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WFIER R OMEE (F30) : To elucidate the mechanism of carcinogenesis, cancer metastasis
and anti-tumor immune reaction, atomic structures of the player, the oncoproteins and
anti-oncoproteins will be determined by X-ray crystallography. Based on the structures,
new anti-cancer drug will be developed to achieve an efficient cancer treatment. For
carcinogenesis, we focus on TGF-B signal under which many transcription regulatory
molecules interplay for cellular development signal transduction. For cancer metastasis
and invasion, we focus on proteins responsible for cytoskeleton reorganization and plasma
membrane supply coupled with exocytosis. For innate immune reaction, we focus on
Toll-like receptor (TLR) and its endogenous ligands, and on IRF transcriptional regulators
acting mainly under the control of TLR to activate the transcription of proinflammatory
cytokines and y-interferon.
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