
R E S E A R C H Open Access

© The Author(s) 2023. Open Access  This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, 
sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and 
the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material is not included 
in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/. The 
Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdomain/zero/1.0/) applies to the data made available 
in this article, unless otherwise stated in a credit line to the data.

Langon BMC Veterinary Research          (2023) 19:274 
https://doi.org/10.1186/s12917-023-03842-7

BMC Veterinary Research

*Correspondence:
Xavier Langon
xavier.langon@royalcanin.com

1Royal Canin Sas, 650 avenue de la Petite Camargue, AIMARGUES Cedex, 
CS 10309, 30470, France

Abstract
Background  Reproducible and reliable studies of cat and dog faecal microbiomes are dependent on many 
methodology-based variables including how the faecal stools are sampled and stored prior to processing. The current 
study aimed to establish an appropriate method for sampling and storing faecal stools from cats and dogs which 
may also be applied to privately-owned pets. The approach investigated the effects of storing faeces for up to 12 h 
at room temperature and sampling from various locations within the stool in terms of microbial diversity, relative 
taxa abundances and DNA yield. Faeces were collected from 10 healthy cats and 10 healthy dogs and stored at room 
temperature (20 °C). Samples were taken from various locations within the stool (the first emitted part (i), the middle 
(ii) and the last emitted end (iii), at either surface or core) at 0, 0.5, 1, 2, 3, 6 and 12 h, stabilised and stored at -80 °C. 
DNA was extracted from all samples, using Illumina NovaSeq.

Results  Faecal bacterial composition of dogs and cats shown no statistically significant differences in alpha diversity. 
Bacteroidetes, Firmicutes, Proteobacteria and Actinobacteria were the most prevalent phyla. Cat and dog samples 
were characterized by a dominance of Prevotella, and a lack of Fusobacterium in feline stools. Room temperature 
storage of cat and dog faecal samples generally had no significant effect on alpha diversity, relative taxa abundance 
or DNA yield for up to 12 h. Sampling from regions i, ii or iii of the stool at the surface or core did not significantly 
influence the outcome. However, surface cat faecal samples stored at room temperature for 12 h showed a significant 
increase in two measures of alpha diversity and there was a tendency for a similar effect in dogs. When comparing 
samples with beta diversity measures, it appeared that for dog and cat samples, individual effect has the strongest 
impact on the observed microbial diversity (R2 0.64 and 0.88), whereas sampling time, depth and horizontal locations 
significantly affected the microbial diversity but with less impact.

Conclusion  Cat and dog faeces were stable at room temperature for up to 12 h, with no significant changes in 
alpha diversity, relative taxa abundance and DNA concentration. Beta diversity analysis demonstrated that despite 
an impact of the sampling storing time and the surface of the sampling, we preserved the identity of the microbial 
structure linked to the individual. Finally, the data suggest that faecal stools stored for > 6 h at room temperature 
should be sampled at the core, not the surface.
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Background
Billions of microorganisms, in particular bacteria, inhabit 
the gastrointestinal tract of cats and dogs where they play 
a key role in sustaining host health [1]. Studies continue 
to use increasingly sophisticated molecular techniques 
to characterise the cat and dog gastrointestinal micro-
biome and to understand how it is influenced by factors 
such as age, diet, medication, and disease state [2–8]. It is 
recognised that the microbial community alters along the 
various sections of the gastrointestinal tract, with faecal 
samples offering an accepted and practical method of gut 
microbiome investigation [9, 10].

Studies of the cat and dog faecal microbiome have 
largely involved relatively limited numbers of research 
colony animals and there is a need for investigation in 
larger cohorts that represent the broader population. 
Sample collection, handling and storage are critical steps 
that can alter the accuracy and reproducibility of down-
stream bacterial DNA analysis therefore it is critical 
to standardise these factors before embarking on such 
studies.

One of the issues associated with faecal analysis in pri-
vately-owned cats and dogs is the ability to obtain a fresh 
sample, especially from cats which may defaecate in the 
litter box overnight. Human studies have shown faeces 
stored for 48 h at ambient temperature show changes in 
faecal microbiota composition [11, 12]. Reports describ-
ing the effect of companion animal faecal sample storage 
at ambient temperature on the bacterial population are 
scarce and tend to study much longer storage intervals. 
One such study found that storage of cat faeces for up to 
four days at ambient temperature had no apparent effect 
on the bacterial population [13]. A study on dog faeces 
found that storage of stabilised samples at ambient tem-
perature for 14d did not affect alpha or beta microbial 
diversity, although unstabilised samples stored under 
the same conditions showed higher alpha diversity and 
altered relative abundance of dominant bacterial phyla, 
highlighting the importance of a stabilisation system [14].

There is evidence in humans to suggest that rectal 
swabs show bacterial composition differences when 
compared with rectal stool samples, with differing oxy-
gen gradients in mucosal and luminal samples reported 
to influence gut microbiota data [15, 16]. However, there 
are no reports comparing the gut microbiota at different 
locations of the faecal stool. These findings suggest that 
the influence of horizontal sampling location on the out-
come should also be considered as well as the depth of 
sampling (surface versus core). Taken together, the above 
evidence supports the need to validate a standardised 
approach to faecal sampling and processing that will 
be appropriate for gut microbiome analysis within the 
research environment, and which can also be successfully 
applied to privately-owned pets.

The current study aims to validate a cat and dog faecal 
sampling and processing method in a group of research 
colony animals to inform on a suitable approach for fur-
ther application onsite and in privately-owned animals. 
In particular, the study aims to understand the effect of 
storage for up to 12  h at room temperature on bacte-
rial DNA concentration, microbial diversity, and relative 
abundance of taxa in cat and dog faecal samples. A maxi-
mum time of 12 h was selected as this corresponds with 
the maximum expected delay between a client-owned 
animal defaecating at home and the owner collecting 
and stabilising the sample. The study also aims to clarify 
how the above measures are influenced by horizontal and 
depth sampling location within the faecal stool by com-
paring samples from the first emitted part (i), the middle 
(ii) and last emitted end (iii), taken from the surface (S) 
or core (C). In addition, two stabilisation solutions are 
compared to determine their influence on the measures 
described.

