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Abstract: There are three plasmids of 10, 74, 107 kb which are main plasmids of Yersinia pestis in the plague natural foci of
China. Different plasmids have been found in China and there are 16 different types. Plasmid in nature is easy to be lost
and Y. pestis is therefore altered. This is also the cause of natural death at the end of plague and circulating of the plague.
Plasmid variation of the Y. pestis is discussed for the plague epidemic. The study of the law of epidemic plague is useful for
public health.
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