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Development of a cell-free DNA analysis system using a technology for
high-fidelity sequencing and absolute quantitation of DNA molecules

KUKITA, Yoji
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To develop a system to analyze circulating tumor DNA from blood of
pancreatic cancer and lung cancer patients, we improved the high-fidelity sequencing technology,
NOIR-SeqS, and designed two gene panels targeting mutation hotspots of 8 to 9 cancer-related genes.
Furthermore, we devised a bioinformatic variant Tilter to remove non-cancer specific mutations among

the detected ones. The clinical usefulness of our analysis system was confirmed by analyzing blood
samples from 143 pancreatic cancer patients. We also developed an analysis method specialized for
the detecting ALK fusion gene mutations found in some lung cancer patients.
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(Detection of

circulating tumor DNA from pancreatic cancer using next-generation sequencing and

possible clinical applications).
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