Results
A total of 263 samples taken from 20 stools from 10 dogs 
and 10 cats were extracted and sequenced. Two samples 
were missing in total due to insufficient sample size, 
meaning that timepoint two hours (T2) for cats number 
7 (C7) and number 8 (C8) were omitted. All faeces pro-
duced were of acceptable consistency, graded 2–3 for cats 
and 2.5-3 for dogs. Total sequencing reads comprised 
over 90% high quality reads.

Effect of animal species on faecal metagenomic profiles 
and diversity
Samples were clustered by individuals to produce a 
unique faecal microbial signature for almost all animals. 
One dog sample (dog number 4 (D4) individual at time 
720 (T720) on surface) was very dissimilar to all other 
dogs, with only 14 bacterial species detected so was 
removed from all other statistical comparisons (supple-
mentary Fig. 1).

Overall, consistent differences were found in the fae-
cal bacterial composition of dogs when compared with 
cats. At the phylum level, all cat faeces were dominated 
by Bacteroidetes, followed by Firmicutes/Actinobacte-
ria and Proteobacteria (Fig. 1; Table 1). Spirochaetes and 
Fusobacteria were absent in cats.

All dogs, with the exception of two individuals, showed 
a high relative abundance of Bacteroidetes, followed by 
Firmicutes, Proteobacteria and Actinobacteria (Fig.  1; 
Table  1). Spirochaetes and Fusobacteria were also pres-
ent in some dogs with overall prevalence of 38.1% and 
10.4% respectively. Bacteroidetes, Actinobacteria and Fir-
micutes were the only phyla showing 100% prevalence in 
both cats and dogs.
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When considering relative abundance at the genus 
level, Prevotella was dominant across all cats, making 
up 66.7% of classified reads (Fig.  2; Table  2). Although 
still the most dominant genus in dogs, Prevotella gener-
ally made up 49.0% of classified reads (Fig.  2; Table  3). 
Prevalence of Prevotella was 100% for both cats and dogs. 
Bacteroides showed 100% prevalence in cats and dogs 
and represented the next most abundant genus for both 
species (means 14.7 and 7.8% respectively) followed by 
an unclassified Proteobacteria in dogs (mean abundance 
7.1%) and Collinsella in cats (mean abundance 4.0%). 

Other major genus differences between cats and dogs 
include a 1.7% mean abundance of Bifidobacteria in cats 
(< 0.1% in dogs), 5.4% mean abundance of Escherichia 
in dogs (< 0.01% in cats), 3.6% Streptococcus in dogs 
(< 0.001% in cats) and 3.6% mean abundance of Mega-
sphaera in cats yet an absence in dogs.

Comparisons of relative abundance by genus across 
individuals demonstrated individual variability (Fig. 3).

Species detected in almost all cats but not dogs were: 
Blautia wexlerae, Collinsella aerofaciens, Flavonifrac-
tor plautii, Megasphaera elsdenii, Ruminococcaceae 

Fig. 1  Relative abundance of predominant phyla in faecal samples from 10 healthy cats and 10 healthy dogs
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bacterium D16, Fusicatenibacter saccharivorans, Bifi-
dobacterium pullorum. Gemmiger sp An194 and Heli-
cobacter bilis were detected in all dogs and not in cats. 
When relative abundances of species with high preva-
lence (> 60% in both cats and dogs) were compared 
across cat and dog, five species were significantly differ-
ent (adjusted p < 0.05) and 4 highly significantly different 
(adjusted p < 0.01; Table 3).

Alpha diversity was compared between cats and dogs 
using a standardised T0 sample taken from the first emit-
ted part (i) core region of the faecal stool. Similar num-
bers of bacterial species were identified in cats and dogs, 
with a mean of 43.4 ± 6.3 bacterial species in cats (median 
45.5) and 41.4 ± 11.5 in dogs (median 39.0; adjusted 
p = 0.20; Fig. 4).

Although not statistically significant, mean alpha diver-
sity as measured by Inverse Simpson Index tended to be 
higher in dogs (4.4 ± 1.6) compared with cats (2.7 ± 2.0; 
adjusted p = 0.05). Similarly, mean Shannon Index diver-
sity tended to be higher in dogs compared with cats 
(adjusted p = 0.18). Overall, there were no statistically sig-
nificant differences in alpha diversity between dogs and 
cats although there was a pattern towards slightly higher 
diversity in dogs.

Effect of experimental variables on microbial diversity and 
relative taxa abundance
In standardised samples taken at T0 (core), there was no 
significant effect of the three horizontal sampling loca-
tions on microbial diversity in cats or dogs, as deter-
mined by Inverse Simpson Index (cat adjusted p = 0.06; 
dog adjusted p = 0.81), number of species (cat adjusted 
p = 0.85; dog adjusted p = 0.81) and Shannon Index (cat 
adjusted p = 0.06; dog adjusted p = 0.81) (Fig. 5).

Comparisons of core and surface samples from region 
ii at T0 showed no effect of sampling depth on microbial 
diversity in cats and dogs (adjusted p values all > 0.05). 
At T12, cat surface samples from region iii showed 
increased mean alpha diversity when compared with 
core samples from the same region (Shannon Index: 
2.3 ± 0.7 at surface and 1.8 ± 0.7 in core, adjusted p = 0.018; 
Inverse Simpson Index: 2.7 ± 1.6 at surface and 2.3 ± 1.8 in 
core, adjusted p = 0.048), but this was not true for diver-
sity measured by number of species (adjusted p = 0.06; 
Fig. 6). There was increased alpha diversity as measured 
by Shannon Index for dogs in region iii surface (2.6 ± 0.7) 
compared with region iii core samples (2.4 ± 0.7) at T12 
(adjusted p = 0.027) but not according to Inverse Simpson 
Index or number of species (adjusted p values 0.09 and 
0.37 respectively; Fig. 6).

