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Pan-cancer multi-omics analysis toward identification of novel diagnostic and
therapeutic target molecules in neuroendocrine tumors

Ohshima, Keiichi
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Neuroendocrine tumors (NETs) are rare tumors that are found in all organs
and account for 1-2% of all tumors, but the incidence is increasing every year. In particular,
non-functional NETs without hormone-producing symptoms progress without specific symptoms, and are
detected only after enlargement or distant metastasis. In addition, NSE and chromogranin A, which
are diagnostic markers in blood, have problems in sensitivity and specificity, so that imaging
diagnosis is currently the main method. In this study, we analyzed multi-omics data, including gene
mutation and copy number data from whole exome analysis and comprehensive gene expression data, in
90 cases of NETs arising in the gastrointestinal tract and lungs. Among the genes commonly expressed

in NETs across organs, we targeted a gene-derived protein as a NET blood marker, and prepared its
region-specific antisera. We hope that these antibodies are useful to develop a new blood-based
diagnostic NET marker.
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