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What is metagenomics?
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< Shotgun Metagenomic Sequencing >
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Sekse C; et al. High throughput sequencing for detection of foodborne pathogens. Frontiers in microbiology. 2017, 8:2029.

< Amplicon-Based Next Generation Sequencing>
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< 16S rRNA amplicon sequencing vs Shotgun Metagenome Sequencing >
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16S rRNA sequencing Shotgun Metagenomic sequencing
Costs inexpensive high sequencing & computational costs
resolution is limited at genus high taxonomic resolution at species and strain
Taxonomic resolution level level
— 16S tools — Strain-level tools

) ] assumptions based on known exact estimation of present and absent
Gene/functional analysis

references genes/functions, novel gene detection
) ) at a certain level detectable, based on current
Plasmids/Phages/Viruses not detectable o
databases and pipelines
many well developed tool high variation of tools available or under

Computational tools )
available development

o applicable to high host DNA host DNA should be removed to avoid
Host contamination

contamination unnecessary sequencing costs
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Neethu S et al, COMPARING BACTERIAL COMMUNITIES INFERRED FROM 16S rRNA GENE SEQUENCING AND SHOTGUN METAGENOMICS. 2071, Biocomputing
2011, pp. 165-176 (2010)
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https://www.worldscientific.com/worldscibooks/10.1142/8021
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<16s rRNA Sequencing Service INFO>

~630 bp
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Normalization and pooling
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MiSeq Seqgencing

Ebiogen’s 2027-2022 Catalog

Sample requirement >0.1 ng/ul gDNA
Library method 16S rRNA Amplicon Library for illumina
NGS run format lllumina MiSeq, PE300bp(Paired End 300bp)
Data yield ~50,000 reads/sample
Turnaround time ~4 weeks after Library QC
Sample type gDNA
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