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Abstract:Genetic diversity on five nature populations of Pinus massoniana Lamb. in Gupeng and Langshui,
Guangxi province, was analyzed by 10 inter simple sequence repeat (ISSR) markers selected from 100 primers.
There are 47 individuals within 3 groups in Gupeng and 38 individuals in Langshui population. The results
were as follows: (1) There are 177 polymorphic loci among 192 loci in Gupeng and 177 polymorphic loci in
Langshui population. (2)The propotion of polymorphic loci (P) , the Shannon’s diversity indexs(I) and the Nei’s
diversity indexs(h) were 94.35%, 0.4278 and 0.2765 respectively in Gupeng population. Accordingly the value
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in Langshui population were 94.38%, 0.5190 and 0.3510 respectively. The low coefficient of genetic differentia-
tion (Gst=0.0481 and Gst =0.0363)meant that the majority of genetic variations ( 95.19% and 96.37 %) occurred
within populations.(3) The gene flow within Gupeng groups was 9.8877and that of Langshui groups was 13.2643,

which means that high degrees of inbreedings esisted within the two populations respectively. So we concluded

that it was necessary to increase the protection of natural populations and to expand the scope of protection of

natural populations on Masson’s Pine in Guangxi.
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