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Introduction: Animal reproduction is a highly complex process influenced

by numerous factors, and previous study has suggested that Hungatella

hathewayi (HH) may have potential benefits for swine reproduction. Building

on these findings, the objective of this study was to investigate the effects

of HH supplementation on sows’ hormone levels, antioxidant capacity, host

metabolism, and gut microbiota.

Methods: Twenty healthy Large-Yorkshire sows with similar physical conditions

were randomly divided into four groups based on the principle of similar weight

(n = 5). The control group was fed a basal diet, while the treatment groups

received the basal diet supplemented with 5× 1010, 5× 1011, and 5× 1012

CFU/sow of HH. Supplementation with HH was administered every three days

over a treatment duration of 30 days. Serum and feces of sows were collected

at the end of the experiment.

Results: Dietary HH supplementation significantly increased the estrogen

concentration in sows but did not alter the levels of FSH, progestogen, or

antioxidative capacity (T-AOC, SOD, and MDA). 16S rRNA sequencing indicated

that HH treatment altered the gut microbial composition and metabolism,

increasing the relative abundance of Roseburia, Alloprevotella, Lachnospira,

Anaerovibrio, and Hungatella in the HH group. Further metabolomic analysis

suggested that the differentially accumulated metabolites from serum and feces

involved changes in the metabolism of pyrimidine and tryptophan, as well as

alterations in steroid hormone biosynthesis.

Discussion: Our findings suggest that dietary supplementation with Hungatella

hathewayi has the potential to modulate host estrogen levels through the

regulation of gut microbiota and host metabolism. This mechanism may serve

as a novel and promising approach for influencing reproductive performance in

sows.
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1 Introduction

Reproduction is essential for the continuity and survival of
populations, representing a complex process that is influenced by
a multitude of factors, including endocrine hormones (Leng et al.,
2024), genetics (Rodrigues et al., 2020), nutritional status (Castillo-
Matamoros and Poveda, 2021), and others. Hormones derived
from the hypothalamic-pituitary-gonadal (HPG) axis are pivotal
in regulating both humans and animals’ follicular development,
oocyte maturation, and ovulation (Plant, 2015). Gonadotropin-
releasing hormone (GnRH), secreted by the hypothalamus, exerts
its effects on gonadotrophin cells in the anterior pituitary gland,
leading to the synthesis and secretion of luteinizing hormone
(LH) and follicle-stimulating hormone (FSH), which collectively
promote estrogen production within ovarian follicles (Mikhael
et al., 2019). Additionally, estrogen acts on specific neuronal
populations in the hypothalamus to modulate the release of GnRH
and the subsequent secretion of FSH and LH (Ae, 2020). Beyond the
HPG hormones, a diverse array of peptides exerts significant roles
in regulating animal reproduction. For example, prolactin (PRL), a
pituitary-derived hormone, can inhibit luteinizing hormone (LH)
secretion (Cohen-Becker et al., 1986; Ladyman et al., 2020), while
neuropeptide Y (NPY), a key neuropeptide in the central nervous
system, stimulates the release of gonadotropin-releasing hormone
(GnRH) and LH through central neural pathways (Evans et al.,
2001).

The gastrointestinal tract harbors a diverse array of microbiota,
and numerous large-scale studies have demonstrated that gut
microbiota significantly influence fertility through influencing host
metabolism (Shi et al., 2024b). Comparative analyses of fecal
microbiota from sows with differing reproductive productivity have
revealed variations in short-chain fatty acids (SCFAs)-producing
and fiber-degrading bacteria, such as Ruminococcus, Fibrobacter,
and Butyricicoccus. Furthermore, higher concentrations of SCFAs
were observed in sows characterized by greater fecundity (Uryu
et al., 2020). Gut microbiota can utilize host intestinal food
residues to synthesize neurotransmitters, SCFAs, gut hormones,
and branched-chain amino acids, influencing the host’s endocrine,
nervous, and immune systems (Loh et al., 2024). Consequently,
the gut microbiota may mediate the beneficial effects of inulin
and cellulose supplementation in host diets, thereby promoting
ovarian oocyte maturation (Men et al., 2022). Additionally, studies
involving fecal microbiota transplantation from younger to older
animals have indicated that the older subjects exhibited enhanced
fertility and decreased follicular atresia and apoptosis. At the
same time, their offspring displayed improved motor abilities (Hu
et al., 2022; Xu et al., 2022). Despite these findings, there are
relatively few studies exploring the effects of specific microbes
on female reproductive health. In our previous research, we
observed an increase in Hungatella levels during the peak-laying
period in hens, which was positively correlated with estrogen
concentrations in host cecal contents (Shi et al., 2024a). Moreover,
the abundance of Hungatella was significantly elevated in females
with endometriosis, who exhibited higher levels of estrogen
metabolites, implying a potential relationship between Hungatella
and host estrogen (Pai et al., 2023). Another investigation
indicated that Hungatella hathewayi may facilitate the return of
estrus in sows by regulating estrogen levels (Liu et al., 2023).

Hungatella hathewayi, a species within the Hungatella genus,
harbors beta-glucuronidase, which could potentially influence
circulating estrogen levels, although further research is needed to
confirm this relationship.

