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Abstract: Single nucleotide polymorphisms (SNPs) mainly refer to the polymorphism of DNA sequence caused by a single
nucleotide mutation, including the synonymous SNPs and non-synonymous SNPs. With the rapid development of sequencing
technology, a large number of bacterial genome sequences are available. So, it’s possible to identify potential SNPs sites by
sequencing technology and bioinformatics methods. Also, SNPs, because of their own characteristics, have been widely used as a

new molecular marker in bacterial genotyping, evolution and epidemiology research. In this paper, advances in the research on

the genome-wide search of SNPs sites and analysis of the Yersinia pestis microevolution based on SNPs data are reviewed.
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