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Phylogeny and phylogeography of evergreen oaks (Quercus) in the warm temperate
zone In Japan using genomic approach
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Phylogeny and phylogeography of evergreen oaks (Quercus) in the warm
temperate zone in Japan were analyzed using a genomic approach (restriction site associated DNA
sequence). Eight evergreen Quercus speceis (Q. gilva, Q. acuta, Q. salicina, Q. miyagii, Q. glauca,
Q. myrsinifolia, Q. sessilifolia, Q. hondae) in Japan were clearly genetically differentiated.
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