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A probiotic has differential effects on
allergic airway inflammation in A/J and
C57BL/6 mice and is correlated with the
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Abstract

The phenotypes of allergic airway diseases are influenced by the interplay between host genetics and the gut
microbiota, which may be modulated by probiotics. We investigated the probiotic effects on allergic inflammation
in A/J and C57BL/6 mice. C57BL/6 mice had increased gut microbiota diversity compared to A/J mice at baseline.
Acetate producer probiotics differentially modulated and altered the genus abundance of specific bacteria, such as
Akkermansia and Allistipes, in mouse strains. We induced airway inflammation followed by probiotic treatment and
found that only A/J mice exhibited decreased inflammation, and the beneficial effects of probiotics in A/J mice
were partially due to acetate production. To understand the relevance of microbial composition colonization in the
development of allergic diseases, we implanted female C57BL/6 mice with A/J embryos to naturally modulate the
microbial composition of A/J mice, which increased gut microbiota diversity and reduced eosinophilic inflammation
in A/J. These data demonstrate the central importance of microbiota to allergic phenotype severity.
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Introduction
Asthma is an airway inflammatory disease that exhibits
quite heterogenous severity and treatment responsive-
ness, which are likely due to the diverse mechanisms
underlying this disease. An established approach to
asthma treatment involves the categorization of patients
into so-called phenotypes, which are defined by observ-
able characteristics that result from a combination of
hereditary and environmental influences [1]. Patients

may respond differently to the same therapeutic inter-
ventions despite similar clinical symptoms [2, 3].
Several groups used various approaches to identify

genes that may be related to asthma development over
the past two decades. Some researchers used different
inbred strains of mice under the same controlled envi-
ronments to estimate the influence of genetic back-
ground on the allergic airway inflammation phenotype
[4–6]. These researchers observed that some mouse
strains, such as A/J mice, showed greater eosinophilia
after 24 h of a challenge with ovalbumin (OVA) than
other mouse strains, such as C57BL/6 mice [7, 8]. Ani-
mal and clinical studies on the relevance of host genetics
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to asthma clearly indicated that gene-environment inter-
actions were involved in the manifestations of this com-
plex disease [9, 10]. An imbalance of the microbial
communities in the gut and lung has been increasingly
associated with the incidence and severity of asthma
[11–14]. More accurate pathobiological mechanisms in
asthmatic patients may be elucidated from further ana-
lyses of the composition and metabolic activity of an in-
dividual’s microbiota [15].
The gut microbiome may play a role in asthma, and

strategies to modulate the microbiota, such as probiotic
supplementation, should be investigated. However, there
is no consensus on whether probiotic supplementation
prevents or alleviates asthma symptoms. Clinical studies
are impacted by heterogeneity, such as the different en-
vironments and dietary habits of participants, which may
interfere with probiotic treatment and lead to different
outcomes. Experimental studies generally use different
probiotic species in different mouse strains and various
protocols to induce allergic inflammation, which compli-
cates relevant comparisons and validations. All of these
factors create difficulty in obtaining reliable conclusions
on the impact of the use of probiotics in asthma.
Approximately 3.9 million adults in the USA use pre-

biotic or probiotic supplements [16], and some studies
reported probiotic-associated morbidity and mortality
[17, 18]. Therefore, additional studies on this topic are
necessary. Many asthma patients likely consume probio-
tics, and probiotics may play a role in disease control.
Therefore, an understanding of probiotic microbiota-
host interactions is truly relevant. We investigated the
role of specific probiotics in the two different hosts, A/J
and C57BL/6 mice, and the relevance of the gut micro-
biota composition in experimental allergic disease.
Understanding the relevance of probiotic-host interac-

tions may call attention to the indiscriminate use of pro-
biotic products by asthmatic consumers and reveal the
possible benefits/risks of these products in asthma
patients.

Materials and methods
Mouse experiments
Male A/J and C57BL/6 mice were obtained from the
animal facility of the Institute of Biomedical Sciences
(University of Sao Paulo, Brazil) but were originally from
Jackson Laboratories. Mice were housed in spe-
cific pathogen-free conditions in the same animal room.
All mice used were age-matched and fed a standard
chow diet of irradiated AIN93-M [19]. Mice in the ex-
periment described in Fig. S1 received a modified
AIN93-M diet containing 15% citrus pectin (Vetec,
Duque de Caxias, RJ, Brazil). Littermates of the same sex
and age were randomly assigned to different

experimental groups. For the experiment described in
Fig. 4, one female was used.

Study design
All mice were 5 weeks old when probiotic treatment was
started. Acetate measurement and microbiome analysis
were performed 1 day before OVA sensitization. The ef-
fects Bifidobacterium longum 51A were evaluated in an
experimental model for lung inflammation using
C57BL/6 and A/J mouse strains. Lung inflammation was
induced via sensitization with ovalbumin (OVA). To as-
sess whether the effect of the probiotic was due to acet-
ate production, the effect of systemic acetate was also
evaluated in OVA-induced inflammation. The probiotic
or sodium acetate was given to the experimental groups,
and controls only received vehicle. The animals were eu-
thanized, and lung inflammatory parameters were deter-
mined. To investigate whether the results were due to
the genetic background of the mouse strains or their
microbiome, the same protocols for experimental lung
inflammation and probiotic administration were per-
formed in A/J mice born from C57BL/6 females.

Induction of allergic lung inflammation
Mice were sensitized via the intraperitoneal (i.p.) injec-
tion of 30 μg and 50 μg of OVA grade V (Sigma Chem-
ical Co., St. Louis, MO, USA), dissolved in 200 μl of
sterile phosphate buffer saline (PBS) and 1.6 mg of inject
alum (Prod# 77161, Thermo Scientific, Rockford, USA)
on days 0 and 7, respectively. Mice were challenged with
10 μg of OVA in 20 μl of intranasal (i.n.) sterile PBS on
day 14 and 20 μg of OVA in 30 μl of intratracheal (i.t.)
sterile PBS on days 21 and 22. The animals were eutha-
nized 24 h after the last challenge (i.e., day 23) [20]. Con-
trols receiving saline were also tested.

Acetate administration
Mice were treated with sodium acetate (Sigma-Aldrich,
St. Louis, MO, USA) at 1 g per kg body weight diluted in
sterile PBS via intraperitoneal injection starting15 days
before exposure to OVA and every other day through-
out the experimental period [21]. Controls receiving sa-
line were also tested.

Probiotic administration
Bifidobacterium longum 51A was obtained from the La-
boratory of Biotherapeutic Agents, Department of
Microbiology, Institute of Biological Sciences, Federal
University of Minas Gerais. The bacterium was isolated
in the city of Salvador (Bahia, Brazil) and identified using
morphological, respiratory, and biochemical tests [22],
followed by multiplex PCR [23]. The bacterium was cul-
tivated in MRS broth (Difco) under anaerobic conditions
in an anaerobic jar at 37 °C for 48 h. Aliquots of 100 μl
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Bifidobacterium longum 51A suspension in PBS (1 ×
109CFU/ml) were intragastrically administered using a
gavage needle to mice daily, starting 15 days before the
first sensitization and throughout the experimental
period until the last challenge with OVA (day 22). Heat-
killed Bifidobacterium longum 51A was prepared by heat-
ing aliquots of viable bacteria suspensions for 20 min at
80 °C and administered as described above for live bac-
teria. The control group received only the probiotic ve-
hicle (PBS).

Embryo transfer
Ovulation was induced in A/J female mice via the intra-
peritoneal administration of 5 IU PMSG between 12:00
and 2:00 p.m. Two days later, 5 IU of hCG was injected
intraperitoneally after random mating with A/J male
mice. At 0.5 days post-coitum (d.p.c.), female mice with
a copulatory plug were separated from male mice. At 1.5
d.p.c., female A/J mice were euthanized via cervical dis-
location. The abdominal cavity was opened, and the ovi-
ducts were aseptically collected. Embryos were flushed
from the oviducts using M2 medium (supplemented
with Pen-Strep 100x) and collected in a pool with a
mouth transfer capillary setup under a stereoscopic
microscope (SMZ-10, Nikon). Two-cell embryos with in-
tact zona pellucida were washed 10 times in M2
medium. Recipients consisted of nulliparous C56BL/6 fe-
male mice. Each female was mated with a vasectomized
male mice C57BL/6 near the end of the light cycle
period. Embryo transfers were performed at 0.5 d.p.c. in
recipient females with a copulatory plug. Surgeries were
performed within the SPF facility clean area under a
horizontal laminar flow cabinet. Females were anesthe-
tized with 0.2% acepromazine (2 mg/kg), 10% ketamine
hydrochloride (100 mg/kg), and 2% xylazine hydrochlor-
ide (10 mg/kg) via intraperitoneal injection. A sterile sa-
line solution was used to prevent corneal drying during
the surgery. Each female was placed in sternal recum-
bency on a digital heating plate at 37 °C. The peritoneal
cavity was accessed via a musculature incision over the
ovary fat pad. Under stereoscopic microscopy (SMZ 2-B,
Nikon), a small incision was made in the bursa between
the ovary and the oviduct to expose the infundibulum.
Each female received 20 embryos equally that were di-
vided between the oviducts using a glass micropipette.
Pups were born in 3 weeks and weaned after 21 days.

Bronchoalveolar lavage fluid (BALF)
The trachea was cannulated after euthanasia. The lungs
were washed twice with 0.8-ml aliquots of PBS injected
through the cannula. The total number of cells in BALF
was counted using a Countess® Automated Cell Counter
(Invitrogen). The BALF was centrifuged at 290g for 1
min at 4 °C, and the supernatant was collected and

stored at − 80 °C for cytokine analysis. The cells were re-
suspended at 5.0 × 105 cells/ml. Differential cell counts
were performed using cytocentrifuge analysis and pre-
pared from aliquots of BALF (200 μl) centrifuged at 45g
for 1 min using a cytocentrifuge (Fanem, São Paulo,
Brazil). Cells were stained with Instant Prov (Newprov,
São Paulo, Brazil), and a total of 300 cells were counted
to determine the proportion of neutrophils, eosinophils,
and mononuclear cells using standard morphological
criteria.

