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Global dynamics of malaria parasites using an advanced technology of population
genomics
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This study aimed to clarify an global emergence and spread of
artemisinin-resistant Plasmodium falciparum parasites. We identified several artemisinin-resistant
parasites in Uganda. Before our discovery, it was believed that artemisinin-resistance has not been
emerged in Africa and thus, this is the first identification of artemisinin resistance in Africa. We

also found that an origin of resistant parasites was not in Southeast Asia where resistant
parasites have emerged and spread into the area. Rather, artemsinin resistance indigenously appeared
in some part in Africa.
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