Table S1. Relative abundance of phylogenetic groups in bioreactor pyrosequence libraries as determined by the Classifier program of RDP-I 1.2

Phylogenetic group Mo(0) Mo(28) Mo(56) Mo(84) Mo(112) Mo(140) WKk(0) Wk(28) Wk(56) Wk(84) Wk(112)Wk(140) Fd(0) Fd(140)
Root-unclassified 0.09 0.03 0.04 0.17 0.05 0.02 0.16 0.10 0.18 0.14 0.11 0.15 0.01 -
Bacteria-unclassified 2.79 2.74 2.40 2.44 2.15 1.93 3.03 3.22 2.77 2.60 &l 3.38 0.66 1.12
Caldiserica-Caldisericia-Caldisericales-Caldisericaceae-Caldisericum - - - - - - - - - - - - - 0.01

Actinobacteria-
unclassified - - 0.01 0.04 - 0.02 0.05 0.18 0.23 0.23 0.21 0.26 - 0.04
Acidimicrobidae-unclassified - - - 0.02 - 0.02 0.04 0.03 0.09 0.14 0.20 0.30 - 0.02
Acidimicrobidae-Acidimicrobiales-Acidimicrobineae-unclassified - 0.02 - - - - 0.06 0.01 0.06 0.02 0.07 0.04 - 0.01
Acidimicrobidae-Acidimicrobiales-Acidimicrobineae-Acidimicrobiaceae-unclassified - - 0.04 - - 0.02 0.08 0.02 0.02 0.02 0.01 0.02 - -
Acidimicrobidae-Acidimicrobiales-Acidimicrobineae-lamiaceaelamia - - - - - - - 0.03 0.05 0.07 0.07 0.03 0.01 -
Acidimicrobidae-Acidimicrobiales-Acidimicrobineae-Acidimicrobidae_incertae_sedisHumatobacter 0.02 0.02 - 0.04 0.02 - 0.05 0.17 0.21 0.26 0.29 0.44 -
Rubrobacteridae-unclassified - - - - - 0.01 - - - 0.02 0.01 -
Rubrobacteridae-Solirubrobacterales-unclassified 0.02 0.02 0.01 - 0.10 - 0.02 0.05 0.02 0.01 0.02 0.06 - 0.03
Rubrobacteridae-Solirubrobacterales-Patulibacteraceae-Patulibacter 0.04 - - - - - 0.01 - - - - 0.01 - -
Rubrobacteridae-Solirubrobacterales-Solirubrobacteraceae-Solirubrobacter - - - - - - 0.01 - - - - - - -
Actinobacteridae-unclassified - - - - - - - - - - -
Actinobacteridae-Actinomycetales-unclassified 0.02 0.02 0.01 0.04 - 0.02 0.02 0.02 0.03 - 0.01 0.06 0.07 0.03
Actinobacteridae-Actinomycetales-Pseudonocardineae-unclassified - - - - - - -
Actinobacteridae-Actinomycetales-Micrococcineae-unclassified - - - - - - 0.01 - - - - - -
Actinobacteridae-Actinomycetales-Intrasporangiaceae-unclassified - - - - - - - - - - - - 0.03 0.01
Actinobacteridae-Actinomycetales-Micrococcaceae-Arthrobacter - - - - - - - 0.01 - - - - 0.05 0.05
Actinobacteridae-Actinomycetales-CellulomonadaceaeActinotalea - - - -
Actinobacteridae-Actinomycetales-Microbacteriaceae-unclassified 0.02 - - - - - 0.01 0.02 - - - - 0.01 -
Actinobacteridae-Actinomycetales-Microbacteriaceae-Agrococcus - - - - - - - - - - - - 0.01
Actinobacteridae-Actinomycetales-Microbacteriaceae-Microbacterium - - - - - - - - - - - - -
Actinobacteridae-Actinomycetales-Microbacteriaceae-Cryobacterium - - - - - - - - - - - - 0.01 -
Actinobacteridae-Actinomycetales-Microbacteriaceae-Agromyces - - - - - - - - 0.01 - - 0.01 - -
Actinobacteridae-Actinomycetales-Frankineae-GeodermatophilaceaeBlastococcus - - - - - - - - 0.01 - - - - -
Actinobacteridae-Actinomycetales-Streptomycineae-StreptomycetaceaeStreptomyces - - - - - - - - - - - - 0.01 0.02
Actinobacteridae-Actinomycetales-Streptosporangineae-ThermomonosporaceaeActinoallomurus - - - - - - - - - - - - -
Actinobacteridae-Actinomycetales-Propionibacterineae-Nocardioidaceae-unclassified - - - - - - - - - 0.01 0.02
Actinobacteridae-Actinomycetales-Propionibacterineae-NocardioidaceaeNocardioides 0.02 - 0.01 0.02 - - 0.07 0.02 0.11 0.01 0.01 0.02 - -
Actinobacteridae-Actinomycetales-Propionibacterineae-NocardioidaceaeAeromicrobium - - - 0.02 - - 0.02 0.06 0.03 0.01 0.01 - - -
Actinobacteridae-Actinomycetales-Propionibacterineae-NocardioidaceaeMarmoricola - - 0.01 - - - 0.01 0.01 0.02 0.03 - - 0.02
Actinobacteridae-Actinomycetales-Propionibacterineae-NocardioidaceaePimelobacter - - - - - - - - - - - -
Actinobacteridae-Actinomycetales-Propionibacterineae-PropionibacteriaceaeMicrolunatus - - - - - - -
Actinobacteridae-Actinomycetales-Propionibacterineae-PropionibacteriaceaePropionibacterium - - - - 0.02 - - 0.02 - - - 0.04 0.02 -
Actinobacteridae-Actinomycetales-Corynebacterineae-unclassified - - - - 0.02 - - - - - - - - -
Actinobacteridae-Actinomycetales-Corynebacterineae-Nocardiaceae-unclassified - - - 0.13 - - - - - - - - - -
Actinobacteridae-Actinomycetales-Corynebacterineae-Nocardiaceae-Rhodococcus - - - 0.04 - - - - 0.01 0.02 0.01 -
Actinobacteridae-Actinomycetales-Corynebacterineae-Nocardiaceae Williamsia - - - -
Actinobacteridae-Actinomycetales-Corynebacterineae-MycobacteriaceaeMycobacterium - 0.05 - - 0.03 - - - - - - - 0.03 0.01
Actinobacteridae-Actinomycetales-Corynebacterineae-Corynebacteriaceae<Corynebacterium - - - -
Actinobacteridae-Actinomycetales-Micromonosporineae-Micromonosporaceae-unclassified - - 0.01 - - - - - - - - - 0.02 -
Actinobacteridae-Actinomycetales-Micromonosporineae-MicromonosporaceaeMicromonospora - - - - - - - - - - - - - 0.01
Firmicutes-