The pig exhibits physiological reproductive events that closely
parallel those of multi mammalians, making it an excellent model
for investigating the mechanisms of reproduction (Mordhorst
and Prather, 2017). Consequently, this study aimed to explore
the potential effects of Hungatella hathewayi on sows’ hormonal
levels and antioxidative capacity. Furthermore, we aimed to detect
changes in fecal microbial composition and differences in the
metabolomic profiles of feces and serum to elucidate the regulatory
mechanisms of Hungatella hathewayi on reproduction.

2 Materials and methods

2.1 Animals and treatment

All procedures in this experiment were approved by the
Animal Care and Use Committee of the Ningbo Academy of
Agricultural Sciences (approval number NKYLL-2024-02). Twenty
healthy Large White × Yorkshire sows, aged 9 months, were
randomly selected and assigned to four groups following the
principle of similar weight. The experiment spanned one month.
The four study groups were as follows: (1) sows fed with a
basal diet (Control); (2) sows fed with a basal diet supplemented
with HH [5 × 1010 colony-forming units (CFU) per sow in
sterile PBS]; (3) sows fed with a basal diet supplemented with
5 × 1011 CFU HH; (4) sows fed with a basal diet supplemented
with 5 × 1012 CFU HH. The concentrations of HH used in this
study were based on previous studies (Reagan-Shaw et al., 2008;
Li et al., 2020). Hungatella hathewayi (HZBMC, HZbio, Microbial
Conservation; catalog number HZB432244) was obtained and
cultured anaerobically in PYG medium (104b, Leibniz-Institut
DSMZ GmbH, Braunschweig, Germany) at 37◦C for 12–14 h. All
sows had ad libitum access to feed and water. The nutritional
composition of the sows’ diet is detailed in Table 1.

2.2 Sample collection

Following a one-month trial, blood samples were collected and
allowed to stand at room temperature for 30 min to facilitate
clotting. Subsequently, the serum was separated by centrifugation
at 1,500 × g for 5 min at 4◦C. Fecal samples were also collected
from the sows after the trial. All samples were stored at −80 ◦C for
subsequent analysis.

2.3 Hormone and antioxidative capacity
detection

Serum samples were utilized to determine the concentrations
of progestogen, follicle-stimulating hormone (FSH), and estrogen,
as well as the levels of total antioxidant capacity (T-AOC),
glutathione (GSH), and malondialdehyde (MDA). These analyses
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TABLE 1 The nutritional composition of the sows’ diets.

Nutrition composition Percentage (%)

Corn gain 57

Secondary wheat powder 10

Bran 8

Soybean meal 18

Fish meal 3

Trace minerals 1

CaHPO4 0.7

Zeolite powder 2

Salt 0.3

were performed using commercial assay kits provided by Shanghai
Enzyme-linked Biotechnology Co., Ltd. Absorbance measurements
of the serum samples were conducted using a microplate reader
(Tecan, Männedorf, Switzerland).

2.4 Microbial DNA extraction and 16S
rRNA sequencing

The genomic DNA of sows’ feces was extracted using the
MolPure R© Stool DNA Kit (YEASEN Biotech, Shanghai, China)
following the manufacturer’s guidelines, extracted DNA was
quantified using a NanoDrop2000 spectrophotometer (Thermo
Fisher Scientific, DE, USA) and qualified using 1% agarose gel
electrophoresis.

The V4 hypervariable regions of the microbiota
16S rRNA gene were amplified using specific primers
515F (GTGCCAGCMGCCGCGGTAA) and 806R
(GGACTACHVGGGTWTCTAAT). All PCR reactions were
conducted using 15 µL of Phusion High-Fidelity PCR Master Mix
from New England Biolabs, with 0.2 µM of both forward and
reverse primers and approximately 10 ng of template DNA. The
thermal cycling protocol commenced with an initial denaturation
step at 98◦C for 1 min, succeeded by 30 cycles consisting of
denaturation at 98◦C for 10 s, annealing at 50◦C for 30 s, and
extension at 72◦C for 30 s. A final extension step was performed at
72◦C for 5 min. PCR products were purified using a Qiagen Gel
Extraction Kit manufactured in Germany. Sequencing libraries
were prepared employing the TruSeq DNA PCR-Free Sample
Preparation Kit from Illumina, USA, adhering to the supplier’s
guidelines, with index codes appended. The quality of the libraries
was evaluated using a Qubit 2.0 Fluorometer from Thermo
Scientific and an Agilent Bioanalyzer 2100 system. Ultimately,
the libraries were sequenced on an Illumina NovaSeq platform,
yielding 250-bp paired-end reads.

2.5 16S rRNA data analysis

In this study, the processing of primer sequences was conducted
using Vsearch (version 2.14.1) and Usearch (version 11.0.667),
which are widely recognized tools for handling high-throughput
sequencing data. The raw sequencing data underwent a series of

steps, including trimming to remove primer sequences, filtering to
eliminate low-quality sequences, dereplication to remove duplicate
sequences, and denoising to correct sequencing errors, resulting
in high-quality clean amplicons. These clean amplicons were
then used for taxonomic annotation against the SILVA database
(release 132_99), a comprehensive and authoritative database for
microbial classification.

The diversity of microbial communities was evaluated through
the computation of alpha and beta diversities using Usearch. Alpha
diversity, which reflects the richness and evenness of microbial
communities, was assessed using Shannon and richness indices.
Beta diversity, which indicates the variation among different
microbial communities, was analyzed using constrained principal
coordinates analysis (cPcoA) to compare intestinal microbiota
across different experimental groups.

