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Abstract: Intestinal epithelium renewal strictly depends on fine regulation between cell proliferation,
differentiation, and apoptosis. While murine intestinal microbiota has been shown to modify some
epithelial cell kinetics parameters, less is known about the role of the human intestinal microbiota.
Here, we investigated the rate of intestinal cell proliferation in C3H/HeN germ-free mice associated
with human flora (HFA, n = 8), and in germ-free (n = 15) and holoxenic mice (n = 16). One hour
before sacrifice, all mice were intraperitoneally inoculated with 5-bromodeoxyuridine (BrdU), and the
number of BrdU-positive cells/total cells (labelling index, LI), both in the jejunum and the colon, was
evaluated by immunohistochemistry. Samples were also observed by scanning electron microscopy
(SEM). Moreover, the microbiota composition in the large bowel of the HFA mice was compared
to that of of human donor’s fecal sample. No differences in LI were found in the small bowels of
the HFA, holoxenic, and germ-free mice. Conversely, the LI in the large bowel of the HFA mice was
significantly higher than that in the germ-free and holoxenic counterparts (p = 0.017 and p = 0.048,
respectively). In the holoxenic and HFA mice, the SEM analysis disclosed different types of bacteria
in close contact with the intestinal epithelium. Finally, the colonic microbiota composition of the HFA
mice widely overlapped with that of the human donor in terms of dominant populations, although
Bifidobacteria and Lactobacilli disappeared. Despite the small sample size analyzed in this study, these
preliminary findings suggest that human intestinal microbiota may promote a high proliferation
rate of colonic mucosa. In light of the well-known role of uncontrolled proliferation in colorectal
carcinogenesis, these results may deserve further investigation in a larger population study.

Keywords: intestinal microbiota; cell proliferation; germ-free mice; holoxenic mice; HFA mice

1. Introduction

Intestinal epithelium renewal strictly depends on fine regulation between cell prolif-
eration, differentiation, and apoptosis [1]. Although the intimate molecular mechanisms
driving these processes have largely been identified, the impacts of the two main en-
doluminal factors, namely dietary components and microorganisms, still remain to be
fully elucidated.

A high intake of processed foods rich in refined sugars, salt, animal proteins, and
trans/saturated fats, as occurs in a Western diet, has been associated with intestinal pro-
liferative patterns and with an increase in colorectal cancer (CRC) risk, mainly due to the
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induction of chronic inflammation and tissue acidosis, which can promote malignant cell
transformation [2–4].

Conversely, less is known about the role of the intestinal microbiota. The adult human
digestive apparatus harbors up to 1014 bacteria, which may colonize (autochthonous bacte-
ria) or transiently pass through (allochthonous bacteria) the gastrointestinal tract [5]. More
than 90% of the dominant bacteria of the autochthonous intestinal population belong to four
phyla: Proteobacteria, Actinobacteria, Firmicutes, and Bacteroidetes, with six genera belonging
to strict anaerobes (Bacteroides, Eubacteria, Bifidobacteria, Clostridia, Peptostreptococci, and
Ruminococci) structured around three specific enterotypes based on Bacteroides (Enterotype
1), Prevotella (Enterotype 2), and Ruminococcus (Enterotype 3), respectively [5,6]. The high
redundancy of the gut bacterial species is reflected in the richness and diversity of the
microbial community and their genomes, which ensure diverse functionality and overall
stability. The microbiota and their related genome, namely microbiome, form a complex
ecological community that profoundly impacts intestinal homeostasis and disease states.
Microbiota/microbiome organization is far from to be random, and each individual has
their own specific composition that remains quite stable during adult life. Diet changes,
pathologies, and specific drugs (i.e., antibiotics or chemotherapy treatments) may modify
this balance, carrying over a new point of stability [7–9].

The relationship between the host cells and microbial populations of the human
gastrointestinal tract constitutes a complex ecosystem. Indeed, the microbiota convey a
complex pool of prokaryote genes, able to extract energy from food and involved in the
catabolism of several elements derived from the diet. The microbiota also regulates the im-
mune response (both innate and adaptive), protects against pathogens, interferes with drug
metabolism, modifies the characteristics of the intestinal epithelium, and is involved in re-
dox stress cell damages, cell motility, angiogenesis, proliferation, and differentiation [9,10].

A link between the microbiota composition and the development of intestinal diseases,
including CRC, has emerged in recent years [11]. Metagenomic studies have demonstrated
that, compared to the gut microbiota of healthy individuals, the gut microbiota become dys-
regulated in CRC patients, with a higher species richness, lower abundance of potentially
protective taxa, and increased abundance of pro-carcinogenic ones (such as Bacteroides,
Escherichia, and Fusobacterium) [12]. Microbiota alterations have also been observed in
adenomas, the early stage of CRC carcinogenesis [11]. The underlying mechanisms linking
the microbiota to CRC carcinogenesis are complex and not yet fully elucidated; however,
the release of pro-inflammatory mediators, microbial-derived factors such as metabolites
or genotoxins, host immunological dysfunction, and an imbalance in nutrient absorption
and energy metabolism have been established as promoting factors [13].

In recent years, the availability of germ-free and human-flora-associated (HFA) animal
models has fostered studies on the main morpho-functional changes induced by the human
microbiota along the digestive tract and elsewhere [14]; however, the role of microbiota in
intestinal proliferation still remains to be clarified.

