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Additional file 9: Gene ontology analysis of DEGs upon IFN treatment compared to non-stimulated
condition in the WT cell line (A) and in the viperin” cell line (B).

GO terms have been filtered to show results with a Benjamini statistical score <0.05. The size of the dot

represents the number of genes involved within each biological process and colors represent -log10 (False
Discovery Rate).



