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We performed 3 themes of research. 1) Sequence quality parameter : DIN value
over 3.0 is the critical cut off for successful clinical sequence. 2) CN detection algorithm: We
have developed original pipeline which enable us to detect 1p19q codeletion in glioma using even
amplicon target sequence. 3) Clinical sequence pipeline integrated clinical information: We have
ranched original clinical sequence system "PleSSision" which are already installed in more than 25
hospitals in Japan.

We have achieved initial goals in almost 100 %.
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Final Diagnosis:  Oligodendroglioma, IDH mutant and 1p/19q co-del,
ATRX,WT, p53 WT
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FlaeSSision . multigene test for cancer

PleSSision; Fathologists edited, Mitsubishi Space Software supervised clinical sequence system for personalized medicine
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Cancer gene profiling explores the possible precision medicine for diffuse-type gastric
adenocarcinoma
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Hiroshi Nishihara

“ PleSSision” ; a Pathologist edited Multigene Genomic Test promotes Cancer Precision Medicine.
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