Murine microbiota has been reported to modify some cell kinetics parameters of the
intestinal epithelium in previous studies. An increased proliferation rate of the duode-
nal epithelium was indeed observed in conventional mice in comparison to germ-free
ones [15]; similarly, a higher capacity of cycling was shown in the colonic epithelial cells of
conventional mice compared to germ-free mice [16]. Interestingly, in our previous work,
we reported the induction of up to 27% of the genes involved in cell cycle regulation in
HFA mice 60 days post-colonization, compared to only 3% of induced genes in holoxenic
mice [17]. This finding prompted us to hypothesize that the human microbiota could affect
intestinal cell proliferation. As hyperproliferation represents an early and constant pheno-
typic trait in gastrointestinal cancer development (including CRC) and can be considered
as a marker of cancer risk [18], the present study aimed to investigate the effect of human
intestinal microbiota on the growth rate of the intestinal epithelium in HFA mice models.
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2. Results
2.1. Intestinal Cell Proliferation in Germ-Free, Holoxenic, and HFA Mice

In order to investigate the role of human microbiota in regulating intestinal cell
proliferation, we compared 5-bromodeoxyuridine (BrdU) incorporation in the jejunum
and colon tissues from 15 germ-free, 16 holoxenic, and 8 HFA mice. As shown in Table 1,
a mean number ranging from 63 to 76 crypts was analyzed for each single sector of the
jejunum and colon. The number of cells per crypt ranged from 25 to 32, with the total
number of analyzed cells ranging from 1861 to 2010; BrdU+ cells ranged from 155 to 185 in
the jejunum of the mice, whereas from 59 to 109 in the colon (Table 1).
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Figure 1. (A) Immunohistochemical analysis of BrdU+ cells in the jejunum (a–c) and colon (d–f) 
tissue from germ-free, holoxenic, and HFA mice. BrdU labels the nuclei of proliferating cells in the 
S phase of the cell cycle, and labelled cell nuclei appear brown. Black arrows (d,e) show some BrdU+ 
cells in the colon of germ-free and holoxenic mice. Magnification 10×. (B) Box plots of BrdU LI 
values, LI median (bold line in the box), and interquartile range (upper and lower lines of the box) 
in jejunum and colon of germ-free, holoxenic, and HFA mice. * p < 0.05. 
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the mice, a scanning electron microscopy (SEM) analysis was performed in the germ-free, 
holoxenic, and HFA models. As expected, no bacteria were found in the jejunum and colon 
mucosa of the germ-free mice (Figure 2, panels a,d); conversely, different types of bacteria 
were found in these intestinal segments in both the holoxenic (Figure 2, panels b,e) and 
HFA (Figure 2, panels c,f) mice. In particular, the jejunum of the holoxenic mice showed 
the presence of segmented filamentous bacteria (SFB), which have been specifically linked 
to education of the gut immune system in mice [17]. Although no conclusive data can 
bedrawn, recent studies suggest the occurrence of SFB also in humans [19]. In the colon, 
despite differences in the bacterial population were observed between holoxenic and HFA 
mice, according to the bacterial morphologies, both groups showed bacteria in close 
contact with the intestinal epithelium (Figure 2, panels e,f).  

Figure 1. (A) Immunohistochemical analysis of BrdU+ cells in the jejunum (a–c) and colon (d–f) tissue
from germ-free, holoxenic, and HFA mice. BrdU labels the nuclei of proliferating cells in the S phase
of the cell cycle, and labelled cell nuclei appear brown. Black arrows (d,e) show some BrdU+ cells in
the colon of germ-free and holoxenic mice. Magnification 10×. (B) Box plots of BrdU LI values, LI
median (bold line in the box), and interquartile range (upper and lower lines of the box) in jejunum
and colon of germ-free, holoxenic, and HFA mice. * p < 0.05.
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Table 1. Cell proliferation analysis in the jejunum and colon from germ-free, holoxenic, and HFA
mice (mean number ± SD).

Germ-Free Holoxenic HFA

Jejunum Colon Jejunum Colon Jejunum Colon

Crypts analysed 70 ± 3.2 76 ± 3.7 70 ± 3.5 65 ± 2.9 73 ± 3.6 63 ± 2.7

Cells per crypt 28 ± 0.9 25 ± 0.3 28 ± 0.6 30 ± 1.1 29 ± 0.7 32 ± 0.5

Total n◦ cells 1940 ± 142 1910 ± 130 1955 ± 196 1861 ± 135 2109 ± 191 2010 ± 130

BrdU+ cells 165 ± 66.4 58.8 ± 26.3 155 ± 75.4 68.7 ± 20.1 184 ± 58.9 109 ± 31.5

Labelling index (%) 8.36 ± 2.82 3.74 ± 1.32 7.71 ± 3.23 4.29 ± 1.11 8.29 ± 2.07 5.94 ± 1.26

An immunohistochemical analysis of BrdU+ cells revealed a median BrdU LI of 8.36% (±2.82), 7.71% (±3.23), and
8.29 (±2.07) in the jejunum of the germ-free, holoxenic, and HFA mice, respectively, with no statistical difference
observed among these subgroups (Figure 1A,B). In the colon, the number of BrdU+ cells was lower than that in
the jejunum, with a median BrdU LI reaching 3.94% (±1.32), 4.29% (±1.11), and 5.94% (±1.26) in the germ-free,
holoxenic, and HFA mice, respectively (Figure 1A,B). Notably, the number of BrdU+ cells was significantly higher
in the colon tissue from the HFA mice compared to the germ-free and holoxenic mice (p = 0.017 and p = 0.048,
respectively). Overall, these findings suggest that human intestinal microbiota can increase the proliferation rate
of colonic epithelial cells in HFA mice.

