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Mycobacterium tuberculosis RD-Rio Strain
iIn Kazakhstan
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Appendix Figure 1. Mycobacterium tuberculosis RD-Rio strain in Kazakhstan. A) Section of the variable-
number tandem-repeat—based dendrogram of the Latin-American-Mediterranean family of Mycobacterium
tuberculosis RD-Rio strain with enlarged branch including SIT20 strain from Kazakhstan. All isolates were

drug-susceptible. B) Binary spoligoprofiles of the studied strains. C) Locations of isolation of the studied
strains.
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Appendix Figure 2. The UPGMA dendrogram of 259 VNTR types (357 LAM isolates) (Mokrousov et al.,
2016) with SIT20 strain from Kazakhstan. Asterisks indicate RD-Rio sublineage and its branch with SIT20
strain from Kazakhstan (“SIT20 Russian branch”). The column “Type, number and origin” refers to the
LAM types in Mokrousov et al. (2016). Mlval5-9 refers to nomenclature of MIRU-VNTRplus.org. Twenty-
four VNTR loci are listed in the order in which they are found on chromosome, clockwise: 424, 577, 580,
802, 960, 1644, 1955, 2163b, 2165, 2401, 2996, 3192, 3690, 4052, 4156, 154, 2059, 2347, 2461, 2531,
2687, 3007, 3171, 4348.
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