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Molecular insights into the inhibition of glutamate dehydrogenase by the dicarboxylic acid
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Bacteriophage N4 large terminase: expression, purification and X-ray crystallographic analysis. Acta
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Structural basis for the catalytic mechanism and I+-ketoglutarate cooperativity of glutamate
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Understanding the structural basis of substrate recognition by Plasmodium falciparum plasmepsin V
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High Resolution Structures of Periplasmic Glucose-bindin$ Protein of Pseudomonas putida CSV86
Reveal Structural Basis of Its Substrate Specificity. Journal of Biological Chemistry, 2016, 291, 1.6 19
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