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Introduction
For the past few years, organoids have become a popular tool in conducting biological studies concerning

development, biological processes, and interactions with various substances [1]. Historically, investigations
focused on the intestine have employed cell and animal models; however, these approaches are limited to the
structural, functional, and mechanical aspects of the gut [2]. Therefore, the requirements for laboratory-based
biomimetic models have been emphasized to comprehensively delineate gut development and diseases [3, 4].
Given this perspective, intestinal organoids might a suitable model for diverse functionalities, such as the
establishment of vital immune barriers to facilitate the absorption of nutrients and water from the environment
[5]. Additionally, the self-organized three-dimensional structure of the gut organoid specifically mimics the
intestinal structure, reflecting in detail the complex structure of the real intestine and its biological roles [6]. The
intestinal organoid model is described as a highly organized self-renewing tissue with proliferative crypts and
differentiated villi, and it could continuously differentiate into various intestinal epithelial cell types, including
Paneth cells, goblet cells, enteroendocrine cells, and enterocytes. This model could preserve cellular diversities in
the gut environment by maintaining the basic physiological functions of the intestinal epithelium [5, 7]. 

Probiotics, when consumed in adequate amounts, can promote the health of the host and
beneficially modulate the host’s immunity. Particularly during the host’s early life, the gut intestine
undergoes a period of epithelial maturation in which epithelial cells organize into specific crypt and
villus structures. This process can be mediated by the gut microbiota. Recent studies have reported
that the administration of probiotics can further promote intestinal maturation in the neonatal
intestine. Therefore, in this study, we investigated the effects of extracellular vesicles derived from
the Limosilactobacillus fermentum SLAM 216 strain, which is an established probiotic with known
immune and anti-aging effects on intestinal epithelial maturation and homeostasis, using mouse
small intestinal organoids. As per our findings, treatment with L. fermentum SLAM 216-derived
LF216EV (LF216EV) has significantly increased the bud number and size of organoid buds.
Furthermore, extracellular vesicle (EV) treatment upregulated the expression of maturation-related
genes, including Ascl2, Ephb2, Lgr5, and Sox9. Tight junctions are known to have an important role in
the intestinal immune barrier, and EV treatment has significantly increased the expression of genes
associated with tight junctions, such as Claudin, Muc2, Occludin, and Zo-1, indicating that it can
promote intestinal development. This was supported by RNA sequencing, which revealed the
upregulation of genes associated with cAMP-mediated signaling, which is known to regulate cellular
processes including cell differentiation. Additionally, organoids exposed to LF216EV exhibited
upregulation of genes associated with maintaining brain memory and neurotransmission, suggesting
possible future functional implications. 
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Recent studies have utilized the development of the infant’s gut, along with various diseases including
inflammatory bowel disease (IBD), as a diverse disease model [8]. Furthermore, it has been reported that the in
vitro maturation process of intestinal organoids closely resembles the maturation of intestinal epithelium in vivo;
this allows for a detailed investigation of the molecular mechanisms underlying host intestinal epithelial
maturation [4, 9, 10]. The maturation of the gastrointestinal tract, particularly during the host’s early stage, plays a
pivotal role in shaping the development and maturation of the gut microbiota [11, 12]. This process holds critical
significance as it has the potential to impact the optimal formation of the immune system and the sustained well-
being of the individual [9, 13, 14]. Hence, the organoid model has proven capable of effectively mimicking the
host’s intestinal maturation process, serving as a viable alternative to track this developmental progression during
the early phases of the host’s life [4, 8].

Extracellular vesicles with nano-sized particles are released by live organisms, including eukaryotes, bacteria,
and archaea [15]. With increasing recognition of the functional roles of microorganisms in animal health and
disease, bacterial extracellular vesicles have attracted significant attention among researchers for its functional
roles of interactions with hosts, modulation of host immunity, shuttle genetic material, and nutrient delivery
within microbial communities [16-19]. LF216EV can exhibit stability under physiological conditions in animals,
and they can also deliver various biological molecules such as proteins, enzymes, DNA, RNA, peptidoglycans, and
lipids to the host [20]. The delivery-specific features of LF216EV can be applied efficiently to convey functional
substances to the host, enhancing host health and investigating therapeutic and diagnostic applications for
various diseases [21]. Therefore, this study has investigated the impact of LF216EV from probiotics on the
intestinal maturation of the intestinal organoids; we also evaluated it as a suitable in vitro model for assessing the
candidate substances on gut development.

Materials and Methods
Isolation of Bacterial Extracellular Vesicles

The isolation of L. fermentum SLAM 216-derived extracellular vesicles (LF216EV) was performed using the
polyethylene glycol-6000 (PEG-6000) method, which was already described in previous studies, with some
modifications [22]. In brief, bacterial supernatant was centrifuged at 7,000 ×g at 4°C for 30 min to remove any
remaining debris and cells. Then, the supernatant was passed through a 0.45 μm filter and a 0.22 μm filter to
remove any residual bacterial cell debris. Thereafter, the supernatant was mixed with PEG-6000 (Sigma, USA) to
reach a final concentration of 15%; it was then incubated overnight at 4°C. Using a centrifuge, the mixture was
centrifuged at 8,000 ×g at 4°C for 30 min, and the pelletized LF216EVs were collected, resuspended in phosphate-
buffered saline (PBS), and filtered using a 0.22 μm filter [23]. The LF216EVs were kept at −80°C before being used
for experiments.