Histological analyses
Histopathological analysis was performed on samples
from the lungs of the OVA/saline, OVA/probiotic, and
OVA/acetate mouse groups. To assess the pathological
changes, the lungs were removed from mice after BALF
collection and fixed via immersion in 4% paraformalde-
hyde. The lobes were sectioned sagittally, embedded in
paraffin, cut into 5-μm sections, and stained with peri-
odic acid-Schiff (PAS). Mucus production and lung in-
flammation were measured as previously described [24].
Goblet cell hyperplasia in the airway epithelium was
evaluated using the following scoring system; a numer-
ical score was determined for the abundance of PAS-
stained cells in the tracheal section as follows: 0, < 5%; 1,
5–25%; 2, 25–50%, 3, 50–75%; and 4, > 75%. Two differ-
ent people blindly analyzed the sections.

Measurement of cytokine production
BALF samples from animals were collected and centri-
fuged at 1200 rpm for 5 min. The supernatants were
stored at − 80 °C for cytokine analysis. Cytokine concen-
trations were assayed using interleukin (IL)-4 and inter-
feron gamma (IFN-γ) ELISA kits (BD Biosciences)
according to the manufacturer’s instructions. All deter-
minations were performed in duplicate.

Determination of OVA-specific IgE, IgG1, and IgG2a
production
Plates were coated with 5 μg/ml of OVA solution in car-
bonate buffer (pH 9.5) at 4 °C overnight. Plates were
washed with a wash buffer (PBS containing 0.05% of
Tween-20) and blocked in assay buffer (PBS containing
10% heat-inactivated fetal bovine serum) for 1 h at room
temperature (RT). Mouse serum samples were diluted in
assay diluent in 1:1000 (v/v) and added to the plates
followed by a 2-h incubation at RT. The plates were
washed, and peroxidase-conjugated secondary antibodies
were added for 1 h at RT: anti-IgG1-HRP (GeneTex,
USA) diluted 1:20,000 (v/v) in assay diluent or anti-
IgG2a-HRP (GeneTex, USA) diluted 1:5000 (v/v). The
plates were washed, and TMB Substrate Reagent Set
(BD Biosciences) was added and incubated for 30 min at
RT in the dark. The reaction was stopped with the

Casaro et al. Microbiome           (2021) 9:134 Page 3 of 16



addition of 2 N sulfuric acid. Absorbance was acquired
at 450 nm. The values were calculated after subtracting
the absorbance of a well with no serum added (incu-
bated only with assay diluent). The results are presented
in optical density (O.D.) units, and the ratio was calcu-
lated by dividing the respective values, as modified from
[25]. OVA-specific IgE concentrations were assayed
using an ELISA kit (Cayman Chemical).

EPO assay
The eosinophil peroxidase (EPO) assay was used to esti-
mate eosinophil numbers in lung tissue [26, 27]. After
flushing the pulmonary artery with 20 ml of PBS, the left
lung was weighed, chopped, and homogenized in PBS
(5% [wt/vol]) using a tissue homogenizer (PowerGen
125; Fisher Scientific, Pittsburgh, PA, USA). The hom-
ogenate was centrifuged (3000×g for 10 min), and the
red blood cells in the pellet were lysed. Cells were resus-
pended in PBS (pH 7.4) containing 0.5% hexadecyltri-
methylammonium bromide (Sigma-Aldrich). The cell
solution was homogenized, and the homogenates were
subjected to three rounds of freeze/thaw in liquid nitro-
gen. Homogenates were stored at − 20 °C until assayed.
Samples of lung tissue were centrifuged, and the super-
natant was diluted 1:3 in PBS/HTAB. The assay was per-
formed in 96-well plates (Nalge Nunc International Co.,
Naperville, IL). Each sample was tested in triplicate with
the addition of 75 μl of the sample/well, 75 μl of SIGM
AFAST™ OPD substrate (Sigma-Aldrich), and 6.6 mM
hydrogen peroxide in 75mM Tris-HCl, pH 8.0/well. The
reaction was performed at 20 °C for 30 min and was
stopped with a 4-M sulfuric acid solution. Plates were
read at 492 nm on a microplate reader (Titertek Multis-
kan), and the results are given in absorbance units.

Lung function analysis
All animals were anesthetized with ketamine (100mg/
kg, i.p.) and xylazine (20 mg/kg) and paralyzed with pan-
curonium bromide, and a stable depth of anesthesia was
maintained [28]. After tracheostomy, the trachea was
cannulated using a blunt 18-gauge metal tube, and the
mouse was ventilated using a computer-controlled
small-animal ventilator (flexiVent; SCIREQ, Montreal,
QC, Canada) and a tidal volume of 10 ml/kg and a re-
spiratory frequency of 150 breaths/min. A positive end-
expiratory pressure (PEEP) of 2 cm H2O was applied
throughout. An external jugular vein was isolated for an
intravenous (i.v.) infusion of methacholine (MCh). At
the outset, 6 μg of MCh was provided intravenously to
ensure that the animal was responsive to MCh and that
airway resistance returned to the baseline value after the
MCh-induced increase, which indicated that the mouse
was in a stable physiological condition. To obtain a
dose-response curve, a bolus of MCh was injected

starting at a dose of 4 μg (200 μg/ml solution in PBS; i.v.
boluses of 10–40 μl). Prior to each MCh dose, the expira-
tory path was obstructed for 15 s to produce a deep infla-
tion, after which exhalation was immediately allowed.
Ventilation was continued for approximately 2min be-
tween consecutive MCh doses. Airway responsiveness was
equal to the Newtonian resistance (Rn) [28].

Flow cytometry
Mouse Treg cells were collected from the BALF and an-
alyzed for CD4+ CD25+ Foxp3+ expression using a
mouse Treg cell staining kit containing APC-labeled
anti-CD4, PE-labeled anti-CD25, and FITC-labeled anti-
Foxp3 (eBioscience) according to the manufacturer’s in-
structions. Briefly, prepared cells (1 × 106) were washed
via centrifugation with cold PBS, resuspended in 1 ml of
fixation/permeabilization solution, and incubated in the
dark at 4 °C for 30–60min. The cells were washed once
with 2 ml of permeabilization buffer, collected via centri-
fugation, resuspended in 20 ml of blocking agent with 2
ml of 2% normal rat serum in permeabilization buffer,
and incubated at 4 °C for 15 min. A fluorochrome-
conjugated antibody or isotype control in 20-ml
permeabilization buffer was added, followed by incuba-
tion in the dark at 4 °C for 30 min. The cells were
washed with 2 ml of permeabilization buffer, resus-
pended in flow cytometry buffer (PBS with 2% FBS), and
analyzed using a FACSCanto II cytometer (BD Bio-
science, San Diego, CA, United States). The data were
analyzed using the FlowJo® software.

SCFAs measurement
To measure short-chain fatty acids (SCFAs) in the
serum, 20mg of sodium chloride, 10 mg of citric acid,
20 μl of 1M hydrochloric acid, and 100 μl of butanol
were added to 100 μl of serum samples. To quantify
SCFAs, a calibration curve for the concentration range
of 0.015–1 mg/ml was constructed. SCFA measurements
were performed following a recently published protocol
[29]. Chromatographic analyses were performed using
an Agilent 6850 system with the ExChrom software,
equipped with a 7683B automatic liquid sampler, a flame
ionization detector (FID) (Agilent Technologies, USA),
and a fused-silica capillary RTX WAX (Restec Corpor-
ation, USA) with dimensions of 60 mm × 0.25 mm in-
ternal diameter (i.d.) coated with a 0.15-μm-thick layer
of polyethylene glycol. The initial oven temperature was
100 °C (hold 2 min), which was increased to 200 °C at a
rate of 15 °C/min (hold 5 min). The FID temperature
was maintained at 260 °C, and the flow rates of H2, air,
and the make-up gas N2 were 35, 350, and 25 ml/min,
respectively. Sample volumes of 1 μl were injected at
260 °C using a split ratio of approximately 25:1. Nitrogen
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was used as the carrier gas at 25 ml/min. The runtime
for each analysis was 12.95 min.

Microbial community profiling
Fecal samples were collected 1 day before the induction
of experimental lung inflammation. Fecal pellets were
collected in a laminar flow hood and frozen in 2-ml
tubes at − 80 °C until DNA extraction. Pellets were
placed in MoBio PowerSoil bead tubes and incubated at
70 °C for 10 min before proceeding with the manufac-
turer’s recommended protocol. The V4–V5 region of
the 16S rRNA gene was amplified using the forward 5′-
AYTGGGYDTAAAGNG-3′ and reverse primer 5′-
CCGTCAATTCNTTTRAGTTT-3′. Three 20-μl ampli-
fication reactions were performed per sample, each con-
taining 2.5 μM of each primer, 10 μl of Kapa Hotstart
High Fidelity Master Mix (Kapa Technologies), and 25
ng of genomic DNA (gDNA). Thermocycling conditions
were 95°C for 3 min, 98°C for 15 s, and 40°C for 30 s for
35 cycles. This cycle was followed by a last extension
step at 72°C for 5 min. Equimolar amounts of barcoded
amplicons from each sample were pooled and sequenced
on the Ion Torrent PGM platform using the Ion PGM
Sequencing 400 Kit (Thermo Scientific). We used the
split_libraries.py script available in Qiime [30] and re-
moved the sequences with an average quality score < 20
using a 50-nt sliding window and identified the barcodes
used for each fecal sample allowing a maximum of two
mismatches. Sequences with no barcodes and < 200 nt
or > 500 nt after barcode removal were discarded. PCR
primers identified at the start or end of the reads, allow-
ing a maximum of 4 nt mismatches, were trimmed, and
sequences with no identifiable primers were discarded.
After primer trimming, we removed all sequences < 200
nt, and the remaining sequences were used as input for
downstream analysis. Filtered sequences were clustered
with 97% identity using UPARSE [31]. The seed se-
quence of each cluster was selected as a representative.
Taxonomy was assigned by the RDP classifier [32] using
a minimum confidence value of 80%. Due to unequal se-
quence sampling depths across samples, samples were
normalized using rarefaction. Pairwise UniFrac [33] and
Faith’s phylogenetic diversity [34], two metrics that com-
pare the relative relatedness of microbial communities
considering taxonomic proximity, were calculated by
aligning operational taxonomic unit (OTU)-representa-
tive sequences using PyNAST [30] against the aligned
greengenes core set [35] using Qiime [30] default param-
eters. The alignments were lane-mask filtered to con-
struct a phylogenetic tree using FastTree [36].

