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Supplementary Tables 

 

All tables are provided in Excel format. 

 

Supp. Table 1. Robustness of GTDB taxonomy under varying marker sets, subsets of taxa, and 

evolutionary models. Bootstrap support and relative evolutionary divergence (RED) values are 

given for trees inferred from 120 concatenated proteins  (bac120), 16 concatenated ribosomal 

proteins (rp1), and the 16S rRNA gene (16S) using the WAG substitution model. Results are also 

given for a tree inferred from bac120 under the LG model. F-measure, precision, and recall 

statistics indicating the fit of GTDB taxa on the rp1, 16S, and LG trees are provided. Trees were 

also inferred from subsets of the 120 proteins (bac120 gene subsample), under taxon resampling 

with one genome per genus (bac120 genus subsample), and for each gene within the 120 protein 

set (bac120 gene trees). For these cases, the percentage of trees resulting in a GTDB taxon being 

monophyletic, operationally monophyletic, or polyphyletic is indicated. 

 

Supp. Table 2. 16S rRNA-based taxa names adopted in the GTDB taxonomy and their 

associated rank and number of circumscribed genomes.   

 

Supp. Table 3. Correspondence between standardly named NCBI and GTDB taxa ordered by 

degree of polyphyly. Percentage of genomes assigned to each GTDB taxon for a given NCBI 

taxon is shown in parentheses. Taxa for each rank from phylum to genus are displayed in 

separate sheets. 

 

Supp. Table 4. Genomes with conflicting or unresolved taxonomic assignments when applying 

the GTDB taxonomy to a tree inferred from the concatenation of 16 ribosomal proteins (rp1). 

 

Supp. Table 5. Genomes with conflicting or unresolved taxonomic assignments when applying 

the GTDB taxonomy to a tree inferred from the 16S rRNA gene. 

 

Supp. Table 6. NCBI taxa that have been ‘retired’ in the GTDB taxonomy and brief 

explanations for their retirement. 

 

Supp. Table 7. Comparison of NCBI and GTDB genus and species classifications to those 

proposed by Beaz-Hidalgo et al. (2015), Kook et al. (2017), and Bobay & Ochman (2017). 

 

Supp. Table 8. Comparison of clostridia classifications proposed by Yutin & Galperin (2013) to 

the GTDB taxonomy. 

 

Supp. Table 9. Draft genomes with 16S rRNA genes that do not meet the selection criteria for 

inclusion in the 16S rRNA tree (see Methods).  
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Supplementary Figures 

 

 
 

Supp. Figure 1. Congruence of the GTDB taxonomy on a tree inferred from the 

concatenation of 16 ribosomal proteins (rp1). (a) Percentage of GTDB taxa at each rank 

which are monophyletic, operationally monophyletic, or polyphyletic within the rp1 tree. Results 

were calculated over all taxa comprised of >1 genomes and the number of taxa considered at 

each rank is shown in parentheses. (b) Percentage of the 20,699 genomes within the rp1 tree with 

identical, unresolved, or conflicting taxonomic assignments at each rank relative to the GTDB 

taxonomy when taxonomy is assigned based on their placement in the rp1 tree. (c) RED of taxa 

with ≥2 immediate subordinate taxa in the rp1 tree, with the same coloring as used in panel a. 

The number of taxa plotted at each rank is given in parentheses.  
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Supp. Figure 2. Congruence of the GTDB taxonomy on a tree inferred from the 16S rRNA 

gene. (a) Percentage of GTDB taxa at each rank which are monophyletic, operationally 

monophyletic, or polyphyletic within the 16S rRNA gene tree. Results were calculated over all 

taxa comprised of >1 genomes and the number of taxa considered at each rank is shown in 

parentheses. (b) Percentage of the 11,243 genomes within the 16S rRNA gene tree with 

identical, unresolved, or conflicting taxonomic assignments at each rank relative to the GTDB 

taxonomy when taxonomy is assigned based on their placement in the 16S rRNA gene tree. (c) 

RED of taxa with ≥2 immediate subordinate taxa in the 16S rRNA gene tree, with the same 

coloring as used in panel a. The number of taxa plotted at each rank is given in parentheses.  

  



5 

 
 

Supp. Figure 3. Congruence of the NCBI taxonomy on a tree inferred from the 

concatenation of 120 proteins (bac120). (a) Percentage of NCBI taxa at each rank which are 

monophyletic, operationally monophyletic, or polyphyletic within the bac120 tree. Results were 

calculated over all taxa comprised of >1 genomes and the number of taxa considered at each rank 

is shown in parentheses. (b) Percentage of the 16,248 RefSeq/GenBank genomes within the 

bac120 tree with identical, unresolved, or conflicting taxonomic assignments at each rank 

relative to the NCBI taxonomy when taxonomy is assigned based on their placement in the 

protein tree. (c) RED of taxa with ≥2 immediate subordinate taxa in the bac120 tree, with the 

same coloring as used in panel a. The number of taxa plotted at each rank is given in parentheses 

(note that this is a reproduction of Fig. 2a).  
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Supp. Figure 4. Congruence of the NCBI taxonomy on a tree inferred from the 

concatenation of 16 ribosomal proteins (rp1). (a) Percentage of NCBI taxa at each rank which 

are monophyletic, operationally monophyletic, or polyphyletic within the rp1 tree. Results were 

calculated over all taxa comprised of >1 genomes and the number of taxa considered at each rank 

is shown in parentheses. (b) Percentage of the 16,306 RefSeq/GenBank genomes within the rp1 

tree with identical, unresolved, or conflicting taxonomic assignments at each rank relative to the 

NCBI taxonomy when taxonomy is assigned based on their placement in the rp1 tree. (c) RED of 

taxa with ≥2 immediate subordinate taxa in the rp1 tree, with the same coloring as used in panel 

a. The number of taxa plotted at each rank is given in parentheses.  
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Supp. Figure 5. Congruence of the NCBI taxonomy on a tree inferred from the 16S rRNA 

gene. (a) Percentage of NCBI taxa at each rank which are monophyletic, operationally 

monophyletic, or polyphyletic within the 16S rRNA gene tree. Results were calculated over all 

taxa comprised of >1 genomes and the number of taxa considered at each rank is shown in 

parentheses. (b) Percentage of the 11,147 RefSeq/GenBank genomes within the 16S rRNA gene 

tree with identical, unresolved, or conflicting taxonomic assignments at each rank relative to the 

NCBI taxonomy when taxonomy is assigned based on their placement in the 16S rRNA gene 

tree. (c) RED of taxa with ≥2 immediate subordinate taxa in the 16S rRNA gene tree, with the 

same coloring as used in panel a. The number of taxa plotted at each rank is given in parentheses. 
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