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Study on genotyping and drug-resistance analysis of 79 Mycobacterium tuberculosis
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Abstract: Objective To establish the molecular characteristics of Mycobacterium tuberculosis by multiple locus variable num-
bers of tandem repeats(MLVA) genotyping technique and epidemiologic data for providing scientific basis to prevent and control tu-
berculosis. Methods M. tuberculosis clinical isolates and the patients’ data were collected. The polymorphism of 15 VNTR loci
which were commended was tested, clustering of genotype was analyzed with BioNumerics( Version 5. 0),and drug susceptibility
testing was performed using proportion method. Statistical analysis was performed with Chi Square Test. Results 79 M. tuberculo-
sis clinical isolates were analyzed respectively;the results showed that there were obvious polymorphisms of VNTRs. The discrimi-
nation power of QUB-11b, MIRU26 ,Mtub 21and MIRU 16 loci was high(HGI>>0. 7) ,otherwise the MIRU 4,ETR-A and ETR-C
was low(HGI <C 0. 4). The clustering of genotype showed that these strains could be categorized into 7 gene clusters,in which the
proportions of cluster [[| and cluster V were the biggest,46. 8% were cluster [[[and 41. 8% were cluster V ,other clusters were of
scattered distribution. The rate of re-treated patients in the [l » V and other clusters patients was 32. 43%,21.21% and 11. 11%
respectively;there was no statistical significance( P>>0. 05). The drug resistance rate of V clusters strain(36. 36%) was obviously
higher than [I[ (10. 81%) and other clusters(11. 11%) ,the differences was statically significant(P<C0. 05). Conclusion There are
obvious polymorphisms of VNTRs of M. tuberculosis clinical strains preliminarily in Mianyang area. The main epidemic strains be-
longe to cluster [l and cluster V ,the main drug resistance stains belonge cluster V. It is suggested that epidemic surveillance of

cluster [l and cluster V stains,resistance surveillance of cluster V stains both needs to be strengthened.
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