Supplementary Information
Biodegradability of wastewater determines microbial assembly mechanisms in full-scale wastewater treatment plants
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Fig S1. Relationships between pollutant removal loads and BOD5/COD (BC ratios) in WWTPs. Red dots represent COD, green dots represent NH4+, and black dots represent TN.
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Fig S2. Pool richness (Chao 2) and Pielou evenness (J) of each B/C ratio group in WWTPs. Each bar represents the mean Chao2 and J calculated from 1000-time random resampling with 18 samples for each time and error bar represents standard deviation of 1000-time random resampling. The letters represent WWTPs grouped based on their B/C ratios, A, below 0.3; B, between 0.3 and 0.4; C, between 0.4 and 0.5; D, between 0.5 and 0.6; E, above 0.6.

[image: ]
Fig S3. Shifts of the microbial composition with increasing BC ratios. The letters represent WWTPs grouped based on their B/C ratios, A, below 0.3; B, between 0.3 and 0.4; C, between 0.4 and 0.5; D, between 0.5 and 0.6; E, above 0.6.
[bookmark: _GoBack][image: ]
Fig S4. The relative abundance of OTU 27 in each group
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Fig S5. The correlation between estimated richness (Chao2) and average clustering coefficient using Pearson’s correlation.
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