Storage time of samples at room temperature did not 
influence alpha diversity in cat or dog samples, accord-
ing to evaluation of the impact of time on diversity using 
the Kruskal-Wallis test, with adjusted p-values (for cats, 
adjusted p for all measures = 0.74, and for dogs = 1.00).

There were no differences in within-dog diversity when 
comparing the two stabilisation buffers (for all diversity 
measures, adjusted p = 0.5).

Beta diversity results are presented in Fig.  7. Animal 
individuality is the most important factor observed that 
impacts the diversity (R2 of 0.64 and 0.88 for cat and 
dog respectively, and a probability F Prf < 0.001 in PER-
MANOVA results Fig.  7b and c). For the cat samples, 
depth and horizontal locations are also significant statis-
tically with a probability F < 0.001 for both, but the con-
tribution measured is less important (R2 of 0.027 and 
0.037). Time sampling does not affect sample diversity for 
cat using beta analysis (Prf = 0.07).

For dog samples, depth location is the second 
most important factor to impact the sample diversity 
(Prf = 0.001), but the measured effect is lower than indi-
vual effect, (R2 of 0.008). The sampling time location 
is also significant if we defined the threshold to 0.05. 
(Prf = 0.016). The importance of the effect is equal to the 
depth location (R2 = 0.08). Type of stabilization buffer 
did not have any observed effect on the sample diversity 
(PERMANOVA p value > 0.3), if there is any biases asso-
ciated to the buffer we observed the same trends between 
the 2 tested buffers.

Effect of experimental variables on DNA concentration in 
samples
There was individual variation in sample DNA con-
centration, as shown by pooled data for individuals at 
T0 (Fig.  8) and a significantly higher level of DNA in 
dog (6.3 ± 3.9 ng/µl) versus cat samples (3.1 ± 1.9 ng/µl; 
adjusted p = 0.016; Fig.  9). The wider variation in DNA 
concentration in dog samples was noted.

Table 1  Prevalence and relative abundance of bacterial phyla in 
dog and cat faecal samples selected according to criteria (Ozyme 
samples, at T0, Core and Middle samples)
Phylum Animal 

species
Prevalence 
(%)

Mean relative 
abundance 
(%) (SD)

Actinobacteria Cat 100 5.7 (8.6)
Dog 100 3.2 (3.4)

Bacteroidetes Cat 100 76.5 (16.0)
Dog 100 64.1 (22.4)

Firmicutes Cat 100 15.6 (8.3)
Dog 100 15.0 (15.2)

Fusobacteria Cat 0.0 0.0
Dog 10.4 0.3 (1.2)

Proteobacteria Cat 96.1 2.2 (5.99)
Dog 97.8 15.1 (15.1)

Spirochaetes Cat 0.0 0.0
Dog 38.1 2.2 (5.6)

Values for > 10% prevalence shown, based on faecal samples from ten healthy 
cats and ten healthy dogs
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T0 R surface samples from cat faeces showed signifi-
cantly higher DNA concentration when compared with 
T0 R core samples (5.8 ± 1.5 and 2.8 ± 2.2 ng/µl respec-
tively; adjusted p = 0.044). No other significant effects of 
horizontal or depth sampling location on DNA concen-
tration were seen in cats or dogs.

There was no significant change in DNA concentra-
tion across all timepoints from T0 to T6 when compar-
ing region ii core samples (adjusted p = 0.99 for both cat 
and dog samples). DNA concentration was higher at 
T12 than at T0 for cat surface samples, increasing from 

3.5 ± 2.1 ng/µl at T0 to 10.7 ± 7.56 ng/µl at T12 (adjusted 
p = 0.045). For cat core samples and for all dog samples, 
there was no significant change in DNA concentration 
from T0 to T12 (adjusted p all > 0.05).

Discussion
The results of the study suggest that DNA concentra-
tion, alpha diversity and taxa abundance in cat and dog 
faeces samples are not significantly influenced by stor-
age for up to 12 h at room temperature, horizontal area 
of faeces sampled, depth of sampling nor choice of two 

Fig. 2  Relative abundance of predominant genera in faecal samples from 10 healthy cats and 10 healthy dogs

 



Page 6 of 15Langon BMC Veterinary Research          (2023) 19:274 

stabilisation solutions. A more global approach using 
Bray Curtis beta diversity metric suggests that the effect 
of sample collection is minor comparing to the effect of 
the individual. Sampling time slightly impacts dog sam-
ples diversity and not the cat samples. The location of 
the sampling also changes the observed diversity for the 
two animals, but with a low contribution to the observed 
variability. The two devices for dog sample collection 
however do not impact the beta diversity. On the PCA, 
the impact of sampling time and sampling location do 
not impair the clustering of samples according to the ani-
mal ID, highlighting the minor effect. This result is con-
firmed with PERMANOVA results, where the percentage 
of variability explained by the individual is much larger 
than the other R2 values (Fig. 7).

These results support an argument for core stool sam-
pling in cats when studying the faecal microbiome, avoid-
ing the possibility of surface sample contamination by 
litter box substrate. Lack of influence of horizontal sam-
pling location on the outcomes was unexpected, given 
previous observations to suggest an effect of intestinal 
oxygen gradient on microbial profile [15, 16]. The prox-
imity of the rectal end of the stool to increased oxygen 
gradient, and the intense dehydration of the stool at 
this location were expected to influence microbial pro-
file. However, stool samples are likely to represent only 
the transient luminal bacteria rather than the adherent 

mucosal bacteria, the latter being more sensitive to the 
changing oxygen gradient along the colorectum [16]. 
When considering prolonged exposure of faeces to room 
temperature, the study aimed to understand how the 
methodology could transfer to the privately owned pet in 
the home environment. Whilst dog owners can collect a 
fresh stool from their pet during a walk, cat stools may be 
voided in the litter box overnight which means a delay of 
up to 12 h before the sample is collected and chilled. The 
current study suggests that storage at room temperature 
for up to 12 h is acceptable in terms of microbial analysis 
studies. However, the significant increase in alpha diver-
sity observed in surface samples from cats taken at 12 h 
when compared with core samples and indications for a 
similar effect in dogs indicates that faecal stools exposed 
to room temperature for > 6  h should be sampled from 
the core. This was further supported by the observation 
of a significant increase in DNA concentration from T0 
to T12 in cat surface but not core samples.

