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[bookmark: _GoBack]Supplementary Fig. S1. COVID-19 New-York cohort (Overmyer [27]) transcriptome data characteristics. Left panel: RNA-Seq read pair count in each patient sample. Right panel: We evaluated base RNA expression across all patient RNA-Seq samples by measuring, using Salmon (Patro et al., 2017), the transcript per million (TPM) expression of house-keeping gene Glyceraldehyde 3-phosphate dehydrogenase (abbreviated GAPDH) (EC 1.2. 1.12) in peripheral blood mononuclear cells (PBMC). This was done solely to evaluate the quality of the RNA-Seq prior to running HLA prediction tools. The average GAPDH TPM is 847.73 +/- 272.32.
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