2.2. Bacteria Distribution along the Intestine of Germ-Free, Holoxenic, and HFA Mice

To better understand the spatial distribution of bacteria in the jejunum and colon of
the mice, a scanning electron microscopy (SEM) analysis was performed in the germ-free,
holoxenic, and HFA models. As expected, no bacteria were found in the jejunum and colon
mucosa of the germ-free mice (Figure 2, panels a,d); conversely, different types of bacteria
were found in these intestinal segments in both the holoxenic (Figure 2, panels b,e) and
HFA (Figure 2, panels c,f) mice. In particular, the jejunum of the holoxenic mice showed
the presence of segmented filamentous bacteria (SFB), which have been specifically linked
to education of the gut immune system in mice [17]. Although no conclusive data can
bedrawn, recent studies suggest the occurrence of SFB also in humans [19]. In the colon,
despite differences in the bacterial population were observed between holoxenic and HFA
mice, according to the bacterial morphologies, both groups showed bacteria in close contact
with the intestinal epithelium (Figure 2, panels e,f).
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Bacteroides, Ruminococcus, Eubacterium, and Clostridium, which remained the dominant 
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Figure 2. SEM analysis of jejunum and colon in germ-free, holoxenic, and HFA mice. No bacteria
are detected on the intestinal mucosa of germ-free mice (a,d), whereas different types of bacteria
are present in the jejunum and colon of holoxenic and HFA mice (b,c,e,f). In holoxenic mice, many
segmented filamentous bacteria (SFB) are observed in the jejunum ((b), red arrows), while a different
typology of bacteria in close contact with the epithelium is found in the colon (e). Several bacilli-
like bacteria are found in HFA mice: in the colon, the bacteria are facing at the apex of a crypt (f).
Bar = 10 µm.
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2.3. Bacteriological Analysis of Fecal Flora from Healthy Donor and HFA Mice

We next performed a bacteriological analysis of the fecal flora from the HFA mice
and the corresponding human healthy feces’ donor. For this purpose, we chose traditional
cultural methods, as, compared to sequencing/metagenomics approaches, they can in-
crease the microbial identification from the human gut up to 30% [20,21]. Indeed, although
a sequencing/metagenomic analysis can provide greater information about the complex
genome of the microbiota, it has the limit of missing minority bacteria populations (includ-
ing those with a potential pathogenic role) and does not allow for evaluating the role of
individual bacterial species in gnotobiotic animal models [21]. As reported in Figure 3,
the microbiota composition was comparable between the fecal flora from the donor and
HFA mice in terms of the total bacterial count and numbers of Bacteroides, Ruminococcus,
Eubacterium, and Clostridium, which remained the dominant populations. Enterobacteria
and Enterococci were detected at a subdominant level in both the human and HFA mice;
conversely, both Bifidobacteria and Lactobacilli disappeared in the colon content of the HFA
mice compared to the fecal flora from the human donor (Figure 3).
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Figure 3. Bacteriological analysis of the fecal colon content from human donor and HFA mice.
No significant differences are found in terms of total bacterial count or numbers of Bacteroides,
Ruminococcus, Eubacterium Clostridium, Enterobacteria, and Enterococci. Conversely, Bifidobacteria and
Lactobacilli significantly decreased in HFA mice in comparison to human donor. * p < 0.05.

3. Discussion

The increase in colonic mucosa proliferation represents an early and constant phe-
notypic event in CRC development, occurring in different pathways of CRC carcinogene-
sis [18,22,23] (Figure 4).

This persistent hyperproliferative stimulus of the colonic mucosa, resulting from
host genetic determinants, dietary habits, and environmental exposure, may provide a
fertile ground for malignant cell transformation, promoting the accumulation of molecular
alterations over time [22,24].

A role of dietetic components in sustaining intestinal cell proliferation has been re-
ported in some studies [25–27]; however, less studies are currently available about the
contribution of human intestinal microbiota. Pre-clinical studies have shown that germ-free
mice are less prone to develope intestinal tumors than conventionally reared mice [28];
furthermore, distinct alterations in the microbiota composition have been reported across
the major stages of CRC carcinogenesis [29,30], suggesting a role of specific bacterial
communities in this process.
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ways. Hyperproliferation of normal colonic mucosa represents an early and constant event in CRC
carcinogenesis in all these pathways.

In the present study, we investigated the role of the human microbiota in promoting
the early step of intestinal carcinogenesis, namely, the epithelial proliferation of the small
and large bowel using HFA mice models. A similar mouse strain and human feces donor
have already been used in former studies [17]. As observed in the germ-free and holoxenic
mice, no significant changes in the proliferation rate of the small bowel epithelium were
detected in the HFA mice. By contrast, we found that the human intestinal microbiota
induced hyperproliferation in the large bowel of the HFA mice, with a significantly higher
LI than that in the germ-free and holoxenic mice. These findings are in line with a study on
conventionalized mice showing that the microbiota upregulate the expression of approxi-
mately 10% of a host’s genes, especially those involved in cell proliferation [31]. Notably,
this effect was highly site-specific, as the transcriptional response was more prominent in
the colon than in the ileum and differed between the tip and crypt fractions [31].

