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Role of a novel histone modification regulator in breast cancer tumorigenesis
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We identified nucleolar protein X as a novel histone modification regulator
and found that molecule X regulates histone H3K27me3 modification. In this study, we focused on (1)
the regulatory mechanism of H3K27me3 modification by molecule X and (2) the role of molecule X in
the formation and progression of breast cancer. First, CUT&RUN-seq revealed that molecule X
regulates H3K27me3 genome-wide. Molecule X interacted with various H3K27me3 modifying enzymes, and
was speculated to play a "decoy"-like role in histone modification. In addition, tumor
transplantation experiments in immunodeficient mice revealed that molecule X is important for the

formation and progression of breast cancer.




(Garcia-Martinez et al., Nat.Commun., 2021)
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