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Figure S1. Enriched KEGG pathways for different groups of genes. (A) the same genes in Figure 2D; 

(B) the same genes in Figure 3D; (C) the same genes in Figure 4D; (D) the same genes in Figure 5D;

(E) the same genes in Figure 6B.
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Figure S2. IRF7 plays a key role in pathways involved in signaling transduction in both AD and 

SARS-CoV2 infection.  The same node and network are identical to the ones in Figure 5C, with only 

the expression changes indicated by pie colors for SARS-CoV2 cells and COVID-19 patients, and the 

ring color for AD patients. 
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Figure S3. The correlation between expressions of genes in core TFs andSARS-CoV2 

genes.Heatmaps show the gene expression changes in AD patients (A); SARS-CoV2 (B); 

SARS (C), and MERS (D) for the different groups of genes associated with SARS-CoV2 

infection. 
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Figure S4. IRF7 is significantly up-regulated upon different RNA virus infections. The same box-

plots as in Figure 7D, but for the other independent datasets: AD patients (A); SARS-CoV2 (B-D); 

SARS (E); MERS (F). 
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Figure S5. The expression of ACE2 is correlated with IRF7. The scatter plots of the expression of 

ACE2 versus IRF7 in AD patients (A), SARS-CoV2 (B-C), SARS-CoV1 (D), MERS (E), and HIV (F). 


