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Garcia Chavez, M., Garcia, A., Lee, H.Y., Lau, G.W., Parker, E.N., Komnick, K.E. and 
Hergenrother, P.J., 2021. Synthesis of fusidic acid derivatives yields a potent antibiotic 
with an improved resistance profile. ACS infectious diseases, 7(2), pp.493-505. 
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