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Identification of clinical common pathogenic by pyrosequencing”
GONG Yan-wen' ,REN Xu-yi*, HU Cheng-jin'
(1. Department of Laboratory Diagnosis ,General Hospital of Jinan Military Region, Jinan 250031,China;
2. Hangzhou Di’an Medical Examination Center s Hangzhou 310030 ,China)

Abstract: Objective To establish a method of identification of clinical common pathogenic bacteria by pyrosequencing. Methods

Designing the universal primers for PCR amplification from the both ends of conserved sequences of the V1 and V3 variable re-

gions of the bacterial 16S rRNA.and the pyrosequencing primers for the V1 and V3 variable segment sequence. Sequencing the V1

and V3 variable segment by using pyrosequencing after PCR amplification. Comparing the sequencing results with the NCBI data-

base in order to judge species. Results

The identification of 96 strains of bacteria was completed in 4 h. The results of identification

of bacteria were consistent with the results of all the isolates identified with the VITEK2 compact 60 automatic bacterial identifica-

tion system. Conclusion Pyrosequencing can be used for clinical isolates identification with high specifity, high throughput and low

cost.

Key words: bacteria; 16S rRNA ; pyrosequencing
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