Table S1. The findings from recent state of the art.
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https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE152075
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE152641

Figure S1. Comparison of LASSO regression, ridge regression, and elastic net regression for
identifying COVID-19.
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Figure S2. Validation of two important immune cells and 3-gene signature in GSE196822. (A)
Comparison of M0 macrophages between COVID-19 and non-COVID-19 groups. (B) Comparison of
Neutrophils between COVID-19 and non-COVID-19 groups.(C)The AUC for prediction of outcome.
(D-F) The expressions of CLEC4D, DUSP13 and UNC5A between COVID-19 and non-COVID-19 groups.
Data in (D-F) were analyzed by Wilcoxon test; ns, no significance;*p <0.05,**p <0.01, ***p<0.001 and
*%p <0.0001.









