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An Innovative Method for Identificatng Mycobacterium Tuberculosis and Indicating It’s Rifampin
Resistance Simultaneously
MENG Fanrong, NIU Qun, LEI Jie, et al

[ Abstract] Objective To establish a new method for identification of mycobacteria tuberculosis and rpoB gene muta-
tion of rifampicin resistance. Methods A pair of specific primer for amplification of the third hypervariable region and rifam-
picin resistance determining region in Mycobacterium genome was designed. The rpoB gene segment of 96 mycobacterium tu-
berculosis complex strains and 57 nontuberculosis mycobacteria was amplified and sequenced used by this specific primer and
all of the gene sequences were analyzed by BLAST and DNAMAN software. Results Among the 153 clinical isolates, one
hundred and four were identified as mycobacterium tuberculosis complex and 49 as nontuberculosis mycobacteria, including
14 mycobacterium intracellular, 12 mycobacterium abscessus, 4 mycobacterium fortuitum, 1 mycobacterium asiaticum, 7 my-
cobacterium colombiense, 3 mycobacterium avium, 3 mycobacterium parascrofulaceum, 1 mycobacterium sinense, 1 myco-
bacterium triplex, 1 mycobacterium vulneris and 1 mycobacterium septicum / vulneris. One case could not be identified.
Compared with the 16STDNA gene, the accuracy rate of this new method was 96.73% ; Compared with the traditional meth-
od, its accuracy rate was 83% . In 104 cases identified as mycobacterium tuberculosis complex, there were 54 cases detected
rpoB gene mutation which was determined resistant to RFP while 50 cases had no mutation and determined sensitive to RFP.
Compared with traditional drug sensitivity test, the accurate rate of this new method was 96. 15% . Conclusion This new
method is very useful because it can be identification of common mycobacterium species and detection the rifampin resistant
through rpoB gene sequence analysis by only one test.
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