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Structural study of Mediator CDK module
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The transcription mediator complex is a multi-protein complex that regulates
RNA polymerase 11 (Pol Il) transcription. The transcription mediator complex is composed of four
modules with more than 25 subunits, of which the CDK module, composed of four subunits, activates
transcription by phosphorylation through the kinase domain and also represses through interaction
with other proteins. In this study, we developed a new multi-protein complex preparation technique
and analyzed the structure of the CDK module by cryo-EM single-particle analysis to elucidate one
aspect of its phosphorylation function.
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