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Abstract 

The neonatal immune system is constantly surrounded by new antigens and must learn to balance defense against threats with 

tolerance for the gut microbiome. Since improper neonatal immune development is associated with conditions like asthma, 

allergies, and chronic bowel inflammation later in life, understanding factors that influence immune development is crucial to 

preventing these diseases. Intestinal immunity is managed by the Peyer’s patches of the small intestine, where microfold cells 

(M cells) sample antigens from the intestinal lumen to stimulate B cells to produce secretory immunoglobulin A (sIgA), which 

protects the body from potential pathogens. Neonatal Peyer’s patch development is encouraged by maternal immune factors in 

breast milk and the presence of bacterial genera Bifidobacterium, Lactobacillus, and Staphylococcus in the gut microbiome, 
but these interactions have not been thoroughly researched. Therefore, we propose an in vitro study to determine the effects of 

breast milk and each genus of bacteria on neonatal Peyer’s patch development. Microfluidic devices will permit interactions 

between Peyer’s patches, M cells, and cultures of Bifidobacterium infantis, Lactobacillus salivarius, or Staphylococcus 

epidermidis in the presence of breast milk or a control formula. Peyer’s patch development will be measured by increased sIgA 

production and M cell maturation markers, which will be compared between experimental groups. It is predicted that samples 

involving breast milk will have the greatest immune development, likely due to the presence of maternal immune factors which 

encourage sIgA production. Additionally, it is predicted that Bifidobacteria will induce more development than Lactobacilli 

and Staphylococci since it is the predominant bacterial genus in the neonatal gut microbiome. This study aims to present 

evidence that breastfeeding and probiotics can improve neonatal immune development to help prevent inflammatory disease 

later in life. 
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Introduction 

The neonatal period is a crucial time for development, 

especially for the immune system. Transitioning from the 

sterile environment of the uterus to an outside world full of 

new antigens, the neonatal immune system must defend 

against threats without causing constant inflammation by 

targeting the trillions of commensal bacteria within the gut. 

The first weeks of life are essential in developing tolerance 

towards harmless antigens, and improper immune 

development leads to conditions ranging from necrotizing 

enterocolitis to allergies and chronic bowel inflammation [1-
3]. Neonatal immune development is key to a lifetime of 

overall good health, and it has long been established that 

breastfeeding helps lead to better health outcomes by 

modulating the neonatal gut microbiome and supporting the 

development of intestinal immunity [3]. 

Unlike the diverse adult gut microbiome, the neonatal 

microbiome is dominated by the bacterial genera 

Bifidobacterium, Lactobacillus, and Staphylococcus [4]. 

These commensal bacteria are beneficial because they take 

up space and use resources that otherwise could have been 

used by pathogenic bacteria, preventing them from 

overpopulating and causing disease [4]. They are also 

thought to help with neonatal immune development by 

interacting with the immune system in specialized lymphatic 
follicles in the small intestine called Peyer’s patches (PPs) 

[5]. The structure of a PP is presented in Figure 1. 
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Figure 1. Peyer’s patch structure and interactions with the gut microbiome. Bacteria in the intestinal lumen are sampled by M 

cells along the epithelium. The production of secretory IgA occurs through interactions between M cells, dendritic cells, T 

cells, and B cells. Peyer’s patches protect the intestines from infection by preventing bacterial adhesion to the epithelium 
without causing inflammation. Figure created using BioRender (https://www.biorender.com). 

 

To ensure the immune system can differentiate harmless 

microbiota from potential pathogens, the follicle-associated 

epithelium (FAE) along PPs contains microfold cells (M 

cells), which present luminal microorganisms to dendritic 

cells within PPs [6]. Dendritic cells prime T cells which 

activate B cells to produce secretory immunoglobulin A 

(sIgA) antibodies [6]. sIgA secreted into the intestinal lumen 

prevents bacteria from adhering to cell surfaces without 

triggering inflammation, preventing infection and bacterial 
overgrowth [6, 7]. This allows for homeostasis to be 

maintained between the microbiome and the body without 

causing intestinal damage [6, 7]. 

PPs are formed before birth but mature postnatally 

after the appearance of M cells, since homeostasis between 

the immune system and intestinal microbiota is only 

possible when B cells are able to produce sIgA against the 

microorganisms sampled by M cells [8].  