To identify differentially abundant microbes between groups,
STAMP (version 2.1.3) software was employed for statistical
analysis. Additionally, linear discriminant analysis (LDA) coupled
with the LEfSe tool was used to detect microbial biomarkers that
significantly differed across groups. The LEfSe tool, accessible at
https://www.bic.ac.cn/BIC/#/analysis?page=b%27MzY%3D%27&
tool_type=tool (accessed on 22 October 2024), was utilized for this
purpose. Finally, the phylogenetic investigation of Communities
Reconstruction of Unobserved States (PICRUSt2) was employed
to predict the functional potential of the fecal microbiota based on
16S rRNA gene sequences (Douglas et al., 2020).

2.6 Metabolomic sequencing and data
analysis

Serum samples (100 µL) were aliquoted into EP tubes
and resuspended with prechilled 80% methanol using vigorous
vortexing. Following this, the samples were placed on ice for
5 min to allow for complete precipitation, then centrifuged at
15,000 g at 4◦C for 20 min. A portion of the supernatant was
diluted to a final concentration containing 53% methanol using LC-
MS grade water. The samples were transferred to new Eppendorf
tubes and centrifuged again at 15,000 g at 4◦C for 20 min.
The supernatant was then carefully injected into the LC-MS/MS
system for positive and negative ion modes analysis to facilitate
relative quantification. Metabolites were identified and quantified
by comparing their retention times and mass-to-charge ratios (m/z)
with those in reference databases. The metabolomic data were
processed by subtracting background ions as determined by blank
samples and normalizing the data. The identified metabolites were
annotated using the KEGG,1 HMDB,2 and LIPIDMaps3 databases.
Metabolites were deemed differential if they exhibited a Variable
Importance in Projection (VIP) score exceeding 1, a P-value below
0.05, and a fold change of at least 2 or no more than 0.5. The
roles of these metabolites were then further elucidated using the
MetaboAnalyst online platform (version 6.0).

1 https://www.genome.jp/kegg/pathway.html

2 https://hmdb.ca/metabolites

3 http://www.lipidmaps.org/
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FIGURE 1

The contents of hormones (FSH, progesterone and estrogen) and antioxidative capacity (T-AOC, SOD and GSH) in sows supplemented with different
concentrations of Hungatella hathewayi. * indicated that the P-value < 0.05.

2.7 Statistical analysis

The hormone data of sows were processed and analyzed using
one-way analysis of variance (ANOVA) with the SPSS 23.0 software
package (IBM, Armonk, NY, USA). The results were visualized
as the mean ± standard deviation (SD) using Prism (v.8.0;
GraphPad Software, San Diego, CA, USA). Statistical significance
was determined using a P-value threshold of less than 0.05.

3 Results

3.1 Effect of Hungatella hathewayi on
host hormones levels and antioxidative
capacity

As depicted in Figure 1, dietary supplementation with
Hungatella hathewayi did not significantly alter the concentration
of FSH. However, it prominently decreased the progesterone level
at a dosage of 5 × 1011 CFU and increased the concentration
of estrogen at 5 × 1012 CFU (P-value < 0.05). The levels of
T-AOC, SOD and GSH indicated that supplementation with
Hungatella hathewayi did not significantly change the host’s
antioxidative capacity. Subsequently, serum and fecal samples from
both the control and treatment groups that received a dose of
5× 1012 CFU/sow of HH were subjected to further analysis.

3.2 Difference in sows’ fecal
microbiomes after dietary Hungatella
hathewayi supplementation

16S rRNA sequencing indicated that the microbial richness
index increased, while the Shannon diversity index decreased
in the HH group (P-value > 0.05) (Figures 2A, B). Microbial

beta diversity analysis suggested alterations in fecal microbial
composition (Figure 2C). At the phylum level, Firmicutes,
Bacteroidetes, Spirochaetes, and Proteobacteria were the dominant
phyla in both the control and HH groups (Figure 2D). At the
genus level, Prevotella, Streptococcus, Clostridium_sensu_stricto,
and Oscillospira were highly abundant in both groups (Figure 2E).

Linear discriminant analysis effect size (LEfSe) analysis
identified the family Ruminococcaceae as a biomarker in the
control group, and the family Bacteroidaceae was recognized
as a key bacterium in the HH group (Figure 2F). A total of
29 genera differed significantly between the control and HH
groups, with the relative abundances of Roseburia, Alloprevotella,
Lachnospira, Anaerovibrio, and Hungatella being significantly
increased following dietary supplementation with Hungatella
hathewayi (Figure 2G). Additionally, 23 KEGG pathways, including
those involved in methane and starch and sucrose metabolism, were
significantly altered between groups (Figure 2H).

