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THE OBJECTIVES OF THIS WORK

1) V. parahaemolyticus, like other non-cholera Vibrio species, contaminates most marine animals in coastal waters, and causes frequently food poisoning (associated gastroenteritis), wound and soft tissue
infections, septicemia, and other infections. Among several thousand of infected persons worlwide per year, there are over 10% cases with severe diseases that may end in death when
immunocompromized persons are infected. To get more insight into the multidrug resistance (MDR) mechanism of this microbe, particularly VmrA efflux pump and its function, is one of the objectives;

2) To perform QSAR (Quantitative Structure-Activity Relationship) & chemometric study of structurally unrelated substrates of the VmrA, as extruded by E. coli strains: KAM32 and KAM32/pVCJ6 (with VmrA);

3) To develop QSAR and SAR means to predict to which drugs and xenobiotics V. parahaemolyticus will be sensitive or resistant due to its efflux ability by means of the VmrA pump.
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