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Supplementary Figure 1. Correlation coefficients between genes’ normalized significance values across 

methods (1), (2) and (3) in ΔORF6- and SARS-infected cells. 

 

 

 
Supplementary Figure 2. Line plots showing pairwise comparison of the normalized significance values 

between three methods in SARS-infected cells. 

 

 

 
Supplementary Figure 3. Cytokinome genes which compiled from 121 cytokines/chemokines (ligands) and 

144 receptor genes that may bind with ligands. 

 



 
Supplementary Figure 4. The impact of ΔORF6 to the cytokinome profile in compared to background (bg) 

genes. 

 

 

 
Supplementary Figure 5. The enriched transcription factors (TFs) in ΔORF6-specific or 

wild-type/SARS-sharing DEGs upon ΔORF6 infection. 

 

 

 
Supplementary Figure 6. The enrichment of targets of FOSL1 gene using ChIP-seq data from ENCODE 

database. 

 

 

 
Supplementary Figure 7. IL6 gene was identified as significant genes in three DEG identification methods. 

 



 

 Cluster 1 Cluster 2 Cluster 3 Cluster 4 Cluster 5 Cluster 6 Non-cluster genes 

Color Brown Black Pink Red Turquoise Blue Grey 

Gene size 3083 391 232 521 4517 1999 6390 

(1) Intersection with DEGs Specific 1891 (61.34%) 0 (0.00%) 26 (11.21%) 0 (0.00%) 1 (0.02%) 3 (0.15%) 614 (9.61%) 

Shared 567 (18.39%) 0 (0.00%) 0 (0.00%) 0 (0.00%) 0 (0.00%) 1 (0.05%) 167 (2.61%) 

(2) Druggable genes Specific 149 0 1 0 1 0 48 

Shared 87 0 0 0 0 0 18 

(3) Drug-gene pairs Specific 971 0 10 0 10 0 457 

Shared 927 0 0 0 0 0 132 

(4) Candidate ligands Specific 732 0 10 0 10 0 376 

Shared 842 0 0 0 0 0 128 

Supplementary Figure 8. Comparing across Clusters 1~6. 

 



 

 
Supplementary Figure 9. Candidate ligands and targetable genes after prioritization. 238 candidate ligands 

that may be repositioned for the treatment of COVID-19 infection. 


