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Development of preoperative diagnosis method for follicular thyroid tumor by
whole genome sequencing
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DNA was extracted from formalin-fixed samples of 15 patients with widesEread
invasion and distant metastasis and 10 patients with follicular adenoma, which are a group wit

poor prognosis among thyroid follicular cancers. Each sample was extracted from the tumor center and
the advanced part. We checked the quality of DNA using a bioanalyzer and confirmed that there was

no problem in DNA quality in any samples. All exon sequences have been performed and the sequence
results are currently being analyzed. In addition, we are going to conduct the methylation analysis

of the same samples in parallel.
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(Miyauchi Akira)