The increase in colonic mucosa proliferation in the HFA mice can be ascribed to dif-
ferent mechanisms, many of which still remain to be fully elucidated. Firstly, bacteria
could mechanically increase cell exfoliation on the top of the colon crypts and/or of small
bowel villi, thereby stimulating a secondary trophic reaction on the bottom of the crypts,
presumably involving autocrine or hormonal phenomena [32]. Secondly, the microbiota
composition has been shown to clearly differ between the small and large bowel, both
in holoxenic and HFA mice [33]. Bacteria producing butyrate (representing 60–70% of
enterocytes’ source of energy) could be present in different concentrations along the gas-
trointestinal tract, depending on the encompassing ecosystem (normal mucosa, dysplasia,
or cancer) [34]. As butyrate is known to induce epithelial cellular proliferation and dif-
ferentiation [35], this different bacteria distribution could account (at least in part) for the
different proliferative patterns observed between the small and large bowel.

It could be pointed out that conventionalized mice (namely, ex-germ-free mice colo-
nized at an adult age with the whole fecal mouse microbiota, as performed with human
microbiota in the HFA model), rather than holoxenic ones, may represent the most proper
control for HFA mice. However, it has been shown that the transitory hyperproliferative



Int. J. Mol. Sci. 2024, 25, 6182 7 of 11

boost induced by the microbiota in conventionalized mice (usually occurring 2 days after in-
oculation) is compensated by increases in p21 and p27 (and a concomitant decrease in Bcl-2)
protein expression, leading to the controlled homeostasis of the colonic epithelium [16].
Moreover, a recent paper reported that conventionalized mice maintain a maximum of 80%
similarity with the inoculated microbiota; therefore, their microbiota composition does not
fully recapitulate that of holoxenic mice [36]. On this basis, it is unlikely that a comparison
between HFA and conventionalized mice would provide significantly different results from
those obtained using holoxenic ones.

Some concerns can be also raised from the use of HFA mice as an experimental
model, as significant differences between murine and human microbiota exist in terms of
composition, distribution along the gastrointestinal tract, and interaction with the epithe-
lium/mucus layer. Most constituents of the human microbiota can indeed colonize rodents
remaining stable over time, but some bacterial genera do not colonize the murine gut; in
particular, Bifidobacteria and Lactobacilli are spontaneously eliminated [37], as also confirmed
by our results. Moreover, rodents show an intimate relationship between the mucosa and
a large number of bacteria (often clustered over the mucus gel or in direct contact with
epithelial cells), whereas in humans, this correlation is not detected [38]. Undoubtedly,
these differences call for a precautionary approach when translating results obtained in
HFA mice to humans. Despite these limitations, because life in germ-free conditions is not
achievable for humans, HFA mice represent the only available (and still not substitutable)
model to study many aspects of the human intestinal microbiota in relation to mucosal
features and diet changes [14].

Overall, the present study suggests that the human intestinal microbiota can induce a
condition of hyperproliferation in the colonic mucosa of HFA mice. The fecal microbiota
for the HFA mice creation was obtained from a single human donor, so these findings have
to be considered as preliminary and need to be confirmed in a larger donor population.
However, as the microbiota composition varies among humans, it is conceivable that its
contribution to promoting colonic epithelium proliferation may significantly differ among
individuals. In this scenario, if a link among the intestinal microbiota, colonic mucosa
hyperproliferation, and increased CRC risk is confirmed in future studies, such a risk
should be stratified depending on the peculiar microbiota composition of each individual.

4. Materials and Methods
4.1. Animals

C3H/HeN male mice (holoxenic mice), 10 to 12 weeks old, were purchased from
Janvier Labs (Le Genest-Saint-Isle, France) and reared at the Commensal and Probiotics-
Host Interactions Laboratory INRAe (Jouy-en-Josas, France). Germ-free mice, obtained
from the germ-free rodent-breeding facilities of the MICALIS unit at INRAe, and HFA mice
were kept inside flexible film isolators in standard macrolon cages (five mice/cage), with
sterile wood shavings as bedding. The animals were given free access to autoclave tap water
and a standard pellet diet sterilized by gamma irradiation at 45 kGy. The isolators were
maintained under controlled conditions of light (07.30–19.30 h), temperature (20–22 ◦C),
and humidity (45–55%).

The HFA mice were generated by colonizing the germ-free C3H/HeN mice with the
human fecal microbiota from the same healthy male volunteer of our previous work, with
no evidence of gastrointestinal or hepatic disorders and without laxative or antibiotic use
for many years [17]. For this purpose, a freshly passed stool sample was provided in an
anaerobic box. Within one hour after defecation, 1 g of feces was transferred to an anaerobic
cabinet, diluted 100-fold in liquid LCY medium (casitone 2 g, yeast extract 2 g, NaCl 5 g,
KH2PO4 1 g, pH 7.0 per liter), and thoroughly homogenized with an Ultra Turrax. The
10−2 fecal dilution was then transferred into the isolator and all germ-free mice were dosed
with 0.5ml of the fecal suspension through the orogastric route. A similar treatment was
performed at a 24 h interval. The HFA mice were sacrificed 30 days after colonization (time
for bacterial stability).
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4.2. BrdU Injection

5-bromodeoxyuridine (BrdU) is commonly used for the detection of proliferating
cells in living tissues, and is incorporated into the newly synthesized DNA of replicating
cells during the S-phase of the cell cycle [14]. Accordingly, one hour before sacrifice, the
germ-free, holoxenic, and HFA mice were intraperitoneally inoculated with 100 mg/kg
BrdU (Sigma, St. Louis, MO, USA) in phosphate buffer 0.1 M at pH 7.2, and sacrificed
by exsanguination between 10.00 h and 11.00 h to avoid any circadian interference on the
proliferative pattern. For each animal, the abdomen was opened through a midline incision
and the gastrointestinal tract was removed.

