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Figure S1. AnMBR logic control program
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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.
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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.
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Figure S4. Archaea and Bacteria showing the relative abundances at class level (>1%) across all 12
AnMBR and two inoculum samples.
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Figure S5. (a) Chao; (b) Coverage; (c) Rarefaction curve and (d) Shannon curve.
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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 | ES8 FI0 | J15 | KI6 | LI8 | 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 | 486 | 2.65 | 11.67 | 444 | 11.10 | 3.09 | 642 | 677 | 503 | 521 | 4.85 | 4.4
Bacteroidetes 253 | 731 | 21.07 | 1921 | 655 | 13.16 | 574 | 30.05 | 8.03 | 11.08 | 12.76 | 11.86 | 10.54 | 12.10
Acidobacteria 015 | 0.15 | 577 | 221 | 460 | 8.07 | 2.70 | 2.03 | 092 | 079 | 097 | 059 | 0.61 | 0.84
Synergistetes 1067 | 032 | 132 | 058 | 1.73 | 0.08 | 229 | 055 | 084 | 061 | 050 | 0.68 | 037 | 041

Chloroflexi 289 | 2.18 | 848 | 670 | 2.28 | 0.54 | 2.05 | 253 | 7.71 | 635 | 548 | 7.8 | 5.5 | 4.62
Firmicutes 246 | 565 | 192 | 176 | 1.85 | 1.11 | 139 | 1605 | 1330 | 7.71 | 2.56 | 638 | 2.83 | 2.52
Ignavibacteriae 0.06 | 0.0l | 058 | 0.64 | 055 | 046 | 044 | 023 | 0.03 | 0.02 | 0.0l | 0.0l | 0.00 | 0.00
(S::;‘C‘ngif:cteria 003 | 131 | 1.64 | 1.08 | 050 | 0.09 | 041 | 022 | 1.03 | 1.17 | 0.71 | 0.86 | 0.87 | 0.71

Thermotogae 044 | 002 | 050 | 068 | 074 | 0.11 | 034 | 007 | 035 | 060 | 122 | 034 | 079 | 1.05
Actinobacteria 010 | 094 | 145 | 1.57 | 048 | 034 | 033 | 045 | 152 | 171 | 049 | 1.22 | 045 | 0.46
Gemmatimonadetes | 0.01 | 0.00 | 030 | 0.14 | 042 | 1.07 | 030 | 0.10 | 0.03 | 0.00 | 0.01 | 0.00 | 0.00 | 0.00
Verrucomicrobia 011 | 0.13 | 018 | 0.16 | 023 | 1.00 | 022 | 054 | 043 | 043 | 070 | 029 | 032 | 0.63
Chlorobi 003 | 000 | 055 | 061 | 013 | 001 | 020 | 021 | 0.06 | 0.04 | 0.16 | 0.06 | 0.08 | 0.10
?ggﬁl";cu& 0.02 | 001 | 010 | 003 | 018 | 0.61 | 0.14 | 0.14 | 0.07 | 0.03 | 0.02 | 0.02 | 0.01 | 0.03
Planctomycetes 0.06 | 021 | 025 | 0.16 | 0.18 | 023 | 0.14 | 0.14 | 027 | 020 | 0.19 | 022 | 0.13 | 0.18
Armatimonadetes 035 | 057 | 056 | 0.8 | 0.12 | 0.15 | 0.11 | 0.06 | 0.60 | 034 | 046 | 0.65 | 0.45 | 036
Nitrospirae 000 | 0.00 | 002 | 006 | 006 | 034 | 0.06 | 003 | 0.00 | 001 | 000 | 0.00 | 0.00 | 0.00
Chlamydiae 0.00 | 0.03 | 0.0l | 0.00 | 006 | 0.15 | 0.04 | 002 | 0.04 | 003 | 000 | 0.02 | 0.0l | 0.00
Spirochaetes 002 | 006 | 002 | 001 | 001 | 001 | 0.04 | 075 | 0.13 | 003 | 0.01 | 0.02 | 0.01 | 0.00
Hydrogenedentes 0.5 | 0.00 | 0.05 | 0.03 | 0.05 | 0.00 | 0.03 | 0.0l | 0.01 | 0.00 | 0.00 | 0.02 | 0.0l | 0.00
Latescibacteria 0.00 | 0.00 | 005 | 0.02 | 003 | 005 | 002 | 0.02 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Fibrobacteres 0.00 | 0.00 | 000 | 0.00 | 000 | 0.00 | 0.01 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Cloacimonetes 002 | 003 | 0.02 | 001 | 001 | 000 | 001 | 0.00 | 001 | 0.01 | 000 | 0.00 | 0.00 | 0.00
Lentisphaerae 0.00 | 0.00 | 0.00 | 0.00 | 001 | 000 | 000 | 0.04 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Cyanobacteri 000 | 001 | 000 | 000 | 000 | 0.00 | 0.00 | 000 | 000 | 000 | 0.00 | 0.00 | 0.00 | 0.01

Tenericutes 0.00 | 0.00 | 000 | 0.00 | 000 | 0.00 | 0.00 | 0.09 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
SR1 001 | 001 | 015 | 000 | 000 | 0.00 | 0.00 | 0.01 | 0.00 | 005 | 003 | 0.03 | 0.05 | 0.04
BRCI 001 | 002 | 000 | 0.00 | 000 | 0.00 | 0.00 | 0.00 | 0.03 | 002 | 0.02 | 0.01 | 0.00 | 0.01

%3;‘;1?1”6 division 000 | 0.00 | 000 | 000 | 000 | 0.00 | 0.00 | 001 | 001 | 001 | 0.01 | 0.01 | 001 | 0.01

Elusimicrobia 003 | 000 | 003 | 001 | 001 | 000 | 0.00 | 0.00 | 0.00 | 000 | 0.01 | 0.00 | 0.00 | 0.00
Fusobacteria 000 | 0.04 | 000 | 0.00 | 000 | 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 | 037 | 223 | 1.42 | 241 | 1.97
Microgenomates 0.01 | 0.03 | 006 | 0.01 | 0.00 | 0.00 | 0.00 | 0.00 | 0.02 | 004 | 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 | 008 | 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
Pacearchacota 000 | 0.09 | 0.00 | 002 | 000 | 000 | 0.00 | 0.00 | 0.01 | 001 | 022 | 0.02 | 007 | 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 000 | 0.00 | 000 [ 0.00 [ 000 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.01 | 0.02 | 0.01 | 0.01

Uniclassified 3292 | 4526 | 27.81 | 3527 | 21.01 | 10.57 | 17.53 | 18.68 | 32.98 | 36.45 | 41.12 | 39.36 | 40.84 | 40.61




