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Mechanisms for the structure formation and functions of subtelomeres
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At the very end of the linear chromosomes of eukaryotes lies a domain called
the telomere, adjacent to which exists a domain known as the "subtelomere.”™ The aim of this
research project was to elucidate the molecular mechanisms underlying the maintenance of subtelomere
structure. Through various analyses, factors involved in the formation of the condensed chromatin
structure, Knob, specifically formed at the subtelomeres of fission yeast, were identified. It was
found that phosphorylation of histone H2A-S121, methylation of histone H3-K36, and deacetylation of

histone H4 are crucial for Knob structure formation.
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