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GutAlive® enables DNA-based
microbiome analysis without
disrupting the original
composition and diversity

Ignacio Montero, Desirée Barrientos,
Claudio Hidalgo-Cantabrana and Noelia Martinez-Alvarez*

MicroViable Therapeutics SL, Gijon, Spain

Introduction: A precise fecal microbiome analysis requires hormalized methods
for microbiome sampling, transport and manipulation in order to obtain a
representative snapshot of the microbial community. GutAlive® is the unique stool
collection kit that generates an anaerobic atmosphere enabling oxygen sensitive
bacteria to survive, maintaining the original microbiome composition and diversity.

Methods: Five stool samples from different donors were collected using two
different sampling devices, GutAlive® and Zymo DNA/RNA Shield®, and processed
at four different time points. Shotgun metagenomics was used to evaluate the
influence of the device and the processing timing on the microbial populations to
unravel the potential fluctuations on the composition and diversity of the fecal
microbiome and the metabolic pathways profiling. Additionally, RT-gPCR was
used to quantify bacterial cell viability for downstream applications of microbiota
samples beyond metagenomics.

Results: Our results show that GutAlive® enables bacterial cell viability overtime
preserving DNA integrity, obtaining high-quantity and high-quality DNA to perform
microbiome analysis using shotgun metagenomics. Based on the taxonomic
profiling, metabolic pathways analysis, phylogeny and metagenome-assembled
genomes, GutAlive® displayed greater performance without significant variability
over time, showcasing the stabilization of the microbiome preserving the original
composition and diversity. Indeed, this DNA stabilization is enabled with the
preservation of bacterial viability on an anaerobic environment inside of the
sampling device, without the addition of any reagents that interact directly with
sample.

Conclusion: All the above makes GutAlive® an user-friendly kit for self-
collection of biological samples, suitable for microbiome analysis, diagnostics,
fecal microbiota transplant and bacterial isolation, maintaining the stability and
bacterial viability over time, preserving the original composition and diversity of
the microbiome.

KEYWORDS

fecal microbiome sampling, microbiome analysis, protocol normalization, shotgun
metagenomics, functional profiling

1. Introduction

The human body harbors a diverse community of microorganisms that live in a
symbiotic relationship with the host. In particular, the gut microbiota performs essential
physiological functions, such as preventing infection by various pathogens (Kamada et al.,
2013; Andoh, 2016; George et al., 2022); participating in the maturation and regulation of
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FIGURE 4

Functional profiling and alpha and beta divergences. (A) Shannon index. (B) PCoA of Bray—Curtis distance. (C) Functional categories of
cross-sectional study functionalities of the identified metabolic pathways and relative abundance.

(Figure 5C). Notably, GutAlive® provided 440 complete MAGs
while DNA/RNA Shield® returned 381 (Figure 5D).

The taxonomic classification of the MAGs did not show
significant differences between devices (Figure 5E) and sample time
points although there were differences between donors (Adonis p
< 0.001). Functional profiling at the level of MAGs was consistent
with the above, showing no differences between the variables
studied (Figure 5F).

4. Discussion

The human microbiome is one of the fastest-growing areas of
biomedical research, from diagnostics to therapeutics. However,
there is a lack of consistency in protocol normalization, which
definitely affects the comparability of results between different
studies. The standardization of sample collection, DNA extraction,
and bioinformatics analysis of sequencing data is lagging behind
(Cardona et al., 2012; Santiago et al., 2014; International Human
Microbiome Standards, 2015). In this study, we propose the use
of GutAlive® as a standard method to collect stool samples
and maintain their quality over time for further downstream
analysis. It has been demonstrated that GutAlive® maintains the
viability of strict anaerobes typically present in fecal samples due
to the anaerobic atmosphere generated within the collection device
(Martinez et al., 2019). In this study, we demonstrate the usability of
GutAlive® for DNA-based microbiome analysis, allowing shotgun
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metagenomics to be performed at different time points without
disrupting the original microbiome composition and diversity and
maintaining bacterial viability and DNA stability over time.

