Genome-centric
Metagenomics analysis

Do you want state-of-the-art genome-centric metagenomics?
Do you want contiguous metagenome-assembled genomes (MAGs)?

State-of-the-art long-read DNA sequencing provides highly contiguous assemblies, which aids
in resolving microdiversity to the widest possible extent, and in the recovery of high-quality
MAGs.

Metagenome-assembled genomes (MAGs) from complex samples provide valuable insight into
the metabolic potential.

Genome-centric metagenomics potentially offers higher taxonomic resolution and less biased
estimation of microbial abundance.

DNASense provides complete sample-to-answer services for genome-centric
metagenomics and downstream functional characterization

State-of-the-art workflow

DNA extraction Library preparation DNA sequencing De novo assembly
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Customized solutions

Our standard package includes: Optional pre- and post-project meeting with a DNASense specialist, DNA extraction,
library preparation, sequencing, pre- and post-sequencing quality control, de novo assembly, automatic genome binning,
taxonomic profiling, gene annotation, access to raw data, result files and a detailed project report.

Add-on services (non-exhaustive list): Customized DNA extraction and purification, manual genome binning, functional
annotation (KO, GO and KEGG), functional enrichment analysis, manual curation of metabolic pathways, gene mining,
custom gene annotation and data submission.
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Working with the |
DNASense team DNA?SEHSE

Extensive experience from hundreds of projects and challenging samples

Detailed documentation and full method transparency
State-of-the-art sample preparation, DNA sequencing and bioinformatics
Extensive expert consultant services

Encompassing report with actionable results
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e Table 5: MAG statisti iew. MAG ID and MAG
S Clature and size in megabasepairs (Mbp), respectivel. Contigs. deno(es e rumbor of contiguous DNA ele-
ments associled with each MAG. Compl. (%) i the estimated genome compieteness based on the presence
orabsence genes. Cont. (%)
presence of multiple
Lo e shortest contg at 50 % of the (olal MAG lengin MAG quﬂmy Iefels to the quality of the extracted
genome based on the MIMAG standard (M/n/mal Information about a Metagenome-Assembled Genome) with
high-qualty (> 90 % presence of 58, 165 and 23S rRNA and a
minimum of 18 {RNA defected) MAGs. GTDB lﬂxonomy refers to the GTDE (Gename Taxonomy Database)

The full list is available from the data repository.
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Figure 2: Co-assembled metagenome overview. The x- and y-axis reflect the DNA read coverage (fold) for ty 2 ) () i ) (B) distributi
timepoints 1 (Day 1) and 12 (Day 12). Coloring denotes phylum level taxonomic classiication based on the The median value and the interquartile range is shown. MAG: Metagenome-Assembled
essential genes identified in the contigs. Contigs with no color sither contain no essential genes or could not
be assigned a phylum level classification. The size of the circles represents the length of the contigs.
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Figure 5: MAG characteristics. The MAG genome size (A) and GC content (%) distributions (B). The median
Figure 3: Cross-dereplicated MAGs overview. Panel A Shows the number of extracted MAGs that fullfil the value and the interquartile range is shown. MAG: Metagenome-Assembled Genome.
M/MAG high-quality (HQ) and memumquam, (MQ) criteria. Panel B shows the distribution of MAG across
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Price example

Sample dimensions Binning Bioinformatics Price/sample Total data

(No. samples) strategy (20 Gbp) (Gbp) Price example

Manual* 7000 EUR 1200 EUR 9400 EUR

Automatic 4000 EUR 1200 EUR 7600 EUR

10 Automatic 4000 EUR 1200 EUR 16000 EUR

* Manual binning is only recommended for enriched cultures.

Contact us today at
info@DNASense.com +45 7199 2020

Founded in 2014, DNASense's mission is to make cutting-edge DNA sequencing and bioinformatics readily available
to life science research and industry
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