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Figure S1. Feature plots showing expression of canonical macrophage polarization markers in the
macrophage cluster. M1-associated genes (Nos2, I11b, Tnf, Cxcl9, and Cd38) were more broadly
expressed than M2-associated genes (Cd63, Argl, Ccll7, and Ccl22), which were limited to few cells or



showed weak expression. Overall, the expression pattern is consistent with a predominantly inflammatory,
M1-like macrophage signature and suggests heterogeneity within the macrophage compartment.
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Figure S2. Independent-cohort heatmap of selected inflammasome- and interferon-related genes in
GSM8170748 and matched mock-infected samples. The plot shows a myeloid-biased inflammatory
signature, with increased NLRP3, CASP1, and IL18in macrophages and monocytes and a
strong NLRP3 signal in granulocytes. Expression values were log2-transformed, z-score normalized by
gene, and hierarchically clustered. GBP5 was not reliably quantified in this dataset, so the figure supports
pathway-level validation rather than direct GBP5 upregulation
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Figure S3. 2-Dimensional structure of drug-like phytochemicals.
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