Commercially available stool collection devices can only
accommodate a few grams of sample, introducing several
limitations on sample quantity and sample availability, especially
when various applications or replicates are required. In addition,
the extensive donor recruitment efforts required in any project
can be rendered useless if not enough sample is collected. In
addition to microbiome analysis and diagnostics, fecal bacterial
isolation or fecal microbiota transplantation will require higher
amounts of samples (Cammarota et al., 2017) and bacterial cells
in viable conditions. GutAlive® can accommodate up to 120g,
which is less restrictive on the amount collected (Wang et al,
2018) and an advantage, especially when several applications
are going to be performed on the same sample. Moreover,
the anaerobic atmosphere generated inside ensures the survival
of oxygen-sensitive bacteria, including strict anaerobic bacteria
(Martinez et al., 2019), which allows for various downstream
applications, including microbiome analysis, bacterial isolation,
cryopreservation, and/or fecal microbiota transplantation. In
addition to this high-capacity container, there is no bias introduced
during donor self-collection of the sample, as the entire deposition
can be collected.

Regarding sample processing times, it is important to highlight
that in most cases, there is a delay between sample collection and
laboratory processing, with some protocols introducing a freezing
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step [—20°C or —80°C] (Cardona et al, 2012; Santiago et al,
2014; International Human Microbiome Standards, 2015; Alarcon
Cavero et al., 2016; Cammarota et al., 2017; Wang et al., 2018; Bellali
et al., 2019); however, this can extremely affect bacterial viability.
GutAlive® showed great performance in stabilizing samples at
room temperature without the need for refrigeration, reducing
logistics costs and microbiome alteration, and was recommended
by the Spanish Association of Gastroenterology (Garcia Garcia de
Paredes et al., 2019).

Microbiome analysis and diagnostics require high-quality DNA
to obtain a representative snapshot of the microbial community.
There are many user-friendly and small kits designed for this
purpose, and one example is DNA/RNA Shield®, which uses
buffer solutions in contact with the sample to stabilize nucleic
acids. GutAlive® is able to enhance DNA stability by preserving
bacterial viability and generating anaerobic conditions inside the
device without adding any reagents to the sample that may
alter it for other downstream applications and not just for DNA
extraction. We used PMA coupled with qPCR to obtain accurate
bacterial quantification and the absence of differences between
viable bacteria and total bacteria shows that GutAlive® preserves
bacterial viability and therefore, bacterial DNA integrity, making
it a suitable device for DNA-based microbiome analysis. The
shotgun metagenomic analysis enables microbiome profiling and
functional analysis to elucidate the bacterial taxa that play a key
role in human health and the dysbiosis associated with certain
diseases. A truly representative sample is required for accurate
diagnosis and any potential bias in microbial populations due to
sample processing time and DNA degradation, and other variables
and fluctuations should be avoided. In this regard, GutAlive®
showed great performance for microbiome analysis over the 5
days of the study, maintaining consistency in bacterial taxa and
their relative abundance. GutAlive® was able to maintain sample
stability over time, capturing a snapshot of the original microbiome
composition and diversity, representing a fingerprint of each
donor, with no alterations (alpha and beta divergences) in the
microbial populations.

M microbiome functional analysis based on pathway
identification provided consistent results across variables, with
similar conclusions to the taxonomic profiling in terms of
sample stability over time. The significant donor clustering
observed with taxonomic profiling was not as distinct from
metabolic pathways, mainly because of the broad core metabolic
functions shared among different bacterial taxa (Turnbaugh et al.,
2009).

Notably, the MAG analysis showed that GutAlive®-collected
samples can yield genomes with a level of purity and completeness
comparable to that of DNA/RNA Shield®. The taxonomic and
functional profiling based on MAGs confirmed the results of the
aforementioned metagenomic analysis, with the composition and
diversity of the microbiome remaining consistent over the 5 days
of the study.

All these data allow us to conclude that GutAlive® is
a high-capacity, user-friendly kit for the self-collection of
biological under anaerobic conditions,

samples allowing

microbiome stabilization based on bacterial cell viability.
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These characteristics make GutAlive® suitable for DNA-
based microbiome analysis and diagnostics, opening
new avenues for protocol normalization and method

standardization, but also for other potential applications that
require live cells, such as fecal microbiota transplantation
or anaerobic bacterial isolation for the development of live
biotherapeutic products.
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