unclassified 0.07 0.02 0.01 - 0.02 - 0.08 0.01 - 0.01 0.01 - 0.03 0.06
Bacilli-unclassified 0.02 - - - - - - 0.02 - - -
Bacilli-Lactobacillales-Streptococcaceae-Streptococcus - - - - - - - - -
Bacilli-Bacillales-unclassified 0.16 - - 0.04 0.03 - 0.06 - 0.01 0.01 0.02 - 0.04 0.05
Bacilli-Bacillales-Staphylococcaceae-Staphylococcus 0.02 - - - - - - - - - - - - -



Phylogenetic group Mo(0) Mo(28) Mo(56) Mo(84) Mo(112) Mo(140) Wk(0) WK(28) Wk(56) Wk(84) Wk(112)Wk(140) Fd(0) Fd(140)
Bacilli-Bacillales-Paenibacillaceae-unclassified 0.20 - - - - - 0.09 - - - - 0.02
Bacilli-Bacillales-Paenibacillaceae-Cohnella 0.16 0.09 - - - - 0.06 0.03 - 0.01 0.03 - 0.01 0.01
Bacilli-Bacillales-PaenibacillaceaeBrevibacillus - - - - - - - - - - - - 0.01 0.02
Bacilli-Bacillales-PaenibacillaceaePaenibacillus - 0.02 - 0.04 - - - - - - - - 0.02 0.03
Bacilli-Bacillales-Baciliaceae-unclassified - 0.02 - - 0.02 - 0.02 - - - - - - 0.01
Bacilli-Bacillales-Baciliaceae-Bacillus 0.02 0.02 - 0.02 - - 0.01 - - - - 0.01 0.11 0.11
Bacilli-Bacillales-Thermoactinomycetaceaet aceyella - - - - - - - - - - - - - 0.01
Bacilli-Bacillales-ThermoactinomycetaceaeShimazuella - 0.02 - - - - 0.01 - - - - 0.01 0.01 -
Bacilli-Bacillales-ThermoactinomycetaceaeThermoactinomyces - - - - - - - - - - - - - 0.01
Bacilli-Bacillales-Planococcaceae-Paenisporosarcina - - - - - - - - - - - - 0.02 -
Bacilli-Bacillales-Planococcaceae-Sporosarcina - - - - - - - - - - - - 0.01 -
Clostridia-unclassified - 0.02 - 0.02 - - - - - 0.01 - - 0.07 0.04
Clostridia-Clostridiales-unclassified - - - - 0.05 0.02 0.02 0.01 - 0.02 - - 0.09 0.17
Clostridia-Clostridiales-Syntrophomonadaceae-unclassified - - - - - - - - - - - - - 0.01
Clostridia-Clostridiales-Incertae Sedis XVI11-Symbiobacterium 0.02 - - - - - - - 0.01 - - - 0.01 -
Clostridia-Clostridiales-Peptococcaceae-Peptococcaceae 1-Desulfosporosinus - - 0.03 - - - - - - - - - 0.02 0.05
Clostridia-Clostridiales-Peptococcaceae-Peptococcaceae 2-Pelotomaculum - - - - 0.05 - - 0.01 - - - - 0.01 -
Clostridia-Clostridiales-Peptococcaceae-Peptococcaceae 2-Cryptanaerobacter - - - - - - - - - - - - - 0.01
Clostridia-Clostridiales-Peptococcaceae-Peptococcaceae 2-Thermincola - - - - - - - - - - - - 0.01 -
Clostridia-Clostridiales-Ruminococcaceae-unclassified - - - - - - - - - - 0.01 - 0.01 0.01
Clostridia-Clostridiales-Ruminococcaceae-Acetivibrio 0.02 - - - - - - 0.02 - 0.01 - - 0.01 0.12
Clostridia-Clostridiales-Ruminococcaceae-Sporobacter - - - - - - - - - - - - 0.01 -
Clostridia-Clostridiales-Lachnospiraceae-unclassified - - - - - - - - - - - - 0.01 -
Clostridia-Clostridiales-Veillonellaceae-unclassified - - - - - - - - - - - - 0.05 0.02
Clostridia-Clostridiales-Veillonellaceae-Sporotalea - - - - - - - - - - - - - 0.01
Clostridia-Clostridiales-Veillonellaceae-Sporomusa - - - - - - - - - - - - 0.03 -
Clostridia-Clostridiales-Clostridiaceae-unclassified - - - - - - - - - - - - 0.01 -
Clostridia-Clostridiales-Clostridiaceae-Clostridiaceae 1-unclassified - - - 0.04 - - - - - - - - 0.02 -
Clostridia-Clostridiales-Clostridiaceae-Clostridiaceae 1-Clostridium - - - 0.04 - - - - - - - - - 0.05
Clostridia-Clostridiales-Clostridiaceae-Clostridiaceae 1-Oxybacter - - - - - - - - - - - 0.01 -
Clostridia-Clostridiales-Gracilibacteraceae-Gracilibacter - 0.02 - - - - - - - - - - 0.04 0.01
Clostridia-Thermoanaerobacterales-Thermoanaerobacteraceae-Mahella - - - - - - - - - - - 0.01 0.03 -
Clostridia-Thermoanaerobacterales-ThermoanaerobacteraceaeMoorella - - - - - - - - - - - - 0.02 -

