Table S2. Taxonomic and genome information of the recovered genome bins.

Bin  Phylum Closest species (amino acid identity) Completeness® Genomesize GC%
001 Proteobacteria Thioalkalivibrio sulfidophilus (64.06%) 94.40% 3475536 64.1
002 Proteobacteria Sphingobium sp. SYK-6 (64.93%) 95.30% 3665541 67.7
003 Proteobacteria Pseudoxanthomonas suwonensis (82.38%) 83.20% 2502625 72.5
004 Bacteroidetes Niabella aurantiaca (72.92%) 84.10% 2984673 40.7
005 Chloroflexi Anaerolinea thermophila (58.78%) 90.70% 4812602 60.8
006 Proteobacteria Luteimonas sp. J29 (80.66%) 95.30% 2820705 69.8
007 Planctomycetes Phycisphaera mikurensis (60.68%) 90.70% 3989218 70.6
008 Proteobacteria Chelatococcus sp. GW1 (90.67%) 91.60% 3208607 68.1
009 Proteobacteria Caldimonas manganoxidans (79.51%) 99.10% 3870094 70.3
010 Actinobacteria Streptosporangium roseum (74.40%) 83.20% 4884654 72.6
011 Actinobacteria Candidatus Actinomarina minuta (60.11%) 88.80% 2562596 69.3
012 (unclassified) b Candidatus Saccharibacteria bacterium 56.10% 1081956 53.5
GW2011_GWA2_46_10 (65.16%)

013 Gemmatimonadetes Gemmatimonadetes bacterium KBS708 (60.34%) 93.50% 4038678 70.9
014 Actinobacteria Mycobacterium thermoresistibile (80.84%) 90.70% 4017704 72
015 Proteobacteria Chelativorans sp. 132 (81.72%) 87.90% 4187552 63.1
016 Actinobacteria Thermomonospora curvata (99.61%) 97.20% 5373478 71.8
017 Actinobacteria Solirubrobacterales bacterium URHDO0059 (73.87%) 89.70% 2464499 73.1
018 Acidobacteria Candidatus Solibacter usitatus (61.23%) 93.50% 3266445 69.4
019 Actinobacteria Chelativorans sp. 132 (77.62%) 96.30% 4498608 62.6
020 (Eukaryote)® 531264 32.8
021 Proteobacteria Filomicrobium sp. W (69.74%) 83.20% 3630912 60.5
022 Actinobacteria Conexibacter woesei (65.02%) 87.90% 2682778 73
023 Proteobacteria Alkalilimnicola ehrlichii (68.99%) 99.10% 4011724 68.6
024 Planctomycetes Pirellula staleyi (62.55%) 92.50% 6004265 64
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137 Firmicutes Tuberibacillus calidus (73.41%) 96.30% 3447197 51.4

138 Firmicutes Bacillus coagulans (99.53%) 80.40% 2803041 46.7
® Completeness was estimated by calculating the proportion of 107 single copy marker genes, which can be found in 95% of bacteria,
that uniquely appear in each recovered genome.

® Here the phylum of this recovered genome is undetermined since its closest species, Candidatus Saccharibacteria bacterium, still
do not have a phylum level taxonomic annotation.

¢ We did not attempt to resolve the recovered eukaryotic genomes since MaxBin was not designed to recover eukaryotic species,
and the genomes of the eukaryotes may be highly fragmented. Completeness is also not measured for all recovered eukaryotic
genomes. These eukaryotic genomes are also not involved in any downstream metatranscriptomics analysis.



