Identification of Pseudomonas pseudomallei Fabl1 inhibitors of
antimicrobial agents against melioidosis using virtual screening approaches
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Melioidosis is a complex disease because of its rapid
progression and tendency to generate latent infections. The
etiologic agent of melioidosis is the gram-negative organism
Burkholderia pseudomallel. To identify new and potential
melioidosis inhibitors, Zinc database was applied to screen novel
melioidosis inhibitor. Then, drug-likeness properties and
antibacterial predictions were elucidated. Molecular docking
calculations using Glide program were performed.
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