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Development of effective and side effect-free anti-cancer therapeutic and diagnostic drugs
is very impartant to improve the quality of life (QOL) of cancer patients. We have so far
collected gene expression data of approximately 130 cancer cell lines. Using a genomic
approach to the data sets, we are extracting candidate cancer-associated genes through
comprehensive analysis of abnormal chromosomes with gene amplification in cancer, and
are assessing the function of those candidates using several in vitro and in vivo screening
systems. For this purpose, we are also developing several viral vectors that are suitable for
tissue-specific and drug-inducible gene expression.
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