3.3 Hungatella hathewayi changed the
sow’s fecal metabolic profile

In our metabolomic sequencing results, a total of 3,354
metabolites were identified. Principal component analysis
(PCA) and partial least squares discriminant analysis (PLS-
DA) indicated significant differentiation in the fecal metabolite
profiles between the control and HH groups (Figures 3A, B).
A total of 729 differentially abundant metabolites (DAMs) were
identified through metabolomics analysis, 330 DAMs were
significantly upregulated in the HH group, while 399 DAMs
were downregulated in the control group (Figures 3C, D). KEGG
pathway analysis revealed that these differential metabolites
were associated with several key metabolic pathways, including
pyrimidine metabolism, tryptophan metabolism, and riboflavin
metabolism (Figure 3E). Furthermore, Gene Set Enrichment
Analysis (GSEA) suggested that the steroid hormone biosynthesis
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FIGURE 2

The effect of HH supplementation on sows’ feces microbiota. Richness (A), Shannon index (B) and Principal coordinates analysis (C) of fecal
microbes. The feces microbial composition at the phylum (D) and genus (E) levels. Identification of microbial biomarkers (F) and differential fecal
microbiota (G) between the control and HH groups. KEGG pathway analysis of 16S rRNA sequencing in the two groups (H). P-value < 0.05
suggested a significant difference. * represented P-value < 0.05; ** suggested P-value < 0.01; *** indicated that the P-value < 0.001.

pathway was altered between the control and HH groups
(Figure 3F).

3.4 The effect of Hungatella hathewayi
on host serum metabolome

The PLS-DA model demonstrated that serum metabolites in the
control and HH groups had distinct profiles in both positive and
negative ion modes (Figures 4A, B). Comparative analysis revealed
183 upregulated and 70 downregulated differentially accumulated
metabolites (DAMs) in the HH group relative to the control group
(Figures 4C, D). These DAMs were associated with metabolic
pathways such as pyrimidine metabolism, tryptophan metabolism,
histidine metabolism, and beta-Alanine metabolism (Figure 4E).
Furthermore, GSEA analysis indicated that the steroid hormone
biosynthesis pathway was significantly altered in serum between the
control and HH groups (Figure 4F).

4 Discussion

Reproduction is vital for genetic transmission and species
survival, estrogen secreted from HPG axis could promote the
development of reproductive organs and maintaining secondary
sexual characteristics (Kaiser et al., 1997). However, an increasing
number of studies found that microbiota interact with the host
to regulate circulating estrogen levels (Hu et al., 2023; Wang
et al., 2024). Circulating estrogen undergoes metabolic inactivation
in the liver and is subsequently excreted through the gut, while
gut microbiota containing β-glucuronidase (gmGUS) can re-
activate estrogen and influence host estrogen levels (Ervin et al.,
2019). Gut microbiota dysbiosis reduced microbial diversity can
lead to decreased levels of gmGUS, further altering estrogen
levels (Qi et al., 2021). The intestinal microbiota community
is also affected by the circulating estrogen levels (Kumari
et al., 2024); it has been reported that the abundances of
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FIGURE 3

Metabolome analysis of sows’ feces after HH supplementation. PCA (A) and PLS-DA (B) plots of metabolomic assay of the control and HH groups.
Heatmap of hierarchical clustering to differentiated metabolites in the two groups (C). Volcano plot (D) and KEGG pathway (E) of differential
metabolites between the control and treatment groups. Metabolite-Enriched Gene Set Enrichment Analysis (MetGSEA) displayed the changed
pathway in different groups (F).

Gammaproteobacteria and Myxococcales are positively correlated
with estrogen, while Prevotellaceae show a negative relationship
with estrogen (Santos-Marcos et al., 2018). Hungatella hathewayi
contains β-glucuronidase, and its abundance has been found to
correlate with host estrogen levels in sows (Liu et al., 2023). In this
study, we demonstrated that the supplementation of Hungatella
hathewayi at a dosage of 5 × 1012 CFU/sow significantly increased
estrogen levels in sows. However, the levels of T-AOC, SOD,
and GSH, which are key indicators of host antioxidant capacity,
remained unchanged following HH supplementation. This suggests
that while HH may influence estrogen metabolism, it does not
significantly affect the host’s antioxidant status. Previous studies
have suggested that gavage with Hungatella hathewayi could
alter serum taurine levels and protect the host from intracranial
aneurysm formation (Li et al., 2020). Our findings suggest that
Hungatella hathewayi has the potential to serve as a safe additive
for modulating host circulating estrogen levels.

Dietary supplementation with Hungatella hathewayi
significantly altered the gut microbiota composition, with notable
increases in the relative abundances of Roseburia, Alloprevotella,
Lachnospira, and Hungatella in the HH group, leading to functional
changes in methane metabolism, starch metabolism, and sucrose
metabolism. Roseburia, a key intestinal microbe known for its
production of SCFAs, influences host metabolism and has been
observed to decrease during pregnancy (Koren et al., 2012; Kang
et al., 2023). Alloprevotella, another SCFAs-producing bacterium,
has been implicated in affecting female cervical ripeness during

pregnancy (Lu et al., 2024), and its abundance has been found
to significantly differ between primiparous and multiparous
sows (Gaukroger et al., 2021). Furthermore, Alloprevotella and
Anaerovibrio were abundant in the gut during host pregnancy, and
the pathways involved in the production of the short-chain fatty
acid butyrate were increased (Rhoades et al., 2022). Lachnospira,
a key microbe influencing nutrient intake and body weight in
pregnant women, is particularly relevant to fetal delivery and
growth (Stanislawski et al., 2017; Kunasegaran et al., 2023). Our
findings indicate that supplementation with Hungatella hathewayi
appears to influence host circulating estrogen levels through
interactions with other gut microbiota.