Statistical analysis
Descriptive statistics were performed using GraphPad
Prism 7 (GraphPad Software, USA). The data are

presented as the means ± SEM (standard error of the
mean). Student’s t-test and ANOVA followed by Tukey’s
multiple comparisons post hoc test were used for com-
parisons of 2 and 3 or more groups, respectively. A value
of p ≤ 0.05 was considered significant. For microbiota
statistical analysis, we used ANCOM-BC (v.1.0.1) [37]
with the default parameters and a library size cutoff of
1000 reads and no structural zero detection. We
assessed interactions between variables using the R
limma [38] package and associations in microbial com-
munity structure with the analysis of similarities (ANO-
SIM) function available in the vegan R package.

Results
Preventive effects of oral Bifidobacterium longum 51A

supplementation on OVA-induced allergic airway
inflammation in A/J mice
In a previous work, we showed that B. longum 51A is an
important acetate producer which confers anti-
inflammatory effects on the host. Low levels of SCFAs,
especially acetate, have been associated with allergic dis-
ease [21]. We measured three SCFAs, acetate, propion-
ate, and butyrate, in the Bifidobacterium longum 51A

culture medium [39]. Our analysis indicated that acetate
was the only SCFA that could be quantified in the bac-
terial medium, with no measurable levels of propionate
or butyrate [39]. Thus, mice were treated with probiotic
and post-biotic (acetate) to investigate the mechanisms
by which the probiotic was acting in the host.
Allergic airway inflammation was induced via OVA

sensitization in A/J mice. Experimental groups included
animals that received a Bifidobacterium probiotic (Prob)
or sodium acetate throughout the experimental period,
and controls received saline (Fig. 1A). Airway hyperreac-
tivity (AHR) is a hallmark of asthma. Therefore, we
quantified the respiratory burst of Newtonian resistance
(Rn) in response to intravenous MCh 24 h after the last
re-exposure to the OVA challenge. Compared to the
control condition, OVA-induced lung inflammation in-
creased AHR (Fig. 1B). A/J mice received Bifidobacter-
ium longum 51A (OVA/Prob) or saline solution (OVA/
Saline) via gavage beginning 15 days before the induction
of OVA-mediated inflammation until the end of the
protocol (Fig. 1A). Compared to the mice that received a
saline solution, mice that received Bifidobaterium
longum 51A showed decreased AHR (Fig. 1B). We mea-
sured the levels of acetate in serum using gas chroma-
tography. Probiotic-supplemented mice showed
increased acetate levels in the serum compared to non-
treated mice (Fig. 1C).
We also observed increased leukocyte infiltration in

BALF in the OVA group, which had a predominance of
eosinophilia (Fig. 1D) and mucus overproduction (Fig.
1I). Mice that received the probiotic exhibited reduced
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Fig. 1 (See legend on next page.)
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cellular infiltration in the airways (Fig. 1D), primarily due
to decreased eosinophil infiltration and increased mono-
nuclear cells (Fig. 1D). To investigate the mechanism of
probiotic modulation of lung inflammation, we inactivated
the probiotic bacteria and examined whether the benefi-
cial effect was viability-dependent. Oral administration of
inactivated Bifidobacterium longum 51A did not reduce
eosinophil infiltration (0.36 ± 0.1995) compared to the
mice that received saline (0.41 ± 0.0798), and the levels of
eosinophil peroxidase (EPO), which is a useful marker of
lung eosinophilic activation (Fig. 1E). These results sug-
gest that the bacteria must be alive to induce the effects.
IL-4 cytokine levels were reduced in the BALF of mice
supplemented with probiotics compared to the mice that
received saline (Fig. 1F). IFN-γ was not detected in the
OVA/saline group, but probiotic treatment induced the
production of this cytokine (Fig. 1F).
OVA-induced IgE serum levels were reduced (Fig.

1G), and IgG2a serum levels were increased in the
OVA/Prob group compared to the OVA/saline group
(Fig. 1G). Because of the increase in mononuclear cells,
we investigated the number of regulatory T (Treg) cells.
Treg cells were more abundant in the lungs of mice in
the OVA/saline group than the mice supplemented with
the probiotic (Fig. 1H). Mucus production by goblet cells
was also reduced in the animals that received the pro-
biotic (Fig. 1K), with reduced mucus score and propor-
tion of PAS-positive stained bronchi (Fig. 1K).
Bifidobacterium longum 51A produces acetate [29], and

its beneficial effect was viability-dependent. Decreased
acetate levels were observed in the serum of A/J mice.
Therefore, we investigated whether the systemic admin-
istration of sodium acetate reduced lung inflammation.
We injected sodium acetate (1 g/kg) intraperitoneally
every other day in A/J mice, which reduced the influx of
total cells and eosinophils (Fig. 1I) in the BALF of the
experimental allergic mice. IL-4 cytokine levels were

reduced in the BALF of mice supplemented with acetate
compared to mice that received saline (Fig. 1J). IFN-γ
was attenuated in the OVA/Acetate group compared to
the OVA/saline group (Fig. 1J). OVA-induced IgE serum
levels did not change with acetate supplementation (Fig.
1J). The mucus score and proportion of PAS-positive-
stained bronchi were also reduced in the animals that re-
ceived acetate (Fig. 1L).
In summary, our data showed that preventive supple-

mentation with the acetate producer probiotic B. longum
51A clearly attenuated allergic airway inflammation and
hyperresponsiveness in A/J mice.

Oral Bifidobacterium longum 51A supplementation did not
prevent OVA-induced allergic airway inflammation in
C57BL/6 mice
We administered the same treatment and induced allergic
lung inflammation with OVA in C57BL/6 mice as de-
scribed in the “Materials and methods” section (Fig. 2A).
Experimental allergic C57BL/6 mice treated with Bifido-
bacterium longum 51A (OVA/Prob) did not exhibit re-
duced AHR compared with C57BL/6 mice in the OVA/
saline group (Fig. 2B). Probiotic-supplemented C57BL/6
mice showed a decreased acetate levels in serum com-
pared to non-treated mice (Fig. 2C). Although the pro-
biotic treatment did not change the total cell infiltration
(Fig. 2D), the inflammation was characterized by an in-
crease in eosinophils and a decrease in neutrophils (Fig.
2D). Probiotic treatment did not change IL-4 and IFN-y
cytokines levels in BALF (Fig. 2E). Probiotic treatment did
not affect IgE-OVA antibody (Fig. 2F) or mucus secretion
(Fig. 2I). Because probiotic supplementation did not im-
prove eosinophilic lung inflammation in the C57BL/6
mice, we performed a complementary experiment in
which the C57BL/6 mice were fed a high-fiber diet to in-
vestigate the effects of this diet on allergic inflammation
(Fig. S1). Dietary fiber is associated with beneficial effects

(See figure on previous page.)
Fig. 1 Oral acetate-producing bacteria prevent airway inflammation in A/J mice. a Schematic representation of the OVA-inducing airway
inflammation protocol and Bifidobacterium longum 51A (BL51A, Prob) or acetate administration in A/J mice. b Measurement of airway
hyperresponsiveness (AHR) as assessed by Newtonian airway resistance (Rn) to increasing doses of methacholine in the OVA/saline, OVA/Prob,
naive/saline, and naive/Prob groups (n = 4–7). c Levels (mmol/l) of acetate in the serum of the saline and Prob-naive groups (n = 4-8). #Acetate
measurement 24 h before sensitization. d Total and differential (Eos, eosinophils; Neut, neutrophils; Mono, mononuclear) number of cells in the
bronchoalveolar lavage (BALF) of the OVA/saline and OVA/Prob groups (n = 4–5 mice per group). e Levels (pg/ml) of eosinophilic peroxidase
(EPO) in lung tissue of the OVA/saline, OVA/Prob, and OVA/Prob-inactivated (inact) groups (n = 4–9). f Levels (pg/ml) of interleukin (IL)-4 and
interferon (INF)-γ in the BALF of the OVA/saline and OVA/Prob groups (n = 4–6 mice per group). g Total amount of OVA-specific IgE, IgG1, and
IgG2a in the serum of the OVA/saline and OVA/Prob groups (n = 5). h Percentage of positive Treg cells (CD4+/CD25+/FoxP3+) in the BALF of the
OVA/saline and OVA/Prob groups (n = 4–6). i Total and differential (Eos, eosinophils; Neut, neutrophils; Mono, mononuclear) number of cells in
the BALF of the OVA/saline and OVA/acetate groups (n = 4–6). j Levels (pg/ml) of interleukin (IL)-4 and (INF)-γ in the BALF of the OVA/saline and
OVA/acetate groups (n = 4–6). k PAS-stained formalin-fixed histological sections of the lungs of the OVA/saline and OVA/Prob groups; scale bar
represents 50 μm (×200 magnification, one representative of at least five), relative score and proportion of PAS-positive bronchi. l PAS-stained
formalin-fixed histological sections of the lungs of the OVA/saline and OVA/acetate groups; scale bar represents 50 μm (×200 magnification, one
representative of at least five), relative score and proportion of PAS-positive bronchi. The results are shown as mean ± SEM. Statistical significance
was determined using Student’s t-test and ANOVA (with Tukey post-test) where appropriate (*p < 0.05, **p < 0.01, ***p < 0.001. ND, not
detected). Data represent two independent experiments
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Fig. 2 Oral acetate-producing bacteria do not prevent airway inflammation in C57BL/6 mice. a Schematic representation of the OVA-inducing
airway inflammation protocol and Bifidobacterium longum 51A (BL51A, Prob) or acetate administration in C57BL/6 (C57BL/6) mice. b Measurement
of airway responsiveness (AHR) as assessed by Newtonian airway resistance (Rn) to increasing doses of methacholine in the OVA/saline, OVA/
Prob, naive/saline, and naive/Prob groups (n = 4–5). c Levels of acetate (mmol/l) in the serum of the saline and Prob-naive groups (n = 3).
#Acetate measurement 24 h before sensitization. d Total and differential (Eos, eosinophils; Neut, neutrophils; Mono, mononuclear) number of cells
in the bronchoalveolar lavage (BALF) of the OVA/saline and OVA/Prob groups (n = 4–5 mice per group). e Levels (pg/ml) of interleukin (IL)-4 and
interferon (INF)-γ in the BALF of the OVA/saline and OVA/Prob groups (n = 4–5 mice per group). f Total amount of OVA-specific IgE, IgG1, and
IgG2a in the serum of the OVA/saline and OVA/Prob groups (n = 4–5). g Total and differential (Eos, eosinophils; Neut, neutrophils; Mono,
mononuclear) number of cells in the BALF of the OVA/saline and OVA/acetate groups (n = 5). h Levels (pg/ml) of interleukin (IL)-4 and interferon
(INF)-γ in the BALF and OVA-specific IgE in the serum of the OVA/saline and OVA/acetate groups (n = 5). i PAS-stained formalin-fixed histological
sections of the lungs of the OVA/saline and OVA/Prob groups; scale bar represents 50 μm (×200 magnification, one representative of at least five),
relative score and proportion of PAS-positive bronchi. j PAS-stained formalin-fixed histological sections of the lungs of the OVA/saline and OVA/
acetate groups; scale bar represents 50 μm (×200 magnification, one representative of at least five), relative score and proportion of PAS-positive
bronchi. The results are shown as mean ± SEM. Statistical significance was determined using Student’s t-test and ANOVA (with Tukey post-test)
where appropriate (**p < 0.01). Data represent two independent experiments. See also Figure S1
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on inflammatory bowel diseases and diseases outside the
intestine and may be more effective in the regulation of
the immune system [40–42]. We used citrus pectin as a
soluble dietary fiber that is fermented by certain species of
gut bacteria, which leads to acetate production. C57BL/6
mice were given a standard diet (control diet) or a diet
with a high fiber content (high-fiber diet) (Fig. S1). We ex-
posed mice to the diet for 15 days before inducing inflam-
mation with OVA throughout the duration and at the end
of the protocol. The fiber diet did not reduce AHR (Fig.
S1B), inflammatory lung parameters (Fig. S1C), IL-4 and
IFN-y cytokines (Fig. S1D), IgE-OVA antibodies (Fig.
S1E), or mucus secretion (Fig. S1F).
Although probiotic supplementation did not reduce al-

