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Table 1 General genomic features of the Aigarchaeota and Thaumarchaeota bins reconstructed from the metagenome assembly

Bins Aigarchaeota Thaumarchaeota
GMQ bins_10 JZ bins_10  JZ bins_15 JZ bins_19 JZ bins_28 JZ bins_40 DRTY7 bin_36

No. of scaffolds 10 79 25 54 17 25 167

Genome size (bp) 1,230,238 1,086,093 1,473,345 1,654,953 1,440,436 1,471,612 1,241,443

GC content (%) 53.7 55.4 37.48 62.32 51.83 5192 36.12

N50 value (bp) 239,895 18,760 82,890 59,043 161,320 136,575 10,470

No. of protein coding genes 1,398 1222 1,524 1,734 1,581 1,566 1,443

Coding density (%) 90.0 925 90.0 89.9 94.7 92.7 91.2

No. of rRNAs 3 4 4 5 2 4 3

No. of tRNAs 44 36 36 38 41 45 46

No. of genes annotated by COG?2 904(64.6%) 859(70.3%) 1099(72.1%) 1097(63.3%) 1080(683%) 1055(67.4%) 757(50.7%)
No. of genes annotated by KOG?2 341(24.4%) 323(26.4%) 398(26.1%) 396(22.8%) 405(25.6%) 385(24.6%) 283(18.9%)
No. of genes annotated by KO?2 712(50.9%) 686(56.1%) 898(58.9%) 870(50.2%) 913(57.7%) 835(533%) 623(41.7%)
No. of genes annotated by InterPro® 710(50.8%) 669(54.7%) 847(55.6%) 904(52.1%) 849(53.7%) 848(54.1%) 664(44.4%)
No. of genes annotated by MetaCyc? 338(24.2%)  327(26.8%) 432(28.3%) 436(251%) 442(28.0%) 388(24.8%) 276(185%)
Completeness (%)P 98.06 97.09 99.03 97.09 97.57 98.06 93.69
Contamination (%)? 0 0 0 0 0 0 0.97

2Functional annotation for the seven genomes was conducted by uploading to IMG database
bGenome completeness and contamination were estimated using CheckM (ref. 10y
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