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Therapeutic targetable fusion genes in ovarian carcinoma
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The frequency and function of fusion genes in ovarian cancer remained
unclear. Our aim of this study was to identify fusion genes in ovarian cancer through RNA sequencing
data analysis and to clarify clinical significance of fusion genes in ovarian cancer. We performed
RNA sequencing for 57 ovarian clear cell carcinoma samples and detected fusion genes based on our
PRADA algorithm. OF 57 samples, ten harbored at least one therapeutically targetable fusion gene
such as kinase fusion genes. In addition, 18 samples had at least one fusion gene which might be

recognized as a neoantigen by host. In conclusion, gene fusion was one of important genomic
alterations in clinical field as well as tumorigenesis.
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