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Figure S1: Comparison of metabolic pathways between the pro-viral siRNA screens and DEGs. (a)
Top 20 pro-viral metabolic pathways (from siRNA screens) across the up-regulated metabolic
pathways across the cells and the virus infections; (b) Top 20 pro-viral metabolic pathways (from
the siRNA screens) across the down-regulated metabolic pathways across the cells and the virus
infections; Figure captions should move under supplementary figure.





