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Figure S1. Venn diagram of the CDS of four prasinoviruses, based on clusters by 0.5 amino‐acid 
identity. 

Table S1. Sampling details and in situ conditions for environmental amplicon sequences from 
Jericho Pier, Point Atkinson, Juan de Fuca Strait and Saanich Inlet. Sampling date, location and 
depth given with in situ temperature (Temp.), salinity (Sal.). Field sampling volume (Vol.), type 
of pre‐filter used in the lab, volume of viral concentrate (VC) and volume used for DNA 
extraction (Ext.) used are stated. 
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