TM7-TMT7_genera_incertae_sedis - - - - - - - - - - - - - 0.01

Bacteroidetes-
unclassified 8.66 1747  9.74 9.28 1584 4.67 4.49 3.81 1.29 1.50 3.26 1.26 0.01 0.03
Sphingobacteria-Sphingobacteriales-unclassified 0.40 0.31 0.07 0.02 0.45 0.22 0.10 0.23 0.07 0.07 0.09 0.05 - -
Sphingobacteria-Sphingobacteriales-Chitinophagaceae-unclassified 2.99 2.17 2.50 2.25 1.98 1.00 2.65 1.24 0.85 0.68 0.48 0.16 0.01 -
Sphingobacteria-Sphingobacteriales-ChitinophagaceaeSediminibacterium 0.33 0.03 0.04 0.33 441 1253 0.36 1.77 2.16 1.60 1.05 0.54 - -
Sphingobacteria-Sphingobacteriales-ChitinophagaceaeFlavisolibacter 0.20 0.09 0.05 0.07 0.02 - 0.10 0.03 0.02 0.03 0.01 - -
Sphingobacteria-Sphingobacteriales-ChitinophagaceaeNiastella 0.02 - - - - - 0.03 - - - - - - -
Sphingobacteria-Sphingobacteriales-ChitinophagaceaeTerrimonas 7.22 2.93 2.45 1.32 0.37 0.09 7.12 0.94 0.28 0.14 0.15 0.20 - -
Sphingobacteria-Sphingobacteriales-Cytophagaceae-Dyadobacter 0.07 0.09 0.12 0.26 0.07 0.04 0.02 0.01 0.01 - - 0.01 0.55 0.22
Sphingobacteria-Sphingobacteriales-SphingobacteriaceaeOlivibacter - - - - - - - - - - - - 0.01 0.02
Sphingobacteria-Sphingobacteriales-SphingobacteriaceaePedobacter - - - - - - - - - - - - - 0.12
Sphingobacteria-Sphingobacteriales-SphingobacteriaceaeMuciliaginibacter - - - - - - - - - - 0.02 - - -
Flavobacteria-Flavobacteriales-unclassified 0.02 0.02 - 0.04 - - 0.01 - - 0.01 - - - -
Flavobacteria-Flavobacteriales-Flavobacteriaceae-unclassified 0.24 0.06 0.17 0.28 0.05 0.02 0.36 - 0.01 0.02 - 0.01 - 0.01
Flavobacteria-Flavobacteriales-FlavobacteriaceaeFlavobacterium 0.84 0.06 0.03 0.15 - - 0.38 0.02 - - - - - 0.12
Flavobacteria-Flavobacteriales-Flavobacteriaceae-Chryseobacterium 0.82 0.20 0.29 0.47 0.02 - 0.57 0.04 - - - - - 0.01

Proteobacteria-
unclassified 5.03 5.60 4.77 4.86 7.85 4.59 5.30 4.64 3.25 3.73 3.50 3.68 2.02 1.59



Phylogenetic group Mo(0) Mo(28) Mo(56) Mo(84) Mo(112) Mo(140) Wk(0) WK(28) WK(56) Wk(84) Wk(112)WK(140) Fd(0) Fd(140)

