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Searching for functional genes that caused adaptive differentiation of two
varieties of the genus Thujopsis between the Pacific Ocean side and the Japan
Sea side areas

Inanaga, Michiko
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Genus Thujopsis is one of the conifer ?roups endemic in Japan, and the genus
consists of two varieties, namely Thujopsis dolabrata var. dolabrata, which distributes mainly
along the Pacific Ocean side of the Japanese archipelago, and var. hondai, mainlg along the Japan
Sea side. As they have quite different distribution ranges, these varieties may be genetically
differentiated due to local adaptation. The purpose of this study is searching for genes
differentiated between the varieties by transcriptome analysis. The gene expression analysis of leaf
samples collected in early January found higher expression of the genes related to disease and
stress resistance in var. hondai, while higher expressions of the genes related to flower regulation
and flowering were found in var. dolabrata. Based on these results, the two varieties of T.
dolabrata may have different response mechanisms to the environmental condition.
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