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Figure S1: Diversity analysis. The alpha rarefraction curves (A) for all four reactors and cow
manure (CM) was measured as phylogenetic diversity. Microbial diversity during co-
digestion of food waste and cow manure (FW+CM), and digestion of only food waste (FW)
was measured by richness (B) and Shannon index (C). Richness (D) and Shannon index (E)
was also used to investigate the diversity in mesophilic (37°C) and thermophilic (55°C)
processes. The p-value (Anova) is indicated above each stripchart.
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Synergistetes; Anaerobaculum (OTUS5)
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Firmicutes; Coprothermobacter (OTU776)
Synergistetes; Anaerobaculum (OTU908)
Synergistetes; Anaerobaculum (OTU1177)
Firmicutes; Caldicoprobacter (OTU224)
Firmicutes; Thermacetogenium (OTU350)
Firmicutes; Syntrophomonas (OTU294)
Firmicutes; Erysipelotrichaceae (OTU247)
Chiloroflexi; Anaerolinea (OTU60)
Firmicutes; Clostridiales (OTU692)
Euryarchaeota; Methanothermobacter (OTU2473)
Actinobacteria; Coriobacteriaceae (OTU191)
Firmicutes; Facklamia (OTU90)
Actinobacteria; Dietziaceae (0TU181)
Firmicutes; Clostridiales (0TU219)
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Firmicutes; Butyrivibrio (OTU333)

Abundance
0 500 1000 1500
ESSe—————————— $

=
]
P
b
b
]
P
]
b
]
!
!
!
i
)
!
|
b
4
)
!
!
4
!
!
!
!
!
!
!
!
!
!
!
!

FHH X OEME E KRN M ENR E R ENH E N FEH X ENE R OB HHE X RN EX K X X K K KK XX ¥ ¥

W Fw+CM
Wrw

Figure S2: Anova comparison of taxa abundance in the microbial communities in the co-
digesters (FW+CM; Red) and digester fed food waste only (FW; Blue), during both
mesopilic (A) and thermophilic (B) processes. Standars deviations (initial vs. final) are

included as error bars. The comparison are performed at OTU level, in which the OTUs are

classified at genus or highest possible ranked taxonomic level. A comprehensive OTU table is
provided as Supplementary Table S1 (separate material). Note that only significantly
different OTUs are showed in the barchart, and annotated as *: p<0.005, **: p<0.01,

*¥%:0<0.001.