Molecular-based microbial analysis of the faeces pro-
vided valuable insights into the differences between 
healthy cat and dog faecal bacteria in terms of prevalence 
and relative abundance of certain taxa. The four most 
abundant phyla in cats and dogs were Bacteroidetes, Fir-
micutes, Proteobacteria and Actinobacteria, an obser-
vation reported in several publications [4, 7, 17–21]. In 
agreement with other similar studies, the current study 
found Proteobacteria to be more abundant in the fae-
ces of dogs whilst Actinobacteria were more abundant 
in cats [22, 23]. The absence of Fusobacteria in cats was 
surprising, given that it has been described as one of the 
most prevalent phyla in faecal samples, although abun-
dance in healthy cats is routinely reported at < 0.5% [8, 
18–20]. According to a short-term (5wk) feeding study, 
abundance of Fusobacteria was significantly lower in 
cats fed dry diets (0.3%) compared with those fed wet 
diets (23.1%). All cats in the current study were fed dry 
diet with one also receiving a pouch of wet diet daily. 
This could account for the lack of Fusobacteria found in 
cats in the current study [24]. Dietary protein level is also 
reported to influence abundance of Fusobacteria which 
was reduced in growing cats fed moderate compared to 
high protein diets [25].

The Prevotella genus showed 100% prevalence in cats 
and dogs, with respective mean relative abundances 
of 66.7 and 49.0%. It has been suggested that the broad 
variety of fibres and carbohydrates typically included in 
commercialised pet food has promoted colonisation of 
the domesticated cat and dog gastrointestinal tract with 
genera such as Prevotella that are capable of degrading a 
wide range of polysaccharides [26].

The Bacteroides genus represented the second most 
abundant genus in cats and dogs at 14.7 and 7.8% rela-
tive abundance respectively. In dogs, the combined 

Table 2  Prevalence and relative abundance of bacterial genera 
in dog and cat faecal selected according to criteria (Ozyme 
samples, at T = 0, Core and Middle samples)
Genus Animal 

species
Prevalence 
(%)

Mean 
relative 
abundance 
(%) (SD)

Bacteroides Cat 100.0 7.8 (6.12)
Dog 100.0 14.7 (12.7)

Bifidobacteria Cat 88.3 1.7 (3.3)
Dog 35.8 < 0.1

Blautia Cat 100.0 3.6 (3.0)
Dog 100.0 2.6 (4.05)

Collinsella Cat 100.0 4.0 (7.1)
Dog 100.0 3.2 (3.5)

Escherichia Cat 7.0 < 0.1
Dog 76.1 5.4 (11.3)

Megasphaera Cat 100.0 3.6 (4.2)
Dog 0.0 0.0

Prevotella Cat 100.0 66.7 (17.3)
Dog 100.0 49.0 (28.4)

Proteobacteria Cat 0.0 0.0
Dog 38.8 7.1 (12.1)

Streptococcus Cat 2.3 < 0.1
Dog 49.2 3.6 (7.5)

Top five most abundant genera for each species shown, based on faecal 
samples from ten healthy cats and ten healthy dogs
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relative abundances of Bacteroides and Prevotella appear 
to be inversely related to the abundance of the Fusobac-
teria phylum which suggests they may occupy the same 
niche [9]. Evidence to support this theory is apparent in 
the current study where a very low relative abundance of 
the Fusobacteria phylum was found in dogs alongside a 
high Bacteroides/Prevotella abundance. Based on this, 
an over-representation of Bacteroides and Prevotella in 
cats in the current study, combining to account for 74.5% 
relative abundance, may help to explain the absence of 
Fusobacteria.

At the species level, the differences in relative abun-
dance of Prevotella copri between cats and dogs was the 
most striking. Whilst prevalence was 100% and 82.1% in 
cats and dogs respectively, cats showed a significantly 
higher mean relative abundance (65.1%) when compared 
with dogs (29.5%). A recent study using whole genome 
shotgun metagenomic sequencing also found P. copri 
to be the most abundant species in the healthy cat gut 
microbiome, at 12.9% [27]. The unusually high relative 
abundance of P. copri in cats in the current study is dif-
ficult to explain. P. copri abundance tends to be increased 

Fig. 3  Relative abundance of predominant genera in faecal samples from 10 healthy cats (C) and 10 healthy dogs (D), by individual
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in obese compared to normal bodyweight cats and dogs 
[27, 28], however none of the animals included in the cur-
rent study were obese. The dominance of P. copri in cats 
influenced overall microbial diversity and, although not 
statistically significant, alpha diversity tended to be lower 
in cats when compared with dogs. Conversely, previous 
studies have indicated higher gut microbiome diversity 
in cats compared with dogs, although further studies are 
required to corroborate these findings [7, 22, 29].

The variation in microbial profiles observed across 
individuals was not surprising as proportions of faecal 
bacterial phyla in cats and dogs are known to be influ-
enced by several factors including age, breed, diet and 
individual variation [7, 9, 30–33]. The current study 
deliberately included a non-standardised variety of ani-
mals to ensure a broad picture of the bacteria present in 
dog and cat faeces. However, the absence of standardisa-
tion of factors such as breed and age could have influ-
enced inter-animal variation.