Epsilonproteobacteria-Campylobacterales-Helicobacteraceae-unclassified - 0.02 - - - - - - - - - - 0.01 -
Deltaproteobacteria-unclassified 0.02 0.09 0.08 0.02 - - - - 0.03 - 0.05 0.01 0.07 0.05
Deltaproteobacteria-Syntrophobacterales-Syntrophaceae-unclassified - - - - - - - - - - - - 0.01 0.01
Deltaproteobacteria-Syntrophobacterales-Syntrophaceae-Desulfomonile - - - - - - - - - - - - 0.01 -
Deltaproteobacteria-Bdellovibrionales-Bacteriovoracaceae-Peredibacter - - - - - - 0.01 - - - - - - -
Deltaproteobacteria-Desulfuromonadales-Desulfuromonadaceae-unclassified - - - - - - - - - - - - 0.01 -
Deltaproteobacteria-Desulfuromonadales-Geobacteraceae-Geobacter - - - - - - - - - - - - - 0.01
Deltaproteobacteria-Desulfobacterales-Desulfobulbaceae-unclassified - - - - - - - 0.01 - - - - - 0.01
Deltaproteobacteria-Myxococcales-unclassified - 0.02 0.09 0.09 0.02 0.11 - - 0.01 - 0.01 0.03 0.01 0.01
Deltaproteobacteria-Myxococcales-Cystobacterineae-Cystobacteraceae-unclassified - - 0.01 - - - - - - - - - - -
Deltaproteobacteria-Myxococcales-Sorangineae-unclassified - - - - - - 0.01 - - - - - - 0.01
Deltaproteobacteria-Myxococcales-Sorangineae-Polyangiaceae-unclassified - - - - - - - - 0.03 0.02 0.01 - - -
Deltaproteobacteria-Myxococcales-Sorangineae-Polyangiaceae-Byssovorax - - - - - - - - 0.02 - - - - 0.02
Betaproteobacteria-unclassified 4.36 2.82 2.14 1.95 1.56 2.19 4.56 221 1.98 2.04 2.47 1.87 1.00 0.72
Betaproteobacteria-Nitrosomonadales-Nitrosomonadaceae-unclassified 0.09 0.46 0.19 0.20 0.30 0.04 0.10 0.12 - 0.01 0.05 0.04 - -
Betaproteobacteria-Nitrosomonadales-Nitrosomonadaceae-Nitrosomonas 0.02 0.20 0.04 0.06 0.12 0.04 0.02 0.04 - 0.03 - 0.01 - -
Betaproteobacteria-Nitrosomonadales-Nitrosomonadaceae-Nitrospira 0.16 - - - 0.03 0.02 0.06 0.01 - - - - - -
Betaproteobacteria-Burkholderiales-unclassified 0.84 0.54 0.49 0.47 0.22 0.61 0.87 0.87 0.68 0.59 0.62 0.48 0.41 0.70
Betaproteobacteria-Burkholderiales-Burkholderiales_incertae_sedis-unclassified 0.13 0.17 0.17 0.13 0.03 0.11 0.12 0.07 0.03 0.02 0.04 0.04 1.10 1.23
Betaproteobacteria-Burkholderiales-Burkholderiales_incertae_sedisMethylibium 0.31 0.19 0.40 0.60 0.03 0.26 0.18 0.06 0.07 0.06 0.01 0.02 0.02 0.03
Betaproteobacteria-Burkholderiales-Burkholderiales_incertae_sedisAquabacterium - - - - - - 0.01 0.01 - - - - 0.01 0.07
Betaproteobacteria-Burkholderiales-Burkholderiales_incertae_sedisXylophilus - - 0.03 - - - - - - - - - - -
Betaproteobacteria-Burkholderiales-Burkholderiaceae-unclassified 0.04 0.02 0.01 0.04 - - 0.03 - 0.02 - 0.02 0.01 0.16 0.01
Betaproteobacteria-Burkholderiales-Burkholderiaceae-Cupriavidus 0.13 0.05 0.04 0.11 0.13 0.04 0.15 0.07 0.01 - 0.01 - 1.35 1.14
Betaproteobacteria-Burkholderiales-BurkholderiaceaeWautersia - - - - - - - - - 0.03 - - - -
Betaproteobacteria-Burkholderiales-BurkholderiaceaeRalstonia - - - - - 0.02 - 0.04 - 0.05 0.02 - 0.29 0.18
Betaproteobacteria-Burkholderiales-Burkholderiaceae-Burkholderia 0.04 - - 0.02 - - 0.03 - 0.03 0.01 0.01 - 0.55 0.36
Betaproteobacteria-Burkholderiales-Alcaligenaceae-unclassified 0.02 - - 0.02 - - 0.01 - - - - 0.01 0.02 0.01
Betaproteobacteria-Burkholderiales-Alcaligenaceae-Pigmentiphaga 0.02 0.03 0.04 0.02 - 0.02 0.06 - - - - - 0.07 0.08
Betaproteobacteria-Burkholderiales-Alcaligenaceae-Achromobacter 0.04 0.05 - - - - 0.07 0.01 0.01 - - - 0.15 0.12
Betaproteobacteria-Burkholderiales-Oxalobacteraceae-unclassified 0.24 0.13 0.24 0.13 0.08 0.17 0.21 0.02 0.03 0.04 0.01 0.33 0.30
Betaproteobacteria-Burkholderiales-Oxalobacteraceae-Herminiimonas 0.89 0.08 0.09 0.02 0.04 0.80 0.14 0.03 0.07 0.02 0.02 2.94 1.90
Betaproteobacteria-Burkholderiales-Oxalobacteraceae-Massilia - 0.06 - - - - - - - - - - 0.02 -
Betaproteobacteria-Burkholderiales-Oxalobacteraceae-Janthinobacterium - - - - - - 0.01 - - - - - - -
Betaproteobacteria-Burkholderiales-Oxalobacteraceae-Naxibacter - - - - - - - - - - - - 0.01 -
Betaproteobacteria-Burkholderiales-Oxalobacteraceae-Herbaspirillum 0.04 0.02 0.03 0.02 - - 0.01 0.02 - - - - 0.21 0.11
Betaproteobacteria-Burkholderiales-Comamonadaceae-unclassified 1.66 2.44 3.05 2.49 1.50 1.99 2.73 2.48 2.48 2.89 2.45 2.38 0.92 151
Betaproteobacteria-Burkholderiales-Comamonadaceae-Simplicispira - 0.03 - - - 0.02 - - - 0.01 - - - -
Betaproteobacteria-Burkholderiales-Comamonadaceae-Ramlibacter 0.07 0.02 0.01 0.02 - 0.02 0.02 - 0.02 0.01 0.02 - - -
Betaproteobacteria-Burkholderiales-Comamonadaceae-Comamonas 0.20 0.20 0.20 0.09 0.17 0.22 0.15 0.35 0.40 0.26 0.13 0.15 8.31 9.46
Betaproteobacteria-Burkholderiales-Comamonadaceae-Caenimonas - 0.02 - - - - 0.02 - 0.01 0.03 0.01 - - -
Betaproteobacteria-Burkholderiales-Comamonadaceae-Delftia 0.02 - - - - - - - - - - - - 0.03
Betaproteobacteria-Burkholderiales-Comamonadaceae-Pseudorhodoferax 0.22 - - - - - 0.11 - - - - - - -
Betaproteobacteria-Burkholderiales-Comamonadaceae-Curvibacter - - - - - - - - - - 0.01 - - 0.01
Betaproteobacteria-Burkholderiales-Comamonadaceae-Diaphorobacter 0.09 0.02 0.03 0.04 0.02 0.05 0.05 0.01 0.04 0.05 0.03 1.02 1.37
Betaproteobacteria-Burkholderiales-Comamonadaceae-Ottowia - - - - - - - - - - 0.01 - - -
Betaproteobacteria-Burkholderiales-Comamonadaceae-Acidovorax 556 1230 1985 1593 351 2497 538 17.35 2208 19.18 1648 1436 1039 955
Betaproteobacteria-Burkholderiales-Comamonadaceae-Rhodoferax 0.02 - 0.01 0.02 0.02 - 0.03 - - - - - - -
Betaproteobacteria-Burkholderiales-Comamonadaceae-Hydrogenophaga - - 0.03 - - - - - - - - - 0.04 0.04
Betaproteobacteria-Burkholderiales-Comamonadaceae-Variovorax 0.42 0.20 0.13 0.15 0.02 0.11 0.20 0.07 0.09 0.05 0.01 - 0.37 0.94
Betaproteobacteria-Burkholderiales-Comamonadaceae-Polaromonas 0.20 0.02 0.08 0.08 - 0.32 0.26 0.11 0.20 0.10 0.05