Characterization of LF216EV
To characterize LF216EV, we have conducted transmission electron microscopy (TEM) and nanoparticle

tracking analysis (NTA). TEM investigations were carried out following previously described methods [24, 25].
Specifically, 5 μl of the EV sample was deposited onto a carbon-coated grid; it was allowed to settle for 60 seconds
for stabilization. Subsequently, the samples were negatively stained with 2% uranyl acetate and visualized using
TEM at NICEM (National Instrumentation Center for Environmental Management, Seoul National University,
Republic of Korea). EV size distribution and abundance were assessed using NTA, with a NanoSight NS300
instrument from Malvern. The acquired data were analyzed using NTA software version 3.4.

Isolation and Culture of Mouse Intestinal Organoids
Mouse jejunal enteroids were generated using a well-established method [26, 27]. In summary, mouse jejunum

segments (3-4 inches) were flushed with ice-cold PBS to clean and remove waste. Then, tissue was cut into three
pieces and was opened using scissors to expose the villi, which were gently removed using glass slides. After the
tissue was washed in ice-cold PBS and chelation buffer, the separated crypts were collected, pelleted, and
resuspended in advanced Dulbecco’s modified Eagle’s medium (DMEM, Gibco, USA). The suspended crypts
were passed through a 70 mm cell strainer and plated onto a 24-well cell culture plate with 40 μl of Matrigel
(Corning, Inc., USA); these were then polymerized and incubated with 400μl of IntestiCult mouse organoid
growth medium (STEMCELL Technologies Inc., Canada). The medium was replaced every 2–3 days, and
passaging was performed using a 26G syringe after 6–7 days. This study was approved by the Animal Care
Committee of Seoul National University (SNU-230612-4).

Organoid Maturation Assay
For the in vitro maturation assay of organoids, they were harvested from the Matrigel dome, and any remaining

Matrigel was removed using ice-cold PBS. For passaging, organoids underwent trypsin–EDTA treatment and
were then dissociated in a water bath at 37°C for 5 min. Advanced DMEM was added to halt the dissociation
process, followed by centrifugation at 300 ×g for 5 min. The separated organoid pellets were resuspended in
Matrigel and incubated with IntestiCult mouse organoid growth medium containing LF216EV for 7 days.
Representative images of the cultures were taken from the same well and the same field on subsequent days of
culture. Additionally, organoid cultures were monitored over time with a snapshot interval of 1 day, spanning
several days of culture. Images for determining organoid size and the number of buds were processed and
analyzed using ImageJ software,  (National Institutes of Health, USA).
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Immunofluorescence Assays
The expression of Ki67 in mouse organoids after incubation with LF216EV for 7 days was examined using

immunofluorescence assays [26]. For fixation, organoid pellets were collected in microtubes, and Matrigel was
removed with ice-cold PBS. They were then treated with 4% paraformaldehyde for 15 min and permeabilized with
0.5% Triton X-100 in PBS for 20 min at room temperature. Next, the organoids were blocked in 2% donkey serum
in 0.01% Triton X-100 in PBS overnight at 4°C. Then, the primary antibody Ki67 (ABclonal, China) was applied to
the organoids at 4°C overnight. Afterward, the samples were incubated with Alexa Fluor 488-conjugated goat
anti-rabbit IgG (ABclonal) for 1 h at room temperature. Nuclei were stained with DAPI for 5 min. Image
acquisition was performed using a confocal microscope.

Organoid RNA Isolation 
For quantitative real-time polymerase chain reaction (RT-qPCR) and transcriptome analysis, organoids were

exposed to LF216EV for 24 h. Organoids were harvested in TRIzol reagent (Ambion, USA) for RNA isolation [28].
Then, the total RNA was isolated using the RNeasy Mini Kit (Qiagen, Germany), according to manufacturer’s
instructions. Total RNA quality and quantification were measured using a SpectraMax® ABS Plus Microplate
Reader (Molecular Devices, USA). 

Quantitative Real-Time Polymerase Chain Reaction Analysis
For the RT-qPCR assay, 1 μg of total RNA was reverse-transcribed into cDNA using the iScript cDNA Synthesis

Kit (Bio-Rad Laboratories, USA), and aliquots of synthesized cDNAs were stored at −20°C. Then, 2.5 μl of cDNA was
mixed with 10 μl of the SsoAdvanced Universal SYBR Green Supermix (Bio-Rad Laboratories), 1 μl each of the 10
pmol forward and reverse primers, and 7.5 μl of nuclease-free water. RT-qPCR was performed using the Bio-Rad
CFX96 Real-time PCR System (Bio-Rad Laboratories) with target gene primers. The cycling conditions included
polymerase activation and DNA denaturation at 95°C for 30 sec, followed by 40 cycles of 95°C for 15 sec and
annealing at 60°C for 30 sec. Subsequently, melt curve analysis was performed at 65°C with 5 sec/step. The gene
expression of each sample was normalized using GAPDH. The relative fold change in gene expression was
calculated using the 2ˆ(–ΔΔCT) method [29]. The PCR primers used in the qRT-PCR analysis were listed in
Table 1 [30].

