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Supplementary Figure 5. Summary of the A) Taxonomic distribution of the 100 genomes. The
genome count illustrates the number of genomes detected within a specific Family level
assignment. B) Relative summed expression levels of the Family-level genome/MAG
assignments across the entire in situ dataset, represented as TPMs. C) Genome-level
contribution towards the total pool of giant-virus transcripts (TPMs), represented as a percent.
Each genome is color coded by Family level assignment and the Genus level assignment is
shown in text next to each bar.





