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In the first part of this experiment, DNA Pol a was shown to have a binding motif for histone
proteins H2A and H2B that was also conserved in human Pol a. They then showed that
mutation of this binding motif does not affect DNA replication, but instead prevented genes
from properly being silenced at telomere and mating-type loci. They then showed that histone
complexes were bound by cmg Helicase, FACT complex, and DNA POL a (all members of the
replisome) at the same time. They conclude that replisome units have many histone-binding
responsibilities, and are responsible for the preservation of histone-based gene silencing from

parent to daughter cell.

Heins, James N., et al. “Characterization of a Nuclease Produced by Staphylococcus Aureus.”
Journal of Biological Chemistry, vol. 242, 10 May 1967, pp. 1016 - 1020., doi:10.1515/znb-
1969-0820.
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responsible for chromatin remodeling and histone chaperoning. This paper is a review of
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also discuss newer models for FACT’s function.



