Supplementary Fig. 1. Immune gene expression profile in SEVERE and MILD COVID-19 patients. (A, C) Scatter plots representing 579 immune genes with the log2-transformed FPKM for SEVERE (A) and MILD (C) patients compared to HC. (B, D) Top 10 significantly enriched KEGG pathways associated with 230 and 255 DEiGs between SEVERE vs. HC (B) and MILD vs. HC (D), respectively. P values were calculated using Mann-Whitney U test and adjusted P values (FDR) were shown.

MILD = mild/moderate, SEVERE = severe/critical, COVID-19 = coronavirus disease 2019, FPKM = fragments per kilobase exon-model per million reads mapped, HC = healthy controls, KEGG = Kyoto Encyclopedia of Genes and Genomes, DEiG = differentially expressed immune gene, FDR = false discovery rate, NF = nuclear factor.
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