(®)
2012 2014

Mechanistic analyses of chromatin structural changes through the structure of TFIID
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Nucleosomes are the fundamental repeating units of chromatin. To initiate the
transcription reaction, histones must be removed from genomic DNA at gene coding regions. Previously, we
determined the cocrystal structure of CIA and double bromodomain, and proposed a recruitment and
disassembly model (hiMOST model). In this study, we established the methods for large-scale purification
of the HAT domain of TAFl, and the conserved domain of TAF7. In order to perform functional analysis of

TFIID in chromatin transcription, we also tried to reconstitute the complex of TBP and TFIIB on promoter
DNA.
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