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Understanding the basic mechanism of RNA poly-
merase II (Pol II) transcription is critically important as
its disruption induces aberrant RNA processing events
leading to deleterious transcript formation often associ-
ated with tumors. Indeed RNA processing, especially
RNA cleavage connected to transcription termination
maintains mRNA quality and genome stability. How-
ever, it remains unclear how such events are regulated
in diseases due to lack of technology for newly synthe-
sized RNA (called as nascent RNA). My research pro-
gram will aim to dissect the fundamental mechanisms
of gene expression and how it is perturbed in tumor
using our originally developed methodologies of
nascent RNA analyses such as mNET and POINT. We
will also employ genome engineering and comparative
genomics approach to understand the evolution of
transcription termination and intergenic noncoding
region.
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