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Genetic Diversity of M osla hangchouensis and M. chinensis (L abiatae)
ZHOU Shi-liang,ZHANG Fang,WANG Zhong-ren, HONG De-yuan

Laboratory of Systematic and Evolutionary Botany Institute of Botany Chinese Academy of Sciences
Beijing 100093

Abstract

Genetic diversity of Mosla hangchouensis Matsuda, a species endemic to eastern
China and a closely related species M. chinensis Maxim, which is widely distributed
throughout south part of China, was analysed by starch gel eletrophoresis. Of
seven populations of M. hangchouensis and three populations of M. chinensis
examined, a low level of allozymic diversity was estimated baded on 28 loci of 15
enzyme systems.
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