A computational study on the catalytic mechanism of
_ Pdx2: a glutaminase containing the Cys-His-Glu triad
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INTRODUCTION

de2, the glutaminase subunit of the pyridoxal 5’-phosphate (PLP)
synthase, IS a key enzyme in the synthesis of PLP. It employs a non-
canonical Cys-His-Glu triad to catalyze the deamination of
glutamine to glutamate and ammonia — the source of the nitrogen of
PLP. For this reason, Pdx2 is considered a novel and promising
drug target against diseases such as Malaria and Tuberculosis,
whose pathogens rely on this enzyme to obtain PLP.
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