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Comparison between 16S rRNA gene sequence analysi and traditional biochemistry method for identifying Myco-
bacteria YE Yali, YAN Lixia, HUANG Zhicheng, et al.Department of Laboratory Medicine , Huangyan Hospital of Wen—
zhou Medical University, Taizhou First People’s Hospital , Taizhou 318020, China.

[Abstract] Objective To analyze the difference between 16S rRNA sequence analysis and traditional biochemistry
method for identifying mycobacteria.Methods 16S rRNA sequence analysis was used to analyze the genotype of 54 ref-
erence strains of mycobacteria, construct phylogenetic tree and calculate similarity.lts results were compared with those
detected by traditional biochemistry method. Results All 41 mycobacteria strains (total 41 kinds) could be discriminat—
ed for the difference of 16S rRNA except 6 couple of mycobacteria (including 11 kinds and 13 strains) which have the
same 16S rRNA sequences between each other.M.avium and M.intracellulare , M.chclonae.chelonae and M.fortuitum were
difficult to be identified by traditional biochemisiry method but easy to be discriminated by 16S rRNA gene sequence
grouping.M.ulcerans and M.marinum, M.gastri and M.kansasii could not be identified with 16S rRNA gene sequence anal-
ysis but could be discriminated by traditional biochemistry method. Conclusions 16S rRNA gene sequence analysis and
biochemistry method were accurate and efficient to discriminate Mycobacteria.The combination of the two methods can im—
prove the accuracy of identification.
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