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Genetic structure of a broad leaf tree in Shizuoka Prefecture 
The relationship between haplotype and flushing time of 

plustrees selected in Shizuoka Prefecture

Shinya Yamada , Shigehiro Yamamoto, Hideyuki Katai and Tetsuji Hakamata  
Forestry and Forest Products Research Center / Shizuoka Res.Inst.of Agric.and For. 

Abstract 

To clarify the genetic and phenotypic variation of  (Thunb.) Makino, in Shizuoka prefecture, we investigated 
the flushing time and the geographic distribution of chloroplast DNA haplotypes of  plus tree done collected from 23 
areas located throughout Shizuoka prefecture. Two chloroplast DNA haplotypes, named west and east haplotypes, were found 
in Shizuoka. These two haplotypes were separated at the boundary of the Abe River and the Ooi River. We examined the 
relationship between haplotypes and flushing time between 2007 and 2009, revealing that there was a significant difference at 
the 1% level between average flushing time of the west and east haplotypes. Flushing time of the east type was later than west 
type, when grown in the western region of Shizuoka. 
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