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Genome Taxonomy Genome Size (bp) GC Treatment

G1 (domain) Bacteria 4286199 61.9 P-rich

G2 (Order) Myxococcales 6134938 72 P-rich

G3 (Order) Myxococcales 6587811 69.1 P-rich

G4 (Class) Deltaproteobacteria 5010214 70.8 P-rich

G5 (Order) Myxococcales 5632677 70 P-rich

G6 (Order) Myxococcales 8320867 69.6 P-rich

G7 (Class) Actinobacteria 3101073 69.8 P-rich

G8 (Order) Acidobacteriales 4824204 59.1 P-rich

G9 (Phylum) Acidobacteria 3776171 68 P-deficient

G10 (Phylum) Cyanobacteria 5674551 57.8 P-deficient

G11 (Class) Planctomycetacia 7480239 59.6 P-rich

G12 (Class) Planctomycetacia 8551614 64 P-rich
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Supplementary Figure 1: Taxonomy assignments (a) and quality metrics (b) of the near-complete genomes.
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Supplementary Figure 2. Phylogenetic analysis of the near-complete genomes. (a) Full phylogeny tree. (b) Selected branches.
The new genomes are shown in red numbers and the reference genomes are shown in blue number.
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