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Phylogenetic analysis of Pinus luchuensis among pine species distributed in east
Asia

Watanabe, Atsushi
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As a result of this study, it is clear to indicate an original evolutionary
position of Pinus luchuensis, which is closely related to pine species distributed over China and
Taiwan. Furthermore, distribution of P. luchuensis under phylogenetic process, was inferred with
knowledge of the paleogeography. Since P. luchuensis is distributed naturally to Amami-Oshima from
Iriomote-Jima, needle sample was collected to reveal genetic diversity and genetic structure among

islands. Development of genomic SSR markers have been attempted, and a library including SSR region
was constructed.
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