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Supplementary Figure S1. Percentage morbidity and survival in RABV-infected mice.
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Supplementary Figure S2. Results of the QC process applied to the metabolomic data. A. The PCA score plot of the metabolomic

data generated in positive ion mode. B. The PCA score plot of the metabolomic data generated in negative ion mode.
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Supplementary Figure S3. Distribution of features detected in the entire dataset and of those that significantly differed across the

stages of infection. The features are classified by ionization mode.



