.36 16.20%  54%  167bp  39.20
Lascahobas 2 1.71 14.60%  55% 160 bp 25.10
3 2.12 52.70%  50% 145bp  17.90

Table S2. Choal alpha diversity raw data used to generate the box plots for Figure 3.

Sampling Site and Replicate = CHOA1

Hinche_River_1 1230.93
Hinche_ River_ 2 1157.46
Hinche_ River_3 888.89

Lascahobas_Laskawob_River_1  1443.57
Lascahobas_Laskawob_River_ 2  1179.08
Lascahobas_Laskawob_River 3  606.74

Maissade_Yofri_River_1 908.7
Maissade_Yofri_River_2 1028.44
Maissade_Yofri_River_3 980.58

Mirebalais_Lathem_River_1 920.69
Mirebalais_Lathem_River_2 1147.68
Mirebalais_Lathem_River_3 980.28
Thomonde_River_1 1053.65
Thomonde_River_2 893.96
Thomonde_River_3 1111.88




