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Figure S13. Dotplot alignments of Phycodnaviridae contigs containing a PolB gene. (A) 8  8 dotplot alignments of contig nucleotide sequences. (B) Dotplot representation of contig’s translated nucleotide sequence matches identified by TBLASTX (red for forward matches, green for reverse matches). Position of the PolB gene on individual contigs is shown by yellow rectangles on the plot diagonal. Additional ORFs with a significant match to viruses or cellular organisms in TrEMBL are shown by red and grey rectangles respectively, and ORFs > 150 codons without match are shown with open rectangles. Contig orders are identical along the x- and y-axis in A and B. Only contigs greater than 10 kb were used in the analysis. Altogether, a residual gene collinearity is generally observed between Phycodnaviridae contigs, with only very few inversions (green matches), however nucleotide sequence conservation is frequently interrupted outside of coding sequences indicating that intergenic sequences have diverged to the point that no significant similarity is yet detectable.



SUPPLEMENTAL TABLES (CAPTIONS)

Table S1. Selected assembly statistics for ultraviromes and megaviromes based on all contigs over 2000 bp. Analysis conducted using QUAST. 

Table S2. Contigs taxonomic assignation. 

Table S3. Putative protein gene (functional) annotation for viral contigs.

Table S4. Complete 18S rDNA (V4 variable region) metabarcoding results (e.g., counts and taxonomy) using amplicon sequencing variants (ASV).

Table S5. Correlation output of PCA analyses for both the giant virus, virophage, and host portion, the polinton-like viruses and host portion, and giant viruses, polinton-like viruses, and host portion. 

Table S6. Picochlorum putative Nucleocytoviricota insertion genes produced by ViralRecall. Number of predicted viral insertions and length are included. 


SUPPLEMENTAL DATA FILES 

Supplemental Data File 1. qPCR primer sequences, amplicons, melting temperature, and additional information. 

Supplemental Data File 2. Phylogeny related files. 
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