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Schistosomes, commonly known as the blood fluke, infect an estimated 200 %CHS >~CH3 >—CH3

million people worldwide in 76 countries. The parasite is acquired from an HN HN HN

intermediate freshwater snail host found mainly in Asia, Africa, and South

America. Schistosomiasis, the chronic illness resulting from schistosome W NH W

infection, is classified by the World Health Organization as a neglected schistosome decay / alkylates

tropical disease. Of the three main human blood fluke species, Schistosoma enzyme parasite DNA

mansoni and S. haematobium together account for >99% of schistosomiasis . . 72 S. mansoni

cases worldwide with S. japonicum causing the remainder. Only one drug, " O//N —° 0\\\8/\6 O//N_O - o//N—o

praziquantel, is used to treat schistosomiasis worldwide and emerging Oxamniquine o ©

resistance underscores the need for an alternative drug. Oxamniquine
(OXA) is an earlier generation drug used until the 1990s that was effective Drug Target
against S. mansoni only. Our goal is to develop an oxamniquine derivative
drug that 1s effective against all three human schistosome parasites.
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