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This project aimed to establish a foundation for drug discovery b
conducting structural analyses of the target proteins of two compounds, AgeD and HaliA, which are
expected to exhibit novel mechanisms against drug-resistant Mycobacterium tuberculosis.

We managed to obtain BCG3185c, a target of AgeD, with sufficient amount for crystallization; and
achieved a structural analysis at a resolution of 1.8 angstroms. While, obtaining a structure of a
complex with AgeD was challenging. Finally, we performed docking simulations with the solved
BCG3185c structure and presented the binding mode of AgeD.
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