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Keywords — Yersinia pestis, strains of medieval biovar, to this branch and developed a method for SNP-genotyping of
comparative  SNP-analysis, ~SNP-genotyping, phylogenetic  these strains by PCR. We explored 26 Y. pestis strains from
analysis the plague foci of the Caspian-Sea region by PCR and found

A . and found 5 more Y. pestis strains of branch 2.MED4.
Motivation and Aim

We have sequenced and carried out complex analysis of

Highly virulent gram-negative bacterium Yersinia pestis, molecular-genetic and phenotypic properties of 5 ¥, pestis

the causative agent of plague, is one of the most outstanding . . . . .
example of pathogens that caused huge damage to the health ;tg\/[mgi):f the previously unidentified phylogenetic branch
of mankind. Our molecular investigations showed that strains : )

of medieval biovar (phylogenetic branch 2.MED) are the most According to the complex analysis of phenotypic and
common in the natural foci of plague with different  genetic properties, all strains are typical of medieval biovar of
geographical landscapes and occupy about 80 % of the Y. pestis. According to PCR-/SNP-genotyping and
territory of the natural foci of CIS [1]. phylogenetic analysis, all of 5 Y. pestis strains belong to
phylogenetic branch 2.MED4, as well as 3 previously

In the 18th-19th centuries, numerous outbreaks of plague identified strains.

with high mortality rates were registered in the Caspian-Sea
region, Russia. Our research prove that since 1912, outbreaks Our results may be useful for a retrospective analysis of
in the Northern Caspian-Sea region were caused by strains of  plague outbreaks and for identifying patterns of evolution of
medieval biovar. We identified 3 Y. pestis strains, which were ~ medieval biovar in the Caspian-Sea region in the 18th-20th
isolated in this region and formed the previously unidentified centuries.

phylogenetic branch 2.MED4. The strains of branch 2.MED4

have high virulence and epidemic significance and can cause Conclusion

plague in animals and humans [2, 3]. We have sequenced and analyzed 8 Y. pestis strains of the

This information determines the importance of further ~ Previously unidentified phylogenetic branch 2.MED4. We
research of 2.MED#4 strains. In this regard, it is important to ~ found 10 marker SNPs, specific to this branch and developed
establish their place in the evolutionary scheme of medieval ~ & method for SNP-genotyping of these strains by PCR. The
biovar, to determine their role in plague outbreaks in the ~ data obtained can be used to improve the methods of
Caspian-Sea region, and to assess the possibility of theirreturn ~ Melecular-genetic identification of Y. pestis and to determine
to these territories. The aim of this study was to identify the ~ Patterns of evolutlgn and dlstrlbutlon of me_dleval biovar in the
specific molecular-genetic features of Y. pestis strains of the ~ natural plague foci of the Caspian-Sea region.
phylogenetic branch 2.MED4 and to develop a method for

their identification by PCR. REFERENCES
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Results

We performed comparative SNP-analysis of 3 Y. pestis
stains of branch 2.MED4. We found 10 SNPs, which specific
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