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Supplementary Figure 1. Phylogenetic tree based on ANI data of the test strains and the species of the M. tuberculosis complex, reconstructed using the
neighbor-joining method bootstrapped 1000 times. Bar, ANI divergence unit.
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Supplementary Figure 2. Phylogenetic tree based on hsp65 sequences of representative species of the genus Mycobacterium, reconstructed using the
neighbor-joining method bootstrapped 1000 times. Bootstrap values >50 are given at nodes. Bar, 0.01 substitutions per nucleotide position.
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Supplementary Figure 3. Phylogenetic tree based on rpoB sequences of representative species of the genus Mycobacterium, reconstructed using the neighbor-
joining method bootstrapped 1000 times. Bootstrap values >50 are given at nodes. Bar, 0.02 substitutions per nucleotide position.



