Supplementary Fig. 3. Gene expression profile of three cytokine family members. (A) Log2- transformed fold changes of interleukin and interleukin receptor genes from MILD vs. HC (x-axis) and SEVERE vs. HC (y-axis). (B) Comparisons of expression levels of interleukin and interleukin receptor genes of interest labeled on the plot (A). (C-F) Same analyses for IFN and IFN receptor genes (C, D), TNF and TNF receptor genes (E, F) were performed. The expression level was represented by FPKM. Error bar indicates standard error of mean. P values were calculated using Mann-Whitney U test and adjusted P values (FDR) were shown.
MILD = mild/moderate, SEVERE = severe/critical, HC = healthy controls, IFN = interferon, TNF = tumor necrosis factor, FPKM = fragments per kilobase exon-model per million reads mapped, FDR = false discovery rate.
*P < 0.05; **P < 0.01; ***P < 0.001.
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