4.3. BrdU Immunohistochemistry

Samples of jejunum and colon from the germ-free, holoxenic, and HFA mice were
formalin-fixed and paraffin-embedded. Serial 3 µm sections from each specimen were
stained with hematoxylin and eosin for a histological analysis or treated with 3% H2O2
for 10 min, 0.1% trypsin for 6 min, and HCl (2 mol/L) for 30 min to denature the DNA for
the BrdU immunohistochemical analysis. The sections were then incubated with mouse
anti-BrdU antibody (GeneTex, Inc., San Antonio, TX, USA) overnight at 4 ◦C, followed by
incubation for 30 min at room temperature with Anti-Mouse/Rabbit IgG VisUCyte HRP
Polymer Antibody (R&D Systems, Minneapolis, MI, USA). The sections were developed in
3,3′-diaminobenzidine and counterstained with hematoxylin. For each animal, the number
of BrdU-positive cells/total cells (labelling index, LI) along the crypt examined was counted
for both the small and large bowel. In the selected glands, the entire length of the crypt
had to be visible in the section, and the base of the crypt had to be in contact with the
muscularis mucosa. The total number of cells per crypt column (a single column of cells on
each side of the length of the crypt) and the number of BrdU-positive cells were counted in
all samples.

4.4. Scanning Electron Microscopy (SEM)

The samples of the jejunum and colon were fixed in 5% glutaraldehyde in 0.1 phos-
phate buffer (pH 7.2) for 15 to 30 min at 4 ◦C. After several washings in buffer, the samples
were dehydrated in serial solutions of ethanol (10%, 30%, 50%, 75%, and 95%) for 15 min,
each at 4 ◦C to 5 ◦C. After a passage in absolute ethanol at room temperature, the samples
were further dehydrated by critical point drying Balzers 010 (Vitechparts, Geleen, The
Netherlands, then placed on specific aluminum plates and covered with gold-conducting
film with Balzers MED 010 (Vitechparts, Geleen, The Netherlands). The specimens were
observed with a Philips SEM 515 (Eindhoven, The Netherlands) at an acceleration between
8 and 15 kV.

4.5. Bacteriological Analysis

The colon content of the HFA mice and feces of the human donor were weighed,
placed in the anaerobic cabinet, carefully homogenized, and diluted tenfold in LCY liquid
medium. The total bacterial counts in both aerobic and anaerobic conditions were obtained
by plating 0.1 mL of the dilutions onto two sets of plates containing BHI-YH agar medium
(BHI DIFCO Laboratories supplemented with 5 g/L of yeast extract DIFCO and 5 mg of
hemin (Sigma-Aldrich Chime, Quentin Fallavier, France). One set was incubated inside
and the other outside the anaerobic cabinet for the total anaerobic and aerobic counts,
respectively. Incubation was for 3 days at 37 ◦C. The bacterial diversity of the dominant
population of strictly anaerobic bacteria was assessed by picking 96 isolated colonies of
each shape from the 10−9 and 10−8 dilution plates and sub-culturing them in streaks on
BHI-HY medium [30]. This set of plates was prepared in duplicate and incubated for
three days at 37 ◦C. The first subset was completely processed in the anaerobic cabinet
and the other was maintained for one hour outside the cabinet and then reintroduced
into the cabinet. Colonies that did not grow after this air contact were referred to as
extremely oxygen sensitive (EOS). The percentage of EOS bacteria was, thus, determined
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by direct comparison with the series not exposed to oxygen. All the 96 strictly anaerobic
colonies grown on the medium were directly examined under a Nikon phase-contrast
microscope and subsequently classified into four groups. The Bacteroides group contained
Gram-negative, catalase-negative, or weakly positive non-spore-forming rods of a similar
shape and size. The Ruminococcus group contained Gram-positive, catalase-negative, non-
spore-forming cocci in pairs or in chains of a different shape and size. The Eubacterium
group contained Gram-positive, catalase-negative, non-spore-forming rods of a different
shape and size. The Clostridium group contained Gram-positive or Gram-variable catalase-
negative rods of a different shape and size forming terminal or sub-terminal spores, and
lastly, the EOS group contained bacteria belonging to the Ruminococcus, Eubacterium, and
Clostridium groups [39].

4.6. Statistical Analysis

All results are expressed as mean ± SD. The Mann–Whitney U-test was carried out to
compare the data from the germ-free, holoxenic, and HFA mice using the PRISM software
(Ver 5.01, GraphPad Software, San Diego, CA, USA). A p-value < 0.05 was considered to be
statistically significant.

Author Contributions: G.B., V.G.-R., P.L., P.R. and M.T. and C.B. designed and performed the research;
M.D.B. contributed to reagents/analytic tools; C.C., G.L. and S.T. analyzed the data; G.B., C.C. and
S.T. wrote the paper. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by “Fondazione Donato-Venturi” 2023 (Imola, Italy) to G.B.

Institutional Review Board Statement: The study has been performed in accordance with the
applicable European and French regulations for the care and use of laboratory animals, and every
effort has been made to reduce suffering associated with the experimental procedures, in particular
sacrifice. For donation of a stool sample to obtain HFA mice models, one healthy donor gave his
written informed consent. The study protocol has been reviewed and approved by the review board
of Committee for Animal Experimentation of MICALIS (authorization number 78-123).

Informed Consent Statement: Informed consent was obtained from the human feces’ donor involved
in the study. The donor also gave his written informed consent to publish this paper.

