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Experimental study of 16S rRNA gene sequence analysis for identification of atypical bacteria
Shen Yajuan , Xia Yun®

(Department o f Clinical Laboratory ,the First Af filiated Hospital ,Chongqing Medical University ,Chongqging 400016 ,China)

Abstract; Objective To establish an approach for bacteria identification based on 16S rRNA gene sequence analysis,and apply
it to clinical routine bacteria identification initially. Methods Bacteria which can not be accurately identified in clinical microbiologi-
cal laboratory were selected. 16S rRNA served as target sequence, primers were designed to match the conserved region at both ends
and target fragments were amplified by means of PCR reaction. After sequencing, their sequences were compared with 16S rRNA
sequence of known bacteria in the database. Results Among 13 strains, 11 strains showed sequence similarity of 99. 0% with 16S
rRNA sequence of known bacteria in the database,and were successfully identified to the species level. Conclusion 16S rRNA gene
sequence analysis can be applied to identify atypical bacteria quickly and accurately,and serve as a supplementary method of routine
bacteria identification.
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