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Development of genetic marker for artemisinin-resistant malaria: Field-genomics
analysis
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PfKelchl3 C580Y

The aim of this research is to develop genetic maker(s) that is useful for
the containment strategy of resistant parasites. We achieved, 1) first identification of
artemisinin-resistant parasites in Africa and identification of potential resistant marker, and 2)
detection of malaria parasites harboring mutant PfKelchl3 allele (C580Y) and elucidation of its
origin and route of their spread. These achievement would greatly contribute the practical
application toward the surveillance of resistant parasites.
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A hierarchical cluster analysis (Euclid distance, Ward's method)
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Operational taxonomic units (OUTs) of the PNG K13 C580Y parasites
were distant from the OUT of Southeast Asian C580Y isolate.
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