Betaproteobacteria-Burkholderiales-Comamonadaceae-Alicycliphilus - - - 0.02 - - 0.01 - 0.01 - - 0.01 0.01 0.02



Phylogenetic group Mo(0) Mo(28) Mo(56) Mo(84) Mo(112) Mo(140) Wk(0) WK(28) Wk(56) Wk(84) Wk(112)Wk(140) Fd(0) Fd(140)
Betaproteobacteria-Hydrogenophilales-HydrogenophilaceaeThiobacillus 4.92 4.83 7.03 6.73 3.79 6.99 4.52 7.19 6.72 6.25 6.71 4.94 0.15 0.19
Betaproteobacteria-Methylophilales-Methylophilaceae-unclassified 0.02 0.02 - - - - - - - - - - - -
Betaproteobacteria-Methylophilales-Methylophilaceae-Methylovorous - - - - - - - 0.03 - - - - 0.23 0.11
Betaproteobacteria-Neisseriales-Neisseriaceae-unclassified - - 0.01 0.04 0.02 - 0.01 0.02 0.03 0.03 0.05 - - -
Betaproteobacteria-Neisseriales-Neisseriaceae-Pseudogulbenkiania - - - - - - - 0.01 - 0.02 - - 0.01 -
Betaproteobacteria-Neisseriales-Neisseriaceae-Vogesella - - - - - - - - - - - - 0.03 -
Betaproteobacteria-Rhodocyclales-Rhodocyclaceae-unclassified - 0.02 - - - - 0.03 - - - - - - -
Betaproteobacteria-Rhodocyclales-Rhodocyclaceae-Shinella - - - - - - 0.01 0.01 0.01 - - - - -
Betaproteobacteria-Rhodocyclales-Rhodocyclaceae-Thauera - - - - - - - - - - - - 0.01 -
Betaproteobacteria-Rhodocyclales-Rhodocyclaceae-Propionivibrio - - - - - - - - - - - - - 0.01
Betaproteobacteria-Rhodocyclales-Rhodocyclaceae-Denitratisoma - - - 0.02 - - - - 0.01 - - - - -
Betaproteobacteria-Rhodocyclales-Rhodocyclaceae-Azocarus 0.02 - - 0.04 - 0.09 - - - - - - 0.06 0.19
Betaproteobacteria-Rhodocyclales-Rhodocyclaceae-Azospira - 0.02 - - - - - - - - - - 0.03 0.03
Alphaproteobacteria-unclassified 5.87 2.96 3.71 4.06 3.38 3.96 6.64 4.56 3.90 3.76 3.40 4.12 0.31 0.42
Alphaproteobacteria-Rhizobiales-unclassified 4.03 3.01 2.45 2.73 1.15 2.62 4.30 2.76 2.52 2.37 2.10 2.58 0.30 0.39
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-unclassified 5.69 2.09 1.54 121 0.52 0.76 4.75 1.25 0.43 0.46 0.41 0.52 1.64 2.12
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-Balneimonas - - - - - - - - - - - - 0.01 0.02
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-Rhodopseudomonas - - - 0.06 - - 0.01 - - - - - - -
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-Bradyrhizobium 0.33 0.20 0.28 0.41 0.15 0.37 0.30 0.32 0.16 0.11 0.10 0.05 - 0.02
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-Afipia - - - - - - 0.02 0.01 - - - - - -
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-Nitrobacter 0.20 0.22 0.09 0.13 0.07 0.06 0.13 0.09 0.04 0.04 0.03 0.08 - -
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-Bosea 0.07 0.11 0.08 0.15 0.07 0.02 0.06 0.12 0.12 0.09 0.08 0.09 0.01 0.03
Alphaproteobacteria-Rhizobiales-Bradyrhizobiaceae-Agromonas 0.02 - - - - 0.02 0.01 0.02 0.01 - - 0.01 0.01 -
Alphaproteobacteria-Rhizobiales-Rhizobiaceae-unclassified 0.04 0.02 - - - - - 0.02 - 0.01 - 0.02 - -
Alphaproteobacteria-Rhizobiales-Rhizobiaceae-Kaistia 0.33 0.22 0.05 0.07 0.05 0.06 0.26 0.02 0.02 - - - - 0.12
Alphaproteobacteria-Rhizobiales-Rhizobiaceae-Rhizobium 0.35 0.11 0.25 0.32 0.05 0.32 0.15 0.17 0.11 0.08 0.11 0.32 0.09 0.10
Alphaproteobacteria-Rhizobiales-Methylocystaceae-unclassified - - 0.03 - - - 0.01 - - - 0.01 - 0.07 0.17
Alphaproteobacteria-Rhizobiales-Methylocystaceae-Methylocystis - - - - 0.02 0.02 - - - - - - - -
Alphaproteobacteria-Rhizobiales-Methylocystaceae-Pleomorphomonas - - - - - - - - - - - 0.01 - -
Alphaproteobacteria-Rhizobiales-Methylocystaceae-Methylopila - - - - - - 0.02 - - - - - 0.02 0.18
Alphaproteobacteria-Rhizobiales-Phyllobacteriaceae-unclassified 0.02 - 0.04 0.17 0.15 0.13 0.01 0.07 0.03 0.01 0.01 0.01 - 0.02
Alphaproteobacteria-Rhizobiales-PhyllobacteriaceaeMesorhizobium 0.18 0.25 0.25 0.32 0.27 0.24 0.11 0.30 0.25 0.28 0.12 0.15 - 0.19
Alphaproteobacteria-Rhizobiales-Rhodobiaceae-unclassified - 0.02 0.04 - - 0.02 0.01 0.01 - 0.01 - - - -
Alphaproteobacteria-Rhizobiales-Rhodobiaceae-Parvibaculum 1.95 3.29 4.01 1.19 1.03 1.54 2.64 0.42 0.07 0.04 - 0.02 - 0.03
Alphaproteobacteria-Rhizobiales-Brucellaceae-Mycoplana 0.02 0.02 - 0.02 - - 0.03 0.06 0.03 0.04 - 0.04 - -
Alphaproteobacteria-Rhizobiales-Xanthobacteraceae-unclassified - 0.02 - - - - - - - - - - - -
Alphaproteobacteria-Rhizobiales-Xanthobacteraceae-Ancylobacter - 0.02 - - - - 0.07 - - - - - - 0.01
Alphaproteobacteria-Rhizobiales-Xanthobacteraceae-Xanthobacter - - - - - - - 0.02 - - - - - -
Alphaproteobacteria-Rhizobiales-Xanthobacteraceae-Pseudolabrys 0.07 0.02 0.04 0.02 - - 0.07 0.01 - - - - - -
Alphaproteobacteria-Rhizobiales-Xanthobacteraceae-Starkeya 0.02 - - - - - 0.01 - - - - - 0.01 0.01
Alphaproteobacteria-Rhizobiales-Hyphomicrobiaceae-unclassified 0.60 0.33 0.20 0.37 0.17 0.28 0.48 0.50 0.25 0.36 0.31 0.55 - 0.02
Alphaproteobacteria-Rhizobiales-HyphomicrobiaceaeAAngulomicrobium - - - - 0.03 - - - - - - - - -
Alphaproteobacteria-Rhizobiales-HyphomicrobiaceaeProsthecomicrobium - - - 0.02 - - - - - - - - 0.01 -
Alphaproteobacteria-Rhizobiales-HyphomicrobiaceaeDevosia 0.66 0.13 - 0.07 - - 0.62 0.16 0.05 0.03 0.04 0.05 - -
Alphaproteobacteria-Rhizobiales-HyphomicrobiaceaeBlastochloris 0.02 - - - - - - 0.02 0.01 0.03 0.01 0.02 - -
Alphaproteobacteria-Rhizobiales-HyphomicrobiaceaePedomicrobium - - - - - - - - 0.01 - - - - -
Alphaproteobacteria-Rhizobiales-Hyphomicrobiaceae-Hyphomicrobium 0.11 0.08 0.08 0.07 - 0.04 0.19 0.08 0.11 0.17 0.03 0.11 0.01 0.01
Alphaproteobacteria-Rhizobiales-HyphomicrobiaceaeRhodoplanes 0.07 0.03 0.01 0.04 0.08 0.13 0.10 0.14 0.06 0.08 0.04 0.06 - 0.01
Alphaproteobacteria-Rhizobiales-Methylobacteriaceae-Methylobacterium - - - - - - 0.01 - - - - 0.01 - -
Alphaproteobacteria-Caulobacterales-unclassified - - - - - - 0.03 0.02 0.01 - - - 0.01 -
Alphaproteobacteria-Caulobacterales-Caulobacteraceae-unclassified 0.20 0.25 0.20 0.15 0.02 0.06 0.20 0.37 0.41 0.49 0.28 0.46 - 0.01
Alphaproteobacteria-Caulobacterales-Caulobacteraceae-Caulobacter 0.84 0.60 0.82 0.24 0.18 0.32 1.84 0.36 0.10 0.05 0.02 0.01 0.01 -