lergic airway inflammation in C57BL/6 mice, we investi-
gated whether the administration of sodium acetate
modulated inflammation in this strain. Sodium acetate
did not improve the total cell infiltrate in C57BL/6 mice
(Fig. 1G) and did not change IL-4 and IFN-y cytokine
levels (Fig. 2H), IgE-OVA antibodies (Fig. 2H), or mucus
secretion (Fig. 2J) compared to OVA/saline treatment.
In summary, our data showed that the preventive sup-
plementation of the acetate producer probiotic B.
longum 51A did not prevent allergic airway inflammation
in C57BL/6 mice, which was observed in A/J mice.

Strain-specific effects of probiotic administration on the
gut microbiota
We performed fecal bacterial community profiling to in-
vestigate the influence of probiotic supplementation on
gut bacterial communities of A/J and C57BL/6 mice
(Fig. 3). We found a greater phylogenetic diversity in
C57BL/6 mice compared to A/J (p = 0.016, Wilcoxon
rank-sum test), and C57BL/6 probiotic-administered
mice had a significant decrease in diversity (p = 0.008,
Wilcoxon rank-sum test) (Fig. 3A). Community struc-
ture differed significantly between A/J and C57BL/6 con-
trol mice (R2 = 0.46, p = 0.001, ADONIS). Probiotic
administration was significantly associated with differ-
ences in microbial communities (R2 = 0.16, p = 0.001,
ADONIS) and showed a combined effect with mouse
strain on the overall community structure (interaction
strain-probiotic R2 = 0.13, p = 0.002) (Fig. 3B). Probiotic
administration led to an increased abundance of Lach-
nospiraceae and Akkermansia in both strains. The bac-
terial genus Akkermansia was not detected in either
naive mouse strains, but it increased after probiotic ad-
ministration, with a greater effect size in A/J mice (6.5 in
A/J vs. 0.97 in C57BL/6, Cohen’s D), and showed a com-
bined effect between mouse strain and probiotic admin-
istration (interaction strain-probiotic adjusted p-value <
0.001). C57BL/6 probiotic administered mice exhibited a
significant increase in a number of genera, including
Coporoccus, Ruminococcus, Allobaculum, and

Bifidobacterium, and a decrease in Lactobacillus, Sutter-
ela, and rc4-4. Probiotic-administered A/J mice had an
increased abundance of Clostridium, Eubacterium, Muri-
baculaceae, and Oscillospira (Fig. 3C). Overall, these re-
sults indicate strain-specific changes in the gut
microbiota after probiotic administration.

A/J embryo implantation in C57BL/6 mothers led to a
similar gut microbiota profile and allergic airway
inflammation to C57BL/6 offspring
To better understand the relevance of microbial com-
position colonization to the development of allergic dis-
eases, we implanted a female C57BL/6 mouse with A/J
embryos to naturally modulate the microbial compos-
ition of A/J mice, and the fecal gut microbiome of the
offspring was profiled 6 weeks after birth (Fig. 4A). A/J-
transplanted mice exhibited increased phylogenetic di-
versity compared to A/J mice, but this diversity was
lower than the C57BL/6 mice (Fig. 4B). We found that
the gut microbial communities of A/J-transplanted mice
were more similar to C57BL/6 mice than their genetic-
ally similar counterparts (p = 0.002, Wilcoxon rank-sum
test) (Fig. 4C).
We assessed whether allergic lung inflammation dif-

fered due to the differences in the environment by indu-
cing allergic lung inflammation with OVA in the
transplanted A/J mice and A/J and C57BL/6 mice (Fig.
4A). Compared to non-transplanted A/J mice, trans-
planted A/J mice exhibited reduced cellular infiltration
in the airways (Fig. 4D), primarily due to decreased eo-
sinophilic infiltration and mononuclear cells, similar to
C57BL/6 mice. Similar levels of IL-4 and IFN-γ cyto-
kines were observed in the BALF of C57BL/6 mice and
transplanted A/J mice, and these cytokines were in-
creased in A/J mice compared to transplanted A/J mice
and C57BL/6 mice (Fig. 4E). These observations suggest
that the environment significantly influenced the gut
microbiota, which may lead to the differences in the al-
lergic airway inflammation phenotype.

Discussion
Genetic predisposition to complex diseases partially
manifests as an inclination to aberrant patterns of mi-
crobial colonization, which contributes to disease pro-
cesses [43]. Allergic inflammation is related to gut
microbiota dysbiosis. The gut microbiota is relevant to
allergic airway inflammation, and different strategies
were used to modulate this microbiota, including dietary
supplementation with probiotics [44]. However, few
studies demonstrated that the probiotic effects on aller-
gic disease may be related to host genetics and the
microbiota composition. Our group recently showed
that preventive oral Bifidobacterium adolescentis ATCC
15703 treatment attenuated the major characteristics of
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allergic asthma and eosinophilic airway influx in BALB/c
mice, but not in C57BL/6 mice, but the gut microbiota
was not evaluated in that study [20]. Bifidobacterium is a
potential protective agent against allergic disease, and
we selected a Bifidobacterium probiotic for investigation
[45]. Bifidobacterium longum 51A, which was isolated
from the stool of a healthy child, exerted probiotic

effects on the host [22, 39, 46–49]. Notably, sequencing
of the Bifidobacterium longum 51A genome revealed two
unique genes, Ll51A 1408 and Ll51A 1405, which cor-
respond to a carbohydrate kinase that participates in the
phosphoketolase pathway that is unique to Bifidobacter-
ium and may be involved in acetate production (unpub-
lished data). We observed that the administration of the
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same probiotic, Bifidobacterium longum 51A, to two
mouse strains induced different changes in the micro-
biota composition and acetate levels in the serum and
had adverse effects on lung inflammation. Bifidobacter-
ium longum 51A administration in A/J mice decreased
airway eosinophilic infiltration and reduced bronchial re-
sponsiveness and OVA-specific IgE production. These
effects were dependent on live bacteria because airway
inflammation was not changed when the bacteria were
inactivated. Notably, supplementation with Bifidobacter-
ium longum 51A in C57BL/6 mice did not prevent exac-
erbated eosinophilic airway inflammation. The
prevention of eosinophilic inflammation in A/J mice by
probiotics was associated with increased levels of acetate
in the plasma. We demonstrated that Bifidobacterium
longum 51A was a producer of acetate [39], and its bene-
ficial probiotic effect in A/J mice was at least partially
due to acetate production, because inactivated bacteria
did not affect airway inflammation. Acetate is an SCFA
known that acts via two main mechanisms: signaling via

G-protein-coupled receptors (GPCRs), such as GPR43,
GPR41, and GPR109A, and inhibition of histone deace-
tylases (HDACs), which affects gene transcription [42].
Both of these mechanisms inhibit nuclear factor kappa B
(NF-кB) activity, which leads to anti-inflammatory ef-
fects, including decreased neutrophil migration, de-
creased proinflammatory cytokine production, and
increased Treg cells [50]. We found that probiotic treat-
ment of allergic A/J mice did not increase Treg cell
levels, which may be because airway eosinophilia was
already resolving 24 h after the challenge.
We injected acetate intraperitoneally in A/J and

C57BL/6 mice to examine the systemic acetate effect.
The intraperitoneal administration of acetate in A/J mice
decreased allergic airway inflammation but did not im-
pact C57BL/6 mice. The effect of acetate in drinking
water on airway inflammation was demonstrated in
C57BL/6 mice [12, 42], but the effect of acetate i.p. ad-
ministration on allergic airway inflammation is poorly
described.

