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The Analysis of the Genetic Diversity and the Checkage of
Purity in Chinese Cabbage

ZHANG Yong, ZHANG Yao—wei, CUI Chong— shi

Absract; This paper used RAPD way, to research the genetic diversity of 60 vareties in Chinese cabbage and used UPGM A to analyze
that could be supplied the foundation of the matched parents. Analyzed the genetic diversity of the different plant in the same varie ties,
the results indicated that the purity was stable.
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