The current focus of the structural biology research at BARC is to understand the functioning of the major
drug targets related to HIV/AIDS, cancer, malaria and COVID-19 using multi-disciplinary
approaches, including crystallography, solution scattering techniques, biochemical & biophysical methods
and computational approaches. The ultimate objective is to utilize the structural knowledge for rational

drug discovery. Another area of focus is to do engineering of proteins for potential biotechnological
applications.
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Purification and Crystallization of
Gel-Filteration analysis of RBD domain of Spike protein Plasmoredoxin from Plasmodium
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