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Table 2.  Comparison of Beijing Mycobacterium tuberculosis isolates from Colon with patterns from MIRU-VNTR database and different clonal complex (CCs) of Beijing lineage classified from a worldwide collection (n = 4,987) as described in Merker et al., 2015 (1).
	MLVA types (n: isolates)
	Clonal complex (modern Beijing)
	Entrances with the same MLVA types (countries and representativity) 

	1048-33 
(10 isolates)
	CC3
	5 isolates: Panama (2/5), Vietnam (1/431), Nepal (1/93), and Denmark (1/15)

	1048-32
(1 isolate)
	CC3
	158 isolates: China (38/549), Vietnam (21/431), Peru (20/78), USA (19/787), Nepal (18/93), Mexico (10/89), Cambodia (7/35), and other countries with < 5 reported isolates


	342-33
(1 isolate)
	CC4*
	12 isolates: Singapore (5/81), India (3/60)


MLVA: Multiple-locus variable-number tandem repeat analysis from MIRU-VNTRplus database (https://www.miru-vntrplus.org/MIRU/aboutus.faces).
*Indicates deficiency in their CC subdivision.
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