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Earlier studies suggested that an extensive heterochromatin formation takes place
throughout the genome in post—implantation mouse embryos (heterochromatin: condensed
chromosome regions with transcriptionally inactive genes). To explore its significance,
we set out to identify genes involved in this heterochromatinization process. A list of
candidate genes was generated and we asked whether suppression of any of these candidate
genes could disrupt heterochromatin formation. This led to the identification of four novel
genes involved in this process.
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