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Roles of Mismatch Repair in genome stability of cancer cells
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We have carried out whole transcriptome analyses for both microsatellite
unstable and stable colorectal cancers to detect fusion genes caused by chromosomal rearrangements.
We successfully found 79 fusion genes from 73.5% and 33.3% of microsatellite unstable and stable
cancers, respectively. Out of the 79 fusion genes, 12 are supported by sufficient sequence evidence.

5 of them are already known and under clinical trials. The others have not been reported to the
best of our knowledge. Therefore, fusion genes we newly identified in this study are potential
candidates of new therapeutic targets. In addition, further investigation is required to elucidate
the mechanisms underlying elevated formation of fusion genes in microsatellite unstable cancer and
involvement of the mismatch repair pathway in formation of chromosomal rearrangements.
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