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Research Progress on Mediator Complex Tail Module in Plant

WANG Yi-cong
(Bioengineering College, Chongqing University, Chongqing 400030, China)

Abstract ; Intermediate factor complex is a hot research direction in the field of molecular biology. The complex

is divided into four modules: head,middle. tail and cyclin-dependent kinase. The tail module can directly bind to

transcription activator and regulate the expression of the gene. It is an important module for the mediator com-

plex to play a regulatory role. In this paper. the regulatory mechanism of each subunit (mainly MEDI16 and

MED25) in the tail module of plant was systematically described.and the prospect was given,in order to pro-

vide reference for the development of new functions of the subunit.

Keywords: intermediate factor complex; tail module; jasmonic acid; ethylene; salicylic acid; interaction
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