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Shotgun Metagenomic
Sequencing

Shotgun Metagenomic Sequencing takes the entire microbial community in a specific habitat as the research object via
directly recovering environmental genetic materials for sequencing without prior microbial isolation and culture.

It involves studies of the community structure, species classification, systematic evolution, gene function, and metabolic

network of environmental microorganisms.
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Sample Requirements
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Publications

Listed below are some recent publications that were supported by Novogene solutions. We have successfully sequenced
more than 70,000 samples, including soil, water, feces, sludge, etc.
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Gut Microbes 23,059 Clgarettg smoke promotes colorectal cancer through modulation of gut microbiota and related
metabolites (2022)

Clinical evaluation of metagenomic next-generation sequencing for detecting pathogens in
Frontiers in Medicine 9.927 bronchoalveolar lavage fluid collected from children with community-acquired pneumonia
(2022)
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