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Outline of survey

Integrated Biology, which analyzes the multiple biological information systemically, is one of the
main topics in the post-genome biology. Integrated analysis should be required to understand the
cross talks between the signaling pathways. In our project, we attempt to elucidate the abnormality in
transcriptional network in cancer with the global analysis of gene expression profiles and mutation
detection. Recent progress in genome analysis technology allows us to establish the Clinical
Genomics, namely comprehensive gene expression and mutation detection analysis of the tiny amount
of clinical specimens. By integrating together the gene expression profiles, epigenetic changes and
chromosomal aberration data, we will be able to better clarify the carcinogenesis process from its
beginning to the advanced stages. Based on the data collected above, we aim particularly at systemic

analysis of transcriptional network in cancer.

Expected results

Identification and validation of the pathway involved in carcinogenesis will help us develop a novel
therapeutic strategy for cancer in personalized medicine. For example, a new biomarker for early
cancer detection and clinical monitoring, which is likely to show specific expression in cancer, will be

developed.
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