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The whole genome analysis to rule out responsible mutation inducing chordoma

Akiyama, Toru
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The result of 12 specimens of chordoma revealed novel 2 mutation. These
mutatios are posotive candidates of driver genes of chordoma occurence. Now, we are writing the
paper to report these mutations as driver genes of chordoma occurence, Furthermore, we are preparing

for in vitro and in vivo researches to confirm the oncological functions of these mutations in
terms of chordoma occurence.
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