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[Abstract] Objective To analyze the characters of a single nucleotide polymorphism(SNP) site in
the lethal factor gene(lef) of Bacillus anthracis isolated from China. Methods 18 Bacillus anthracis
isolates were selected and the lef genes were amplified by PCR method, then the PCR products were
sequenced and the analysis of SNP site of the lef genes was performed. Results The 895" nucleotide of
lef gene of all tested Chinese isolates appeared to be G but T was found in some overseas strains. The
characteristic of SNP site was identical in all strains isolated from different regions (included Xinjiang,
Guangxi, Beijing, Inner Mongolia) at different times or sources (included soil, cow, goat, mule, dog,
patient, etc) in China.Conclusion The 895" SNP site of lef gene might have shared the same characters

of Chinese Bacillus anthracis strains.
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