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Population genetic studies of evolution of tree populations using amplicon
sequencing method

TACHIDA, Hidenori

12,200,000

We inferred the past demographic history of two conifer species, Cryptomeria

japonica and Taxodium distichum, using target amplicon sequencing of 50~100 genes in ca. 100
individuals. We found that four genetic clusters of C. japonica populations diversified 0.32-0.85
MYA and three clusters of T. distichum populations diversified 3.6-6.5 MYA, the estimates being much
older than previously thought. We also investigated population structure of Distylium racemosum, an
important component In Japanese broad-leaf evergreen forests, and its close relative, D. lepidotum,
endemic to Ogasawara lIslands, using amplicon sequencing. Although differentiation between Japanese
populations of D. racemosum was weak, we found clear differentiation between D. racemosum and D.
lepidotum and also differentiation between two populations of D. lepidotum. We found a few candidate
genes for local adaptation in T. distichum and D. racemosum.
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