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Figure S4. Putative virophage (highlighted with pink) assembled from HRAP assemblies. Phylogeny is based on major capsid protein sequenced retrieved from IMG/VR v4. Bootstrap probabilities (1000 replicates) are displayed.  
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Figure S5. Annotation of viral contig ORFs. (A, B) Distribution of ORFs according to their match pattern in Uniref100 for the eukaryotic and prokaryotic contigs respectively. "Viral best match" designates ORFs whose top hit is of viral origin (MMSEQS search against Uniref100).  "Viral match" refers to ORFs that do not have a viral top hit but still produce significant MMSEQS alignments with viral proteins. "No viral match" indicates ORFs that have only cellular matches in Uniref100 using an e-value<1E-5. (C, D) Broad functional categories of viral contig ORFs based on the analysis of COG and VOG best matches for the eukaryotic and prokaryotic contigs, respectively. 
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