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Supplementary Information 

 

Figure S1. Schematic representation of one of the 6-chamber simulated PFR used in this study." 



 
 

 

Figure S2. Heatmap showing the relative bacterial abundances between the three PFRs and AS 
at the order taxonomic level: AS control (purple), 4 chambers (red), 6 chambers (blue), and 8 
chambers (green). Orders are plotted by decreasing relative abundance. The colors in the 
heatmap reflect the normalized abundance of each order. 

 


