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Appendix Figure 1. Box plot showing pairwise single nucleotide polymorphism (SNP) distances among 

identified Beijing lineage 2.2.1 subgroups in comparison to other Beijing strains and non-Beijing strains. 

Box represents interquartile range, whiskers represent 95% of the data, black dots represent outliers; 

solid black line represents the median. *, p<0.05, ***, p<0.001 compared with reference group (ref) using 

one-way analysis of variance with Bonferroni multiple comparison test. 
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Appendix Figure 2. Contact investigation among patients infected with the Ukraine outbreak strain. All 

cases located within the green area were treated in a TB ward (inpatient). The direction of an arrow 

between two cases points from the case that was registered earlier. An arrow points in both directions 

when the time of MDR TB onset is unclear. MDR TB cases of unknown Mycobacteria tuberculosis 

complex genotype are close family contacts of patients infected with the Ukraine outbreak strain. It is 

possible that these cases were also infected with the Ukraine outbreak strain but bacterial DNA from 

these cases was not available. 
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