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ABSTRACT
Epigenetic changes, apart from changes in the DNA sequence, are one of the most important fac-
tors determining the fate of cells in living organisms. The main epigenetic change is cytosine
methylation in relevant regions of DNA. Recently, we published an article [1] in which we pro-
posed a mathematical model of cytosine methylation and demethylation. In the presentation, we
show an equilibrium analysis of this model. We present the conditions for its stability and aperi-
odic nature of the system’s free response. In particular, we focus on the influence of the levels of
enzymes involved in cytosine methylation and demethylation on the equilibrium coordinates. The
conclusions from this analysis are important in understanding the biological basis of the behavior
of cells in living organisms.
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