Supplementary Table S1 Viromes used in building dendrogram
	MG-RAST and SRA ID
	Sample
	Source
	Reference

	mgm4684109.3
	S1
	Soil
	[1]

	mgm4689539.3
	S3
	Soil
	

	mgm4448226.3
	0.2-um-passable microorganisms
	Hydrothermal fluid
	[2]

	mgm4747909.3
	PBOs
	Prydz Bay
	[3]

	mgm4747904.3
	PBI1
	
	

	mgm4747910.3
	PBI4b
	
	

	mgm4441558.3
	Summer
	Lake Limnopolar
	[4]

	mgm4441778.3
	Spring
	
	

	mgm4559916.3
	Belém
	Amazon River
	[5]

	mgm4559927.3
	Tapajós
	
	

	mgm4559919.3
	Óbidos
	
	

	mgm4559917.3
	North Macapá
	
	

	SRR1302010
	[bookmark: _GoBack]Montrose, 5 June 2013
	Lake Michigan
	[6]

	SRR1302020
	Montrose, 5 July 2013
	
	

	SRR2083227
	Lakeside-4_VD
	Lake Ontario
	[7]

	SRR2083220
	Long Beach-4_VD
	Lake Erie
	[7]

	mgm4440424.3
	TilPondKentSTVir200608
	Tilapia aquaculture facility
	[8]

	mgm4440412.3
	TilPondKentSTVir20060504
	
	

	mgm4440439.3
	TpondKentSTVir200511
	
	

	mgm4585272.3
	4pW
	Lough Neagh
	[9]

	mgm4523576.3
	Matoaka Open (MO)
	Lake Matoaka
	[10]

	mgm4523575.3
	Pogonia Mouth (PM)
	
	

	mgm4523574.3
	Crim Dell Mouth (CDM)
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