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Development of ancient DNA analysis in melon seed to discuss which fruit traits
were prefered in change of the Japanese society

Tanaka, Katsunori
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To understand food preference inferred by selected-fruit-traits in melon,
DNA from modern melon accessions and archaic DNA from melon seed remains were sequenced by
next-generation DNA sequencer. Quantitative trait locus of fruit length and soluble solid contents
were detected by the analysis of modern melon accessions. An analysis of melon seed remains revealed
that archaic-melon-nuclear-genome remained in seeds that large number of archaic DNA regions was
found. It indicated that selection for fruit length and sweetness in melon was able to be analyzed
by molecular genetic technology.
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