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Supplementary Figure 1: Throughput comparison between raw data and trimmed data
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Supplementary Figure 2: Q30 value comparison between raw data and trimmed data
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Supplementary Figure 3: Heat map for differentially expressed genes (DEGs) identified using criteria
of absolute fold change =22 and raw p <0.05 in at least one comparison. Untreated, uninfected control
(Mock; M); ZIKV-infected (positive control; P); and CA-treated, ZIKV-infected (R)
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Supplementary Figure 4: Heatmap of 130 DEGs from the intersecting sets
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Supplementary Figure 5: Bar plots for enrichment analysis of Gene Ontology (GO) terms related to
Biological Process among the 130 DEGs. The x-axis indicates the number of DEGs associated with
each GO term (intersection size), and the y-axis lists the corresponding terms.
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Supplementary Figure 6: Bar plots for enrichment analysis of GO terms related to Cellular Component
among the 130 DEGs. The x-axis indicates the number of DEGs associated with each GO term (inter-
section size), and the y-axis lists the corresponding terms.
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Supplementary Figure 7: Dot plot of significantly enriched GO Cellular Component terms among the
130 DEGs. The x-axis shows the gene ratio (humber of DEGs associated with a GO term divided by the
total number of DEGs). Dot size represents the number of DEGs, and color intensity corresponds to
statistical significance (-log1, adjusted p-value).
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Supplementary Figure 8: Bar plots for enrichment analysis of GO terms related to Molecular Function

among the 130 DEGs. The x-axis indicates the number of DEGs associated with each GO term (inter-
section size), and the y-axis lists the corresponding terms.
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Supplementary Figure 9: Dot plot of significantly enriched GO Molecular Function terms among the
130 DEGs. The x-axis shows the gene ratio (humber of DEGs associated with a GO term divided by the
total number of DEGs). Dot size represents the number of DEGs, and color intensity corresponds to
statistical significance (-log,, adjusted p-value).
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Supplementary Figure 10: Corrected integrated density of the stained cells with IFIT2 (A) and IFIT3

(B) by immunocytochemistry
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