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Supplementary Materials 
 
Table S1. Environmental metadata  

 
CDM, Crim Dell Mouth; PM, Pogonia Mouth; MO, Matoaka Open. Values given in parentheses represent standard deviations of 3 replicate 
measurements; Temp, temperature; VBR, virus-to-bacterium ratio as calculated from average values; BP, bacterial production; Cond, 
conductivity; TP, total phospohorus; Chl-a, chlorophyll-a; TSS, total suspended solids; DOC, dissolved organic carbon. 
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Figure S1.  Rank-abundance curves obtained using the PHACCS analysis system on each 
metagenome; PM, Pogonia mouth; CDM, Crim Dell mouth; MO, Matoaka open. 
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Figure S2. Principal coordinates analysis of aquatic viromes run in MG-RAST to compare patterns 
in variation across sample types.  Colors indicated different sample types: blue, marine; purple, 
wastewater treatment plant; pink, Saharan gueltas; orange, French lakes; green, Lake Matoaka 
(present study); red, Chesapeake Bay; brown, Tilapia aquaculture ponds. 

 