Some association patterns were observed between 
dietary fibre level or type and faecal microbial compo-
sition in cats and dogs (data not shown), in agreement 
with previous observations [34–36]. However, the small 
number of animals and diversity of diets in the current 
study necessitate additional investigation to explore this 
further.

There are several limitations associated with the cur-
rent study that should be considered when interpret-
ing the results. The exploratory nature of the study 
means that animal numbers were low and controlling 
for variables such as diet, age and breed of animal was 
not required. The results may be limited to animals fed 

a dry, commercial diet and the findings should be con-
firmed in animals fed different formats as well as in dif-
ferent cohorts, including privately-owned pets. The 
methodology used in the current study did not confirm 
description, function or viability of the bacterial strains 
identified and diversity could not be estimated using rar-
efaction curves as MetaPhLan3 does not have access to 
raw counts.

Conclusions
This exploratory study in dogs and cats showed that, 
based on DNA concentration and alpha diversity, faecal 
samples are generally stable for up to 12 h at room tem-
perature. The study also showed that sampling at three 
different regions of the faecal stool either at the surface 
or within the core had no significant or a few influence 
on the outcomes, but individual specificity is the major 
driver of the observed diversity. There were indications 
that surface samples should not be taken from faeces 
stored at room temperature for > 6  h. The lack of influ-
ence of stabilisation buffer allows flexible choice for fur-
ther studies, which will be controlled for variables such 
as diet.

The results of this study will be applied to study designs 
for further in-house studies as well as those in privately-
owned pets.

Methods
Animals
Ten healthy adult cats, mean age 3.8 ± 2.7y (2.2-11.1y) 
and 10 healthy adult dogs, mean age 3.2 ± 1.5y (1.5-5.1y) 
were included in the study which took place in July 2021 
(see Table  1 for animal details). Animals were qualified 
healthy as not being affected by any disease, controlled 
by clinical screenings and haemato-chemical monitor-
ing. Cats were acquired from Isoquimen company, and 
dogs from breeders approved by the French Research 
Ministry. The study was powered for detection of an 
effect size of 1 in terms of change from baseline. Animals 
were selected from a preliminary screening study, based 
on regular production of a stool at least 15 cm in length. 
Animals received appropriate routine external anti-para-
sitic and de-wormer treatment and were excluded if they 
had received any drugs in the past 14 days or antibiotics 
six weeks prior to the study. Animals were housed at the 
Royal Canin Research Centre, Aimargues, France. Hous-
ing and protocols adhered to European regulatory rules 
for animal welfare and the study was approved by the 
Royal Canin Ethics Committee, Aimargues. Animals are 
fed a variety of test diets (confidential nutritional com-
position), with no deleterious impact on the study objec-
tives, and even better by increasing the bacterial diversity 
monitored. The trial was conducted as an authorised 
digestibility trial according to (Ref CEO90). Dogs were 

Table 3  Most prevalent bacterial species in cat and dog faeces 
samples selected according to the folloeing criteria: Ozyme tube 
samples, at T = 0, core and middle samples
Bacterial species Ad-

justed 
p 
value

Signif-
icance 
level

Mean 
relative 
abundance 
cat (%)(SD)

Mean rela-
tive abun-
dance dog 
(%) (SD)

Butyricicoccus 
pullicaecorum

0.03 * 0.03 (0.05) 0.22 (0.2)

Catenibacterium 
mitsuokai

0.02 * 0.97 (1.04) 0.22 (0.5)

Clostridium hiranonis 0.008 ** 0.10 (0.1) 0.67 (0.8)
Collinsella intestinalis 0.003 ** 0.18 (0.22) 3.06 (3.44)
Collinsella stercoris 0.003 ** 2.16 (3.42) 0.09 (0.08)
Firmicutes bacterium 
CAG424

0.005 ** 0.34 (0.0) 0.05 (0)

Firmicutes bacterium 
CAG646

0.03 * 0.21 (0.0) 0.05 (0)

Holdemanella biformis 0.01 * 0.39 (0.43) 0.06 (0)
Prevotella copri 0.02 * 65.1 (16.7) 29.5 (27.3)
Significant differences in relative abundance between cat and dog core faeces 
sample taken at timepoint T0. Adjusted p values refer to Benjamini-Hochberg 
corrected Wilcoxon rank sum test comparisons
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housed indoors individually for the duration of the study, 
with free access to shared outdoor runs. The inside tem-
perature varied between 22.3 and 22.9  °C. Artificial 
light was provided in addition to natural light, between 
06:30 and 18:30. All dogs received outdoor exercise ses-
sions of 40–60 min per day and dog-human socialisation 
for 20  min per day. Cats were group-housed in social 
rooms with a room temperature ranging between 22.2 
and 23.6  °C at the time of study. All cats received daily 
socialisation sessions and had free access to enclosed 

outdoor runs. Cats defaecated in litter boxes contain-
ing Cat’s Best® Comfort non-clumping wood-based litter 
substrate. Animals were fed dry, nutritionally complete 
and balanced diets, according to individual energy needs. 
One cat also received a pouch of wet food daily.