Metabolomic analysis identified 253 and 729 DAMs in serum
and feces, respectively, which are known to regulate pyrimidine
and tryptophan metabolism. Additionally, the steroid hormone
biosynthesis pathway was altered in both serum and feces. Previous
research has indicated that changes in pyrimidine and tryptophan
metabolism are observed in follicular fluid, serum, and urine of
sows with varying reproductive performance, suggesting that these
metabolic pathways may play a role in regulating reproductive
outcomes in sows (Chen et al., 2019). In addition, several
intermediate metabolites of pyrimidine metabolism have been
established as regulators of host reproductive signaling (Wan et al.,
2019). In perimenopausal women, alterations in gut microbiota
have been associated with changes in concentrations of FSH, LH,
estrogen, and progesterone, as well as altered fecal amino acid
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FIGURE 4

Metabolome analysis of sows’ serum in the control and HH groups. PLS-DA between the two groups (A,B). Hierarchical cluster analysis (C) and
volcano plot of DAMs (D). KEGG pathway (E) and MetGSEA (F) of differential metabolites between the control and HH groups.

metabolism (tyrosine, tryptophan) and lipid metabolism (alpha-
linolenic acid metabolism) (Xie et al., 2024). Another study
found that tryptophan derivatives decreased host estradiol and
FSH synthesis, impeding ovulation and corpus luteum formation,
ultimately disrupting maternal reproductive performance (Shen
et al., 2023). Furthermore, tryptophan supplementation has
improved sows’ average daily feed intake, milk yield, and
reproductive performance (Miao et al., 2019). Collectively, these
results suggest that dietary supplementation with Hungatella
hathewayi could be a potential additive to influence host hormone
levels and, consequently, reproductive performance.

5 Conclusion

This study demonstrated that dietary supplementation with
Hungatella hathewayi significantly increased the estrogen levels
in sows and did not disrupt the host’s antioxidative capacity.
16S rRNA sequencing revealed that Hungatella hathewayi
supplementation influenced the gut microbial composition and
altered metabolic pathways. Subsequent metabolomic analyses
suggested that host pyrimidine, tryptophan metabolism, and
steroid hormone biosynthesis were affected. These findings present
Hungatella hathewayi as a potential dietary supplement to regulate
host reproductive performance.

Data availability statement

The 16S rRNA sequencing data utilized in this study can
be accessed at the China National Center for Bioinformation

(https://www.cncb.ac.cn/), and are archived under the Genome
Sequence Archive (GSA) with the accession number CRA021453.
The Metabolomics data can be accessed via Figshare under the
following DOI https://doi.org/10.6084/m9.figshare.29107922.v1.

Ethics statement

The animal study was approved by the Animal Care and Use
Committee of the Ningbo Academy of Agricultural Sciences. The
study was conducted in accordance with the local legislation and
institutional requirements.

Author contributions

KS: Writing – original draft, Formal Analysis. XZ: Data
curation, Writing – review and editing. JD: Writing – review
and editing, Data curation. JJ: Data curation, Writing – review
and editing. GD: Writing – review and editing, Data curation.
YW: Data curation, Writing – review and editing. YS: Writing –
review and editing, Methodology. SC: Writing – review and
editing, Supervision.

Funding

The authors declare that financial support was received for
the research and/or publication of this article. This work was
supported by the Key Research and Development Program of

Frontiers in Microbiology 07 frontiersin.org

https://doi.org/10.3389/fmicb.2025.1598365
https://www.cncb.ac.cn/
https://doi.org/10.6084/m9.figshare.29107922.v1
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-16-1598365 June 3, 2025 Time: 17:49 # 8

Shi et al. 10.3389/fmicb.2025.1598365

Ningbo City (No. 2023Z126), 2024 Ningbo Yongjiang Talent
Programme (2024B-220-G) and Ningbo Public welfare Science and
Technology Program (2024S140).

Acknowledgments

We thank the help of sows’ feeding from Xiangshan Anji
Animal Husbandry and Veterinary Service Co., LTD., and Ningbo
GooseBeller Poultry Industry Technology Development Co., LTD.
We would like to thank Ali Hassan Nawaz, Nanjing Agricultural
University, for help with editing this manuscript.

Conflict of interest

JJ, GD were employed by Xiangshan Anji Animal Husbandry
and Veterinary Service Co., LTD. YW was employed by Ningbo
GooseBeller Poultry Industry Technology Development Co., LTD.

The remaining authors declare that the research was conducted
in the absence of any commercial or financial relationships that
could be construed as a potential conflict of interest.

Generative AI statement

The authors declare that no Generative AI was used in the
creation of this manuscript.

Publisher’s note

All claims expressed in this article are solely those of the
authors and do not necessarily represent those of their affiliated
organizations, or those of the publisher, the editors and the
reviewers. Any product that may be evaluated in this article, or
claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

References

Ae, H. (2020). A simple model of estrous cycle negative and positive feedback
regulation of GnRH secretion. Front. Neuroendocrinol. 57:100837. doi: 10.1016/j.yfrne.
2020.100837

Castillo-Matamoros, S. E. D., and Poveda, N. E. (2021). Importance of nutrition in
pregnant women. Rev. Colomb. Obstet. Ginecol. 72, 343–345. doi: 10.18597/rcog.3825

Chen, M., Zhang, B., Cai, S., Zeng, X., Ye, Q., Mao, X., et al. (2019). Metabolic
disorder of amino acids, fatty acids and purines reflects the decreases in oocyte quality
and potential in sows. J. Proteomics 200, 134–143. doi: 10.1016/j.jprot.2019.03.015

