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[Abstract] Objective To investigate the variable number tandem repeats (VNTR) genetic
polymorphisms, genotyping and distribution pattern-of clinical Mycobacterium (M.) tuberculosis
isolates from Qinghai province. Metheds The clinical M. tuberculosis strainsisolated from: the
patients with tuberculosis and related background ‘data, were-collected from Qinghai Provincial
Center for Disease Control and Prevention from 2009 :to 2012. Genotyping was-cenducted by using
multiple locus VNTR analysis (MLVA). Genomic DNA was extracted and 15 VNTR loci were
amplified with PCR and the PCR products were detected with gel electrophoresis. The VNTR diversity
and clusters of genotyping were analyzed with BioNumerics (Version 5.0). Results A total of 251
clinical M. tuberculosis isolates were analyzed with 15 VNTR loci showing that there were great
genetic diversity in these isolates. Six of the 15 VNTR loci, showed that the Hunter-Gaston index
(HGI) were higher than 0.6, in which the highest resolution was MIRU26. The clusters of genotyping
showed that these isolates could be categorized into four gene clusters and 238 genotypes. The four
gene clusters accounted for 4.9% , 91.9% , 1.6% and 1.6% of the clinical isolates, respectively.
Conclusion The results showed that there is great variety of VNTR genetic polymorphisms in
clinical M. tuberculosts isolates in Qinghai province.
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31 2 3 2 2 3 5 4 3 1 4 3 2 4 18 - NEW
301 4 3 2 1 1 5 0 3 1 2 3 2 4 44 53 TI
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4 2 4 3 4 0 3 5 0 3 0 0 4 4 5 24 1 Beijing
4 2 4 3 4 0 3 5 0 3 0 3 4 4 5 36 1 Beijing
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4 2 4 3 4 3 3 5 5 3 2 2 2 4 5 57 1 Beijing
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4 2 4 3 40 3 5 5 3 0 2 6 4 5 28 1 Beijing
4 2 4 3 3 0 3 5 5 3 3 2 0 4 5 1 190  Beijing
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