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Statistical Methods

Tables with the interaction data from the literature from Supplementary Table S1 and with the metadata
(ASFV protein features) were processed with R-scripts [1] for the following GO-term enrichment
analysis with the R package gProfiler2 [2] and the automated construction of the networks with
Cytoscape software [3] using the R package RCy?3 [4]. Cytoscape StringApp [5] was used for the addition

of physical protein-protein interaction from the String database [6].

The main steps of the script were (1) reformatting of the tables to meet the requirements of the RCy3
package for automated network construction with Cytoscape, (2) definition of Cytoscape styles and
layouts, (3) triggering the addition of physical PPI from the String database using the StringApp with a
minimum confidence score cutoff > 0.5, and without addition of secondary interactions, and (4)
mapping of the gene identifiers for term-enrichment analysis with gProfiler2. Analysis of the network

was carried out with the CytoHubba [7] plugin for Cytoscape.

The gProfiler query (GO database) was carried out on basis of the HGNC symbols and the species was
set to ‘'Human’ as the Gene Ontology data for swine is incomplete. Supplementary Table S3 contains
the standard output of gProfiler which displays the adjusted p-values. A maximum p-value of 0.05 was
chosen together with false discovery rate (FDR) computation as the ‘correction_method’ parameter. The

standard set of available databases.

The PPl-enrichment p-value (line 83 of the revised manuscript) is an output of the StringApp. The p-
value refers to testing the number of edges in the network against the number expected for a network

with the same number of nodes which were randomly drawn from the genome.
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