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De¥elopment of DNA marker for melon seed remains and the applilcation for Japanese
melon
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To develop DNA marker for seed remains excavated at archaeological site, we
found a total of 102 DNA polymorphisms after sequencing the chloroplast and nuclear genome in melon. OF
them, 28 sequence polymorphisms were converted to DNA marker. Phylogenetic analysis using the DNA marker
presented following results: genetic differentiation between Euro-American and East Asian melons, large
genetic diversity in South Asian melon including landrace, and melon introduction to Japan. Application
of the DNA marker for DNA analysis in melon seed remains excavated at the Shikata archaeological site in
Okayama Prefecture indicated utilization, introduction of diversified melon from the Yayoi to Edo Period
and selections in respective periods as well as modern, and showed usefulness of the DNA maker for
evaluating genetic diversity in Japanese crop. The DNA marker will be applied for the future study to
concern soctal and political condition, and preference, which associate with crop selection.
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atpA 473 1 -
atpB-rbcL 748 3 1
psal -ycf4 583 3 -
psaJ-rpl33 584 1
atpl -rps2 417 3
rpoC1 intron 886 2 -
petN-psbM 1,106 6 1
atpA -atpF 379 2 -
atpF—atpH 560 1 -
psaA -ycf3 955 2 -
ycf3 intron 1 980 2 -
ycf3 intron 2 443 2 -
ndhJ-ndhK 433 1 -
rbcL —psal 1,119 6 1
accD—psal 684 5 1
ycf4—cemA 706 2 -
petA—psbd 1,347 4 1
psbE —petL 1,582 5 1
petL—petG 272 1 -
rps18-rpl20 403 2 -
rpl20-rpsl2 1,127 2 -
rpsl2—clpP 2,101 10 2
clpP—psbB 1,738 8 2
psbB —psbH 940 2 -
psbH—petB 2,356 6 1
rpsll-rpl14 1,426 4 1
rpl16-rps3 1,460 4 -
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