Sample collection
A single fresh, naturally voided faecal stool was collected 
from each animal and stored at room temperature (20 °C) 
in a sealed, sterile container. Cat faeces were collected 

Fig. 4  Cat and dog faecal microbial diversity according to three methods. Samples were taken at T0 from region ii of faeces from 10 healthy cats and 10 
healthy dogs
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prior to the cat burying the stool in litter substrate. All 
faeces were scored using an adaptation of a method by 
Moxham 2001 [37]. Briefly, faeces are visually evaluated 
on a nine-point 1–5 scale, where a score of 1 is hard, dry 
and crumbly and a score of 5 is liquid. Faecal scores of 
2-3.5 were considered acceptable for the study. A sam-
ple of approximately 1  g was taken from stored faeces 
at 0, 0.5, 1, 2, 3, 6 and 12 h post-collection. At T0, three 
horizontal regions of the faecal stool were sampled: the 
first emitted part (i), the middle (ii) and the last emit-
ted part (iii), taking a sample from two depths at each 

location-surface and core-to give six samples at this 
timepoint per animal. The i and iii ends of the stool were 
identified using the observation that the i end is dry and 
the iii end is moist and soft. Surface samples of cat stools 
were taken from an area that had not been in contact 
with litter substrate. At T0.5, T1, T2, T3, T6, the sample 
was taken from the core of region ii for each animal and 
at T12, both a core and surface sample were taken from 
the iii region. Each sample was stored at -80 °C in DNA/
RNA™ Shield (Ozyme) stabilisation solution prior to pro-
cessing. To compare the use of an alternative stabilisation 

Fig. 5  Comparisons of microbial diversity between regions i, ii and iii in healthy cat (A-C) and healthy dog (D-F) stool samples at T0
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solution, additional aliquots from five dog samples (first 
emitted part (i) core, T0-T1) were placed in PERFORM-
ABiome™ 200 stabilising solution (DNAgenotek®, Ottawa, 
Canada). All samples were uniquely coded and analysed 
blinded.

DNA extraction
A magnetic beads-based DNA extraction was performed 
at Eurofins Genomics Europe (Germany), according to 
the manufacturer’s instructions using KingFisher™ Flex 

(ThermoFisher Scientific, Waltham, MA, US), with an 
additional sample shredding step prior to lysis. Extracted 
DNA was stored in 1.5  ml Eppendorf microcentrifuge 
tubes at − 80° C until further analysis.

DNA preparation and sequencing
Shotgun sequencing libraries were prepared using NEB-
Kit NEBNext Ultra II FS DNA Library Prep Kit for Illu-
mina in combination with enzymatic fragmentation. 
Shotgun metagenomic sequencing was performed using 

Fig. 6  Comparisons of microbial diversity between core and surface samples from healthy cat (A-C) and healthy dog (D-F) faecal stools stored at room 
temperature for 12 h
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Illumina NovaSeq 6000. At least 20 M paired-end reads/
sample with sequences of approximately 150 bp in length 
were obtained.

Bioinformatics analyses and statistics
Paired-end reads were assembled and low quality reads 
(those with Phred quality score < 15) removed. Reads 
were subjected to taxonomic profiling by MetaPhlAn 3.0 
[38] using the ChocoPhLan database (version mpa_v30_
ChocoPhLan_201901). MetaPhlAn estimates the rela-
tive abundance of microbial taxa in a metagenome using 
the coverage of clade-specific marker genes. The outputs 
were used to generate relative abundance bar plots at 
phylum, genus and species level.

Alpha diversity of the samples was evaluated by Shan-
non Index [39] and Inverse Simpson Index [40], which 
account for both evenness and richness of the microbial 
species present. Both indices are on a scale of > 0 where a 
higher value denotes greater diversity.

Beta diversity was assessed using the Bray Curtis dis-
tance on the relative table at the species taxonomic 
range. Principal component analysis (PCA) was used to 
visualize samples similarities on a graph. One PCA was 

performed with all samples from dogs and cats, and 
2 others were done to represent cat and dog samples 
respectively. Using data from dog samples and from 
cat samples, 2 PERMANOVA (adonis 2 function from 
R package vegan 2.6-4) were performed to evaluate the 
variance explained by the different sample characteristics 
(e.g., animal ID, sampling time, Depth sampling location, 
Horizontal sampling location, tube).

Statistical comparisons were performed using non-
parametric tests. For comparisons between two groups, 
Wilcoxon rank sum tests were used. Wilcoxon signed 
rank tests were applied in cases of paired comparisons. 
For comparisons between more than two groups, Krus-
kal-Wallis rank sum tests were used. To correct for multi-
ple comparisons, Benjamin-Hochberg adjustments were 
made. Comparisons were deemed statistically significant 
at p < 0.05. Data management and statistical comparisons 
were carried out in R statistical software v 4.0.3.

Fig. 7  Beta diversity representation with Principal Component Analysis (PCA). A: PCA representation with all samples from the study; B: PERMANOVA 
results for the cat samples; C: PERMANOVA results for the dog samples; D: PCA representation with dog samples; E PCA representation with cat samples
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Fig. 8  DNA concentration in T0 samples for 10 individual healthy cats (C) and 10 individual healthy dogs [10]
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The online version contains supplementary material available at https://doi.
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Supplementary Material 1: Heatmap of D4 samples using the bray Curtis 
distance and the ward linkage method. Relative abundances of species are 
indicatedby the intensity of the red color.

Acknowledgements
We wish to thank Marie-Odile Fardet (Specific Protocol Technician, Royal 
Canin) for assisting with sample collection, Jonathan Plassais (Biostatistician 
consultant, Stat-Alliance) and Alban Mathieu (Biostatistician consultant, AM 
Analysis) for their expertise and Dirk Berkelmann (Project Manager NGS, 
Eurofins Genomic) for his technical assistance with the laboratory work.

Author contributions
Xavier Langon designed the study, coordinated faecal collection, and was 
responsible for faecal sample control and shipment. Xavier Langon was 
responsible for data interpretation. Xavier Langon drafted and approved the 
manuscript.

Funding
The study was funded by Royal Canin, a division of Mars Petcare and received 
no external funding.

Data Availability
The datasets generated and/or analysed during the current study are available 
in the GenBank NIH at the accession number/web link: [PRJNA939514], or 
from the corresponding author on reasonable request.

Declarations

Competing interests
Xavier Langon is an employee of Royal Canin, with an interest in petfood 
manufacture.

Ethics approval and consent to participate
All the pets (dogs and cats) are our animals from our facilities. All experiments 
are performed in accordance with relevant guidelines and regulations. 
This study was conducted in accordance with the Mars Animal Research 
Policy (www.mars.com), adhering to the 3Rs approach to animal research as 
described by Robinson (2005) [41] and complies with the ARRIVE guidelines 
[42]. All studies were approved by the Royal Canin Ethic Committee.

