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ABSTRACT

Parashorea chinensis is an endangered dipterocarpl narrowlly ranged on the north edge of Tropical Asiall
and now subjects to special protect in natural reserve and ex situ conservation prOgrammeD while almost nothing

is known about its genetic feature. Random amplified polymorphic DN AU RAPDU markers were used to investi-
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gate the genetic diversity and population genetic structure of seven natural populations of P. chinensis. 194 in-
dividuals in seven natural populations of P. chinensis were amplified with 20 random primers. 48.22% of
RAPD loci were polymorphic across the whole species[] while only 20.84% on average on population levels.
Mean population gene diversity within populationd] measured by Shannon’s index of phenotypic diversityl] was
0.78700and total was 1.4100 for the whole species. 55.82% of the total gene diversity was distributed within
populationslland 44 .18% was among populations. Mean Gy, value arcoss loci was 0.4448. AMOV A analysis
revealed 37.67% of the total genetic variation was attributed among regions[111.40% among populations with-
in regionsD and 50.93% within populations. These results suggested low levels of genetic diversity in this
species and strong regional population differentiationl] which might be the results of population bottleneck re-
sulting from the repeated extinction and recolonization in its evolutionary history. Correlation analysis did not
detect positive correlation between population size and the amount of genetic diversity[lwhile significant positive
correlation between genetic distance between populations and geographical spatial distance was demonstrated.

The implications of these results to conservation strategies of this endangered species were also discussed.
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