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Figure S1. Water filtering main steps with the 0.2 µm and 1.2 and 5 µm. For the 0.2 µm, filtering with the vacuum pump (a), extraction of the filter (b), and collection of the tube (c). For the 1.2 and 5 1.2 and 5 µm, manual filtering (d), opening of the filter envelope (e), and collection of the filter (f).
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Figure S2. Depth of the called SNPs divided by Tanks (T1-T4) and by type of genomic information (eDNA from filters of 0.2, 1.5, and 5 μm and DNA pools).
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Figure S3. Venn diagram showing the distribution of phyla with significant differences (p<0.05, Bonferroni-corrected) in relative abundance among eDNA samples from filters with different pores (0.2 µm, 1.2 µm, 5 µm) across the four tanks (T1–T4). Numbers within each area indicate the count of phyla uniquely or jointly identified as significant in the respective tanks. 
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Supplementary Table S1. Genome-wide estimates of within-tank genetic diversity (FIS-like index) for eDNA samples from filters with different pores (0.2 µm, 1.2 µm, 5 µm) and corresponding DNA pools across tanks (T1–T4). For each dataset, the table reports the number of SNPs shared with the respective DNA pool, FIS-like estimates, standard errors (SE), and 95% confidence intervals (CI95%) obtained using a leave-one-chromosome-out (LOCO) jackknife. ΔFIS corresponds to the difference between eDNA samples and DNA pool estimates, with its SE, CI95%, and the corresponding FST values reported for both unbalanced and depth-balanced analyses.
Supplementary Table S2. Relative read abundance and statistical comparison of phylum-level taxonomic composition among eDNA samples from filters with different pores (0.2 µm, 1.2 µm, 5 µm) for Tank 1. For each phylum, the table reports the percentage of total reads assigned to that taxon in each filter (perc_1, perc_2, perc_3), the p-values obtained from a test of equal proportions (p_value), and Bonferroni-adjusted p-values (p_bonf). Only significant phyla after Bonferroni correction (p_bonf<0.05) are reported
Supplementary Table S3. Relative read abundance and statistical comparison of phylum-level taxonomic composition among eDNA samples from filters with different pores (0.2 µm, 1.2 µm, 5 µm) for Tank 2. For each phylum, the table reports the percentage of total reads assigned to that taxon in each filter (perc_1, perc_2, perc_3), the p-values obtained from a test of equal proportions (p_value), and Bonferroni-adjusted p-values (p_bonf). Only significant phyla after Bonferroni correction (p_bonf<0.05) are reported
Supplementary Table S4. Relative read abundance and statistical comparison of phylum-level taxonomic composition among eDNA samples from filters with different pores (0.2 µm, 1.2 µm, 5 µm) for Tank 3. For each phylum, the table reports the percentage of total reads assigned to that taxon in each filter (perc_1, perc_2, perc_3), the p-values obtained from a test of equal proportions (p_value), and Bonferroni-adjusted p-values (p_bonf). Only significant phyla after Bonferroni correction (p_bonf <0.05) are reported
Supplementary Table S5. Relative read abundance and statistical comparison of phylum-level taxonomic composition among eDNA samples from filters with different pores (0.2 µm, 1.2 µm, 5 µm) for Tank 4. For each phylum, the table reports the percentage of total reads assigned to that taxon in each filter (perc_1, perc_2, perc_3), the p-values obtained from a test of equal proportions (p_value), and Bonferroni-adjusted p-values (p_bonf). Only significant phyla after Bonferroni correction (p_bonf <0.05) are reported
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