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Sampling site coordinates

Code River Longitude (E) |  Latitude (N)

HZH Haizhe River 119°54°42.754 | 31°47'51.652°
HTH Houtang River | 119°52'38.057" | 31°47°04.409°
2B | Zrongliangbang River | 119°55'34.831" | 31°46'37.236"
HLB | Huangliangbang River | 119°54'14.990" | 31°45'38.207"

Note: The ma is a publication-oriented simplified version.
Boundaries, roads and railways are ot shown.
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Fig. S1. Locations of the four urban river sampling sites in Changzhou City, China. Surface water and sediment samples were collected at each site. Red dots indicate sampling sites, and blue lines represent the local water system.
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Fig. S2. Phylogenomic overview of reconstructed MAGs and associated metadata. The circular tree shows the phylogenetic relationships among reconstructed metagenome-assembled genomes (MAGs). Outer annotation rings indicate sample type, sampling site, MAG quality, and season. Sample type includes water, sediment, and unknown samples; sampling sites include HLB, HTH, HZH, ZLB, and unknown sites; MAG quality is classified as high-quality, medium-quality, low-quality, or unknown; and season includes summer, winter, and unknown. This supplementary figure provides an overview of the taxonomic distribution and metadata characteristics of the reconstructed MAGs and was used to guide the selection of candidate MAGs for downstream comparative genomic analysis.

