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Figure S1. Principal coordinate analysis (PCoA) of the studied activated sludge samples

based on Bray-Curtis distances of community structure at species level.
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Figure S2. Microbial community compositions at phylum (a) and genus (b) levels. Family names of

the genera that cannot be assigned to specific lineages are clarified.
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Figure S3. Presence of Dirammox dnf gene cluster and denitrification genes across the isolated

bacterial strains.
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