DRUG DISCOVERY

Artificial intelligence – the
hero drug discovery needs
Drug discovery is a lengthy and expensive process, particularly in the early candidate identification
stages, where screening of large numbers of compounds is required. Researchers at the University
of Central Florida are using artificial intelligence (AI) to aid candidate selection for antimalarial
drugs, making this selection process more efficient and cost effective, as well as increasing the
likelihood of success.
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To find out more about Tecan’s hit
screening and lead optimization
solutions, visit lifesciences.
tecan.com/screening_and_lead_
optimization
To learn more about AI and nontarget drug discovery, go to
www.transilico.com
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