Transcriptome Analysis
In this study, transcriptome sequencing of organoids was conducted to obtain gene expression values, analyze

differentially expressed genes, and conduct functional classification and gene annotation based on gene ontology
and pathway information for significant genes [31, 32]. Total RNA concentration was determined using the
Quant-it RiboGreen RNA Assay Kit (Invitrogen, USA) with the VICTOR Nivo Multimode Microplate Reader
(PerkinElmer, USA); meanwhile, RNA integrity was assessed using an Agilent Technologies 2100 Bioanalyzer
(Agilent Technologies, USA). Only high-quality RNA samples were utilized for RNA library construction.
Libraries of EV-treated and non-treated organoids were prepared using the Illumina TruSeq Stranded Total RNA
Library Prep Gold Kit (Illumina, Inc., USA), according to the manufacturer’s protocol. Following purification and
enrichment with PCR, the final cDNA libraries were sequenced on an Illumina NovaSeq platform [33]. 

Statistical Analysis
Each experiment was replicated at least three times, and results are expressed as mean ± standard error (SEM).

Statistical analysis involved one-way analysis of variance (ANOVA), followed by Tukey’s post-hoc test, conducted
using the GraphPad Prism software 10.0. Significance levels were denoted as *p < 0.05, **p < 0.01, and ***p < 0.001,
indicating significant differences across all replicates.

Results
Characterization of L. fermentum-Derived Extracellular Vesicles

Extracellular vesicles derived by L. fermentum SLAM 216 (LF216EV) were isolated through a polyethylene
glycol-based method. The identification of LF216EV was accomplished by transmission electron microscopy
(TEM), which is a widely acknowledged visualization technique, and confirmed the typical appearance of well-

Table 1. Significantly upregulated genes in LF216EV-treated organoids.
Genes Description Fold change LF216EV/Control

Tssk6 Testis-specific serine kinase 6 55.88
Taar8c Trace amine-associated receptor 8C 41.25
Slc8a2 Solute carrier family 8 (sodium/calcium exchanger), member 2 14.74
Sprr2b Small proline-rich protein 2B 14.51
Gpr135 G protein-coupled receptor 135 13.26
Mamld1 Mastermind-like domain containing 1 12.65
Fank1 Fibronectin type 3 and ankyrin repeat domains 1 12.28
B3gnt5 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 5 12.26
Cd1d1 CD1d1 antigen 11.29
Marveld1 MARVEL (membrane-associating) domain containing 1 7.58
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known LF216EV (Fig. 1). Subsequent analysis of EV size and number concentration was conducted using
nanoparticle tracking analysis (NTA). The average size of LF216EV was determined to be 115.0 nm (unpublished
data).

LF216EV Improves Mouse Intestinal Organoid Maturation
As per our investigation on the effects of LF216EV on the host gut, we conducted experiments utilizing mouse

intestinal organoids as a model system. Organoids cultured with LF216EV exhibited accelerated growth as
compared to organoids cultured under non-treated conditions, resulting in a more robust morphology after a 7-
day culture period (Fig. 2A). Organoids incubated with concentrations of LF216EV for 7 days exhibited a
significant increase in terms of size as compared to non-treated organoids (Fig. 2B). Also, treatment with
LF216EV significantly increases the number of buds (Fig. 2C). Epithelial development was examined using
immunofluorescence staining, and KI67, which is a marker of epithelial proliferative activity, was found to be
highly concentrated in organoids exposed to LF216EV (Fig. 2D). 

Hence, we employed RT-qPCR to assess whether the phenotypic alterations induced by LF216EV were reflected
at the gene level (Fig. 3). Organoids incubated with LF216EV exhibited a significant upregulation in the
expression of genes associated with proliferation and differentiation (Ascl2, Ephb2, Lgr5, Sox9; Fig. 3A). LF216EV-
treated organoids showed an approximately 1.5-fold increase in Ascl2 gene expression increased by approximately
1.5-fold, Ephb2 gene expression increased by approximately 1.3-fold, Lgr5 increased by 1.9-fold (109) and 1.3-fold
(1010), respectively, and Sox9 increased by approximately 1.3-fold. Moreover, organoids incubated with LF216EV
exhibited a notable increase in the expression levels of specific markers closely associated with the integrity of gut
tight junctions (Claudin, Muc2, Occludin, Zo-1; Fig. 3B). Expression of the Claudin gene increased more than 5-
fold in all LF216EV treatments, the Muc2 gene increased more than 2-fold, Occludin increased about 1.5-fold, and
Zo-1 increased about 1.4-fold. These enhancements underscore the potential impact of LF216EV on both
structural development and functional aspects of the intestinal barrier within the organoid model system. 

