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  %G+C	
  range	
  of	
  virus	
  communities,	
  as	
  seen	
  using	
  various	
  amplification	
  
(linker	
  amplification,	
  phi29	
  multiple	
  displacement	
  amplification,	
  and	
  linker	
  amplified	
  shotgun	
  
libraries)	
  and	
  sequencing	
  platforms	
  (454	
  pyrosequencing,	
  Sanger	
  sequencing).	
  (a)	
  in-­‐house	
  
sequence	
  data,	
  (b)	
  and	
  (c)	
  are	
  identifiable	
  by	
  name	
  and	
  available	
  on	
  the	
  CAMERA	
  web	
  portal,	
  
including	
  all	
  metadata	
  and	
  publication	
  references.	
  

	
  
	
  

0.0 0.2 0.4 0.6 0.8 1.0

0
2

4
6

8
10

12

Linker Ampli!cation / 454 Pyrosequencing

g+c/all

re
ad

 c
ou

nt
 d

en
si

ty

unamp (this study)
amp (this study)
SIO10 TFF-CsCl
SIO2 FeCl-DNase
SIO9 FeCl-Sucrose
Fitzroy2
Dunk3
AntJanFreeVir
AntJanIndVir
AntNovFreeVir
AntNovIndVir

MBARI Coastal 10m
MBARI Upwell 10m
MBARI Upwell-DCM 42m
MBARI Oligo-DCM 105m
MBARI Oligo 1000m
MBARI Oligo 4300m.gc

0.0 0.2 0.4 0.6 0.8 1.0

0
2

4
6

8
10

12

phi29 Ampli!cation / 454 pyrosequencing

g+c/all

re
ad

 c
ou

nt
 d

en
si

ty

Stroma Highborne
Stroma Pozas Azules
Stroma Rio Mosquites
Recl H2O: Effluent DNA
Recl H2O: Effluent RNA
Recl H2O: Nursery DNA
Recl H2O: Nursery DNA
Recl H2O: Park DNA
Recl H2O: Potal DNA
Tampa Bay Prophage

0.0 0.2 0.4 0.6 0.8 1.0

0
2

4
6

8
10

12

LA Shotgun Library / dideoxy Sanger

g+c/all

re
ad

 c
ou

nt
 d

en
si

ty

Human Fecal RNA 1
Human Fecal RNA 2
Human Fecal RNA 3
Hot Spring BEARPAW
Hot Spring OCTOPUS
Chesapeake Bay

(a) (b) (c)


