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Effect of excursion of plant seeds floating on genetic
differentiation of seaside species Eurya emarginated Makine

around the Zhoushan Archipelago
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Abstract: we used inter-simple sequence repeat (ISSR) markers to investigate the genetic structure of Eurya
emarginated Makine for four populations collected from three islands in the Zhoushan Archipelago, and the result
was then used for genetic diversity comparison between Eurya emarginated Makine, llex integra and Machilus
thunbergii. The average values of percentage of polymorphic loci is 37.95%, effective number of alleles Ne=1.223),
Nei’s genetic diversity (H=0.132) and Shannon’s information index (1=0.200) indicated that the Eurya population had
lower genetic variations than both the llex integra and Machilus thunbergii species. The genetic differentiation for
populations of Eurya emarginated Makine G¢=0.202 is lower than those of llex integra and Machilus thunbergii.
UPGMA cluster for individuals revealed that the isolation between the islands could not completely obstruct the
genetic exchanges between different populations of Eurya emarginated Makine, and the excursion of plant seeds
floating depressed the value of genetic differentiation, while the exchanges of llex integra and Machilus thunbergii

populations were greatly isolated by the islands.
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