LF216EV-Induced Gene Expression Changes in Mouse Intestinal Organoids
Here, we focused on investigating the genes regulated by LF216EV using RNA sequencing analysis. RNA from

organoids exposed to LF216EV (treatment group) and non-exposed organoid RNA were sequenced, wherein the
gene expression levels were noted to vary between the LF216EV treatment group and the control group (Fig. 4A).
The LF216EV treatment group significantly upregulated 425 genes and downregulated 387 genes as compared to
the control group. Increase in genes was associated with integral components of the postsynaptic membrane,
cAMP-mediated signaling, and the innate immune response in the mucosa (Fig. 4B). Furthermore, we performed
Gene Ontology (GO) analysis on RNA-seq data, and organoids, exposed to LF216EV, showed 301 significantly
regulated GO terms (27 terms for biological process (BP), 78 terms for molecular function (MF), and 196 terms for
cellular component (CC)). The main GO terms in BP were as follows: GO:0002227 (innate immune response in
mucosa), GO:0002385 (mucosal immune response), GO:0002251 (organ- or tissue-specific immune response),
GO:0005275 (sodium channel activity), and GO:0007156 (homophilic cell adhesion via plasma membrane
adhesion molecules) (Fig. 4C). In MF, the main GO terms were GO:0008375 (acetylglucosaminyltransferase
activity), GO:0030551 (cyclic nucleotide binding), GO:0030552 (cAMP binding), GO:0005217 (intracellular
ligand-gated ion channel activity), and GO:0031279 (regulation of cyclase activity) (Fig. 4D). Meanwhile, in CC,
the main GO terms were GO:0032590 (dendrite membrane), GO:0034705 (potassium channel complex), and
GO:0099061 (integral component of postsynaptic density membrane) (Fig. 4E). When organoids were cultured
with LF216EV, the top ten genes were significantly increased (Table 1); meanwhile, the expression levels of testis-
specific serine kinase 6 (Tssk6), trace amine-associated receptor 8C (Taar8c), solute carrier family 8-(Slc8a2), and
small proline-rich protein 2B (Sprr2b) related genes were also significantly increased. Among the ten upregulated
genes, the genes specifically associated with intestinal maturation are Slc8a2, Sprr2b, Gpr135, Mamld1, B3gnt5,
and Cd1d1.

Fig. 1. Identification of LF216EV by TEM analysis. The LF216EV particle is shown in the TEM image. Scale bars,
100 nm (left) and 50 nm (rignt).
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Fig. 2. LF216EV promotes the development of mouse intestinal organoids. (A) Representative images showing
mouse intestinal organoids cultured with LF216EV in day 7. (B) Organoid area after 7 days culture with LF216EV. (C) Number
of organoid bud per organoids after a 7-day culture with LF216EV. LF216EV, L. fermentum SLAM 216-derived LF216EV.
*=p<0.05, **=p<0.01, ***= p <0.001, normal control vs. LF216EV. (D) Protein expression by immunofluorescence analysis
for maturation marker KI67 of intestinal organoids.

Fig. 3. Quantitative RT-PCR analysis of maturation and gut tight junction markers in LF216EV-treated
organoids. (A) Quantitative RT-PCR analysis for markers of maturation in LF216EV-treated organoids. (B) Quantitative RT-
PCR analysis for markers of gut tight junction in LF216EV-treated organoids. LF216EV, L. fermentum SLAM 216-derived
LF216EV. *=p<0.05, **=p<0.01, ***= p <0.001, normal control vs. LF216EV.
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Discussion
The gastrointestinal tract (GIT) acquires functionality through a process of maturation, and the villi and

microvilli features were built in this process by the emergence of various cell types with enhanced structural
integrity [34, 35]. The mouse intestinal organoid, which is used in this study, represents a 3D culture model
capable of partially simulating phenotypic structure, cellular composition, and intestinal function. Moreover, this
organoid model could overcome the limitations of the monolayer model for gut epithelium in a conventional host;
it allows for more comprehensive investigations. In particular, the organoid model can reproduce the interactions
among various types of cells in the intestine, including Paneth cells, goblet cells, enterocytes, and stem cells, and
this novel model could simulate the absorption and secretion capacities of the intestine through the self-
organization of multicellular structures and functional cells [36, 37]. 

In this study, we have investigated the impact of probiotic-derived EV on host intestinal formation and
maturation using a mouse intestinal organoid model. LF216EV was found to promote growth; it also increased the
number of buds in organoids within the mouse intestine. Additionally, LF216EV significantly enhanced the
expression of genes associated with organoid maturation, such as Ki67, Ascl2, EphB2, and Sox9, with a significant
elevation in the expression of genes crucial for tight junction formation, including Claudin, Muc2, Occludin, and
Zo-1. These findings strongly suggest that LF216EV plays a robust role in promoting intestinal barrier integrity
and development. The early stages of the host’s life are critical for intestinal maturation, which, in turn, promotes
the formation of a mature gut microbiota community; moreover, it has been essential for the long-term health of
the host [38, 39]. 

