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Non-monotonic Phase-separation of
Nucleosomes

Local-Global Competitions of
Electrostatic Interactions

Liquid-liquid phase separation (LLPS) in cells enables
organization and compartmentalization of biomolecules into

biomolecular condensates without the need for a membrane. Phase diagram 4] T3 Demethuebeny I e LT
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Effects of DNA Flexibility on Condensate Formation
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We utilized a residue-resolution coarse-grained chromatin model with o p., (mM) Saik Boncentration: i

implicit treatment of ions based on their concentrations. Specifically,
the DNA was modeled with a coarse-grained Molecular
Renormalization Group (MRG) model, and the proteins were

Simulations of acetylated nucleosomes at physiological salt concentrations

modeled with a Maximum Optimized Force-Field (MOFF) model.
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We mimicked the effect of the
post-translational modification

(PTM) acetylation on histone ;™
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tails by neutralizing the positive
charges of the lysine residues
to O.
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