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[Abstract]

We will present our genome-wide analyses Illustrating how long-range
contacts In chromosomes, as detected from hidden information in ChiP-Seq,
support the role of functional long-range contacts in regulating gene
expression including of oncogenes, as confirmed through analysis of looping
by Hi-C data along with further development of computational methods to
probe long-range contact maps at a high resolution (< 500 bp).Furthermore,
we will present recently published data together with unpublished stuffs
highlighting a role of histone lysine-methyl transferases (KMTs) together with
additional chromatin factors in regulating the inherited transmission of gene
expression states, as inferred from single cell omics. We shall show the
mechanisms of protection of active genes Including oncogenes that are
protected from heterochromatin-mediated gene silencing, at genome-wide
levels. In particular, our data support the view that KMTs contribute to cell
identity by protecting genes from stochastic changes in expression, thereby
maintaining transcriptional programs through cell divisions.




