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Identification and clinical application of pathway-based markers for cancer
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We conducted two studies First, e collected a major molecular pathway for
hepatocellular carcinoma (HCC) including 29 genes based on literature review, and network analyses were
performed in combination with the gene expression profiles of HCC patients. Furthermore, we applied our
network analysis method to the Gene Ontology (GO) terms to identify candidate subnetworks effective for
the treatment of HCC. Second, we also conducted gene expression analysis of epithelial-mesenchymal
transition (EMT) and measured the more intensive time point of EMT gene expression profile, to
investigate the detailed process of cancer_invasion and metastasis. Using non-negative matrix
factorization (NMF), we identified four major component, namely, monotonic increase, monotonic decrease,
early response, and intermediate state. Further analysis of master regulators in each component identify
candidates for the development of anti-metastasis drugs.
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