PP development is supported by maternal immune  

factors in breast milk, including anti-inflammatory and 

antimicrobial compounds, sIgA, lymphocytes, and 

probiotics [1, 7, 9, 10]. Immunomodulatory factors like 
prolactin and cytokines increase the production of systemic 

and mucosal antibodies, increasing sIgA production by the 

infant’s immune system [10]. Additionally, maternal 

lymphocytes brought to the neonatal intestine through 

breast milk are able to enter PPs to defend against 

pathogens and activate B cells to produce sIgA [7]. Breast 

milk also contains human milk oligosaccharides and 

peptides such as caseins which promote the rapid growth of 

Bifidobacteria, Lactobacili, and Staphylococci in the 

neonatal intestine, promoting better health outcomes 

throughout life [4, 10, 11]. 
Neonatal PP development is rarely studied despite its 

implications in inflammatory diseases [1]. Although human 

trials have correlated neonatal feeding methods to different 

gut microbiota and health outcomes, in vitro research is yet 

to be conducted on the effects of breast milk and specific 

microbiota on neonatal PP development [4]. Investigating 

these particular PP development factors could identify 

methods to enhance neonatal intestinal immunity, such as 

promoting the growth of certain bacteria through probiotic 

use or encouraging breastfeeding, which could help prevent 

later-life inflammatory disease. Therefore, we pose the 

research question, how does breast milk influence neonatal 
PP development in the presence of different intestinal 

microbiota? 
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Methods 

Following previous literature, this study will measure 

sIgA production and the presence of M cell maturation 

markers as indicators of PP development to assess the 

influence of breast milk and specific bacteria on neonatal 
immune development [8]. Due to complexities in ex vivo 

tissue sampling for immunological studies, neonatal PPs can 

be modelled in vitro instead, eliminating ethical issues while 

allowing specific control over conditions [12]. Microfluidic 

devices are ideal because cells and bacteria can be co-

cultured, replicating intestinal conditions, and creating a 

fluid flow of 30 µL/h in the device can emulate peristalsis, 

preventing bacterial overgrowth commonly seen in 
traditional culturing and organoids [13-15]. A microfluidic 

device model of a PP is shown in Figure 2. 

 

 
 

Figure 2. Macroscopic (top-down) and microscopic (cross-sectional) views of a microfluidic device model of a neonatal 

Peyer’s patch. This device will allow the direct testing of the hypothesis through cross-culturing using two parallel 

microchannels with breast milk or control formula milk perfused into the upper channel. This model enables quantification of 

M cell differentiation and sIgA secretion in response to different conditions. Figure created using BioRender 

(https://www.biorender.com). 

 

Bacteria will be cultivated in an upper microchannel in 

anoxic conditions simulating the intestinal lumen, separated 

from a lower microchannel containing PP immune cells (B, 

T, and dendritic cells) by an FAE membrane containing M 
cells [14]. In each trial, bacteria and milk will be introduced 

to the chip for 72 hours, allowing enough time to cause 

measurable genetic changes in cells without bacterial 

overgrowth [13]. Luminal sIgA levels and M cell maturation 

markers will be measured before and after this period of 

time. Based on prior research studies, 5 trials will be 

conducted for each group (breast milk or control formula and 

culturing with one of three bacteria species), totalling 30 

trials. This will allow enough data to be gathered for accurate 

statistical analysis without being impractical, since each 

microfluidic device must be individually managed [16]. 
The two independent variables are the type of milk 

added to the lumen (breast milk or a control formula milk, 

which contains similar nutrients but does not contain 

immune factors) and the species of bacteria cultured 

(Bifidobacterium infantis, Lactobacillus salivarius, or 

Staphylococcus epidermidis; the predominant species of 

their genera in the neonatal gut microbiome) [3, 17, 18]. 

There is no control group without bacteria, since this would 

not reflect actual intestinal conditions; additionally, because 

there would be no interactions between bacteria and the 

immune system, there would be no production of sIgA. 

The dependent variables are the changes in luminal sIgA 

levels and M cell maturation markers. sIgA will be measured 
using enzyme-linked immunosorbent assay (ELISA) [19]. 

To determine the amount of sIgA produced in the PP, the 

amount of sIgA in the breast milk must be subtracted from 

the total sIgA collected from those samples following the 

trial. The control does not require this step as formula milk 

contains no sIgA. The percentage of M cells expressing 

maturation markers SpiB, CCl9, and Gip2 will be measured 

using flow cytometry, since these markers have been used in 

previous literature to quantify PP development [8]. 

