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Unraveling tumor phenotypic heterogeneity by single-cell epigenetic profiling
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In this study, melanoma and breast cancer, in which ARID2 mutations
frequently occur at the onset (early stage) and recurrence (late stage), were used as models for
analysis, and their molecular profiles were analyzed multimodally, including single-cell and
interactome analysis. The results showed that ARID2 mutations cause disassembly of the PBAF complex
and dissociation of RUNX3 binding, resulting in a predominance of ARID1A-containing BAF complexes in

the gene expression regulatory regions, which in turn maintains cell proliferative potential. Using
this experimental model established in this study, we will continue to analyze the downstream
molecular mechanisms in detail in order to discover molecules that can be used as therapeutic
targets for ARID2 mutant cancers.
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