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Figure S1. ML dendrogram (with bootstrap values) of Russian and Chinese pediatric M. 

tuberculosis strains.  

The bootstrap values are shown if > 80 %. The 197 sequenced genomes were used along with 

40 previously published genomes of lineage 2.2.1 [14] (used as reference to assign our strains to 

recently described Beijing sublineages in China).  The Euro-American lineage forms a group of 

internal unresolved branches. L2.2.2 Beijing Ancestral 1 is the most distant branch in L2. Most of 

Beijing Ancestral 2 and Beijing Ancestral 3 constituted a common group of unresolved 

phylogenetic branches. The Modern Beijing 2.2.1 group has unresolved root branching and 

represent a star-like evolution, probably due to their relatively recent emergence. The Russian 

Beijing B0/W148 and Beijing Central Asian strains are included in the large Beijing Asian Modern 

2 sublineage and form independent branches. 


