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Phosphorylation of SWI/SNF chromatin remodeling component Brgl and mechanisms
involved in malignant transformation of cancer
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The SWI/SNF complex contains many tumor suppressors (e.g., ARIDI1A and BRG1)
that are frequently mutated in cancers including ovarian clear cell carcinoma (OCCC), a malignant
subtype of ovarian cancers. Previously, we reported that the phosphorylation of BRG1l was
significantly reduced in OCCC cells. To reveal the role of BRG1 phosphorylation, we analyzed the
transcriptome, proteome, and phenotypes of cell lines with or without mutations in the
phosphorylation site.

Proteome analysis revealed the upregulation of proteins and phosphoproteins involved in chromatin
inactivation in phosphorylation-mimic mutant. In addition, the proliferative and migratory abilities
of phosphorylation-mimic cells was decreased as compared to those of wild-type or
phosphorylation-deleted cells. Transcriptome analysis also revealed their quantitative differences

in genes involved in cell proliferation and migration, indicating the role of BRG1 phosphorylation
in regulation of these genes.
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