Fig. 4 A/J embryo implantation in C57BL/6 mothers resulted in experimental allergic airway inflammation similar to C57BL/6 offspring. a
Schematic representation of the embryo transfer and OVA-inducing airway inflammation protocol. b Phylogenetic diversity in mice. Error bars
represent the standard error, and differences between the means were assessed using the Wilcoxon rank-sum test. c Microbial community
variance (R2) explained by variables. All values were calculated using Adonis with 999 permutations on unweighted UniFrac distances. d Total and
differential (Eos, eosinophils; Neut, neutrophils; Mono, mononuclear) number of cells in the bronchoalveolar lavage (BALF) of the A/J, C57BL/6,
and A/J transplanted OVA groups (n = 3–5). e Levels of (pg/ml) of interleukin (IL)-4 and interferon (INF)-γ in the BALF of the A/J, C57BL/6, and A/J
transplanted OVA groups (n = 3–5). The results are shown as mean ± SEM. ANOVA test (with Tukey post-test) was used. *p < 0.05, **p < 0.01,
****p < 0.0001
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The different outcomes of probiotic administration in
this paper may be explained by the differences in naive
gut microbiota between mouse strains. A/J mice showed
a different microbiota than C57BL/6 mice, especially in
diversity. Mice with a resistant microbiota have a more
robust microbial structure and exhibit less susceptibility
to changes induced by probiotics than permissive micro-
biota [51]. The composition of the gut microbiota in
C57BL/6 mice had greater diversity than A/J mice.
Therefore, probiotic administration modulates micro-
biota diversity differently in various mouse strains. Not-
ably, probiotic treatment reduced diversity in C57BL/6
mice but not in AJ mice, and the reduced diversity in
C57BL/6 mice was associated with decreased levels of
acetate in the serum. A/J mice also had more pro-
nounced Th2 inflammation than C57BL/6 mice. Con-
sistent with these findings, previous studies reported an
association between lower microbiota diversity during
the first month of life and asthma development at 7
years of age [52–54]. High levels of four genera, Lach-
nospira, Veillonella, Faecalibacterium, and Rothia, in the
stool at 3 months of age were associated with the devel-
opment of early asthma or allergy symptoms [55]. Pro-
biotic treatment increased some bacteria in different
manners in A/J mice and C57BL/6 mice in the present
study. Akkermansia was increased in A/J mice, and
C57BL/6 mice exhibited increased Alistipes and de-
creased Lactobacillus after probiotic treatment. Akker-
mansia-like spp. belong to the Verrucomicrobia family
and are present in approximately 3% of healthy individ-
uals. This family strengthened the gut barrier function in
mice [56]. One study showed that feeding mice a fiber-
free diet caused damage to the mucus barrier because
Akkermansia muciniphila and other bacteria switched
their metabolism from fiber degradation to mucus gly-
can degradation. Notably, A. muciniphila also produced
acetate and propionate [57, 58]. A. muciniphila was de-
creased in patients with ulcerative colitis and Crohn’s
disease [59] and exerted anti-inflammatory effects via its
metabolites, which control genes that regulate bowel
function, especially in host intestinal epithelial cells. The
abundance of A. muciniphila was also inversely associ-
ated with body fat mass and glucose intolerance in mice
[60]. Reduced A. muciniphila and Faecalibacterium
prausnitzii levels in the gut microbiota were associated
with allergic asthma in children [61]. Higher levels of
Alistipes were found in C57BL/6 mice after probiotic
treatment. Published findings on the associations be-
tween Alistipes and inflammation and allergic disease
are rare. However, a previous study showed that genetic
iTreg cell-deficient mice (background C57BL/6) spon-
taneously developed Th2-type pathologies in the local
mucosa, such as the gastrointestinal tract and lungs.
This deficiency of iTreg cells in the lungs induced

characteristics of allergic inflammation and asthma. The
gut microbiota of the iTreg-deficient mice was also al-
tered, with an increase in the phylum TM7 and the
genus Alistipes and a decrease in the ratio of Firmicutes
to Bacteroidetes [62]. High levels of Alistipes were also
present in tumor-bearing mice [63] and colorectal car-
cinogenesis [64]. Another finding of our study was that
C57BL/6 mice had more Lactobacillus in the gut than A/J
mice, but probiotic treatment decreased the levels of these
bacteria. Lactobacillus increases Treg cells, which is im-
portant for allergic resolution [21, 65]. Lactobacillus sup-
plementation temporarily modified delayed gut
microbiota development in high-risk asthmatic infants
[66].
To naturally change the gut microbiota composition

and diversity in A/J mice, we implanted a female
C57BL/6 mouse with A/J embryos. We observed that
genetic background was not sufficient to determine the
intensity of allergic airway inflammation in inbred
mouse strains because transplanted A/J mice developed
allergic airway inflammation similar to C57BL/6 mice
and not like non-transplanted A/J mice. Transplanted
A/J mice exhibited a gut microbiota composition and di-
versity that was similar to C57BL/6 mice, a gestational
surrogate strain. We used the embryo transfer method
to transfer microbiota because the pups generated are
exposed to the maternal microbiota during gestation and
immediately at birth and acquire microbial communities
via natural means. C57BL/6 to C57BL/6 implantation
was not performed because previous studies showed that
shifts in the microbiota and immune parameters oc-
curred in offspring that were embryo-transferred to sur-
rogate dams of a different genotype but not the same
genotype [67, 68]. Taken together, these results suggest
that the gut microbiota composition, especially gut
microbiota diversity in early life, has a relevant effect on
experimental allergic airway inflammation in inbred
mouse strains and overcomes genetic factors related to
allergic inflammation. The embryo transfer experiment
showed that early life events were important in micro-
biota formation. Many studies indicated that early life
events, such as delivery and breastfeeding, played a fun-
damental role in microbiota formation and influenced
health and disease [43, 69]. The fetal gut was long as-
sumed to be sterile, with colonization occurring only at
delivery [13]. Although controversial, the idea that
microbiota colonization starts in utero was recently de-
scribed with the apparent identification of low-
abundance bacteria in fetal membranes, amniotic fluid,
and placental tissue [70–73]. The postpartum period, in-
cluding breastmilk feeding, is very relevant to microbiota
formation [74]. One study used a large murine intercross
model in which the genetic background was systematic-
ally evaluated, and environmental factors were
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controlled and showed that host genetic control shaped
individual microbiome diversity in mammals [43]. Not-
ably, another study implanted a female BDF1 mouse
with three Agouti (Ag) and three C57BL/6 embryos and
analyzed fecal samples from the offspring and mother at
weekly intervals following weaning (3 weeks of age) until
10 weeks. This study found dendrogram concordance in
excess of 93% for gut microbiota [75].
Person-specific variations in microbiome composition

and function contribute to the variability in glycemic re-
sponses to a variety of foods [76] and synthetic food

supplements [77]. Some studies showed differences in
disease outcomes between mice of the same strain but
from different mouse facilities or vendors. Two inde-
pendent studies recently demonstrated that gut micro-
biota reconciled different responses to immune
checkpoint inhibitors in mouse models of melanoma,
and tumor growth varied depending on whether the
mice were obtained from The Jackson Laboratory or
Taconic vendors. These mice had the same genetic back-
ground (C57BL/6) but distinct microbial compositions.
Tumors grew slower and responded more robustly to

Fig. 5 Schematic representation of the effect of Bifidobacterium longum 51A administration and embryo transfer on experimental allergic airway
disease in A/J and C57BL/6
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anti-PD-L1 immunotherapy in JAX mice than Taconic
mice. Fecal microbiota transplantation from JAX donors
to Taconic recipients enhanced the anti-PD-L1 tumor
efficacy [78]. The authors identified Bifidobacterium as a
crucial agent for mediating anti-PD-L1 efficacy by alter-
ing dendritic cell activity that enhanced CD8-positive T
cell responses to destroy tumors [78]. A/J and C57BL/6
mice in other mouse facilities may have different micro-
biota and respond differently to Bifidobacterium longum
51A, acetate, and diet.

Conclusion
Our data showed that (a) the use of the same probiotic
induced different changes in gut microbiota, which cor-
related with the host gut microbiota, but that these
changes may not always have positive implications for
health, and adverse effects may occur, and (b) the micro-
biota composition was very relevant to the allergic air-
way inflammation phenotype (Fig. 5). Therefore, the
indiscriminate use of probiotics should be reconsidered
because the effects of these products are dependent on
host-related parameters, such as the resident gut
microbiota.
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Additional file 1:. Figure S1. High-fiber diet do not prevent airway in-
flammation in B6 mice. (A) Schematic representation of the OVA-inducing
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Measurement of airway responsiveness (AHR) as assessed by Newtonian
airway resistance (Rn) to increasing doses of methacholine in Control diet
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and differential (Eos: eosinophils; Neut: neutrophils; Mono: mononuclear)
number of cells in the bronchoalveolar lavage (BALF) of OVA/Control Diet
and OVA/High-fiber Diet groups (n=3-5 mice per group); (D) Concentra-
tions (pg/ml) of interleukin (IL)-4 and interferon (INF)-γ in the BALF of
OVA/Control Diet and OVA/High-fiber Diet groups (n=4-5); (E) Total
amount of OVA-specific IgE in the serum of OVA/Control Diet and OVA/
High-fiber Diet groups (n=5); (F) Representative PAS-stained bronchial
structure of OVA/Control Diet and OVA/High-fiber Diet groups, scale bar
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differentially abundant bacterial genera found between naive and pro-
biotic administered mice. Figure S3. Principal component analysis (PCoA)
on UnWeighted UniFrac distances.

Acknowledgements
Not applicable.

Authors’ contributions
CMF and MBC conceived and designed the project, performed the
experiments, analyzed the data, and wrote the manuscript. CMF, MBC, EM,
CF, WRR, ARC, GMM, and BB performed/assisted with experiments. WRR and
CF performed the analyses using GC-FID. AMT, ED-N, and JCS performed the
microbiota analyses. ATFB performed the embryo transfer. CMF, FAO, WT-L,
ASN, MPAM, ATV, FSM, RC, and NOSC contributed reagents, materials, and
analysis tools. The authors read and approved the final manuscript.

Funding
This study was funded by the São Paulo Research Foundation (FAPESP),
grant #2012/50410-8 and #2019/12324-1 to CMF and #2016/13496-2 to MBC
fellowship, Coordenação de Aperfeiçoamento de Pessoal de Nível Superior
(CAPES) - Finance Code 001, and Conselho Nacional de Desenvolvimento
Científico e Tecnológico (CNPq).

Availability of data and materials
Supporting information is available online in association with this paper.
Sequences were uploaded to the NCBI’s Sequence under accession number
PRJNA669826 (fecal samples).

