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Supplemental Fig. 1. The graph of the generic IFNG network extracted from the literature. The
network consists of 1060 nodes (genes) and 26,313 edges (interactions). The purple nodes are the
genes that are central in both the generic and the IFNG-vaccine networks. The green nodes are the
genes that are central in only the generic IFNG network and the red nodes are the genes that are central
in only the IFNG-vaccine network. The rest of the nodes are shown in yellow.



