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Figure S1. AnMBR logic control program 

 



 
Figure S2. The heat Heat map showing the relative abundances of various bacteria at family 
level (>0.01%) across all 12 AnMBR and two inoculum samples. 

 

 

 



 
Figure S3. The heat Heat map showing the relative abundances of various Methanogen at family level 
(>0.01%) across all 12 AnMBR and two inoculum samples.  

 



 
Figure S4. Archaea and Bacteria showing the relative abundances at class level (>1%) across all 12 
AnMBR and two inoculum samples. 

 



 
 

Figure S5. (a) Chao; (b) Coverage; (c) Rarefaction curve and (d) Shannon curve. 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 



Table S1. The relative abundances (%) of various bacteria and archaea at phylum level across all 12 
AnMBR and two inoculum samples. 
 

Phyla S1 S1 A2 B3 C4 D5 E8 F10 J15 K16 L18 M20 N23 P24 
Proteobacteria 18.85 26.74 22.13 25.78 46.53 57.42 54.35 23.86 25.07 25.10 24.91 23.36 28.43 28.55 
Euryarchaeota 28.08 8.81 4.86 2.65 11.67 4.44 11.10 3.09 6.42 6.77 5.03 5.21 4.85 4.24 
Bacteroidetes 2.53 7.31 21.07 19.21 6.55 13.16 5.74 30.05 8.03 11.08 12.76 11.86 10.54 12.10 
Acidobacteria 0.15 0.15 5.77 2.21 4.60 8.07 2.70 2.03 0.92 0.79 0.97 0.59 0.61 0.84 
Synergistetes 10.67 0.32 1.32 0.58 1.73 0.08 2.29 0.55 0.84 0.61 0.50 0.68 0.37 0.41 
Chloroflexi 2.89 2.18 8.48 6.70 2.28 0.54 2.05 2.53 7.71 6.35 5.48 7.18 5.75 4.62 
Firmicutes 2.46 5.65 1.92 1.76 1.85 1.11 1.39 16.05 13.30 7.71 2.56 6.38 2.83 2.52 
Ignavibacteriae 0.06 0.01 0.58 0.64 0.55 0.46 0.44 0.23 0.03 0.02 0.01 0.01 0.00 0.00 
Candidatus 
Saccharibacteria 0.03 1.31 1.64 1.08 0.50 0.09 0.41 0.22 1.03 1.17 0.71 0.86 0.87 0.71 

Thermotogae 0.44 0.02 0.50 0.68 0.74 0.11 0.34 0.07 0.35 0.60 1.22 0.34 0.79 1.05 
Actinobacteria 0.10 0.94 1.45 1.57 0.48 0.34 0.33 0.45 1.52 1.71 0.49 1.22 0.45 0.46 
Gemmatimonadetes 0.01 0.00 0.30 0.14 0.42 1.07 0.30 0.10 0.03 0.00 0.01 0.00 0.00 0.00 
Verrucomicrobia 0.11 0.13 0.18 0.16 0.23 1.00 0.22 0.54 0.43 0.43 0.70 0.29 0.32 0.63 
Chlorobi 0.03 0.00 0.55 0.61 0.13 0.01 0.20 0.21 0.06 0.04 0.16 0.06 0.08 0.10 
Deinococcus-
Thermus 0.02 0.01 0.10 0.03 0.18 0.61 0.14 0.14 0.07 0.03 0.02 0.02 0.01 0.03 

Planctomycetes 0.06 0.21 0.25 0.16 0.18 0.23 0.14 0.14 0.27 0.20 0.19 0.22 0.13 0.18 
Armatimonadetes 0.35 0.57 0.56 0.18 0.12 0.15 0.11 0.06 0.60 0.34 0.46 0.65 0.45 0.36 
Nitrospirae 0.00 0.00 0.02 0.06 0.06 0.34 0.06 0.03 0.00 0.01 0.00 0.00 0.00 0.00 
Chlamydiae 0.00 0.03 0.01 0.00 0.06 0.15 0.04 0.02 0.04 0.03 0.00 0.02 0.01 0.00 
Spirochaetes 0.02 0.06 0.02 0.01 0.01 0.01 0.04 0.75 0.13 0.03 0.01 0.02 0.01 0.00 
Hydrogenedentes 0.15 0.00 0.05 0.03 0.05 0.00 0.03 0.01 0.01 0.00 0.00 0.02 0.01 0.00 
Latescibacteria 0.00 0.00 0.05 0.02 0.03 0.05 0.02 0.02 0.00 0.00 0.00 0.00 0.00 0.00 

Fibrobacteres 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 
Cloacimonetes 0.02 0.03 0.02 0.01 0.01 0.00 0.01 0.00 0.01 0.01 0.00 0.00 0.00 0.00 

Lentisphaerae 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 

Cyanobacteri 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 
Tenericutes 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 
SR1 0.01 0.01 0.15 0.00 0.00 0.00 0.00 0.01 0.00 0.05 0.03 0.03 0.05 0.04 
BRC1 0.01 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.02 0.02 0.01 0.00 0.01 
candidate division 
WPS-1 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.01 0.01 0.01 0.01 0.01 

Elusimicrobia 0.03 0.00 0.03 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 
Fusobacteria 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 
Aminicenantes 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.37 2.23 1.42 2.41 1.97 
Microgenomates 0.01 0.03 0.06 0.01 0.00 0.00 0.00 0.00 0.02 0.04 0.03 0.06 0.04 0.03 
Caldiserica 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.08 0.05 0.06 0.09 
Parcubacteria 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.10 
Pacearchaeota 0.00 0.09 0.00 0.02 0.00 0.00 0.00 0.00 0.01 0.01 0.22 0.02 0.07 0.29 
Woesearchaeota 0.00 0.00 0.04 0.39 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 
Crenarchaeota 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.02 0.01 0.01 
Uniclassified 32.92 45.26 27.81 35.27 21.01 10.57 17.53 18.68 32.98 36.45 41.12 39.36 40.84 40.61 

 