Consent for publication
Not applicable.

Received: 18 September 2022 / Accepted: 3 December 2023

Fig. 9  DNA concentration in core faecal samples from region ii at T0 in 10 healthy cats and 10 healthy dogs

 

https://doi.org/10.1186/s12917-023-03842-7
https://doi.org/10.1186/s12917-023-03842-7
http://www.mars.com


Page 15 of 15Langon BMC Veterinary Research          (2023) 19:274 

References
1.	 Suchodolski JS. Intestinal microbiota of dogs and cats: a bigger world than 

we thought. Vet Clin North Am Small Anim Pract. 2011;41(2):261–72.
2.	 Deusch O, O’Flynn C, Colyer A, Morris P, Allaway D, Jones PG, et al. Deep 

Illumina-based shotgun sequencing reveals dietary effects on the structure 
and function of the fecal microbiome of growing kittens. PLoS ONE. 
2014;9(7):e101021.

3.	 Guard BC, Barr JW, Reddivari L, Klemashevich C, Jayaraman A, Steiner JM, et 
al. Characterization of microbial dysbiosis and metabolomic changes in dogs 
with acute diarrhea. PLoS ONE. 2015;10(5):e0127259–e.

4.	 Guard BC, Mila H, Steiner JM, Mariani C, Suchodolski JS, Chastant-Maillard S. 
Characterization of the fecal microbiome during neonatal and early pediatric 
development in puppies. PLoS ONE. 2017;12(4):e0175718.

5.	 Hand D, Wallis C, Colyer A, Penn CW. Pyrosequencing the canine faecal micro-
biota: breadth and depth of biodiversity. PLoS ONE. 2013;8(1):e53115.

6.	 Minamoto Y, Otoni CC, Steelman SM, Büyükleblebici O, Steiner JM, Jergens 
AE, et al. Alteration of the fecal microbiota and serum metabolite profiles 
in dogs with idiopathic inflammatory bowel Disease. Gut Microbes. 
2015;6(1):33–47.

7.	 Jha AR, Shmalberg J, Tanprasertsuk J, Perry L, Massey D, Honaker RW. Charac-
terization of gut microbiomes of household pets in the United States using a 
direct-to-consumer approach. PLoS ONE. 2020;15(2):e0227289.

8.	 Whittemore JC, Stokes JE, Price JM, Suchodolski JS. Effects of a synbiotic on 
the fecal microbiome and metabolomic profiles of healthy research cats 
administered clindamycin: a randomized, controlled trial. Gut Microbes. 
2019;10(4):521–39.

9.	 Pilla R, Suchodolski JS. The role of the canine gut Microbiome and Metabo-
lome in Health and Gastrointestinal Disease. Front Veterinary Sci. 2020;6.

10.	 Wernimont SM, Radosevich J, Jackson MI, Ephraim E, Badri DV, MacLeay JM, 
et al. The effects of Nutrition on the gastrointestinal microbiome of cats and 
dogs: impact on Health and Disease. Front Microbiol. 2020;11:1266.

11.	 Carroll IM, Ringel-Kulka T, Siddle JP, Klaenhammer TR, Ringel Y. Characteriza-
tion of the fecal microbiota using high-throughput sequencing reveals a 
stable microbial community during storage. PLoS ONE. 2012;7(10):e46953.

12.	 Roesch LF, Casella G, Simell O, Krischer J, Wasserfall CH, Schatz D, et al. 
Influence of fecal sample storage on bacterial community diversity. Open 
Microbiol J. 2009;3:40–6.

13.	 Tal M, Verbrugghe A, Gomez DE, Chau C, Weese JS. The effect of stor-
age at ambient temperature on the feline fecal microbiota. BMC Vet Res. 
2017;13(1):256.

14.	 Lin C-Y, Cross T-WL, Doukhanine E, Swanson KS. An ambient temperature 
collection and stabilization strategy for canine microbiota studies. Sci Rep. 
2020;10(1):13383.

15.	 Sun S, Zhu X, Huang X, Murff HJ, Ness RM, Seidner DL, et al. On the robust-
ness of inference of association with the gut microbiota in stool, rectal swab 
and mucosal tissue samples. Sci Rep. 2021;11(1):14828.

16.	 Jones RB, Zhu X, Moan E, Murff HJ, Ness RM, Seidner DL, et al. Inter-niche and 
inter-individual variation in gut microbial community assessment using stool, 
rectal swab, and mucosal samples. Sci Rep. 2018;8(1):4139.

17.	 Hernandez J, Rhimi S, Kriaa A, Mariaule V, Boudaya H, Drut A, et al. Domestic 
environment and gut microbiota: lessons from Pet Dogs. Microorganisms. 
2022;10(5):949.

18.	 Ritchie LE, Burke KF, Garcia-Mazcorro JF, Steiner JM, Suchodolski JS. Character-
ization of fecal microbiota in cats using universal 16S rRNA gene and group-
specific primers for Lactobacillus and Bifidobacterium spp. Vet Microbiol. 
2010;144(1–2):140–6.

19.	 Tun HM, Brar MS, Khin N, Jun L, Hui RK, Dowd SE, et al. Gene-centric metage-
nomics analysis of feline intestinal microbiome using 454 junior pyrose-
quencing. J Microbiol Methods. 2012;88(3):369–76.

20.	 Fischer MM, Kessler AM, Kieffer DA, Knotts TA, Kim K, Wei A, et al. Effects of 
obesity, energy restriction and neutering on the faecal microbiota of cats. Br J 
Nutr. 2017;118(7):513–24.

21.	 Deusch O, O’Flynn C, Colyer A, Swanson KS, Allaway D, Morris P. A longitudi-
nal study of the Feline Faecal Microbiome identifies changes into early adult-
hood irrespective of sexual development. PLoS ONE. 2015;10(12):e0144881.