Declarations

Ethics approval and consent to participate
The Institutional Animal Care and Use Committee from the Institute of
Biomedical Sciences, University of São Paulo, approved all the procedures
under the protocol 181/02.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1Department of Pharmaceutics Sciences, Institute of Environmental,
Chemistry and Pharmaceutical Sciences, Universidade Federal de São Paulo,
R. São Nicolau, 210, Diadema, SP 09913-03, Brazil. 2Department CIBIO,
University of Trento, Trento, Italy. 3Medical Genomics Laboratory, CIPE/A.C.
Camargo Cancer Center, São Paulo, Brazil. 4Department of Biochemistry,
Institute of Chemistry, Universidade de São Paulo, São Paulo, Brazil. 5Center
for Mathematics, Computing and Cognition (CMCC), Federal University of
ABC – UFABC, São Bernardo do Campo, SP, Brazil. 6Department of Clinical
Analyses, Universidade Federal do Paraná, Curitiba, Brazil. 7Department of
Medical Clinic, Faculty of Medicine, University of São Paulo, São Paulo
01246-903, Brazil. 8Department of Immunology, Institute of Biomedical
Sciences, Universidade de São Paulo, São Paulo, Brazil. 9Department of
Microbiology, Institute of Biomedical Sciences, University of São Paulo, São
Paulo, SP, Brazil. 10Department of Microbiology, Institute of Biological
Sciences, Federal Universidade de Minas Gerais, Belo Horizonte, Brazil.
11Department of Biochemistry and Immunology, Biological Science Institute,
Federal University of Minas Gerais, Belo Horizonte, Brazil. 12Department of
Pathology, School of Veterinary Medicine and Animal Science, Universidade
de São Paulo, São Paulo, Brazil. 13Department of Pharmacology, Institute of
Biomedical Sciences I, Universidade de São Paulo, São Paulo, Brazil.
14Interdisciplinary Post-Graduate Program in Health Sciences, Cruzeiro do Sul
University, São Paulo, Brazil. 15Laboratory of Neurosciences (LIM-27), Institute
of Psychiatry, Medical School, Universidade de São Paulo, São Paulo, Brazil.

Received: 12 March 2021 Accepted: 20 April 2021

References
1. Pembrey L, Barreto ML, Douwes J, Cooper P, Henderson J, Mpairwe H, et al.

Understanding asthma phenotypes: the World Asthma Phenotypes (WASP)
international collaboration. ERJ Open Res. 2018;4(3).

2. Hamilton D, Lehman H. Asthma phenotypes as a guide for current and
future biologic therapies. Clin Rev Allergy Immunol. 2020;59(2):160–74.
https://doi.org/10.1007/s12016-019-08760-x.

3. Pavord ID, Hanania NA. Controversies in allergy: should severe asthma with
eosinophilic phenotype always be treated with anti-IL-5 therapies. J Allergy
Clin Immunol Pract. 2019;7(5):1430–6. https://doi.org/10.1016/j.jaip.2019.03.
010.

4. Wills-Karp M, Ewart SL. The genetics of allergen-induced airway
hyperresponsiveness in mice. Am J Respir Crit Care Med. 1997;156(4 Pt 2):
S89–96. https://doi.org/10.1164/ajrccm.156.4.12-tac-3.

5. Whitehead GS, Walker JK, Berman KG, Foster WM, Schwartz DA. Allergen-
induced airway disease is mouse strain dependent. Am J Physiol Lung Cell
Mol Physiol. 2003;285(1):L32–42. https://doi.org/10.1152/ajplung.00390.2002.

Casaro et al. Microbiome           (2021) 9:134 Page 14 of 16

https://doi.org/10.1186/s40168-021-01081-2
https://doi.org/10.1186/s40168-021-01081-2
https://doi.org/10.1007/s12016-019-08760-x
https://doi.org/10.1016/j.jaip.2019.03.010
https://doi.org/10.1016/j.jaip.2019.03.010
https://doi.org/10.1164/ajrccm.156.4.12-tac-3
https://doi.org/10.1152/ajplung.00390.2002


6. Zhang Y, Lamm WJ, Albert RK, Chi EY, Henderson WR Jr, Lewis DB. Influence
of the route of allergen administration and genetic background on the
murine allergic pulmonary response. Am J Respir Crit Care Med. 1997;155(2):
661–9. https://doi.org/10.1164/ajrccm.155.2.9032210.

7. De Sanctis GT, Merchant M, Beier DR, Dredge RD, Grobholz JK, Martin TR,
et al. Quantitative locus analysis of airway hyperresponsiveness in A/J and
C57BL/6J mice. Nat Genet. 1995;11(2):150–4. https://doi.org/10.1038/ng1
095-150.

8. Ewart SL, Kuperman D, Schadt E, Tankersley C, Grupe A, Shubitowski DM,
et al. Quantitative trait loci controlling allergen-induced airway
hyperresponsiveness in inbred mice. Am J Respir Cell Mol Biol. 2000;23(4):
537–45. https://doi.org/10.1165/ajrcmb.23.4.4199.

9. von Mutius E. Gene-environment interactions in asthma. J Allergy Clin
Immunol. 2009;123(1):3–11; quiz 12-13. https://doi.org/10.1016/j.jaci.2008.10.
046.

10. Kauffmann F, Demenais F. Gene-environment interactions in asthma and
allergic diseases: challenges and perspectives. J Allergy Clin Immunol. 2012;
130(6):1229–40; quiz 1241-1222. https://doi.org/10.1016/j.jaci.2012.10.038.

11. Kim YG, Udayanga KG, Totsuka N, Weinberg JB, Nunez G, Shibuya A. Gut
dysbiosis promotes M2 macrophage polarization and allergic airway
inflammation via fungi-induced PGE(2). Cell Host Microbe. 2014;15(1):95–
102. https://doi.org/10.1016/j.chom.2013.12.010.

12. Maslowski KM, Vieira AT, Ng A, Kranich J, Sierro F, Yu D, et al. Regulation of
inflammatory responses by gut microbiota and chemoattractant receptor
GPR43. Nature. 2009;461(7268):1282–6. https://doi.org/10.1038/nature08530.

13. Penders J, Thijs C, van den Brandt PA, Kummeling I, Snijders B, Stelma F,
et al. Gut microbiota composition and development of atopic
manifestations in infancy: the KOALA Birth Cohort Study. Gut. 2007;56(5):
661–7. https://doi.org/10.1136/gut.2006.100164.

14. De Filippo C, Cavalieri D, Di Paola M, Ramazzotti M, Poullet JB, Massart S,
et al. Impact of diet in shaping gut microbiota revealed by a comparative
study in children from Europe and rural Africa. Proc Natl Acad Sci U S A.
2010;107(33):14691–6. https://doi.org/10.1073/pnas.1005963107.

15. Noval Rivas M, Crother TR, Arditi M. The microbiome in asthma. Curr Opin
Pediatr. 2016;28(6):764–71. https://doi.org/10.1097/MOP.0000000000000419.

16. Draper K, Ley C, Parsonnet J. Probiotic guidelines and physician practice: a
cross-sectional survey and overview of the literature. Benefic Microbes.
2017;8(4):507–19. https://doi.org/10.3920/BM2016.0146.

17. Besselink MG, van Santvoort HC, Buskens E, Boermeester MA, van Goor H,
Timmerman HM, et al. Probiotic prophylaxis in predicted severe acute
pancreatitis: a randomised, double-blind, placebo-controlled trial. Lancet.
2008;371(9613):651–9. https://doi.org/10.1016/S0140-6736(08)60207-X.

18. Vogel G. Clinical trials. Deaths prompt a review of experimental probiotic
therapy. Science. 2008;319(5863):557.

19. Reeves PG, Nielsen FH, Fahey GC Jr. AIN-93 purified diets for laboratory
rodents: final report of the American Institute of Nutrition ad hoc writing
committee on the reformulation of the AIN-76A rodent diet. J Nutr. 1993;
123(11):1939–51. https://doi.org/10.1093/jn/123.11.1939.

20. Casaro MC, Crisma AR, Vieira AT, Silva GHM, Mendes E, Ribeiro WR, et al.
Prophylactic Bifidobacterium adolescentis ATTCC 15703 supplementation
reduces partially allergic airway disease in Balb/c but not in C57BL/6 mice.
Benefic Microbes. 2018;9(3):465–76. https://doi.org/10.3920/BM2017.0073.

21. Trompette A, Gollwitzer ES, Yadava K, Sichelstiel AK, Sprenger N, Ngom-Bru C, et al.
Gut microbiota metabolism of dietary fiber influences allergic airway disease and
hematopoiesis. Nat Med. 2014;20(2):159–66. https://doi.org/10.1038/nm.3444.

22. Souza TC, Silva AM, Drews JR, Gomes DA, Vinderola CG, Nicoli JR. In vitro
evaluation of Bifidobacterium strains of human origin for potential use in
probiotic functional foods. Benefic Microbes. 2013;4(2):179–86. https://doi.
org/10.3920/BM2012.0052.

23. Kwon HS, Yang EH, Lee SH, Yeon SW, Kang BH, Kim TY. Rapid identification
of potentially probiotic Bifidobacterium species by multiplex PCR using
species-specific primers based on the region extending from 16S rRNA
through 23S rRNA. FEMS Microbiol Lett. 2005;250(1):55–62. https://doi.org/1
0.1016/j.femsle.2005.06.041.

24. Tong J, Bandulwala HS, Clay BS, Anders RA, Shilling RA, Balachandran DD,
et al. Fas-positive T cells regulate the resolution of airway inflammation in a
murine model of asthma. J Exp Med. 2006;203(5):1173–84. https://doi.org/1
0.1084/jem.20051680.

25. Koga MM, Bizzarro B, Sa-Nunes A, Rios FJ, Jancar S. Boosting adaptive
immunity: a new role for PAFR antagonists. Sci Rep. 2016;6(1):39146. https://
doi.org/10.1038/srep39146.

26. Collins PD, Marleau S, Griffiths-Johnson DA, Jose PJ, Williams TJ.
Cooperation between interleukin-5 and the chemokine eotaxin to induce
eosinophil accumulation in vivo. J Exp Med. 1995;182(4):1169–74. https://
doi.org/10.1084/jem.182.4.1169.

27. Silveira MR, Nunes KP, Cara DC, Souza DG, Correa A Jr, Teixeira MM, et al.
Infection with Strongyloides venezuelensis induces transient airway
eosinophilic inflammation, an increase in immunoglobulin E, and
hyperresponsiveness in rats. Infect Immun. 2002;70(11):6263–72. https://doi.
org/10.1128/IAI.70.11.6263-6272.2002.

