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[Abstract] Objective To screen key targets modulating the progression of Rickettsia heilongjiang infection using a mouse
infection model by profiling the transcription expression dynamics of immune-related genes. Methods A total of 20 female C3H/
HeN mice were randomized into 4 groups (S mice/group): 0 hpi (hours post-infection), 3 hpi, 3 dpi (days post-infection), and
6 dpi. Animals were infected with 5 x 10° CFU Rickettsia heilongjiangensis intravenously. We harvested and extracted total RNA from
spleens of animals at the indicated time points. After sequencing the total RNA, we further analyzed the sequencing results by GO
annotation, R language enrichment, and KEGG visualization function analysis. Results A total of 19930 mRNAs were specifically
transcribed in the spleen post-infection. Using GO annotation and enrichment, we identified three types of immune-related genes
with significant changes: first, 35 innate immune-related genes, among which the transcription of irgl and gbp10 genes involved
in the IFN-vy signaling pathway rises most significantly (P<0.0S); second, 31 acquired immune-related genes, among which the
transcription of gzmb gene involved in the apoptosis pathway rises most significantly (P<0.0S); third, 41 inflammatory responses
related genes, among which the transcription of ccl4 gene involved in cytokine and cytokine receptor signaling pathway rises most

significantly (P<0.0S). Conclusions The irgl and gbp10 genes involved in the IFN-v signaling pathway, the gzmb gene involved in
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the apoptosis pathway, and the ccl4 gene involved in the cytokine and cytokine receptor signaling pathway affect the pathogenesis of

Rickettsia heilongjiangensis infection.
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