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Genetic analysis of host erythrocyte factor on proliferation of malaria parasite
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It was well known that the Charl/Pymr locus located on chromosome 9 is the
major locus controlling proliferation of malaria parasite. However, the causative gene have not been
identified. We generated novel mutant mice strains by the CRISPR/Cas9 system on NC strain. The
knock-in strain which has single nucleotide substitution with amino acid substitution (p-89P>R) on
Apeh gene showed suppressed parasitemia and prolonged survival. It was revealed that this
substitution of Apeh gene is the causative variant which controlling malaria resistance.
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