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Activities of RipA and RipB. Journal of Molecular Biology, 2011, 413, 247-260.

Inhibitors of the Cysteine Synthase CysM with Antibacterial Potency against Dormant
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The structure of the Na€terminal module of the cell wall hydrolase RipA and its role in regulating
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Structural characterization of substrate and inhibitor binding to farnesyl pyrophosphate synthase
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Profiling of in vitro activities of urea-based inhibitors a%amst cysteine synthases from 99 13
Mycobacterium tuberculosis. Bioorganic and Medicinal Chemistry Letters, 2017, 27, 4582-4587. :
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