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The epigenetic landscapes that describes the path of 
a cell during differentiation can be interpreted using 
the dynamics of the underlying gene regulatory 
network. The incorporation of time-delayed feedback 
in these networks leads to oscillatory states and 
trans-differentiation.

The structure of a folded chromatin fiber has 
implications for the regulation of gene expression. 
The folded structure is determined by interactions 
with various proteins such as CTCF and nuclear lamin 
proteins.
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