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Fig.1 Diagram of yeast core Mediator complex and
Mediator-RNA pol Il complex structure
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Fig.3 Mediator functions as a bridge between gene-
specific activators (ACT) and the general pol II
transcription machinery ™
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Fig.4 Mediator as a component of a “scaffold” for transcription reinitiation ™
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Fig.5 Model of transcription repression for Mediator

containing Srb8~11 module ™
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Fig.6 A possible mechanism for transcription regulation by Mediator !'*®
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Mediator: Structure and Function

LU Jian-Xin", JIN Long-Jin”, MING Zhen-Huan"?"
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Abstract Mediator, originally discovered in yeast and composed of multi-subunits with a high molecular mass ,
is an essential component of the RNA polymerase Il general transcriptional machinery and plays a crucial part in
the activation and repression of eukaryotic mRNA synthesis. Regulatory information could be conveyed through
changes in Mediator conformation that would influence the transcription initiation process. Recent studies have
defined the subunit composition and associated activities of mammalian Mediator, and revealed a striking

evolutionary conservation of Mediator structure and function from yeast to man.

Key words Mediator, RNA polymerase Il , general transcription machinery, transcription activation,
transcription repression
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