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Substrate Transport in the Fungal Fatty Acid Synthase 

393  Badshah, Syed Lal  Identification and Inhibition of the Allosteric site of SARS‐CoV‐2 
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Molecular Dynamics Simulations 
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499  Kumar, Deepak  Permeability and Ammonia Selectivity Through Aquaporin AtTIP2;1 
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