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Abstract: Objective To investigate the characterization of gene mutation in Rifampin and Isoniazid resistant Mycobacterium tu-
berculosis isolated from Shenzhen. Methods
in phenotype were tested by BACTEC MGIT960,rpoB,katG315,inhA 15,kasA269 and kasA312 genes were amplified by PCR and

Among the 60 Mycobacteria tuberculosis clinical strains,45 rifam-

60 Mycobacterium tuberculosis clinical strains were identified and their drug resistance

the fragments were cloned into T vector and sequenced. Results
picin resistant strains and 15 rifampicin susceptible strains;41 isoniazid resistant strains and 19 isoniazid susceptible strains; 14 mul-
tiple drug resistance strains were detected. About 91. 1% (41/45) of Mycobacterium tuberculosis isolates in 45 rifampicin drug re-
sistant strains has mutations in rpoB and there were 12 different mutations,gene locus 531,526,516 ,533 mutation had a higher fre-
quency especially gene locus 531 which had 51. 2% (21/41) of mutational rate in 41 strains with rpoB gnen mutation. Point muta-
tions at gene locus katG315 including katG315(AGC-ACC)in 28 isoniazid resistance strains and katG315(AGC AAC) in 1 isoniazid
resistance strain, were found in 70. 7% (29/41) of isoniazid resistant strains. 21. 95% (9/41) of Mycobacterium tuberculosis isonia-
zid resistant strains had inhA-15(C-T) mutations, no mutation in kasA was found in the study. Conclusion Ompared with other
studies, the mutational gene site of Mycobacterium tuberculosis isolates with drug esistance of rifampicin and isoniazid in Shenzhen
were consistant, but the gene mutation frequency in common gene locus of drug esistance were different.
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