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Supplementary information, Fig. S3. Functional analysis of the vRNA-specific

interacting proteins.
a, b, ¢ Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG)

pathway enrichment analysis of proteins specifically interacting with the SARS-CoV-
2 (a), ZIKV (b) and EBOV (¢) VRNA. For a-¢, VRNA specific interacting proteins in

the core interactomes of the three viruses were analyzed. The top-ranking significantly

enriched terms are shown (FDR < 0.05).



