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Protozoan parasites are diverse in size, morphology, and parasitic mode, and
it was necessary to establish a suitable technical basis for single-cell transcriptome analysis,
which has been increasingly used in recent years. In this study, we evaluated available systems in
scRNA-seq library construction and found that BD Rhapsody was suitable. Furthermore, scRNA-seq
analysis was conducted using tachyzoite to bradyzoite stage conversion in Toxoplasma gondii as a
model, and it was found that the IFN alpha pathway is activated in the bystander cells surrounding
the infected cells, whereas the pathway in the infected cells is conversely suppressed.
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Figure 5. Gene Set Enrichment Analysis,
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