Exploring gene regulatory interactions between histones H1 and H2A.Z in budding yeast
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® H2A.Z is a variant of core histone H2A | B
distributed widely across the S. cerevisiae ad). p-value = 0.05
genome. |
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caused by the lack of H2A.Z are returned to
a wild type phenotype in the absence of H1
In various contexts:
— Condensation defects caused by lack of hholA
HZAZ (1) r ¢ eaEp o a» o a» o a» o o / htZlA
— SIR-dependent silencing at the HMR (2) . Wild type . ® H1 regulates gene expression across the S. cerevisiae genome.
® Thus, we hypothesize that we might see a [ 1 473 DEGs ! e H1 non-randomly affects genes involved in various biological
similar phenotype from gene expression , o G Srengeste pathways including ribosome biogenesis and chromatin looping,
data, especially from two proteins involved ' hholA | and by proximity to the telomeres.
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