Particularly, the homeostasis of the gut relies significantly on maintaining the physical barrier of the intestinal
epithelium, which serves as a crucial boundary separating the host from pathogenic bacteria and compounds
[40, 41]. The intestinal barrier heavily relies on cell-to-cell adhesion junctions of the surrounding intestinal
epithelial cells (IEC) at the apical surface, and they form a polarized monolayer with distinct apical and basolateral
domains [42]. As per RNA sequencing analysis, LF216EV significantly upregulated the genes associated with
intestinal epithelial development, such as GPR135 and SPRR2B, confirming their induction of tight junction
formation within the intestine [43, 44]. Furthermore, it was found that LF216EV significantly upregulated the
genes directly related to immunity, such as TAAR8C, B3GNT5, and CD1D1, suggesting their potential to regulate
the host’s immune response and protect the host from pathogens and external environments [45-47]. Collectively,

Fig. 4. Transcriptional profiling of organoids treated with LF216EV. (A) Volcano plot of transcriptome differences. (B) Cytoscape pathway network of
significantly upregulated genes in LF216EV-treated organoids. (C) Gene Ontology (GO) enrichment analysis for the term in the biological process category. (D) GO
enrichment analysis for the term in the molecular function category. (E) GO enrichment analysis for the term in the cellular component category. LF216EV,
L. fermentum SLAM 216-derived LF216EV.
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our findings confirmed the potential of EV-induced mature intestinal barrier adhesion in promoting healthy
neonatal gut colonization and immune system maturation.

In a recent research, supplementation of probiotics and probiotic-derived factors in early life can promote host
growth and immune development through the establishment of gut microbiota community [11, 48, 49].
Consequently, various efforts were evaluated to support the healthy development of the gastrointestinal
microbiota during the early stages of the host’s life. For example, various researchers demonstrated that infants
who consume formula milk supplemented with probiotics, such as Lacticaseibacillus rhamnosus, Limosilactobacillus
reuteri, and Bifidobacterium lactis has a reduced risk of necrotizing enterocolitis with the improvement of stool
consistency and infant growth [50-52]. 

While probiotics are widely available to consumers in various forms, limitations in ensuring the stability of
viable microbial counts have been observed due to processing constraints and shelf-life limitations during the
production and distribution of commercial products [53]. Therefore, the importance of postbiotics, serving as
bacterial metabolites and their components, has been emphasized recently as a means to address these issues
[54, 55]. In this study, we introduced a novel form of postbiotics, that is, EV. They are nano-sized particles
enveloped by a lipid bilayer that transport cell-derived compounds and are generated through microbial
metabolism. These particles can interact with the host by modulating signaling pathways such as metabolic
pathways, fatty acid degradation, and biosynthesis of cofactors [56]. 

Furthermore, postbiotics have been proposed as a safe alternative to using live bacteria to avoid the potential
side effects of probiotics in vulnerable hosts such as immunocompromised patients [57]. In 2021, Hao
demonstrated that EVs derived from L. plantarum Q7 could alleviate ulcerative colitis in mice; meanwhile, Tong
and colleagues also proposed that EVs derived from L. rhamnosus GG could attenuate the inflammation in
dextran sodium sulfate (DSS)-induced colitis mice and regulated the host’s immune response [58, 59]. As we
mentioned several studies have investigated the impact of probiotic-derived EVs on disease, but our study is the
first to demonstrate that probiotic-derived EVs can promote host maturation of the gut. Accumulated evidence
has indicated that bacterial-derived EV could deliver a variety of biomolecules and genetic material to the host.
Therefore, studies related to the application of EVs in food and pharmaceutical industries have been continued,
because they can function in a non-living state, offer a longer shelf-life with better environmental resilience, and
has more stability [60]. Therefore, LF216EV's ability to promote intestinal maturation in the host, which was
confirmed in this study, could be utilized as a more effective functional material. LF216EV has the potential to be
a more effective functional material when delivered to the host at an early stage with the least amount of side
effects, and its stability is ensured until it reaches the host.

In this study, the LF216EV was determined to facilitate the delivery of various biomolecules to the intestinal
organoid model, and it could also induce regulated gene expression. Subsequently, KEGG pathway analysis
revealed the upregulation of pathways including cAMP-mediated signaling, innate immune response in the
mucosa, sodium channel activity, and phosphatidylinositol bisphosphate binding, thereby modulating the host’s
immune response. Moreover, the promotion of intestinal maturation was observed, suggesting its potential to
create a mature gut microbiome environment.

Collectively, this study demonstrated the potential benefits of supplementing probiotic-derived EVs in the early
development of the host, as they promote intestinal maturation and its microbial environment and potentially
reduce host diseases by regulating genes related to immunity. However, due to the incomplete elucidation of the
physiologically active components and precise mechanisms of LF216EV, the question remains unanswered
regarding the specific mechanisms underlying the effects mediated by LF216EV. Therefore, through further
research involving the characterization and identification of LF216EV components, a broader understanding of
the mechanisms of action of LF216EV can be achieved. Also, this finding provides new insights into the role and
functionality of LF216EV as potential postbiotics, thus offering the possibility of serving as effective substances
supporting intestinal maturation in the host, potentially replacing probiotics.

