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Statistical modeling for cancer sub-clonal evolution
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The purpose of this study was to characterize the target group from the
viewpoint of cancer evolution by estimating the process in which subclones evolved in a sample and
quantifying the difference in subclone evolution obtained from a large number of samples by
examining gene mutation of multiple different sites from a single cancer using a next-generation
sequencer. As the data increase in the future, it is expected to identify the subclonal evolution
structure of cancer related to resistance to treatment by characterizing patients based on the
characteristics of the subclonal evolution structure and combining it with clinical information.
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