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Supplementary Figure 2
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Supplementary Figure 2: Module Membership and gene significance in other modules.
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Supplementary Figure 3
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Supplementary Figure 3: Detailed enrichment analysis. A; Gene Ontology of biological function. B; Reactome pathways enrichment.
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Supplementary Tables

Supplementary Table S1: Color Modules: Lists the genes and their corresponding modules (in colors) assigned by WGCNA.

Supplementary Table S2: Eignegenes: The Eignegenes of all WGCNA modules.

Supplementary Table S3: Gene significance: lists gene significance in COVID-19 computed in WGCNA (correlation of

gene expression to COVID-19 phenotype).

Supplementary Table S4: Intra-modular connectivity: lists the genes network parameters; kTotal: total connectivity,

kWithin: intramodular connectivity; KOut: extra-modular connectivity; kDiff: the difference of the intra- and extra-modular

connectivities.
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