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Abstract

Using Monte Carlo simulation, we model chromatin fiber and gain the structural
parameters which well agree with the experiment results. For example, the average fiber
diameter 24.3nm in the physiological ionic solution from our simulation is close to the
experimental value 32nm. Furthermore, the simulation predicts the fiber transits from a
breadlike state to a super helix state when we increase the ionic strength. We also analyze the
contribution of static electric energy to the final state of the fiber. The model we propose here
is useful in explaining the conformational change of chromatin fiber in different ionic
solutions.
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