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Abstract: Environmental stresses, such as high salinity, drought and cold affect plant growth. Recent studies have indicated that
chromatin remodeling is involved in the regulation of gene expression in plant stress responses. ldentifying the key chromatin remodeling
factors and signaling networks are indispensable for understanding the transcriptional regulatory network of the stress responses.
AtBRAHMA (AtBRM )and AtSWI3C are two subunits of the SWI/SNF chromatin remodeling complex. It was found that both AtBRM and
ASWI3C in Arabidopsis thaliana have nuclear localization signal (NLS). AtBRM protein had SNF2_N, BROMO and QLQ conserved
motif. BROMO mediate histone—protein interactions and QLQ mediate protein— protein interactions. AtSWI3C had SWIRM and SANT
domains that interacted with both DNA and protein. Promoter analysis indicated that both AtBRM and AtSWI3C promoters contain ABA-
response elements (ABRE) and other cis—acting elements essential for stress responses.
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