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Results and Discussion

Microbiome composition

The majority of the bacterial taxa obtained from the samples taken under steady-state 

operating conditions are indicated in Figure S1. The analyses revealed distinct bacterial 

profiles over different runs. The relative abundance of putative PHA-storing bacteria 

selected under different runs varied and decreased with the increase of the SRT/CL ratio 

(Figure 1; Table S1), with lowest evenness and biodiversity values in Ae3 (Table S2).

Figure S1. Frequency heat-map of bacterial communities at genus level: the colour 

intensity in each cell shows the relative abundance (relative abundance of total reads ≥1% 

in at least one sample).
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1 Table S1. Relative abundance (% of total reads) of bacterial taxa known for their capability to store PHA. For each taxonomic group, a 

2 reference reporting the ability to store PHA is also provided.

phylum class order family genus Ae1 Ae2 Ae3 Ae4 Reference
Actinobacteria Actinobacteria Micrococcales Microbacteriaceae Leifsonia 0.0 3.4 0.0 0.0 [1]

Bacteroidetes Bacteroidia Cytophagales Spirosomaceae Leadbetterella 0.3 0.0 0.6 0.0 [2]

Bacteroidetes Bacteroidia Flavobacteriales Flavobacteriaceae Flavobacterium 7.4 0.1 16.3 0.8 [3]

Firmicutes Bacilli Bacillales Family XII Exiguobacterium 0.0 3.5 0.0 14.5 [4]

Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae Brevundimonas 15.0 0.1 0.7 2.8 [5]

Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Paracoccus 0.8 0.1 36.8 0.0 [6]

Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Rhodobacter 1.0 3.7 0.7 0.3 [7]

Proteobacteria Gammaproteobacteria Betaproteobacteriales Burkholderiaceae Hydrogenophaga 0.2 0.1 1.7 0.0 [8]

Proteobacteria Gammaproteobacteria Betaproteobacteriales Rhodocyclaceae Thauera 1.4 6.9 5.6 10.4 [9]

Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Pseudoxanthomonas 0.9 0.0 1.6 0.3 [10]

3

4 Table S2. Biodiversity indexes. 

Ae1 Ae2 Ae3 Ae4
Dominance_D 0.1 0.1 0.2 0.0
Simpson_1-D 0.9 0.9 0.8 1.0
Shannon_H 3.8 3.3 3.0 3.5
Evenness_e^H/S 0.3 0.3 0.2 0.5
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