
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Supplemental Figure S4. Correlation of total reads aligned to total active prophages identified. Each 
plot represents a metagenomic set with labels corresponding to Table 1 (A: human gut (a), B: human gut 
(b), C: human gut (c), D: peatland soil (d), and E: murine gut (e)). Each dot represents a single metagenomic 
sample. Linear regression lines are shown in blue with 95% confidence intervals shaded in gray. 
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