28. Ferreira CM, Chen JL, Li J, Shimomura K, Yang X, Lussier YA, et al. Genetic
interactions between chromosomes 11 and 18 contribute to airway
hyperresponsiveness in mice. PLoS One. 2012;7(1):e29579. https://doi.org/1
0.1371/journal.pone.0029579.

29. Ribeiro WR. Use of gas chromatography to quantify short chain fatty acids
in the serum, colonic luminal content and feces of mice. Bio-protocol. 2018;
8(22).

30. Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman FD, Costello
EK, et al. QIIME allows analysis of high-throughput community sequencing
data. Nat Methods. 2010;7(5):335–6. https://doi.org/10.1038/nmeth.f.303.

31. Edgar RC. UPARSE: highly accurate OTU sequences from microbial amplicon
reads. Nat Methods. 2013;10(10):996–8. https://doi.org/10.1038/nmeth.2604.

32. Wang Q, Garrity GM, Tiedje JM, Cole JR. Naive Bayesian classifier for rapid
assignment of rRNA sequences into the new bacterial taxonomy. Appl Environ
Microbiol. 2007;73(16):5261–7. https://doi.org/10.1128/AEM.00062-07.

33. Lozupone C, Knight R. UniFrac: a new phylogenetic method for comparing
microbial communities. Appl Environ Microbiol. 2005;71(12):8228–35.
https://doi.org/10.1128/AEM.71.12.8228-8235.2005.

34. Faith DP, Baker AM. Phylogenetic diversity (PD) and biodiversity
conservation: some bioinformatics challenges. Evol Bioinforma. 2006;2.

35. DeSantis TZ, Hugenholtz P, Larsen N, Rojas M, Brodie EL, Keller K, et al.
Greengenes, a chimera-checked 16S rRNA gene database and workbench
compatible with ARB. Appl Environ Microbiol. 2006;72(7):5069–72. https://
doi.org/10.1128/AEM.03006-05.

36. Price MN, Dehal PS, Arkin AP. FastTree 2--approximately maximum-
likelihood trees for large alignments. PLoS One. 2010;5(3):e9490. https://doi.
org/10.1371/journal.pone.0009490.

37. Lin H, Peddada SD. Analysis of compositions of microbiomes with bias
correction. Nat Commun. 2020;11(1):3514. https://doi.org/10.1038/s41467-02
0-17041-7.

38. Ritchie ME, Phipson B, Wu D, Hu Y, Law CW, Shi W, et al. limma powers
differential expression analyses for RNA-sequencing and microarray studies.
Nucleic Acids Res. 2015;43(7):e47. https://doi.org/10.1093/nar/gkv007.

39. Mendes E, Acetturi BG, Thomas AM, Martins FDS, Crisma AR, Murata G, et al.
Prophylactic supplementation of Bifidobacterium longum 5(1A) protects
mice from ovariectomy-induced exacerbated allergic airway inflammation
and airway hyperresponsiveness. Front Microbiol. 2017;8:1732. https://doi.
org/10.3389/fmicb.2017.01732.

40. Zhang Z, Shi L, Pang W, Liu W, Li J, Wang H, et al. Dietary fiber intake
regulates intestinal microflora and inhibits ovalbumin-induced allergic
airway inflammation in a mouse model. PLoS One. 2016;11(2):e0147778.
https://doi.org/10.1371/journal.pone.0147778.

41. Bernard H, Desseyn JL, Gottrand F, Stahl B, Bartke N, Husson MO. Pectin-
derived acidic oligosaccharides improve the outcome of Pseudomonas
aeruginosa lung infection in C57BL/6 mice. PLoS One. 2015;10(11):e0139686.
https://doi.org/10.1371/journal.pone.0139686.

42. Macia L, Tan J, Vieira AT, Leach K, Stanley D, Luong S, et al. Metabolite-
sensing receptors GPR43 and GPR109A facilitate dietary fibre-induced gut
homeostasis through regulation of the inflammasome. Nat Commun. 2015;
6(1):6734. https://doi.org/10.1038/ncomms7734.

43. Benson AK, Kelly SA, Legge R, Ma F, Low SJ, Kim J, et al. Individuality in gut
microbiota composition is a complex polygenic trait shaped by multiple
environmental and host genetic factors. Proc Natl Acad Sci U S A. 2010;
107(44):18933–8. https://doi.org/10.1073/pnas.1007028107.

44. Vieira AT, Fukumori C, Ferreira CM. New insights into therapeutic strategies
for gut microbiota modulation in inflammatory diseases. Clin Translat
Immunol. 2016;5(6):e87. https://doi.org/10.1038/cti.2016.38.

45. Sjogren YM, Jenmalm MC, Bottcher MF, Bjorksten B, Sverremark-Ekstrom E.
Altered early infant gut microbiota in children developing allergy up to 5
years of age. Clin Exp Allergy. 2009;39(4):518–26.

46. Vieira AT, Rocha VM, Tavares L, Garcia CC, Teixeira MM, Oliveira SC, et al.
Control of Klebsiella pneumoniae pulmonary infection and

Casaro et al. Microbiome           (2021) 9:134 Page 15 of 16

https://doi.org/10.1164/ajrccm.155.2.9032210
https://doi.org/10.1038/ng1095-150
https://doi.org/10.1038/ng1095-150
https://doi.org/10.1165/ajrcmb.23.4.4199
https://doi.org/10.1016/j.jaci.2008.10.046
https://doi.org/10.1016/j.jaci.2008.10.046
https://doi.org/10.1016/j.jaci.2012.10.038
https://doi.org/10.1016/j.chom.2013.12.010
https://doi.org/10.1038/nature08530
https://doi.org/10.1136/gut.2006.100164
https://doi.org/10.1073/pnas.1005963107
https://doi.org/10.1097/MOP.0000000000000419
https://doi.org/10.3920/BM2016.0146
https://doi.org/10.1016/S0140-6736(08)60207-X
https://doi.org/10.1093/jn/123.11.1939
https://doi.org/10.3920/BM2017.0073
https://doi.org/10.1038/nm.3444
https://doi.org/10.3920/BM2012.0052
https://doi.org/10.3920/BM2012.0052
https://doi.org/10.1016/j.femsle.2005.06.041
https://doi.org/10.1016/j.femsle.2005.06.041
https://doi.org/10.1084/jem.20051680
https://doi.org/10.1084/jem.20051680
https://doi.org/10.1038/srep39146
https://doi.org/10.1038/srep39146
https://doi.org/10.1084/jem.182.4.1169
https://doi.org/10.1084/jem.182.4.1169
https://doi.org/10.1128/IAI.70.11.6263-6272.2002
https://doi.org/10.1128/IAI.70.11.6263-6272.2002
https://doi.org/10.1371/journal.pone.0029579
https://doi.org/10.1371/journal.pone.0029579
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1038/nmeth.2604
https://doi.org/10.1128/AEM.00062-07
https://doi.org/10.1128/AEM.71.12.8228-8235.2005
https://doi.org/10.1128/AEM.03006-05
https://doi.org/10.1128/AEM.03006-05
https://doi.org/10.1371/journal.pone.0009490
https://doi.org/10.1371/journal.pone.0009490
https://doi.org/10.1038/s41467-020-17041-7
https://doi.org/10.1038/s41467-020-17041-7
https://doi.org/10.1093/nar/gkv007
https://doi.org/10.3389/fmicb.2017.01732
https://doi.org/10.3389/fmicb.2017.01732
https://doi.org/10.1371/journal.pone.0147778
https://doi.org/10.1371/journal.pone.0139686
https://doi.org/10.1038/ncomms7734
https://doi.org/10.1073/pnas.1007028107
https://doi.org/10.1038/cti.2016.38


immunomodulation by oral treatment with the commensal probiotic
Bifidobacterium longum 5(1A). Microbes Infect. 2016;18(3):180–9. https://doi.
org/10.1016/j.micinf.2015.10.008.

47. Guerra PV, Lima LN, Souza TC, Mazochi V, Penna FJ, Silva AM, et al. Pediatric
functional constipation treatment with Bifidobacterium-containing yogurt: a
crossover, double-blind, controlled trial. World J Gastroenterol. 2011;17(34):
3916–21. https://doi.org/10.3748/wjg.v17.i34.3916.

48. Souza TC, Zacarias MF, Silva AM, Binetti A, Reinheimer J, Nicoli JR, et al. Cell
viability and immunostimulating and protective capacities of
Bifidobacterium longum 51A are differentially affected by technological
variables in fermented milks. J Appl Microbiol. 2012;112(6):1184–92. https://
doi.org/10.1111/j.1365-2672.2012.05280.x.

49. Vieira AT, Galvao I, Amaral FA, Teixeira MM, Nicoli JR, Martins FS. Oral
treatment with Bifidobacterium longum 51A reduced inflammation in a
murine experimental model of gout. Benefic Microbes. 2015;6(6):799–806.
https://doi.org/10.3920/BM2015.0015.

50. Vinolo MA, Rodrigues HG, Nachbar RT, Curi R. Regulation of inflammation
by short chain fatty acids. Nutrients. 2011;3(10):858–76. https://doi.org/10.33
90/nu3100858.

51. Zhang C, Derrien M, Levenez F, Brazeilles R, Ballal SA, Kim J, et al. Ecological
robustness of the gut microbiota in response to ingestion of transient food-
borne microbes. ISME J. 2016;10(9):2235–45. https://doi.org/10.1038/ismej.2
016.13.

52. Abrahamsson TR, Jakobsson T, Bjorksten B, Oldaeus G, Jenmalm MC. No
effect of probiotics on respiratory allergies: a seven-year follow-up of a
randomized controlled trial in infancy. Pediatr Allergy Immunol. 2013;24(6):
556–61.

53. Abrahamsson TR, Jakobsson HE, Andersson AF, Bjorksten B, Engstrand L,
Jenmalm MC. Low gut microbiota diversity in early infancy precedes
asthma at school age. Clin Exp Allergy. 2014;44(6):842–50.

54. Stokholm J, Blaser MJ, Thorsen J, Rasmussen MA, Waage J, Vinding RK, et al.
Maturation of the gut microbiome and risk of asthma in childhood. Nat
Commun. 2018;9(1):141. https://doi.org/10.1038/s41467-017-02573-2.

55. Arrieta MC, Stiemsma LT, Dimitriu PA, Thorson L, Russell S, Yurist-Doutsch S,
et al. Early infancy microbial and metabolic alterations affect risk of
childhood asthma. Sci Transl Med. 2015;7(307):307ra152.

