No Species' Strain (GenBank accession number) Type’  Genotype family® Geographic location Reference
1 MTB H37Rv (NC_000962) DS Euro-American lineage 4 strain, T [1]
2 MTB F11 (CP000717.1) DS Euro-American lineage 4 strain, LAM3 Western Cape of South Africa [2]
3 MTB PRO5 (AOMG00000000) DS Indo-Oceanic lineage 1 strain Malaysia [3]
4 MTB 43-16836 (ATNF00000000) DS Indo-Oceanic lineage 1 strain Thailand [4]
5 MTB CTRI-2 (CP002992) DS Euro-American lineage 4 strain, LAM9 Vladimir, Russia (Central region)  [5]
6 MTB C2 (JHADO00000000) DS Euro-American lineage 4 strain, LAM family ~ Kaohsiung, Taiwan [6]
7 MTB KZN_4207 (CP001662) DS Euro-American lineage 4 strain, LAM4 KwaZulu-Natal, South Africa [7]
8 MTB 98-R604 INH-RIF-EM (ABVMO00000000) DS Euro-American lineage 4 strain, LAM family ~ Not reported -

9 MTB C (AAKR01000000) DS Euro-American lineage 4 strain, X New York, USA [8]
10 MTB 210 (ADAB00000000) DS East-Asian lineage 2 strain, Beijing Los Angeles, USA

11 MTB HN878 (ADNF00000000) DS East-Asian lineage 2 strain, Beijing USA [9]
12 MTB CDC1551 (AE000516.2) DS Euro-American lineage 4 strain, X3 USA

13 MTB G-12-005 (JHUF00000000) MDR East-Asian lineage 2 strain, Beijing Georgia [10]
14 MTB 0OSDD271 (AQQC00000000) MDR Indo-Oceanic lineage 1 strain, EAIl India [11]
15 MTB 0OSDD515 (AUXC01000000) MDR Euro-American lineage 4 strain, Uganda 1 India [12]
16 MTB 0OSDD105 (AUXD00000000) MDR Euro-American lineage 4 strain, T2 India [13]
17 MTB KZN_1435 (CP001658.1) MDR Euro-American lineage 4 strain, LAM4 KwaZulu-Natal, South Africa [5]
18 MTB KZN_V2475 (ACVT00000000) MDR Euro-American lineage 4 strain, LAM4 KwaZulu-Natal, South Africa [7]
19 MTB R1207 (ADNH00000000.1) MDR East-Asian lineage 2 strain, Beijing Western Cape of South Africa [9]
20 MTB OM-V02_005 (BARZ00000000) MDR East-Asian lineage 2 strain, Beijing Japan [14]
21 MTB W-148 (ACSX00000000.1) MDR East-Asian lineage 2 strain, Beijing Rusia -

22 MTB WX1 (AJGM01000000) MDR East-Asian lineage 2 strain, Beijing WuXi,China [15]
23 MTB WX3 (AJGL01000000) MDR East-Asian lineage 2 strain, Beijing WuXi,China [15]
24 MTB Harlem (AASN00000000) MDR Euro-American lineage 4 strain, Haarlem The Netherlands -

25 MTB PanR0902 (ATSK00000000) MDR Euro-American lineage 4 strain, Haarlem Panama [16]
26 MTB PanR0411 ( ATDY00000000) MDR Euro-American lineage 4 strain, LAM9-c1 Panama [16]

'MTB: Mycobacterium tuberculosis
2DS: drug susceptible; MDR: multidrug resistant; XDR: extensively-drug resistant

SLAM: Latin American Mediterranean; EAI: East African Indian
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27 MTB PanR0906 (ATSN00000000) MDR Euro-American lineage 4 strain, LAM-c3 Panama [16]
28 MTB PanR0610 (ATSA00000000) MDR Euro-American lineage 4 strain, LAM-c2 Panama [16]
29 MTB PanR0201 (ANZG00000000 ) MDR Euro-American lineage 4 strain, LAM-c2 Panama [16]
30 MTB UM 1072388579 (AMXW00000000) XDR East Asia lineage 2 strain, non-Beijing Kuala Lumpur, Malaysia This study
31 MTB INS_XDR (JANHO00000000) XDR Euro-American lineage 4 strain, LAM family Peru [17]
32 MTB NZXDR1 (CCBK000000000) XDR East Asia lineage 2 strain New Zealand [18]
33 MTB KZN_605 (ABGN00000000) XDR Euro-American lineage 4 strain, LAM4 KwaZulu-Natal, South Africa -

34 MTB 0OSDD493 (AVQJ00000000) XDR Euro-American lineage 4 strain, Ural India [19]
35 MTB CTRI-4 (AlIE01000000) XDR East-Asian lineage 2 strain, Beijing-like Tomsk, Rusia (Siberia) [5]
36 MTB KZN_R506 (AC\VU00000000) XDR Euro-American lineage 4 strain, LAM4 KwaZulu-Natal, South Africa  [7]
37 MTB GuangZ0019 (ANFI101000001) XDR Euro-American lineage 4 strain, MANU2 Guangdong, China [20]
38 MTB FJ05194 (ANBL01000000) XDR East Asia lineage 2 strain, non-Beijing Fujian, China [20]
39 MTB XDR1219 (AJGO00000000.1) XDR East-Asian lineage 2 strain, Beijing Shanghai, China [15]
40 MTB XDR1221 (AJGN01000000) XDR East-Asian lineage 2 strain, Beijing Shanghai, China [15]
41 MTB PanR0411 (ATDY00000000 ) MDR Euro-American lineage 4 strain, LAM-c1 Panama [16]
42 MTB X122 (ADNG00000000.1) Pre-XDR  East-Asian lineage 2 strain, Beijing Western Cape of South Africa  [9]
43 MTB MTB T92 Unknown Indo-Oceanic lineage 1 strain The Philippines [21]
44 MTB MTB T17 Unknown Indo-Oceanic lineage 1 strain The Philippines [21]
45 MTB EAS054 Unknown Indo-Oceanic lineage 1 strain India [22]
46 MTB MTB T46 Unknown Indo-Oceanic lineage 1 strain The Philippines [22]
47 MTB CAS/NITR204 Unknown East African-Indian lineage 3 Chennai, India [22]
48 MAF MAF CPHL_A Unknown Mycobacterium africanum (West Africa 1) lineage 5  California, USA [22]
49 MAF MAF GM041182 (FR878060) Unknown Mycobacterium africanum (West Africa 2) lineage 6  The Gambia [22]
50 MAF MAF K85 Unknown Mycobacterium africanum (West Africa 2) lineage 6  Netherlands [22]
51 MBV BCG str. ATCC 35743 - - - -

'MTB: Mycobacterium tuberculosis; MAF: Mycobacterium africanum
?DS: drug susceptible; MDR: multidrug resistant; XDR: extensively-drug resistant
*LAM: Latin American Mediterranean; EAI: East African Indian
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