Acknowledgments 
This research was supported by a National Research Foundation of Korea Grant, funded by the Korean

government (MEST) (NRF-2021R1A2C3011051) and Basic Science Research Program through the National
Research Foundation of Korea (NRF) funded by the Ministry of Education (2022M3A9I5018286).

Conflict of Interest
The authors have no financial conflicts of interest to declare.

References
1. Merker SR, Weitz J, Stange DE. 2016. Gastrointestinal organoids: how they gut it out. Dev. Biol. 420: 239-250.
2. Kang AN, Lee J, Eor JY, Kwak MJ, Kim YA, Oh S, et al. 2024. A comprehensive assessment of immunomodulatory potentials of

Korean antler velvet extract in mouse and neurodegenerative Caenorhabditis elegans models. J. Anim. Sci. Technol. DOI:10.5187/
jast.2024.e22.

3. Cho E, Yoo Y, Yoon Y. 2024. Antimicrobial activity of Pediococcus pentosaceus strains against diarrheal pathogens isolated from pigs
and effect on paracellular permeability of HT-29 cells. J. Anim. Sci. Technol.

4. Fair KL, Colquhoun J, Hannan NR. 2018. Intestinal organoids for modelling intestinal development and disease. Philos. Trans. Royal
Soc. B Biol. Sci. 373: 20170217.

5. Gómez DP, Boudreau F. 2021. Organoids and their use in modeling gut epithelial cell lineage differentiation and barrier properties
during intestinal diseases. Front. Cell Dev. Biol. 9: 732137.



2098 Choi et al.

J. Microbiol. Biotechnol.

6. Kraiczy J, Zilbauer M. 2019. Intestinal epithelial organoids as tools to study epigenetics in gut health and disease. Stem Cells Int.
2019: 7242415.

7. Rubert J, Schweiger PJ, Mattivi F, Tuohy K, Jensen KB, Lunardi A. 2020. Intestinal organoids: a tool for modelling diet–microbiome–
host interactions. Trends Endocrinol. Metab. 31: 848-858.

8. Chusilp S, Li B, Lee D, Lee C, Vejchapipat P, Pierro A. 2020. Intestinal organoids in infants and children. Pediatr. Surg. Int. 36: 1-10.
9. Bouffi C, Wikenheiser-Brokamp KA, Chaturvedi P, Sundaram N, Goddard GR, Wunderlich M, et al. 2023. In vivo development of

immune tissue in human intestinal organoids transplanted into humanized mice. Nat. Biotechnol. 41: 824-831.
10. Navis M, Martins Garcia T, Renes IB, Vermeulen JL, Meisner S, Wildenberg ME, et al. 2019. Mouse fetal intestinal organoids: new

model to study epithelial maturation from suckling to weaning. EMBO Rep. 20: e46221.
11. Song D, Lee J, Oh H, Chang S, An J, Park S, et al. 2023. Effects of probiotics on growth performance, intestinal morphology, intestinal

microbiota weaning pig challenged with Escherichia coli and Salmonella enterica. J. Anim. Sci. Technol. DOI: https://doi.org/10.5187/
jast.2023.e119.

12. Wealleans AL, Ashour RA, Ishmais MAA, Al-Amaireh S, Gonzalez-Sanchez D. 2024. Comparative effects of proteases on
performance, carcass traits and gut structure of broilers fed diets reduced in protein and amino acids. J. Anim. Sci. Technol. 66: 457.

13. Everaert N, Van Cruchten S, Weström B, Bailey M, Van Ginneken C, Thymann T, Pieper R. 2017. A review on early gut maturation
and colonization in pigs, including biological and dietary factors affecting gut homeostasis. Anim. Feed Sci. Technol. 233: 89-103.

14. Williams R, Beck F. 1969. A histochemical study of gut maturation. J. Anat. 105: 487.
15. Wang X, Thompson CD, Weidenmaier C, Lee JC. 2018. Release of Staphylococcus aureus extracellular vesicles and their application

as a vaccine platform. Nat. Commun. 9: 1379.
16. Chronopoulos A, Kalluri R. 2020. Emerging role of bacterial extracellular vesicles in cancer. Oncogene. 39: 6951-6960.
17. Ellis TN, Kuehn MJ. 2010. Virulence and immunomodulatory roles of bacterial outer membrane vesicles. Microbiol. Mol. Biol. Rev.

74: 81-94.
18. Deatherage BL, Cookson BT. 2012. Membrane vesicle release in bacteria, eukaryotes, and archaea: a conserved yet underappreciated

aspect of microbial life. Infect. Immun. 80: 1948-1957.
19. Kaparakis-Liaskos M, Ferrero RL. 2015. Immune modulation by bacterial outer membrane vesicles. Nat. Rev. Immunol. 15: 375-387.
20. Hosseini-Giv N, Basas A, Hicks C, El-Omar E, El-Assaad F, Hosseini-Beheshti E. 2022. Bacterial extracellular vesicles and their novel

therapeutic applications in health and cancer. Front. Cell. Infect. Microbiol. 12: 962216.
21. Pirolli NH, Bentley WE, Jay SM. 2021. Bacterial extracellular vesicles and the gut‐microbiota brain axis: Emerging roles in

communication and potential as therapeutics. Adv. Biol. 5: 2000540.
22. Kalarikkal SP, Prasad D, Kasiappan R, Chaudhari SR, Sundaram GM. 2020. A cost-effective polyethylene glycol-based method for

the isolation of functional edible nanoparticles from ginger rhizomes. Sci. Rep. 10: 4456.
23. Bok EY, Seo SY, Lee HG, Kim EJ, Cho A, Jung YH, et al. 2024. Exosomes isolation from bovine serum: Qualitative and quantitative

comparison between ultracentrifugation, combination ultracentrifugation and size exclusion chromatography, and exoEasy
methods. J. Anim. Sci. Technol. DOI: https://doi.org/10.5187/jast.2024.e45.

