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Molecular basis for drug discovery of dipeptidyl amino peptidases from
Non-Fermented Gram-Negative Rods
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Depletion of effective antimicrobials due to antimicrobial abuse is a
serious threat of worldwide health. This research may lead to the development of new antimicrobials.
We developed compounds having an antibacterial effect against periodontitis bacteria(Porphyromonas
gingivalis) and multidrug resistant bacteria (Stenotrophomonas maltophilia) using Structure Based
Drug Design with Automated Research System for Drug Discovery.
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