Figure S1. Rarefaction curves showing the relation between the number of V5-V6 16S rRNA (rrs) gene reads analyzed and OTU numbers per compartment of the Mi-plaine watershed of Chassieu (France). This analysis was restricted to 20,624 rrs reads per sample.
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Figure S2. Averaged weighted UniFrac similarities between V5-V6 16S rRNA (rrs) OTU profiles grouped according to their origin.
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Figure S3. Venn diagram showing the distribution of V5-V6 16S rRNA (rrs) OTUs between runoff waters of the Mi-plaine watershed, urban sediments from the detention basin, and soils of the infiltration basin, and from the connected aquifer (waters and biofilms). WS: runoff waters from the watershed; DB: sediments from the detention basin; IB: sediments from the infiltration basin; AQ: Aquifer waters and biofilms. 
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