Data Availability Statement: All data generated or analyzed during this study are included in this
article. Further enquiries can be directed to the corresponding author.

Acknowledgments: The authors thank Commensal and Probiotics-Host Interactions laboratory at IN-
RAe (Université Paris-Saclay, Jouy-en-Josas, France) for providing the facilities for the present study.

Conflicts of Interest: The authors declare no conflicts of interest.

References
1. Vermeulen, L.; Snippert, H.J. Stem cell dynamics in homeostasis and cancer of the intestine. Nat. Rev. Cancer 2014, 14, 468–480.

[CrossRef] [PubMed]
2. Zanini, S.; Marzotto, M.; Giovinazzo, F.; Bassi, C.; Bellavite, P. Effects of dietary components on cancer of the diges-tive system.

Crit. Rev. Food Sci. Nutr. 2015, 55, 1870–1885. [CrossRef] [PubMed]
3. Bahrami, H.; Tafrihi, M.; Mohamadzadeh, S. Reversing the Warburg effect to control cancer: A review of di-et-based solutions. J.

Curr. Oncol. Med. Sci. 2022, 2, 234–248.
4. Clemente-Suárez, V.J.; Beltrán-Velasco, A.I.; Redondo-Flórez, L.; Martín-Rodríguez, A.; Tornero-Aguilera, J.F. Global Impacts of

Western Diet and Its Effects on Metabolism and Health: A Narrative Review. Nutrients 2023, 15, 2749. [CrossRef] [PubMed]
5. Donaldson, G.P.; Lee, S.M.; Mazmanian, S.K. Gut biogeography of the bacterial microbiota. Nat. Rev. Microbiol. 2016, 14, 20–32.

[CrossRef] [PubMed]
6. Lloyd-Price, J.; Mahurkar, A.; Rahnavard, G.; Crabtree, J.; Orvis, J.; Hall, A.B.; Brady, A.; Creasy, H.H.; McCracken, C.; Giglio,

M.G.; et al. Strains, functions and dynamics in the expanded Human Microbiome Project. Nature 2017, 550, 61–66. [CrossRef]
[PubMed]

7. Turnbaugh, P.J.; Ridaura, V.K.; Faith, J.J.; Rey, F.E.; Knight, R.; Gordon, J.I. The effect of diet on the human gut micro-biome: A
metagenomic analysis in humanized gnotobiotic mice. Sci. Transl. Med. 2009, 1, 6ra14. [CrossRef] [PubMed]

https://doi.org/10.1038/nrc3744
https://www.ncbi.nlm.nih.gov/pubmed/24920463
https://doi.org/10.1080/10408398.2012.732126
https://www.ncbi.nlm.nih.gov/pubmed/24841279
https://doi.org/10.3390/nu15122749
https://www.ncbi.nlm.nih.gov/pubmed/37375654
https://doi.org/10.1038/nrmicro3552
https://www.ncbi.nlm.nih.gov/pubmed/26499895
https://doi.org/10.1038/nature23889
https://www.ncbi.nlm.nih.gov/pubmed/28953883
https://doi.org/10.1126/scitranslmed.3000322
https://www.ncbi.nlm.nih.gov/pubmed/20368178


Int. J. Mol. Sci. 2024, 25, 6182 10 of 11

8. David, L.A.; Maurice, C.F.; Carmody, R.N.; Gootenberg, D.B.; Button, J.E.; Wolfe, B.E.; Ling, A.V.; Devlin, A.S.; Varma, Y.;
Fischbach, M.A.; et al. Diet rapidly and reproducibly alters the human gut micro-biome. Nature 2014, 505, 559–563. [CrossRef]
[PubMed]

9. Jandhyala, S.M.; Talukdar, R.; Subramanyam, C.; Vuyyuru, H.; Sasikala, M.; Nageshwar Reddy, D. Role of the normal gut
microbiota. World J. Gastroenterol. 2015, 21, 8787–8803. [CrossRef]

10. Marchesi, J.R.; Adams, D.H.; Fava, F.; Hermes, G.D.; Hirschfield, G.M.; Hold, G.; Quraishi, M.N.; Kinross, J.; Smidt, H.; Tuohy,
K.M.; et al. The gut microbiota and host health: A new clinical frontier. Gut 2016, 65, 330–339. [CrossRef]

11. White, M.T.; Sears, C.L. The microbial landscape of colorectal cancer. Nat. Rev. Microbiol. 2024, 22, 240–254. [CrossRef] [PubMed]
12. Wong, S.H.; Yu, J. Gut microbiota in colorectal cancer: Mechanisms of action and clinical applications. Nat. Rev. Gastroenterol.

Hepatol. 2019, 16, 690–704. [CrossRef]
13. Afzaal, M.; Saeed, F.; Shah, Y.A.; Hussain, M.; Rabail, R.; Socol, C.T.; Hassoun, A.; Pateiro, M.; Lorenzo, J.M.; Rusu, A.V.; et al.

Human gut microbiota in health and disease: Unveiling the relationship. Front. Microbiol. 2022, 13, 999001. [CrossRef]
14. Hirayama, K.; Itoh, K. Human flora-associated (HFA) animals as a model for studying the role of intestinal flora in human health

and disease. Curr. Issues Intest. Microbiol. 2005, 6, 69–75.
15. Lesher, S.; Walburg, H.E., Jr.; Sacher, G.A., Jr. Generation cycle in the duodenal crypt cells of germ-free and conventional mice.

