Supplementary Materials

Figure S1 Sampling sites for microbes of the Pearl River basin
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Figure S2 Taxonomic composition of the bacterial communities (a) and the microeukaryotic
communities (b) in 29 samples. (a) Relative abundance of the phyla. (b) Relative abundance of the
lineages.
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Figure S3 The co-occurrence network patterns among OTUs of bacteria (a) and microeukaryotes (b)
colored by each subcommunity;



