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Development of mutation analysis pipeline for cancer genomic medicine
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We developed an analysis pipeline for the cancer gene panel called "Todai
Onco Panel”. This pipeline has features such as mutation detection of fusion gene/exon skipping,
expression level analysis, confirmation of the presence of known fusion gene. In fact, we analyzed
more than 180 cases such as lung cancer and sarcoma are analyzed, and it is possible to detect the
driver fusion genes or novel fusion genes from the sample whose cause could not be identified at the
time of pathological diagnosis. Results using this pipeline are reported in Cancer Sci. 2019; 110:
1464-1479.
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