Microbiomics at Gubra
+

Sample collection, DNA isolation, library build and sequencing
of the entire 16S ribosomal subunit

+

Data delivered in a ready-to-present PowerPoint® presentation
containing:
• PCoA analysis illustrating diversity between the different
treatment groups (beta diversity).
• Intragroup diversity for all groups described by Shannon’s
diversity index (alpha diversity)
• Number of differentially abundant Operational Taxonomic
Units (OTUs) significantly increased or decreased between
groups
• Normalized abundances including statistics for all
identified species
• Correlation of microbiomic profile to other endpoints
• Analysed data delivered in spreadsheet format including
statistics and can be accessed through GubraView

+

Walk-through of data with a Gubra scientist

+

Following slides contains examples from our data
presentations.
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Microbiome similarities
Principal Coordinate Analysis (PCoA) based on Bray-Curtis dissimilarity

PCoA illustrating the beta diversity (diversity between groups) based on Bray-Curtis dissimilarity.
The points indicate the relationship between samples (animals) across their microbial composition
profile. If there are pronounced microbial composition differences between groups, points should
cluster together with members of same group and away from samples from other groups. Average
position is indicated by large points.
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Shannon’s diversity index

Alpha diversity and differential abundances

Intragroup diversity for all groups described by Shannon’s diversity index,
which represents not only the number of different species, but also their
relative abundances. It will result in a low diversity score to a community
dominated by a few species, while communities where many different
species that have similar abundances will receive a higher diversity score.

Number of differentially abundant Operational Taxonomic Units
(OTUs) significantly increased or decreased between DIO Vehicle
and Chow study groups. Significant differences between the two
microbiomes can be investigated based on this analysis.
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Normalized abundances for specific species

Akkermansia

***

Normalized abundance

***

Normalized abundances of Prevotella observed between
DIO NASH and Chow groups. The DIO NASH group has a
significant lower abundance of Prevotella in comparison
with the Chow group (***P < 0.001).

Normalized abundances of Akkermansia observed between four
study groups and two sampling times. Significant higher
abundances of Akkermansia in the two compound groups after
treatment in comparison with DIO Vehicle (***P < 0.001).
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