24. Ghosh K, Senevirathne A, Kang HS, Hyun WB, Kim JE, Kim KP. 2018. Complete nucleotide sequence analysis of a novel Bacillus
subtilis-infecting bacteriophage BSP10 and its effect on poly-gamma-glutamic acid degradation. Viruses 10: 240.

25. Liu Y, Zhao L, Wang M, Wang Q, Zhang X, Han Y, et al. 2019. Complete genomic sequence of bacteriophage P23: a novel Vibrio phage
isolated from the Yellow Sea, China. Virus Genes 55: 834-842.

26. Park M, Cao Y, Hong CI. 2022. Methods for Assessing Circadian Rhythms and Cell Cycle in Intestinal Enteroids, pp. 105-124.
Circadian Regulation: Methods and Protocols, Ed. Springer.

27. Park KW, Yang H, Lee MG, Ock SA, Wi H, Lee P, et al. 2022. Establishment of intestinal organoids from small intestine of growing
cattle (12 months old). J. Anim. Sci. Technol. 64: 1105.

28. Kwak MJ, Chae KS, Kim JN, Whang KY, Kim Y. 2023. Dietary effects of melatonin on growth performance by modulation of protein
bioavailability and behavior in early weaned rats and pigs. J. Anim. Sci. Technol. 65: 1053.

29. Kwak MJ, Ha DJ, Park MY, Eor JY, Whang KY, Kim Y. 2024. Comparison study between single enzyme and multienzyme complex in
distiller’s dred grains with soluble supplemented diet in broiler chicken. J. Anim. Sci. Technol. 66: 398.

30. Duan C, Wu J, Wang Z, Tan C, Hou L, Qian W, et al. 2023. Fucose promotes intestinal stem cell-mediated intestinal epithelial
development through promoting Akkermansia-related propanoate metabolism. Gut Microbes 15: 2233149.

31. Zhang J, Zhao C, Yao M, Qi J, Tan Y, Shi K, et al. 2023. Transcriptome sequencing reveals non-coding RNAs respond to porcine
reproductive and respiratory syndrome virus and Haemophilus parasuis concurrent infection in lungs of Kele piglets. J. Anim. Sci.
Technol. DOI:10.5187/jast.2023.e46.

32. Li W, Murphy B, Larsen A. 2024. Caecum transcriptome and associated microbial community in young calves with artificial dosing
of rumen content obtained from an adult cow. J. Anim. Sci. Technol. DOI: https://doi.org/10.5187/jast.2024.e27.

33. Yun YB, Jeong H, Cho Y, Kim S. 2023. Analysis of genetic diversity of yuzu (Citrus junos Sieb. Ex Tanaka) using single nucleotide
polymorphisms identified through RNA-seq and whole-genome resequencing analyses. J. Hortic. Sci. Biotechnol. 99: 298-310.

34. Lee JH, Kim S, Kim ES, Keum GB, Doo H, Kwak J, et al. 2023. Comparative analysis of the pig gut microbiome associated with the pig
growth performance. J. Anim. Sci. Technol. 65: 856.

35. Trahair J, Sangild P. 2002. Studying the development of the small intestine: philosophical and anatomical perspectives, pp. 1-54.
Biology of growing animals, Ed. Elsevier.

36. Zhang Y, Huang S, Zhong W, Chen W, Yao B, Wang X. 2021. 3D organoids derived from the small intestine: an emerging tool for drug
transport research. Acta Pharm. Sin. B. 11: 1697-1707.

37. Zhong Y, Zuo B, Li J, Zhai Y, Mudarra R. 2023. Effects of paraformic acid supplementation, as an antibiotic replacement, on growth
performance, intestinal morphology and gut microbiota of nursery pigs. J. Anim. Sci. Technol.

38. Beller L, Deboutte W, Falony G, Vieira-Silva S, Tito RY, Valles-Colomer M, et al. 2021. Successional stages in infant gut microbiota
maturation. mBio 12: e01857-01821.

39. Jo H, Han G, Kim EB, Kong C, Kim BG. 2024. Effects of supplemental bacteriophage on the gut microbiota and nutrient digestibility
of ileal-cannulated pigs. J. Anim. Sci. Technol. 66: 340.

40. Blackwood BP, Yuan CY, Wood DR, Nicolas JD, Grothaus JS, Hunter CJ. 2017. Probiotic Lactobacillus species strengthen intestinal
barrier function and tight junction integrity in experimental necrotizing enterocolitis. J. Probiotics Health 5: 159.

