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The research on the origin of Cryptomeria japonica in Kyushu island

Fukatsu, Eitaro

3,600,000

SSR 90
SNP

We analyzed the genetic structure of local varieties and plus_trees of
Cryptomeria japonica in Kyushu island, Japan. We genotyped local varieties preserved in prefectural
forest research institutes in Kyushu island using SSR-markers, and listed up the relationships
between the names and the genotypes in local varieties. We genotyped SNPs in local varieties, plus
trees, in Kyushu, and other individuals collected from natural populations in Japan. The clustering
analysis revealed that the major part of local varieties in Kyushu island have different genetic
structure compared with natural populations in Japan.
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