Structural functional and regulatory studies of ubiquitin-

conjugating enzymes involved in chromatin modification
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Project Description

Protein ubiquitination controls the variuos biological processes. Histone ubiquitination, an
epigenetic mark, governs DNA-related processes though chromatin structure and
transactions. Misregulation in ubiquitination and epigenetic mechanisms are linked to
numerous inherited and acquired diseases including diabetes, cancers and neurological
disorders. Histone H2B monoubiquitination regulates gene transcription conserved from yeast
to humans. The project focus to understand role of the histone ubiquitin-conjugating complex
by using a wide range of approaches that are revealing molecular structures, mechanisms of
molecular recognition, and novel signaling pathway functions. The proposed studies will
provide new insights to the fields of epigenetics and cellular regulation by revealing
mechanisms that regulate protein ubiquitination. It is fundamentaly important for numerous
cellular processes, and underlies the pathogenesis of many diseases including diabetes, stroke,
scleraqics cancers and nenralagcical dicorders

Products/ Instruments/ Results/ Outreach Activities
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