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Abstract Gene transcription in eukaryotes is regulated by various elements, of which enhancers are
important cis-regulatory elements capable of greatly promoting gene transcription. The function of enhancers is
closely related to specific function or phenotype of cells, tissues and individuals. The abnormality of enhancers often
leads to alteration of traits and occurrence of diseases. Thus, studying the function of enhancers is of great biological
significance for revealing the underlying molecule mechanism of phenotype which is crucial for agricultural animal
science. In this article, characteristics, identical method, activity detection and progress in agricultural animal research
of enhancers are reviewed in order to provide basis and reference for relevant research of enhancers.
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Enhancers (pentagons and red dotted box) often combine with many related factors such as activators (blue sphere), effectors(orange ellipsoid), co-

effectors (yellow sphere), etc., interacting with adjacent or remote sites (yellow lines), thereby enhancing remote target genes to achieve higher

transcription (gray arrows).
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Fig.1 Schematic diagram of the enhancer action
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