Organic overloading affects the microbial interactions during

anaerobic digestion in sewage sludge reactors
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Fig. A1l. Community composition profiles in R1 and R2 of Bacteria community at
phylum level (A), at the most detailed taxonomic level available (B) and at the most
detailed taxonomic level available for Archaea domain (C) during all sampling times of
periods 1 and 2. Time is expressed as day - hour of the day. Only taxa exceeding 1% on

average relative ab

undances are show.
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Fig. A2. Co-occurrence network of abundant genera (relative abundances > 0.1%) connected by positive interactions (q < 0.05). The 9 clusters of highly
interconnected microorganisms are shown. Node color indicates the cluster affiliation: cluster 1(purple), cluster 2 (orange), cluster 3 (grey), cluster 4 (yellow), cluster
5 (pink), cluster 6 (green), cluster 7 (blue), cluster 8 (red) and cluster 9 (brown). Node shape refers to the domain: circle for Bacteria and square for Archaea. Node
labels refers to the taxonomy assignment of the node, and the most abundant taxa within each cluster is pointed out in bold. ‘_u’ indicates unknown.



-2 Archaea -e-1 Bacteria -e-7 Bacteria -e-8 Bacteria

1.8
1.6
1.4
1.2

0.8
0.6
0.4
0.2
0 - T
0O 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75

time (h)

Relative abundance (%)

Fig. A3. Temporal trends of the accumulated relative abundances of the minor clusters
of co-occurring microorganisms divided by domain during organic overloading. For
comparison, average values during period 1 are also shown and denoted as time 0 where
error bars indicate standard deviations. Clusters were considered as minor if the total
accumulated relative abundance by domain was lower than 5% on any sample.
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