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Many faces of gene regulation
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Gene regulation has intrigued us all over the years. Even today there are many untouched aspects where regulation of gene
expression is still not completely understood. One reason behind this complexity is that gene expression is regulated at
multiple tiers. Few of these tiers include transcriptomic, post transcriptional and epigenetic regulations. A complex mesh of
these regulatory events is operational simultaneously and/or one after another during expression of a gene at different levels
depending on signals. During my presentation, I will try to show how transcriptional, post-transcriptional and epigenetic
mechanisms aid the spatio-temporal expression of genes. In this presentation we will discuss about miRNAs, genomic repetitive
elements and DNA methylation, and try to show how these aspects are inter-connected with each other.
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