Nature 1964, 202, 884–886. [CrossRef] [PubMed]
16. Cherbuy, C.; Honvo-Houeto, E.; Bruneau, A.; Bridonneau, C.; Mayeur, C.; Duée, P.H.; Langella, P.; Thomas, M. Microbiota

matures colonic epithelium through a coordinated induction of cell cycle-related proteins in gnotobiotic rat. Am. J. Physiol.
Gastrointest. Liver Physiol. 2010, 299, G348–G357. [CrossRef] [PubMed]

17. Gaboriau-Routhiau, V.; Rakotobe, S.; Lecuyer, E.; Mulder, I.; Lan, A.; Bridonneau, C.; Rochet, V.; Pisi, A.; De Paepe, M.; Brandi, G.;
et al. The key role of segmented filamentous bacteria in the coordi-nated maturation of gut helper T cell responses. Immunity
2009, 31, 677–689. [CrossRef]

18. Deschner, E.E. Early proliferative changes in gastrointestinal neoplasia. Am. J. Gastroenterol. 1982, 77, 207–211.
19. Chen, B.; Chen, H.; Shu, X.; Yin, Y.; Li, J.; Qin, J.; Chen, L.; Peng, K.; Xu, F.; Gu, W.; et al. Presence of Segmented Filamentous

Bacteria in Human Children and Its Potential Role in the Modulation of Human Gut Immunity. Front. Microbiol. 2018, 9, 1403.
[CrossRef]

20. Lagier, J.C.; Million, M.; Hugon, P.; Armougom, F.; Raoult, D. Human gut microbiota: Repertoire and variations. Front. Cell Infect.
Microbiol. 2012, 2, 136. [CrossRef]

21. Lagier, J.C.; Armougom, F.; Million, M.; Hugon, P.; Pagnier, I.; Robert, C.; Bittar, F.; Fournous, G.; Gimenez, G.; Maraninchi, M.J.;
et al. Microbial culturomics: Paradigm shift in the human gut microbiome study. Clin. Microbiol. Infect. 2012, 18, 1185–1193.
[CrossRef] [PubMed]

22. Terpstra, O.T.; van Blankenstein, M.; Dees, J.; Eilers, G.A. Abnormal pattern of cell proliferation in the entire colonic mucosa of
patients with colon adenoma or cancer. Gastroenterology 1987, 92, 704–708. [CrossRef] [PubMed]

23. Patchett, S.E.; Alstead, E.M.; Saunders, B.P.; Hodgson, S.V.; Farthing, M.J. Regional proliferative patterns in the colon of patients
at risk for hereditary nonpolyposis colorectal cancer. Dis. Colon Rectum 1997, 40, 168–171. [CrossRef] [PubMed]

24. Shinozaki, M.; Watanabe, T.; Kubota, Y.; Sawada, T.; Nagawa, H.; Muto, T. High proliferative activity is associated with dysplasia
in ulcerative colitis. Dis. Colon Rectum 2000, 43, S34–S39. [CrossRef]

25. Mao, J.; Hu, X.; Xiao, Y.; Yang, C.; Ding, Y.; Hou, N.; Wang, J.; Cheng, H.; Zhang, X. Overnutrition stimulates intestinal epithelium
proliferation through β-catenin signaling in obese mice. Diabetes 2013, 62, 3736–3746. [CrossRef] [PubMed]

26. Hagio, M.; Shimizu, H.; Joe, G.H.; Takatsuki, M.; Shiwaku, M.; Xu, H.; Lee, J.Y.; Fujii, N.; Fukiya, S.; Hara, H.; et al. Diet
supplementation with cholic acid promotes intestinal epithelial proliferation in rats exposed to γ-radiation. Toxicol. Lett. 2015,
232, 246–252. [CrossRef] [PubMed]

27. Shiratori, H.; Hattori, K.M.; Nakata, K.; Okawa, T.; Komiyama, S.; Kinashi, Y.; Kabumoto, Y.; Kaneko, Y.; Nagai, M.; Shindo, T.;
et al. A purified diet affects intestinal epithelial proliferation and barrier functions through gut microbial alterations. Int. Immunol.
2024, 36, 223–240. [CrossRef] [PubMed]

28. Vannucci, L.; Stepankova, R.; Kozakova, H.; Fiserova, A.; Rossmann, P.; Tlaskalova-Hogenova, H. Colorectal carcinogenesis in
germ-free and conventionally reared rats: Different intestinal environments affect the systemic immunity. Int. J. Oncol. 2008, 32,
609–617. [CrossRef] [PubMed]

29. Nakatsu, G.; Li, X.; Zhou, H.; Sheng, J.; Wong, S.H.; Wu, W.K.; Ng, S.C.; Tsoi, H.; Dong, Y.; Zhang, N.; et al. Gut mucosal
microbiome across stages of colorectal carcinogenesis. Nat. Commun. 2015, 6, 8727. [CrossRef]

30. Geng, J.; Fan, H.; Tang, X.; Zhai, H.; Zhang, Z. Diversified pattern of the human colorectal cancer microbiome. Gut Pathog. 2013,
5, 2. [CrossRef]

31. Sommer, F.; Nookaew, I.; Sommer, N.; Fogelstrand, P.; Bäckhed, F. Site-specific programming of the host epithelial transcriptome
by the gut micro-biota. Genome Biol. 2015, 16, 62. [CrossRef] [PubMed]

32. Kim, M.; Ashida, H.; Ogawa, M.; Yoshikawa, Y.; Mimuro, H.; Sasakawa, C. Bacterial interactions with the host epithelium. Cell
Host Microbe 2010, 8, 20–35. [CrossRef] [PubMed]

