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cukarvotic penomics, which have laid the groundwork for Lora V. Hooper and Jeffrey I. Gordon®

cloning and funcuonal analyeis of the collective penomes of

soil microflora, which we term the metapenome of the soil.

Total genomic potential of
a microbial community

Study of uncultured microorganisms
from the environment, which can include
humans or other living hosts
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Total biomolecular repertoire
of a microbial community



¥ Examples of metagenomic studies:
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The NIHHumanMicrobiomeProject HMP):
A comprehensive microbial survey
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(% Sequencing as a tool for microbial communit
analysis
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What todo with your metagenome?

Reservoir of Comprehensive
gene and protein snapshot of
functional microbial ecology
information and evolution

Public health tool Diagnostic or
monitoring prognostic
population health biomarker for

and epidemiology host disease




Compositiorbased analyses



