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Supplementary Figure 1: Rarefaction curves for OTUs of each gene and from each digester.
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Supplementary Figure 2: Rank-abundance curves for OTUs of each gene and from each digester.
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Supplementary Figure 3: Venn diagrams indicating number of overlapping OTUs between the di-
gester methanogen (mcrA) and archaea (16S rRNA) communities. Five OTUsmcrA (OTU002, OTU029,
OTU037 & OTU039, Methanobacteriaceae; OTU005, Methanosaetaceae) and three OTUs16S (OTU002,
WSA2; OTU003, Methanosaetaceae; OTU007, Methanoregulaceae) were shared between all digesters.


