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for Anti-Malarial Drug Design
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With the goal of developing new inhibitors active against the
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predictive toxicology pilot project which is being run in parallel

inhibitors.
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To support the pilot activity, we designed a combination of
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compounds for experimental assays. Assays for these compounds
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In parallel, a pharmacophore-based screen in combination with
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a free-energy calculation predicted ~700 potential inhibitors,
which were assayed by UC DDC. Initial results look promising
(low-micromolar inhibitors), and dose-response curves are
currently being determined.
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