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Development and application of methods for identifying protein-DNA interactions
in a tissue-specific manner
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Analysis of the interaction between protein and genomic DNA in cells is
important for understanding gene regulatory mechanism. A technique called chromatin
immunoprecipitation is used for this purpose, but there are various technical limitations such as
the requirement of high quality antibodies. This research aims to develop a versatile method that
detects protein-DNA interactions in specific tissues of animal embryos with high sensitivity by
introducing a specific short amino acid sequence such as a biotin tag to the target protein.
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