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Bacteriophage traits vary across
human-associated microbiota

Promiscuous phage clusters may
infect related & unrelated hosts

Bacteriophages, the viruses that infect bacteria, are the most abundant biological entities
on earth. Despite this, little is known about their ecology and community-level dynamics
relative to their bacterial counterparts. Recent bioinformatics advances facilitate
previously-infeasible viral community profiling from large-scale shotgun metagenomic and
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abundant across the human body Conclusions & future directions

* Promiscuous phage are abundant across the human microbiome, and generalist
phage abundance differ between human body sites
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