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Abstract Chromatin remodeling complex play a vital role in transcriptional regulation. In this paper, we reviewed the components, structure,

classification, functional analysis of chromatin remodeling complex. Furthermore, we focus on the core subunits of chromatin remodeling in

plants. Moreover, the new trends and prospects of chromatin remodeling complex were also discussed.
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Fig.1 SWI/SNF chromatin remodeling complex composition pattern
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Fig.2 Classification of chromatin remodeling complexes
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Fig.3 Evolutionary tree analysis of Snf2 family members
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