Supplementary figure1. Heterogeneity of subjects for bulk RNA sequencing analysis (a) PCA plot illustrates the variability in gene expression profiles among subjects. (b) The heatmap displays the expression levels of the top 35 upregulated and 35 downregulated genes in CoV+ patients compared to controls. Gene expression levels are presented as z-scores and log fold changes. Each row corresponds to a gene, and each column represents a subject. The color gradient indicates the magnitude of gene expression changes, providing a visual representation of the heterogeneity among subjects in response to COVID-19 infection.
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Supplementary figure 2. Enrichment analysis of downregulated genes based on gene ontology(GO)–biological process analyses. The figure presents the top 10 GO categories from an enrichment analysis of downregulated genes in CoV+ patients compared to healthy controls (n=3 for each group).
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