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RAPD analysis of cutting cultivars and plus tree clones of sugi Cryptomeria japonica D Don in Kagoshima
Prefecture Takao KOYAMA(Division of Silviculture, Kagoshima Prefectural Forest Experiment Station, Kagoshima
899-5302, Japan) Bulletin of the Kagoshima Prefectural Forest Experiment Station 9: 1-6(2006)

Abstract RAPDs were used to discriminate 10 cutting cultivars and 109 plus tree clones of sugi

Cryptomeria japonica in Kagoshima Prefecture. Ten cutting cultivars were investigated, DNA type
were unique for each cultivar. In investigation of 109 plus tree clones, 46 plus tree clones showed unique
DNA type for each clone, 63 plus tree clones were classified into 15 DNA types consist of 2~14 clones. It
is apparent from these investigation, that 10, 2, 2 and 6 plus tree clones showed DNA patterns identical
to those of Measa, Ippon, Kijin and Shimama cultivars, respectively. This results suggested that these
cutting cultivars and plus tree clones, showed the same DNA type, may be regarded as the same clone.
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