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Table S1
Characteristics of the substrates used as feedstock in the anaerobic digestion tests

Substrate pH Total solids (TS) Volatile solids (VS)

(8/kg) (g/ksg) (%TS)
Cattle slurry 7.2+0.3 74.2+79 58.2+4.6 78.7+2.8
Maize silage 3.8+0.5 336.7+9.5 323.1+11.0 95.9+0.6
Maize flour 54+0.4 9354+3.1 922.9+4.2 98.7+0.1

Fig. S1

Taxonomic assignments at the genus level. a Bar-plot of the OTU relative abundances in the inoculum

and reactor digestate at the start-up and steady state conditions. b Widening of the minor genera
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