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The mechanism for gene fusion mediated by condensates
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In this study, we have investigated why chromosomal translocations occur in
transcribed regions and how the genome structures associated with transcription create an
environment in which gene_fusions are more likely to occur. We found that condensates formed at
nucleoli through liquid-liquid phase separation play a critical role in the occurrence of gene

fusions at transcriptionally active regions. Thus, we uncover a mechanism by which cancer acquires
genome abnormalities.
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