Cohen-Becker, I. R., Selmanoff, M., and Wise, P. M. (1986). Hyperprolactinemia
alters the frequency and amplitude of pulsatile luteinizing hormone secretion in the
ovariectomized rat. Neuroendocrinology 42, 328–333. doi: 10.1159/000124459

Douglas, G. M., Maffei, V. J., Zaneveld, J. R., Yurgel, S. N., Brown, J. R., Taylor, C. M.,
et al. (2020). PICRUSt2 for prediction of metagenome functions. Nat. Biotechnol. 38,
685–688. doi: 10.1038/s41587-020-0548-6

Ervin, S. M., Li, H., Lim, L., Roberts, L. R., Liang, X., Mani, S., et al. (2019). Gut
microbial β-glucuronidases reactivate estrogens as components of the estrobolome
that reactivate estrogens. J. Biol. Chem. 294, 18586–18599. doi: 10.1074/jbc.RA119.
010950

Evans, J. J., Pragg, F. L., and Mason, D. R. (2001). Release of luteinizing hormone
from the anterior pituitary gland in vitro can be concurrently regulated by at
least three peptides: gonadotropin-releasing hormone, oxytocin and neuropeptide Y.
Neuroendocrinology 73, 408–416. doi: 10.1159/000054659

Gaukroger, C. H., Edwards, S. A., Walshaw, J., Nelson, A., Adams, I. P., Stewart, C. J.,
et al. (2021). Shifting sows: longitudinal changes in the periparturient faecal microbiota
of primiparous and multiparous sows. Animal 15:100135. doi: 10.1016/j.animal.2020.
100135

Hu, C., Liu, M., Sun, B., Tang, L., Zhou, X., and Chen, L. (2022). Young
fecal transplantation mitigates the toxicity of perfluorobutanesulfonate and potently
refreshes the reproductive endocrine system in aged recipients. Environ. Int.
167:107418. doi: 10.1016/j.envint.2022.107418

Hu, S., Ding, Q., Zhang, W., Kang, M., Ma, J., and Zhao, L. (2023). Gut microbial
beta-glucuronidase: A vital regulator in female estrogen metabolism. Gut Microbes 15,
2236749. doi: 10.1080/19490976.2023.2236749

Kaiser, U. B., Jakubowiak, A., Steinberger, A., and Chin, W. W. (1997). Differential
effects of gonadotropin-releasing hormone (GnRH) pulse frequency on gonadotropin
subunit and GnRH receptor messenger ribonucleic acid levels in vitro. Endocrinology
138, 1224–1231. doi: 10.1210/endo.138.3.4968

Kang, X., Liu, C., Ding, Y., Ni, Y., Ji, F., Lau, H. C. H., et al. (2023). Roseburia
intestinalis generated butyrate boosts anti-PD-1 efficacy in colorectal cancer by
activating cytotoxic CD8+ T cells. Gut 72, 2112–2122. doi: 10.1136/gutjnl-2023-
330291

Koren, O., Goodrich, J. K., Cullender, T. C., Spor, A., Laitinen, K., Bäckhed, H. K.,
et al. (2012). Host remodeling of the gut microbiome and metabolic changes during
pregnancy. Cell 150, 470–480. doi: 10.1016/j.cell.2012.07.008

Kumari, N., Kumari, R., Dua, A., Singh, M., Kumar, R., Singh, P., et al. (2024). From
gut to hormones: Unraveling the role of gut microbiota in (Phyto)estrogen modulation
in health and disease. Mol. Nutr. Food Res. 68:e2300688. doi: 10.1002/mnfr.2023
00688

Kunasegaran, T., Balasubramaniam, V. R. M. T., Arasoo, V. J. T., Palanisamy, U. D.,
and Ramadas, A. (2023). Diet gut microbiota axis in pregnancy: A systematic review
of recent evidence. Curr. Nutr. Rep. 12, 203–214. doi: 10.1007/s13668-023-00453-4

Ladyman, S. R., Hackwell, E. C. R., and Brown, R. S. E. (2020). The role of
prolactin in co-ordinating fertility and metabolic adaptations during reproduction.
Neuropharmacology 167:107911. doi: 10.1016/j.neuropharm.2019.107911

Leng, D., Zeng, B., Wang, T., Chen, B.-L., Li, D.-Y., and Li, Z.-J. (2024). Single
nucleus/cell RNA-seq of the chicken hypothalamic-pituitary-ovarian axis offers new
insights into the molecular regulatory mechanisms of ovarian development. Zool. Res.
45, 1088–1107. doi: 10.24272/j.issn.2095-8137.2024.037

Li, H., Xu, H., Li, Y., Jiang, Y., Hu, Y., Liu, T., et al. (2020). Alterations of gut
microbiota contribute to the progression of unruptured intracranial aneurysms. Nat.
Commun. 11:3218. doi: 10.1038/s41467-020-16990-3

Liu, M., Zhang, J., Zhou, Y., Xiong, S., Zhou, M., Wu, L., et al. (2023). Gut microbiota
affects the estrus return of sows by regulating the metabolism of sex steroid hormones.
J. Animal Sci. Biotechnol. 14:155. doi: 10.1186/s40104-023-00959-5

Loh, J. S., Mak, W. Q., Tan, L. K. S., Ng, C. X., Chan, H. H., Yeow, S. H., et al. (2024).
Microbiota-gut-brain axis and its therapeutic applications in neurodegenerative
diseases. Signal. Transduct. Target Ther. 9:37. doi: 10.1038/s41392-024-
01743-1

