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Figure S1. Maximum likelihood phylogenetic tree of MCPs. The figure legend is same as in Figure 1. 
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Figure S2. Maximum likelihood phylogenetic tree of packaging ATPases. The figure legend is same 

as in Figure 1. 
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Figure S3. Maximum likelihood phylogenetic tree of D5 helicase-primase. The figure legend is same 

as in Figure 1. 
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Figure S4. Maximum likelihood phylogenetic tree of VLTF3. The figure legend is same as in Figure 1. 
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Figure S5. Genomic context of the NCLDV core genes identified in eukaryotic annotated genomes. 

Genbank gene annotations and viral genes detected in this study are represented by colored 

rectangles along the contigs. The colors indicate the taxonomic assignation of the gene’s best match: 

blue, eukaryotes; orange, prokaryote; red, NCLDV; gray, no match. Interesting genes discussed in the 

manuscript are flagged as follows: MCP: major capsid protein; DNAP: DNA polymerase; Pack.: DNA 

packaging ATPase; D5: D5 helicase-primase; VLTF3: very late transcription factor 3; Cyc: cyclin; Exp.: 

expansin; Chit.: chitinase. 
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