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. This research project aimed at identifying novel virulence factors of
Toxoplasma gondii, by performing QTL analysis using genome-wide SNP information obtained from a

cross of a Japanese strain with a characteristic phenotype induced within an intermediate host.
However, long-term experiments were difficult to undertake due to the repeated spread of COVID-19
infection that starts concurrently with the study. The study was thus limited to collecting
information through literature surveys and online conferences and conducting a few experiments in
the final year. As a result, no substantial achievements were obtained.
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