33. Raibaud, P.; Dickinson, A.B.; Sacquet, E.; Charlier, H.; Mocquot, G. Microflora of the digestive system of the rat. I. Technics of
study and proposed culture media. Ann. Inst. Pasteur 1966, 110, 568–590.

https://doi.org/10.1038/nature12820
https://www.ncbi.nlm.nih.gov/pubmed/24336217
https://doi.org/10.3748/wjg.v21.i29.8787
https://doi.org/10.1136/gutjnl-2015-309990
https://doi.org/10.1038/s41579-023-00973-4
https://www.ncbi.nlm.nih.gov/pubmed/37794172
https://doi.org/10.1038/s41575-019-0209-8
https://doi.org/10.3389/fmicb.2022.999001
https://doi.org/10.1038/202884a0
https://www.ncbi.nlm.nih.gov/pubmed/14190081
https://doi.org/10.1152/ajpgi.00384.2009
https://www.ncbi.nlm.nih.gov/pubmed/20466941
https://doi.org/10.1016/j.immuni.2009.08.020
https://doi.org/10.3389/fmicb.2018.01403
https://doi.org/10.3389/fcimb.2012.00136
https://doi.org/10.1111/1469-0691.12023
https://www.ncbi.nlm.nih.gov/pubmed/23033984
https://doi.org/10.1016/0016-5085(87)90021-7
https://www.ncbi.nlm.nih.gov/pubmed/3817391
https://doi.org/10.1007/BF02054982
https://www.ncbi.nlm.nih.gov/pubmed/9075751
https://doi.org/10.1007/BF02237224
https://doi.org/10.2337/db13-0035
https://www.ncbi.nlm.nih.gov/pubmed/23884889
https://doi.org/10.1016/j.toxlet.2014.10.011
https://www.ncbi.nlm.nih.gov/pubmed/25455456
https://doi.org/10.1093/intimm/dxae003
https://www.ncbi.nlm.nih.gov/pubmed/38262747
https://doi.org/10.3892/ijo.32.3.609
https://www.ncbi.nlm.nih.gov/pubmed/18292938
https://doi.org/10.1038/ncomms9727
https://doi.org/10.1186/1757-4749-5-2
https://doi.org/10.1186/s13059-015-0614-4
https://www.ncbi.nlm.nih.gov/pubmed/25887251
https://doi.org/10.1016/j.chom.2010.06.006
https://www.ncbi.nlm.nih.gov/pubmed/20638639


Int. J. Mol. Sci. 2024, 25, 6182 11 of 11

34. Wong, C.C.; Yu, J. Gut microbiota in colorectal cancer development and therapy. Nat. Rev. Clin. Oncol. 2023, 20, 429–452.
[CrossRef] [PubMed]

35. Salvi, P.S.; Cowles, R.A. Butyrate and the Intestinal Epithelium: Modulation of Proliferation and Inflammation in Homeostasis
and Disease. Cells 2021, 10, 1775. [CrossRef] [PubMed]

36. El Aidy, S.; Van Baarlen, P.; Derrien, M.; Lindenbergh-Kortleve, D.J.; Hooiveld, G.; Levenez, F.; Doré, J.; Dekker, J.; Samsom, J.N.;
Nieuwenhuis, E.E.; et al. Temporal and spatial interplay of microbiota and intestinal mucosa drive establishment of immune
homeostasis in conventionalized mice. Mucosal Immunol. 2012, 5, 567–579. [CrossRef] [PubMed]

37. Raibaud, P.; Ducluzeau, R.; Dubos, F.; Hudault, S.; Bewa, H.; Muller, M.C. Implantation of bacteria from the digestive tract of man
and various animals into gnotobiotic mice. Am. J. Clin. Nutr. 1980, 33 (Suppl. 11), 2440–2447. [CrossRef]

38. Brandi, G.; Pisi, A.M.; Biasco, G. Ultrastructure et Micro-Écologie du Canal Alimentaire; Edra Medical Publishing & New Media:
New York, NY, USA, 1996; pp. 1–113.

39. Lepercq, P.; Gérard, P.; Béguet, F.; Raibaud, P.; Grill, J.P.; Relano, P.; Cayuela, C.; Juste, C. Epimerization of chenodeoxycholic acid
to ursodeoxycholic acid by Clostridium baratii isolated from human feces. FEMS Microbiol. Lett. 2004, 235, 65–72. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1038/s41571-023-00766-x
https://www.ncbi.nlm.nih.gov/pubmed/37169888
https://doi.org/10.3390/cells10071775
https://www.ncbi.nlm.nih.gov/pubmed/34359944
https://doi.org/10.1038/mi.2012.32
https://www.ncbi.nlm.nih.gov/pubmed/22617837
https://doi.org/10.1093/ajcn/33.11.2440
https://doi.org/10.1016/j.femsle.2004.04.011

	Introduction 
	Results 
	Intestinal Cell Proliferation in Germ-Free, Holoxenic, and HFA Mice 
	Bacteria Distribution along the Intestine of Germ-Free, Holoxenic, and HFA Mice 
	Bacteriological Analysis of Fecal Flora from Healthy Donor and HFA Mice 

	Discussion 
	Materials and Methods 
	Animals 
	BrdU Injection 
	BrdU Immunohistochemistry 
	Scanning Electron Microscopy (SEM) 
	Bacteriological Analysis 
	Statistical Analysis 

	References

