
Supplementary Figure 2. Maximum-likelihood phylogenetic tree of the 611 Pseudomonas based on 149 

single-copy amino acid sequences: the number of genomes included in each group or subgroup is indicated 

with a color scale and scaled circles. Names in bold indicate verified groups according to the current 

Pseudomonas classification [1]) Maximum likelihood trees were inferred with RaxML. The phylogenetic tree 

was constructed using MEGA X and drawn to scale. Bootstrap values are shown next to the corresponding 

nodes. 
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