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The NAD kinase is involved in the essential step for the 

biosynthesis of NADP the dinucleotidic cofactor for numerous 
enzymes. The NAD kinases was previously proposed to share the 
ATP-binding site of phosphofructokinases despite important sequence 
divergence [1]. The first crystal structure of a NAD kinases was 
recently solved [2]. We present, here, the structure of one of the two 
NAD kinases from Listeria monocytogenes, a food-borne human 
pathogen. The crystal structure, refined at 2.4 A resolution, reveals the 
conserved tetrameric structure of NAD kinases in agreeement with its 
oligomeric state in solution. Co-crystallization as well as 
complementary biophysical characterizations (SAXS, ...) in presence 
of the ligands are currently undertaken in order to analyse putative 
conformation changes. Meanwhile, the structure allows virtual 
screening in order to identify potential inhibitors. 
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