Lu, S., Wu, Q., He, W., Du, X., Cui, Q., Yang, Y., et al. (2024). Vaginal microbiota
in term pregnant women with differences in cervical ripeness revealed by 2bRAD-M.
BMCMicrobiol. 24:444. doi: 10.1186/s12866-024-03612-x

Men, Z., Cao, M., Gong, Y., Hua, L., Zhang, R., Zhu, X., et al. (2022). Microbial
and metabolomic mechanisms mediating the effects of dietary inulin and cellulose
supplementation on porcine oocyte and uterine development. J. Anim. Sci. Biotechnol.
13:14. doi: 10.1186/s40104-021-00657-0

Miao, J., Adewole, D., Liu, S., Xi, P., Yang, C., and Yin, Y. (2019).
Tryptophan supplementation increases reproduction performance, milk yield, and
milk composition in lactating sows and growth performance of their piglets. J. Agric.
Food Chem. 67, 5096–5104. doi: 10.1021/acs.jafc.9b00446

Mikhael, S., Punjala-Patel, A., and Gavrilova-Jordan, L. (2019). Hypothalamic-
pituitary-ovarian axis disorders impacting female fertility. Biomedicines 7:5. doi: 10.
3390/biomedicines7010005

Mordhorst, B. R., and Prather, R. S. (2017). “Pig models of reproduction,” in Animal
Models and Human Reproduction, eds H. Schatten and G. M. Constantinescu 213–234.
Hoboken, NJ: John Wiley & Sons, Ltd. doi: 10.1002/9781118881286.ch9

Pai, A. H.-Y., Wang, Y.-W., Lu, P.-C., Wu, H.-M., Xu, J.-L., and Huang, H.-
Y. (2023). Gut microbiome–estrobolome profile in reproductive-age women with
endometriosis. Int. J. Mol. Sci. 24:16301. doi: 10.3390/ijms242216301

Frontiers in Microbiology 08 frontiersin.org

https://doi.org/10.3389/fmicb.2025.1598365
https://doi.org/10.1016/j.yfrne.2020.100837
https://doi.org/10.1016/j.yfrne.2020.100837
https://doi.org/10.18597/rcog.3825
https://doi.org/10.1016/j.jprot.2019.03.015
https://doi.org/10.1159/000124459
https://doi.org/10.1038/s41587-020-0548-6
https://doi.org/10.1074/jbc.RA119.010950
https://doi.org/10.1074/jbc.RA119.010950
https://doi.org/10.1159/000054659
https://doi.org/10.1016/j.animal.2020.100135
https://doi.org/10.1016/j.animal.2020.100135
https://doi.org/10.1016/j.envint.2022.107418
https://doi.org/10.1080/19490976.2023.2236749
https://doi.org/10.1210/endo.138.3.4968
https://doi.org/10.1136/gutjnl-2023-330291
https://doi.org/10.1136/gutjnl-2023-330291
https://doi.org/10.1016/j.cell.2012.07.008
https://doi.org/10.1002/mnfr.202300688
https://doi.org/10.1002/mnfr.202300688
https://doi.org/10.1007/s13668-023-00453-4
https://doi.org/10.1016/j.neuropharm.2019.107911
https://doi.org/10.24272/j.issn.2095-8137.2024.037
https://doi.org/10.1038/s41467-020-16990-3
https://doi.org/10.1186/s40104-023-00959-5
https://doi.org/10.1038/s41392-024-01743-1
https://doi.org/10.1038/s41392-024-01743-1
https://doi.org/10.1186/s12866-024-03612-x
https://doi.org/10.1186/s40104-021-00657-0
https://doi.org/10.1021/acs.jafc.9b00446
https://doi.org/10.3390/biomedicines7010005
https://doi.org/10.3390/biomedicines7010005
https://doi.org/10.1002/9781118881286.ch9
https://doi.org/10.3390/ijms242216301
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-16-1598365 June 3, 2025 Time: 17:49 # 9

Shi et al. 10.3389/fmicb.2025.1598365

Plant, T. M. (2015). The hypothalamo-pituitary-gonadal axis. J. Endocrinol. 226,
T41–T54. doi: 10.1530/JOE-15-0113

Qi, X., Yun, C., Pang, Y., and Qiao, J. (2021). The impact of the gut microbiota
on the reproductive and metabolic endocrine system. Gut Microbes 13, 1–21. doi:
10.1080/19490976.2021.1894070

Reagan-Shaw, S., Nihal, M., and Ahmad, N. (2008). Dose translation from animal to
human studies revisited. FASEB J. 22, 659–661. doi: 10.1096/fj.07-9574LSF

Rhoades, N. S., Cinco, I. R., Hendrickson, S. M., Slifka, M. K., and Messaoudi, I.
(2022). Taxonomic and Functional Shifts in the Perinatal Gut Microbiome of Rhesus
Macaques. Microbiol. Spectr. 10:e0081422. doi: 10.1128/spectrum.00814-22

Rodrigues, V. O., Polisseni, F., Pannain, G. D., and Carvalho, M. A. G. (2020).
Genetics in human reproduction. JBRAAssist. Reprod. 24, 480–491. doi: 10.5935/1518-
0557.20200007

