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Figure 2. Inter-site differences in Bacteroides concentrations from each biological fecal source during all timepoints. Note that axis
Methods scales are not consistent.
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Figure 1. Sampling sites and locations of known sewage spills in 3 2 1 55 ’ 1
2022-2023 (Basemap: USGS National Land Cover Database). " Nitrogen Cyclo F
] : _ Figure 5. PCA of water chemistry and nutrient data with Figure 6. Completeness of nitrogen cycle pathways in eDNA sequences.
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effluent (black) was driven by nitrogen. effluent (WMB) samples.
e Bacteria associated with feces were prevalent in
Mobile Bay year-round (Fig. 2)
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dominant fecal source (Fig. 4)
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