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Development of multigene genel test for analysis of cancer-related genes
associated with gynecologic double cancer
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Comparing the RNA expression patterns between metastatic cancers and double
cancers the same expression pattern was observed in the metastatic cases, and different patterns
were observed in the double cancer cases. In addition, by the variant analysis it was shown that the

ERCC, SPEN, DICER1, and ATR variants were more significantry expressed in metastatic tumor tissue.
Furthermore, as a result of performing methylation quantitative analysis using the Infinium
Methylation EPIC Bead Chip using the DNA of the same cases, it is indicated the same pattern as
RNAseq, the same methylation pattern was observed in the metastatic cases, and different patterns
were observed in the double cancer cases.
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