Santos-Marcos, J. A., Rangel-Zuñiga, O. A., Jimenez-Lucena, R., Quintana-Navarro,
G. M., Garcia-Carpintero, S., Malagon, M. M., et al. (2018). Influence of gender and
menopausal status on gut microbiota. Maturitas 116, 43–53. doi: 10.1016/j.maturitas.
2018.07.008

Shen, J., Zhao, W., Cheng, J., Cheng, J., Zhao, L., Dai, C., et al. (2023).
Lipopolysaccharide accelerates tryptophan degradation in the ovary and the derivative
kynurenine disturbs hormone biosynthesis and reproductive performance. J. Hazard.
Mater. 458:131988. doi: 10.1016/j.jhazmat.2023.131988

Shi, K., Liu, X., Duan, Y., Ding, J., Jia, Y., Jiang, Z., et al. (2024a). Multi-omics
analysis reveals associations between host gene expression, gut microbiota, and
metabolites in chickens. J. Anim. Sci. 102:skae263. doi: 10.1093/jas/skae263

Shi, K., Liu, X., Duan, Y., Jiang, X., Li, N., Du, Y., et al. (2024b). Dynamic changes
in intestinal gene expression and microbiota across chicken egg-laying stages. Animals
(Basel) 14:1529. doi: 10.3390/ani14111529

Stanislawski, M. A., Dabelea, D., Wagner, B. D., Sontag, M. K., Lozupone, C. A.,
and Eggesbø, M. (2017). Pre-pregnancy weight, gestational weight gain, and the gut
microbiota of mothers and their infants. Microbiome 5:113. doi: 10.1186/s40168-017-
0332-0

Uryu, H., Tsukahara, T., Ishikawa, H., Oi, M., Otake, S., Yamane, I., et al. (2020).
Comparison of productivity and fecal microbiotas of sows in commercial farms.
Microorganisms 8:1469. doi: 10.3390/microorganisms8101469

Wan, Q.-L., Meng, X., Fu, X., Chen, B., Yang, J., Yang, H., et al. (2019). Intermediate
metabolites of the pyrimidine metabolism pathway extend the lifespan of C. elegans
through regulating reproductive signals. Aging (Albany NY) 11, 3993–4010. doi: 10.
18632/aging.102033

Wang, T., Li, P., Bai, X., Tian, S., Yang, M., Leng, D., et al. (2024). Vaginal microbiota
are associated with in vitro fertilization during female infertility. Imeta 3:e185. doi:
10.1002/imt2.185

Xie, X., Song, J., Wu, Y., Li, M., Guo, W., Li, S., et al. (2024). Study on gut microbiota
and metabolomics in postmenopausal women. BMC Womens Health 24:608. doi:
10.1186/s12905-024-03448-7

Xu, L., Zhang, Q., Dou, X., Wang, Y., Wang, J., Zhou, Y., et al. (2022). Fecal
microbiota transplantation from young donor mice improves ovarian function
in aged mice. J. Genet. Genomics 49, 1042–1052. doi: 10.1016/j.jgg.2022.05.
006

Frontiers in Microbiology 09 frontiersin.org

https://doi.org/10.3389/fmicb.2025.1598365
https://doi.org/10.1530/JOE-15-0113
https://doi.org/10.1080/19490976.2021.1894070
https://doi.org/10.1080/19490976.2021.1894070
https://doi.org/10.1096/fj.07-9574LSF
https://doi.org/10.1128/spectrum.00814-22
https://doi.org/10.5935/1518-0557.20200007
https://doi.org/10.5935/1518-0557.20200007
https://doi.org/10.1016/j.maturitas.2018.07.008
https://doi.org/10.1016/j.maturitas.2018.07.008
https://doi.org/10.1016/j.jhazmat.2023.131988
https://doi.org/10.1093/jas/skae263
https://doi.org/10.3390/ani14111529
https://doi.org/10.1186/s40168-017-0332-0
https://doi.org/10.1186/s40168-017-0332-0
https://doi.org/10.3390/microorganisms8101469
https://doi.org/10.18632/aging.102033
https://doi.org/10.18632/aging.102033
https://doi.org/10.1002/imt2.185
https://doi.org/10.1002/imt2.185
https://doi.org/10.1186/s12905-024-03448-7
https://doi.org/10.1186/s12905-024-03448-7
https://doi.org/10.1016/j.jgg.2022.05.006
https://doi.org/10.1016/j.jgg.2022.05.006
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/

	Probiotic Hungatella hathewayi increases host estrogen level via regulation of gut microbiota and host metabolism in sows
	1 Introduction
	2 Materials and methods
	2.1 Animals and treatment
	2.2 Sample collection
	2.3 Hormone and antioxidative capacity detection
	2.4 Microbial DNA extraction and 16S rRNA sequencing
	2.5 16S rRNA data analysis
	2.6 Metabolomic sequencing and data analysis
	2.7 Statistical analysis

	3 Results
	3.1 Effect of Hungatella hathewayi on host hormones levels and antioxidative capacity
	3.2 Difference in sows' fecal microbiomes after dietary Hungatella hathewayi supplementation
	3.3 Hungatella hathewayi changed the sow's fecal metabolic profile
	3.4 The effect of Hungatella hathewayi on host serum metabolome

	4 Discussion
	5 Conclusion
	Data availability statement
	Ethics statement
	Author contributions
	Funding
	Acknowledgments
	Conflict of interest
	Generative AI statement
	Publisher's note
	References


