Supplementary Table S1 The primers in determination of genotypes and

sublineages of Mycobacterium tuberculosis strains.

Molecular determination Locus Nucleotide sequence
genotypes RD7118 Forward: GGCCGCCCTGCTCAAGAACCT
Reverse: CCTAGGCCGGCGACGAAGTG
RD750%2 Forward: GTCGGCGGTCTGCTTCGTTCC
Reverse: CCTGTCGGCCGGGTGTCTTTC
RD105 Forward: ACAGCGCGGGTCATATCAC
Reverse: AACCAGCTCCTCGACGCTATC
RD239? Forward: GGCCAACATCGACCACCTACCC
Reverse: ATCCTCGCTACCGGCACCTCAT
ThD1¢ Forward: ACGCGGCTGGATGGTGCTGGTTG

Reverse: CGCGGGCAGGGTCGTCGTGA
pks15/19 Forward: GTGTCCTCCTTTGGGATCAG

Reverse: CTGCCCAGGAAACACGAC
Rv0679c® Forward: CCGGGAACTAGGAATGGTAA

Reverse: AGCAACCTCGCAATCTGAC

sublineages 797736° Forward: GACGGCCGAATCTGACACTG
Reverse: CCATTCCGGGTGGTCACTG
909166 © Forward: CGTCGAGCTCCCACTTCTTG

Reverse: TCGTCGAAGTGGACGAGGAC
1477596 ¢ Forward: GTCGACAGCGCCAGAAAATG
Reverse: GCTCCTATGCCACCCAGCAC
1692069 © Forward: GATTGGCAACTGGCAACAGG
Reverse: TGGCCGTTTCAGATAGCACAC
1892017°¢ Forward: GCTGCACATCATGGGTTGG
Reverse: GTATCGAGGCCGACGAAAGG
2376135°¢ Forward: TCTTGCGACCCGATGTGAAC
Reverse: GAGCGCAACATGGGTGAGTC
2532616°¢ Forward: CCCTTTTCTGCTCGGACACG
Reverse: GATCGACCTTCGTGCACTGG
2825581 ¢ Forward: CCTTGGAGCGCAACAAGATG
Reverse: CTGGCCGGACGATTTTGAAG
4137829°¢ Forward: CGTCGCTGCAATTGTCTGG
Reverse: GGACGCAGTCGCAACAGTTC
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