22.	 Handl S, Dowd SE, Garcia-Mazcorro JF, Steiner JM, Suchodolski JS. Massive 
parallel 16S rRNA gene pyrosequencing reveals highly diverse fecal bacterial 

and fungal communities in healthy dogs and cats. FEMS Microbiol Ecol. 
2011;76(2):301–10.

23.	 Moon CD, Young W, Maclean PH, Cookson AL, Bermingham EN. Metage-
nomic insights into the roles of Proteobacteria in the gastrointestinal micro-
biomes of healthy dogs and cats. Microbiologyopen. 2018;7(5):e00677.

24.	 Bermingham EN, Young W, Kittelmann S, Kerr KR, Swanson KS, Roy NC, et al. 
Dietary format alters fecal bacterial populations in the domestic cat (Felis 
catus). Microbiologyopen. 2013;2(1):173–81.

25.	 Hooda S, Vester Boler BM, Kerr KR, Dowd SE, Swanson KS. The gut micro-
biome of kittens is affected by dietary protein:carbohydrate ratio and 
associated with blood metabolite and hormone concentrations. Br J Nutr. 
2013;109(9):1637–46.

26.	 Alessandri G, Milani C, Mancabelli L, Mangifesta M, Lugli GA, Viappiani A et al. 
The impact of human-facilitated selection on the gut microbiota of domesti-
cated mammals. FEMS Microbiol Ecol. 2019;95(9).

27.	 Ma X, Brinker E, Graff EC, Cao W, Gross AL, Johnson AK et al. Whole-genome 
Shotgun Metagenomic sequencing reveals distinct gut Microbiome signa-
tures of obese cats. Microbiol Spectr.0(0):e00837–22.

28.	 You I, Kim MJ. Comparison of gut microbiota of 96 healthy dogs by individual 
traits: Breed, Age, and Body Condition score. Anim (Basel). 2021;11(8).

29.	 Garcia-Mazcorro JF, Barcenas-Walls JR, Suchodolski JS, Steiner JM. Molecular 
assessment of the fecal microbiota in healthy cats and dogs before and 
during supplementation with fructo-oligosaccharides (FOS) and inulin using 
high-throughput 454-pyrosequencing. PeerJ. 2017;5:e3184.

30.	 Deng P, Swanson KS. Gut microbiota of humans, dogs and cats: cur-
rent knowledge and future opportunities and challenges. Br J Nutr. 
2015;113(Suppl):6–17.

31.	 Bermingham EN, Young W, Butowski CF, Moon CD, Maclean PH, Rosendale 
D et al. The fecal microbiota in the domestic cat (Felis catus) is influenced 
by interactions between Age and Diet; a Five Year Longitudinal Study. Front 
Microbiol. 2018;9.

32.	 Bermingham EN, Kittelmann S, Henderson G, Young W, Roy NC, Thomas DG. 
Five-week dietary exposure to dry diets alters the faecal bacterial populations 
in the domestic cat (Felis catus). Br J Nutr. 2011;106(Suppl 1):49–52.

33.	 Kondreddy Eswar R, lt, sup, Hye-Ran gt, Jin Young K et al. J,. Impact of Breed 
on the Fecal Microbiome of Dogs under the Same Dietary Condition. Journal 
of Microbiology and Biotechnology. 2019;29(12):1947-56.

34.	 Middelbos IS, Vester Boler BM, Qu A, White BA, Swanson KS, Fahey GC. Jr. 
Phylogenetic characterization of fecal microbial communities of dogs fed 
diets with or without supplemental dietary fiber using 454 pyrosequencing. 
PLoS ONE. 2010;5(3):e9768.

35.	 Swanson KS, Dowd SE, Suchodolski JS, Middelbos IS, Vester BM, Barry 
KA, et al. Phylogenetic and gene-centric metagenomics of the canine 
intestinal microbiome reveals similarities with humans and mice. Isme j. 
2011;5(4):639–49.

36.	 Finet SE, Southey BR, Rodriguez-Zas SL, He F, de Godoy MRC. Miscanthus 
Grass as a Novel Functional Fiber source in Extruded Feline diets. Front Veteri-
nary Sci. 2021;8.

37.	 Moxham G. WALTHAM feces scoring system-a tool for veterinarians and pet 
owners: how does your pet rate? WALTHAM Focus2001. p. 24 – 5.

38.	 Beghini F, McIver LJ, Blanco-Míguez A, Dubois L, Asnicar F, Maharjan S, et al. 
Integrating taxonomic, functional, and strain-level profiling of diverse micro-
bial communities with bioBakery 3. eLife. 2021;10:e65088.

39.	 Shannon CE. A mathematical theory of communication. Bell Syst Tech J. 
1948;27(3):379–423.

40.	 Simpson EH. Meas Divers Nat. 1949;163(4148):688.
41.	 Robinson V. Finding alternatives: an overview of the 3Rs and the use of 

animals in research. Sch Sci Rev. 2005;87:111–4.
42.	 Sert NPd, Hurst V, Ahluwalia A, Alam S, Avey MT, Baker M, et al. The ARRIVE 

guidelines 2.0: updated guidelines for reporting animal research. PLoS Biol. 
2020;18(7):1–12.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations. 


	﻿Validation of method for faecal sampling in cats and dogs for faecal microbiome analysis
	﻿Abstract
	﻿Background
	﻿Results
	﻿Effect of animal species on faecal metagenomic profiles and diversity
	﻿Effect of experimental variables on microbial diversity and relative taxa abundance
	﻿Effect of experimental variables on DNA concentration in samples

	﻿Discussion
	﻿Conclusions
	﻿Methods
	﻿Animals
	﻿Sample collection
	﻿DNA extraction
	﻿DNA preparation and sequencing
	﻿Bioinformatics analyses and statistics

	﻿References


