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Structural and functional studies of multiple complexes of RNA polymerase
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RNA polymerase accomplishes transcription by temporally changing its
conformation. We developed the CPX method to analyze the RNAP conformation in solution, and first
established relationships between major transcription functions and RNAP' s tight-ratcheted structural
forms. We also performed crystallographic analyses of RNAP complexes relevant to transcription initiation

and elongation, and revealed the structural basis for proofreading, as well as the regulation mechanism
by an external factor.
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