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Elucidation of cancer diversity mechanism by analysis of phosphorylation signal
using biopsy tissue and application to precision medicine
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In this study,we performed large-scale phosphoproteome and bioinformatics
analysis using patient cancer biopsy tissue and surgically resected tissue for patient
stratification and proposal of the optimal treatment for individual patient. As a result, we
succeeded in classifying gastric cancer into three subtypes and proposing specific treatment methods

for each subtype. In addition, from the phosphoproteome analysis of the primary tumor and the liver
metastasis of colorectal cancer patients, we were able to discover the kinase that is activated in
the poor prognosis group of colorectal cancer and the kinase inhibitor as a therapeutic agent, We
could successfully demonstrate the concept of signal proteomics for drug discovery.
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