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Development of mutation clock using Sasa kurilensis
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We tried to get genome-wide SNPs using modified GBS and developed new method to
estimate the longevity. We used 24 leaves of Sasa kurilensis In Towada, whose longevity has already
identified by flowering interval 818years old: each 4 ramets of 2 genet and 8 ramets of lgenet , 80years
old: 8 ramets of lgenet). We found no difference in numbers of SNPs among new and old individuals.
However, we found the diversity of SNPs was higher in old individuals than in younger ones. It suggested
that information from SNPs using NGS might be useful to estimate longevity.
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