Phylogenetic group Mo(0) Mo(28) Mo(56) Mo(84) Mo(112) Mo(140) Wk(0) WK(28) Wk(56) Wk(84) Wk(112)Wk(140) Fd(0) Fd(140)
Alphaproteobacteria-Caulobacterales-Caulobacteraceae-Brevundimonas 3.52 0.60 1.76 1.10 0.40 0.43 4.02 7.02 1090 12.08 5.39 7.56 - 0.01
Alphaproteobacteria-Caulobacterales-Caulobacteraceae-Phenylobacterium 1.82 1.12 0.61 0.58 0.33 1.04 2.83 2.44 1.69 1.63 1.31 1.46 0.05 0.05
Alphaproteobacteria-Rhodospirillales-unclassified - - - - - - - - - - - - 0.01 0.01
Alphaproteobacteria-Rhodospirillales-Rhodospirillaceae-unclassified - - - - - - - - - - - - 0.01 -
Alphaproteobacteria-Rhodospirillales-Rhodospirillaceae-Skermanella 0.11 - 0.01 - - - 0.04 0.01 0.01 - - - 0.20 0.08
Alphaproteobacteria-Rhodospirillales-Acetobacteraceae-unclassified 0.04 0.03 0.04 - 0.02 0.02 0.04 0.02 - - - - - 0.03
Alphaproteobacteria-Rhodospirillales-Acetobacteraceae-Belnapia 0.18 - - 0.02 - 0.02 0.07 - - 0.01 - - 0.05 0.04
Alphaproteobacteria-Rhodospirillales-Acetobacteraceae-Roseomonas 0.24 0.03 0.01 0.02 - - 0.06 0.02 0.02 0.01 0.01 0.01 0.23 0.38
Alphaproteobacteria-Sphingomonadales-unclassified 0.38 0.41 0.45 0.63 0.18 0.93 0.55 0.39 0.42 0.60 0.53 0.53 1.61 4.05
Alphaproteobacteria-Sphingomonadales-Sphingomonadaceae-unclassified 3.28 3.26 4.50 5.97 1.76 5.19 3.53 3.36 3.11 3.19 3.64 4.43 6.36 491
Alphaproteobacteria-Sphingomonadales-SphingomonadaceaeSphingomonas 0.60 1.07 3.35 5.38 2.53 4.28 112 1.40 1.67 1.33 2.10 2.56 0.24 0.30
Alphaproteobacteria-Sphingomonadales-SphingomonadaceaeSphingopyxis 0.04 - 0.03 0.04 0.05 0.13 0.01 0.01 0.02 - - 0.01 - -
Alphaproteobacteria-Sphingomonadales-SphingomonadaceaeNovosphingobium 0.38 0.22 0.50 0.86 0.07 0.26 0.29 0.26 0.27 0.46 0.86 0.46 0.65 0.50
Alphaproteobacteria-Sphingomonadales-SphingomonadaceaeSphingosinicella 3.61 1.75 0.61 0.28 0.03 0.15 4.86 5.14 3.11 3.14 1.64 1.19 - 0.01
Alphaproteobacteria-Sphingomonadales-SphingomonadaceaeSphingobium 171 1.61 1.56 2.51 0.60 1.73 1.97 1.30 0.38 0.29 0.22 0.27 7.63 6.27
Alphaproteobacteria-Sphingomonadales-Erythrobacteraceae-unclassified 0.24 0.35 0.25 0.33 0.17 0.76 0.80 0.37 0.20 0.17 0.15 0.21 2.62 6.25
Alphaproteobacteria-Sphingomonadales-ErythrobacteraceaePorphyrobacter 0.04 0.02 0.05 0.02 0.03 0.04 0.11 0.02 0.04 0.03 0.01 0.04 0.02 0.07
Alphaproteobacteria-Sphingomonadales-ErythrobacteraceaeAltererythrobacter - - - - - - 0.01 - - - - - - -
Alphaproteobacteria-Sphingomonadales-ErythrobacteraceaeErythrobacter - - - - - - 0.01 - - - - - - -
Alphaproteobacteria-Rhodobacterales-Rhodobacteraceae-unclassified 0.33 0.27 0.36 0.22 0.07 0.26 0.27 0.22 0.13 0.06 0.10 0.04 0.07 0.19
Alphaproteobacteria-Rhodobacterales-Rhodobacteraceae-Rhodobacter - - 0.04 0.02 - - 0.01 - - - - - 0.02 -
Alphaproteobacteria-Rhodobacterales-Rhodobacteraceae-Haematobacter - - - - - - - 0.01 - - - - 0.03 0.02
Alphaproteobacteria-Rhodobacterales-Rhodobacteraceae-Rubellimicrobium - - - - - - - - - - - 0.02 - 0.01
