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Application of whole genome sequencing in molecular tracing of Yersinia pestis
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The development of high-throughput sequencing has greatly reduced the sequencing cost. Whole genome
sequencing (WGS) has become the main technical means to trace the pathogens of infectious diseases andto study the
genetic evolution of bacteria. The sequencing of Yersinia pestis genome plays an important role in tracing the source of
plague and exploring the genetic evolution of pathogenic bacteria. Although phenotypescan reflect certain genetic
evolutionary relation,it cannot directly evaluate the genetic basis of phenotypic, therefore, it should not be used for the

tracing of Yersinia pestis. In contrast, WGS has been widely used in the molecular tracing of Yersinia pestiss ince its

advantages of obtaining comprehensive, accurate, high-throughput and high-resolution genetic information. We

discussedthe advances of WGS and its application in the molecular tracing of Yersinia pestis.
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Table 1 Biochemical characteristics of different biological strains
of Yersinia pestis
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Table 2 Comparison of sequencing platforms
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Table 3 Whole gene sequencing information of each branch strain of Yersinia pestis
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Fig. 1 Population structure of Y. pestis
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