41. Oh SH, Kim IS, Kim GI, Kim JA, Moon YS, Jang JC, et al. 2022. Intestinal microbial composition changes induced by Lactobacillus
plantarum GBL 16, 17 fermented feed and intestinal immune homeostasis regulation in pigs. J. Anim. Sci. Technol. 64: 1184.

42. Rose EC, Odle J, Blikslager AT, Ziegler AL. 2021. Probiotics, prebiotics and epithelial tight junctions: a promising approach to
modulate intestinal barrier function. Int. J. Mol. Sci. 22: 6729.

43. Lunjani N, Ambikan AT, Hlela C, Levin M, Mankahla A, Heldstab‐Kast JI, et al. 2024. Rural and urban exposures shape early life
immune development in South African children with atopic dermatitis and nonallergic children. Allergy 79: 65-79.

44. Rakoff-Nahoum S, Kong Y, Kleinstein SH, Subramanian S, Ahern PP, Gordon JI, Medzhitov R. 2015. From the cover: INAUGURAL
ARTICLE by a recently elected academy member: analysis of gene–environment interactions in postnatal development of the
mammalian intestine. Proc. Natl. Acad. Sci. USA 112: 1929.



The Function of LF216EV in Organoid Model 2099

October 2024Vol. 34No. 10

45. Moiseenko VI, Apryatina VA, Gainetdinov RR, Apryatin SA. 2024. Trace amine-associated receptors’ role in immune system
functions. Biomedicines 12: 893.

46. Morrin ST, Lane JA, Marotta M, Bode L, Carrington SD, Irwin JA, Hickey RM. 2019. Bovine colostrum-driven modulation of
intestinal epithelial cells for increased commensal colonisation. Appl. Microbiol. Biotechnol. 103: 2745-2758.

47. Olszak T, Neves JF, Dowds CM, Baker K, Glickman J, Davidson NO, et al. 2014. Protective mucosal immunity mediated by epithelial
CD1d and IL-10. Nature 509: 497-502.

48. Jeon K, Song M, Lee J, Oh H, Chang S, Song D, et al. 2023. Effects of single and complex probiotics in growing-finishing pigs and
swine compost. J. Anim. Sci. Technol. 66: 763-780.

49. Yan F, Polk DB. 2020. Probiotics and probiotic-derived functional factors—mechanistic insights into applications for intestinal
homeostasis. Front. Immunol. 11: 560388.

50. Mugambi MN, Young T, Blaauw R. 2014. Application of evidence on probiotics, prebiotics and synbiotics by food industry: a
descriptive study. BMC Res. Notes 7: 754.

51. Braegger C, Chmielewska A, Decsi T, Kolacek S, Mihatsch W, Moreno L, et al. 2011. Supplementation of infant formula with
probiotics and/or prebiotics: a systematic review and comment by the ESPGHAN committee on nutrition. J. Pediatr. Gastroenterol.
Nutr. 52: 238-250.

52. Mugambi MN, Musekiwa A, Lombard M, Young T, Blaauw R. 2012. Synbiotics, probiotics or prebiotics in infant formula for full
term infants: a systematic review. Nutr. J. 11: 1-32.

53. Krzyżek P, Marinacci B, Vitale I, Grande R. 2023. Extracellular vesicles of probiotics: shedding light on the biological activity and
future applications. Pharmaceutics 15: 522.

54. Choi Y, Lee W, Kwon JG, Kang A, Kwak MJ, Eor JY, Kim Y. 2024. The current state of phage therapy in livestock and companion
animals. J. Anim. Sci. Technol. 66: 57.

55. Wegh CA, Geerlings SY, Knol J, Roeselers G, Belzer C. 2019. Postbiotics and their potential applications in early life nutrition and
beyond. Int. J. Mol. Sci. 20: 4673.

56. Choi H, Mun D, Ryu S, Kwak Mj, Kim BK, Park DJ, et al. 2023. Molecular characterization and functionality of rumen-derived
extracellular vesicles using a Caenorhabditis elegans animal model. J. Anim. Sci. Technol. 65: 652.

57. Liu Y, Defourny KA, Smid EJ, Abee T. 2018. Gram-positive bacterial extracellular vesicles and their impact on health and disease.
Front. Microbiol. 9: 385261.

58. Tong L, Zhang X, Hao H, Liu Q, Zhou Z, Liang X, et al. 2021. Lactobacillus rhamnosus GG derived extracellular vesicles modulate gut
microbiota and attenuate inflammatory in DSS-induced colitis mice. Nutrients 13: 3319.

59. Hao H, Zhang X, Tong L, Liu Q, Liang X, Bu Y, et al. 2021. Effect of extracellular vesicles derived from Lactobacillus plantarum Q7 on
gut microbiota and ulcerative colitis in mice. Front. Immunol. 12: 777147.

60. Xie J, Li Q, Nie S. 2024. Bacterial extracellular vesicles: An emerging postbiotic. Trends Food Sci. Technol. 143: 104275.