Gammaproteobacteria-unclassified 6.82 1526 8.12 6.14 3413 7.73 6.15 12,62 11.05 8.86 9.12 8.55 0.42 0.46
Gammaproteobacteria-Gammaproteobacteria_incertae_sedis-Solimonas - - - - - 0.02 0.01 - - 0.02 - - - -
Gammaproteobacteria-Pseudomonadales-unclassified 0.07 0.08 0.11 0.02 0.02 0.05 0.06 0.09 0.02 0.07 0.04 - 0.01
Gammaproteobacteria-Pseudomonadales-Moraxellaceae-Acinteobacter - - - - - - - - - - - - - 0.01
Gammaproteobacteria-Pseudomonadales-Pseudomonadaceae-unclassified 0.04 0.02 0.01 - - - - 0.09 0.01 0.01 0.02 0.02 0.15 0.20
Gammaproteobacteria-Pseudomonadales-Pseudomonadaceae-Cellvibrio - - - - - - 0.01 0.02 0.02 - - 0.01 - -
Gammaproteobacteria-Pseudomonadales-Pseudomonadaceae-Pseudomonas 0.18 0.08 0.09 0.06 0.13 0.22 0.07 0.46 0.28 0.08 0.06 0.04 5.51 5.89
Gammaproteobacteria-Pseudomonadales-Pseudomonadaceae-Azotobacter - - - - - - - 0.01 - 0.02 - - - -
Gammaproteobacteria-Chromatiales-unclassified 0.07 - - - 0.05 - 0.03 - - - 0.01 - - -
Gammaproteobacteria-Ectothiorhodospiraceae-unclassified - - - - 0.02 0.04 0.01 0.01 - - - 0.02 - -
Gammaproteobacteria-Legionellales-Legionellaceaet egionella - - - - - - 0.02 - - - - - - 0.01
Gammaproteobacteria-Legionellales-Coxiellaceae-Aquicella - - - - - - 0.03 - - - - 0.02 - -
Gammaproteobacteria-Enterobacteriales-Enterobacteriaceae-unclassified - - - - - - - - - - - - 0.01 0.02
Gammaproteobacteria-Enterobacteriales-Enterobacteriaceae-Enterobacter - - - - - - - - - - - - 0.02 0.03
Gammaproteobacteria-Xanthomonadales-unclassified - 0.05 - - - - - - 0.01 0.01 0.01 - 0.01 0.01
Gammaproteobacteria-Xanthomonadales-Sinobacteraceae-unclassified 0.02 - 0.01 - - - - 0.01 0.03 - - - 0.17 0.18
Gammaproteobacteria-Xanthomonadales-Sinobacteraceae-Alkanibacter - - - - - - - - - - - - 0.03 -
Gammaproteobacteria-Xanthomonadales-Sinobacteraceae-Steroidobacter 0.24 0.16 - 0.02 0.03 - 0.32 0.09 0.03 0.06 0.02 - 0.01 -
Gammaproteobacteria-Xanthomonadales-SinobacteraceaeNevskia - - - - - - - - - - - - 0.01 -
Gammaproteobacteria-Xanthomonadales-Xanthomonadaceae-unclassified 0.27 0.14 0.75 1.62 2.68 0.32 0.28 0.27 0.19 0.44 0.09 0.23 2.82 2.37
Gammaproteobacteria-Xanthomonadales-Xanthomonadaceaed uteimonas 0.24 0.60 0.70 2.75 3.28 0.19 0.44 0.15 0.05 0.18 0.08 0.05 - -
Gammaproteobacteria-Xanthomonadales-Xanthomonadaceae-Rhodanobacter 0.02 - - - - - 0.01 - - - - 0.10 - -
Gammaproteobacteria-Xanthomonadales-Xanthomonadaceaedl ysobacter - - - - - - - - - 0.02 0.02 - -
Gammaproteobacteria-Xanthomonadales-Xanthomonadaceae-Thermomonas - - 0.01 - - - - - 0.03 0.05 0.06 0.16 - -
Gammaproteobacteria-Xanthomonadales-Xanthomonadaceae-Stenotrophomonas - - 0.03 - - - - - - - - - - -
Gammaproteobacteria-Xanthomonadales-Xanthomonadaceae-Pseudoxanthomonas 1.20 0.38 0.50 0.35 0.17 0.71 131 0.81 0.62 0.71 0.31 042 3353 2830
Gammaproteobacteria-Methylococcales-Methylococcaceae-Methylococcus 0.04 - - - - - - 0.01 - - - - - -

