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Supplementary Figure S1: Study flow diagram of patients’ filtering.
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Supplementary Figure S2: Association of PRS with COVID-19 severity. All participants (N = 982) were stratified into three categories, based on their PRS: bottom decile, deciles 2–9, and top decile. The graph represents the partial effects of PRS on the COVID-19 severity with fixed values ​​of the covariates. Survival function was built using the multivariate Cox regression model adjusted by the covariates (sex, age, comorbidities, and the first 10 PCs). PRS values were varied as the mean PRS values ​​in each of the three groups described above.
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Supplementary Figure S3: Association of PRS with COVID-19 mortality. All participants (N = 982) were stratified into three categories, based on their PRS: bottom decile, deciles 2–9, and top decile. The Kaplan-Meier curve is plotted according to the PRS category.
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Supplementary Figure S4: Association of PRS with COVID-19 mortality. All participants (N = 982) were stratified into three categories, based on their PRS: bottom decile, deciles 2–9, and top decile. The graph represents the partial effects of PRS on the COVID-19 mortality with fixed values ​​of the covariates. Survival function was built using the multivariate Cox regression model adjusted by the covariates (sex, age, comorbidities, and the first 10 PCs). PRS values were varied as the mean PRS values ​​in each of the three groups described above.
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