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Population genomics reveals the migratory history of Toxoplasma gondii in East
Asia.
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Detailed genomic studies on Toxoplasma gondii have not been conducted in

Japan, and little was known about the risks and origins of Toxoplasma in Japan. We performed
whole-genome analysis of 17 isolates from Japan and China, revealing that the Japanese Toxoplasma
population has undergone unique genetic admixture with strains from Eurasia and the Americas.
Particularly, this study strongly suggests that a highly virulent strain isolated in Okinawa emerged

due to sexual reproduction between a low-virulence strain sharing roots with the South/Central
American strains and low-virulence strain from mainland Japan, indicating a marked increase in
virulence.
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Far-East Asian Toxoplasma isolates share ancestry with North and South/Central American 2024
recombinant lineages.
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The role of IFN-y -mediated host immune responses in monitoring and the elimination of 2024
Toxoplasma gondii infection
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Population genome analysis of Toxoplasma gondii isolated from an island in Southern Japan identifies unknown ancestral
lineages linking T. gondii in East Asia and the Americas
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