Nitrospira-Nitrospira-Nitrospirales-Nitrospiraceae-Nitrospira - - - - - 0.02 - - - 0.08 0.07 0.05 0.01 -

Gemmatimonadetes-Gemmatimonadetes-Gemmatimonadales-GemmatimonadaceagSemmatimonas 0.07 - - - - 0.32 0.35 0.40 0.39 0.37 0.12 - -



Phylogenetic group Mo(0) Mo(28) Mo(56) Mo(84) Mo(112) Mo(140) Wk(0) WK(28) Wk(56) Wk(84) Wk(112)Wk(140) Fd(0) Fd(140)
Acidobacteria-
Acidobacteria-unclassified - 0.02 - - - 0.02 0.06 0.16 0.25 0.25 0.21 0.25 - 0.01
Acidobacteria-Group 4 0.18 0.57 3.28 6.92 0.35 0.48 0.12 1.40 8.18 1301 2304 2544 001 0.06
Acidobacteria-Group 3 0.58 0.46 0.49 0.19 0.23 0.43 0.46 0.74 0.67 0.46 0.49 0.57 0.01 0.01
Acidobacteria-Group 2 - - - - - - - - - - - - 0.01 0.01
Acidobacteria-Group 1 - - - 0.04 0.02 0.02 0.04 0.02 0.04 0.01 0.07 0.03 0.31 0.06
Acidobacteria-Group 7 - - - - - - - - 0.01 0.03 0.09 0.16 - -
Acidobacteria-Group 6 0.27 0.14 0.11 0.07 0.09 0.23 0.51 0.53 0.50 0.44 0.41 0.02 0.02
Acidobacteria-Group 15 - - - - - - - - - - - - - 0.01
Acidobacteria-Group 16 0.02 0.03 0.01 - - 0.04 0.02 0.02 0.01 0.03 - - 0.02 -
Deinococcus-Thermus-Deinococci-Deinococcales-Deinococcaceae-Deinococcus - - - - - - - - - - - - - 0.01
Verrucomicrobia-
Opitutae-Opitutales-Opitutaceae-Opitutus - 0.03 0.09 0.13 0.03 0.06 - - 0.01 - 0.01 - - -
Verrucomicrobiae-Verrucomicrobiales-Verrucomicrobiaceaei uteobacter - 0.11 0.01 - - - - - 0.01 - - - - -
Verrucomicrobiae-Verrucomicrobiales-VerrucomicrobiaceaeVerrucomicrobium 0.02 - - - - - - - 0.03 - 0.01 - - -
Subdivision 3-Subdivision 3_genera_incertae_sedis - - - - - - - - 0.02 - - - - -
Plantomycetes-
Planctomycetacia-Planctomycetacia-Planctomycetales-Planctomycetaceae-unclassified - - - - - - - 0.02 - 0.01 0.01 - - -
Planctomycetacia-Planctomycetacia-Planctomycetales-PlanctomycetaceaeSingulisphaera - - - - - - 0.04 - - - - - - -
Chloroflexia-Thermomicrobia-unclassified - - - - - - - - - - - - 0.01 -
Bacteria_incertae_sedis-Ktedonobacteria-Ktedonobacteria-Ktedonobacteraceae-Ktedonobacter - - 0.01 - - - - - - - - - 0.03 -

# Abbreviations as defined in Table 1.

® As user-defined phylogenetic groups (e.g., Pyrene Group 2, Anthracene Group 1) are not recognized by RDP-I1, they do not appear in this table.