56. Derrien M, Collado MC, Ben-Amor K, Salminen S, de Vos WM. The mucin
degrader Akkermansia muciniphila is an abundant resident of the human
intestinal tract. Appl Environ Microbiol. 2008;74(5):1646–8. https://doi.org/1
0.1128/AEM.01226-07.

57. Louis P, Flint HJ. Formation of propionate and butyrate by the human
colonic microbiota. Environ Microbiol. 2017;19(1):29–41. https://doi.org/1
0.1111/1462-2920.13589.

58. den Besten G, van Eunen K, Groen AK, Venema K, Reijngoud DJ, Bakker BM.
The role of short-chain fatty acids in the interplay between diet, gut
microbiota, and host energy metabolism. J Lipid Res. 2013;54(9):2325–40.
https://doi.org/10.1194/jlr.R036012.

59. Png CW, Linden SK, Gilshenan KS, Zoetendal EG, McSweeney CS, Sly LI, et al.
Mucolytic bacteria with increased prevalence in IBD mucosa augment
in vitro utilization of mucin by other bacteria. Am J Gastroenterol. 2010;
105(11):2420–8. https://doi.org/10.1038/ajg.2010.281.

60. Dao MC, Everard A, Aron-Wisnewsky J, Sokolovska N, Prifti E, Verger EO,
et al. Akkermansia muciniphila and improved metabolic health during a
dietary intervention in obesity: relationship with gut microbiome richness
and ecology. Gut. 2016;65(3):426–36. https://doi.org/10.1136/gutjnl-2014-3
08778.

61. Demirci M, Tokman HB, Uysal HK, Demiryas S, Karakullukcu A, Saribas S,
et al. Reduced Akkermansia muciniphila and Faecalibacterium prausnitzii
levels in the gut microbiota of children with allergic asthma. Allergol
Immunopathol. 2019;47(4):365–71. https://doi.org/10.1016/j.aller.2018.12.009.

62. Negishi Y, Miura M, Saito M, Sano Y, Akiya K, Fujiwara Y. Studies of natural
killer activity and augmentation by OK-432 in patients with gynecological
malignancies. Gynecol Obstet Investig. 1986;21(1):40–6. https://doi.org/10.11
59/000298926.

63. McCoy AN, Araujo-Perez F, Azcarate-Peril A, Yeh JJ, Sandler RS, Keku TO.
Fusobacterium is associated with colorectal adenomas. PLoS One. 2013;8(1):
e53653. https://doi.org/10.1371/journal.pone.0053653.

64. Borges-Canha M, Portela-Cidade JP, Dinis-Ribeiro M, Leite-Moreira AF,
Pimentel-Nunes P. Role of colonic microbiota in colorectal carcinogenesis: a
systematic review. Rev Esp Enferm Dig. 2015;107(11):659–71.

65. Fonseca W, Lucey K, Jang S, Fujimura KE, Rasky A, Ting HA, et al.
Lactobacillus johnsonii supplementation attenuates respiratory viral
infection via metabolic reprogramming and immune cell modulation.
Mucosal Immunol. 2017;10(6):1569–80. https://doi.org/10.1038/mi.2017.13.

66. Durack J, Kimes NE, Lin DL, Rauch M, McKean M, McCauley K, et al. Delayed
gut microbiota development in high-risk for asthma infants is temporarily
modifiable by Lactobacillus supplementation. Nat Commun. 2018;9(1):707.
https://doi.org/10.1038/s41467-018-03157-4.

67. Litvinova EA, Kontsevaya GV, Kozhevnikova EN, Achasova KM, Gerlinskaya
LA, Feofanova NA, et al. Modification of fecal bacteria counts and blood
immune cells in the offspring of BALB/c and C57BL/6 mice obtained
through interstrain mouse embryo transfer. J Am Assoc Lab Anim Sci. 2020.

68. Al Nabhani Z, Lepage P, Mauny P, Montcuquet N, Roy M, Le Roux K, et al.
Nod2 deficiency leads to a specific and transmissible mucosa-associated
microbial dysbiosis which is independent of the mucosal barrier defect. J
Crohn’s Colitis. 2016;10(12):1428–36. https://doi.org/10.1093/ecco-jcc/jjw095.

69. Tamburini S, Shen N, Wu HC, Clemente JC. The microbiome in early life:
implications for health outcomes. Nat Med. 2016;22(7):713–22. https://doi.
org/10.1038/nm.4142.

70. Aagaard K, Ma J, Antony KM, Ganu R, Petrosino J, Versalovic J. The placenta
harbors a unique microbiome. Sci Transl Med. 2014;6(237):237ra265.

71. Collado MC, Rautava S, Aakko J, Isolauri E, Salminen S. Human gut
colonisation may be initiated in utero by distinct microbial communities in
the placenta and amniotic fluid. Sci Rep. 2016;6(1):23129. https://doi.org/1
0.1038/srep23129.

72. Lauder AP, Roche AM, Sherrill-Mix S, Bailey A, Laughlin AL, Bittinger K, et al.
Comparison of placenta samples with contamination controls does not
provide evidence for a distinct placenta microbiota. Microbiome. 2016;4(1):
29. https://doi.org/10.1186/s40168-016-0172-3.

73. Perez-Munoz ME, Arrieta MC, Ramer-Tait AE, Walter J. A critical assessment
of the “sterile womb” and “in utero colonization” hypotheses: implications
for research on the pioneer infant microbiome. Microbiome. 2017;5(1):48.
https://doi.org/10.1186/s40168-017-0268-4.

74. Pannaraj PS, Li F, Cerini C, Bender JM, Yang S, Rollie A, et al. Association
between breast milk bacterial communities and establishment and
development of the infant gut microbiome. JAMA Pediatr. 2017;171(7):647–
54. https://doi.org/10.1001/jamapediatrics.2017.0378.

75. Friswell MK, Gika H, Stratford IJ, Theodoridis G, Telfer B, Wilson ID, et al. Site
and strain-specific variation in gut microbiota profiles and metabolism in
experimental mice. PLoS One. 2010;5(1):e8584. https://doi.org/10.1371/
journal.pone.0008584.

76. Zeevi D, Korem T, Zmora N, Israeli D, Rothschild D, Weinberger A, et al.
Personalized nutrition by prediction of glycemic responses. Cell. 2015;163(5):
1079–94. https://doi.org/10.1016/j.cell.2015.11.001.

77. Suez J, Korem T, Zeevi D, Zilberman-Schapira G, Thaiss CA, Maza O, et al.
Artificial sweeteners induce glucose intolerance by altering the gut
microbiota. Nature. 2014;514(7521):181–6. https://doi.org/10.1038/nature13
793.

78. Sivan A, Corrales L, Hubert N, Williams JB, Aquino-Michaels K, Earley ZM,
et al. Commensal Bifidobacterium promotes antitumor immunity and
facilitates anti-PD-L1 efficacy. Science. 2015;350(6264):1084–9. https://doi.
org/10.1126/science.aac4255.

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

Casaro et al. Microbiome           (2021) 9:134 Page 16 of 16

https://doi.org/10.1016/j.micinf.2015.10.008
https://doi.org/10.1016/j.micinf.2015.10.008
https://doi.org/10.3748/wjg.v17.i34.3916
https://doi.org/10.1111/j.1365-2672.2012.05280.x
https://doi.org/10.1111/j.1365-2672.2012.05280.x
https://doi.org/10.3920/BM2015.0015
https://doi.org/10.3390/nu3100858
https://doi.org/10.3390/nu3100858
https://doi.org/10.1038/ismej.2016.13
https://doi.org/10.1038/ismej.2016.13
https://doi.org/10.1038/s41467-017-02573-2
https://doi.org/10.1128/AEM.01226-07
https://doi.org/10.1128/AEM.01226-07
https://doi.org/10.1111/1462-2920.13589
https://doi.org/10.1111/1462-2920.13589
https://doi.org/10.1194/jlr.R036012
https://doi.org/10.1038/ajg.2010.281
https://doi.org/10.1136/gutjnl-2014-308778
https://doi.org/10.1136/gutjnl-2014-308778
https://doi.org/10.1016/j.aller.2018.12.009
https://doi.org/10.1159/000298926
https://doi.org/10.1159/000298926
https://doi.org/10.1371/journal.pone.0053653
https://doi.org/10.1038/mi.2017.13
https://doi.org/10.1038/s41467-018-03157-4
https://doi.org/10.1093/ecco-jcc/jjw095
https://doi.org/10.1038/nm.4142
https://doi.org/10.1038/nm.4142
https://doi.org/10.1038/srep23129
https://doi.org/10.1038/srep23129
https://doi.org/10.1186/s40168-016-0172-3
https://doi.org/10.1186/s40168-017-0268-4
https://doi.org/10.1001/jamapediatrics.2017.0378
https://doi.org/10.1371/journal.pone.0008584
https://doi.org/10.1371/journal.pone.0008584
https://doi.org/10.1016/j.cell.2015.11.001
https://doi.org/10.1038/nature13793
https://doi.org/10.1038/nature13793
https://doi.org/10.1126/science.aac4255
https://doi.org/10.1126/science.aac4255

	Abstract
	Introduction
	Materials and methods
	Mouse experiments
	Study design
	Induction of allergic lung inflammation
	Acetate administration
	Probiotic administration
	Embryo transfer
	Bronchoalveolar lavage fluid (BALF)
	Histological analyses
	Measurement of cytokine production
	Determination of OVA-specific IgE, IgG1, and IgG2a production
	EPO assay
	Lung function analysis
	Flow cytometry
	SCFAs measurement
	Microbial community profiling
	Statistical analysis

	Results
	Preventive effects of oral Bifidobacterium longum 51A supplementation on OVA-induced allergic airway inflammation in A/J mice
	Oral Bifidobacterium longum 51A supplementation did not prevent OVA-induced allergic airway inflammation in C57BL/6 mice
	Strain-specific effects of probiotic administration on the gut microbiota
	A/J embryo implantation in C57BL/6 mothers led to a similar gut microbiota profile and allergic airway inflammation to C57BL/6 offspring

	Discussion
	Conclusion
	Supplementary Information
	Acknowledgements
	Authors’ contributions
	Funding
	Availability of data and materials
	Declarations
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