Dependent variables will be separately compared between all 

groups using statistical analyses such as two-way ANOVAs. 
Breast milk will be sourced from the Rogers Hixon 

Ontario Human Milk Bank with informed donor consent, 

ideally using small quantities of milk from the same donor to 

limit confounding factors due to differing breast milk 

composition. Bacteria will be sourced from the Canadian 

Center for the Culture of Microorganisms. B, T, and 

dendritic cells are differentiated from hematopoietic stem 

cells, while M cells are differentiated from human intestinal 

epithelial stem cells, both of which can be obtained from 
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biobanks such as MilliporeSigma and cultured within one 

week [15, 20, 21]. 

 

Anticipated Results 

Breast milk is anticipated to increase sIgA and M cell 
maturation in PPs, since maternal immunomodulatory 

factors and lymphocytes in breast milk increase the 

production of antibodies, which would increase sIgA 

production by the infant’s immune system, as indicated by 

prior research [7, 9, 10]. 

Between bacteria, Bifidobacteria may lead to the 

greatest immune development, followed by Lactobacilli and 

then Staphylococci. Lower levels of intestinal Bifidobacteria 

in infants correlates to childhood allergies and asthma, 

indicating that Bifidobacteria are important to early immune 

development [22]. Lactobacilli are the first bacteria to 

colonize the neonatal microbiome, but are quickly replaced 
by Bifidobacteria, suggesting that they may not affect 

immune development as noticeably [4]. Opportunistic 

Staphylococci can cause severe disease under certain 

conditions, and their benefits to the host are unknown [23]. 

Certain combinations of milk and bacteria may cause 

greater immune development. The favourable health 

outcomes observed in breastfed infants may occur because 

breast milk encourages Bifidobacteria growth [3, 22]. 

Additionally, since formulas fermented by Lactobacilli 

increased sIgA production in human trials, samples from 

both milk groups may experience increased immune 
development when cultured with Lactobacilli [19]. 

 

Discussion 

This study’s use of two independent variables (type of 

milk and bacteria) allows for the effects of each of these 

factors on neonatal PP development to be determined 

separately while also accounting for possible synergistic 

effects. By comparing levels of M cell maturation markers 

and sIgA between the breast milk and formula groups, it can 

be determined whether breast milk contributes to greater PP 

development. This could provide evidence to encourage 

breastfeeding or possibly develop infant formulas which 
contain similar immune factors to breast milk, especially for 

preterm infants and those at high risk of developing 

autoimmune or inflammatory diseases. Additionally, 

differences in PP development between different types of 

bacteria may suggest the use of probiotics to encourage the 

colonization of bacteria which increase immune 

development in the neonatal gut microbiome. Combinations 

of breast milk and certain bacteria which cause greater 

effects than expected based on the rest of the data should be 

further studied to confirm their synergistic effects on 

neonatal PP development, which could lead to a variety of 
recommendations to improve neonatal immune health. 

While our model uses a microfluidic model 

incorporating epithelial cells, immune cells, and bacteria to 

simulate the neonatal gut microbiome, it is important to 

recognize that it is a simplification of PPs. The model is 

limited because it disregards the dynamic nature of the 

neonatal gut which is influenced by other immune cells and 

factors, such as macrophages, regulatory T cells, and 

cytokines [5]. Furthermore, this study is limited by its usage 

of sIgA and M cell maturation markers to quantify PP 
development instead of measuring the number and activity 

of immune cells, which would allow for a more 

comprehensive understanding.  

 

Conclusions 

The main intent of this article is to address a critical gap 

in the understanding of how maternal immune factors and 

early colonization of the gut microbiome interact to shape 

neonatal immune development. The proposed in vitro 

method can study an under-researched aspect of neonatal 

immunity, underscoring the importance of breastfeeding and 

probiotics in preventing later-life inflammatory disease. 
The results of this proposed study could inform more 

detailed in vitro or in vivo investigations about other aspects 

of intestinal immunity. Our study only considers PPs, since 

M cells are the primary immune cell involved in the 

production of sIgA by B cells, but other cell types like goblet 

cells appear to be vital to life as well [24]. Epithelial growth 

factors in breast milk have been found to inhibit antigen 

presentation to intestinal immune cells through goblet cell-

associated pathways, so further studies could be more 

comprehensive, using multiple models to determine whether 

breast milk’s opposing effects of encouraging PP maturation 
and inhibiting goblet cell-associated pathways have an 

overall benefit on neonatal immune development [25]. 

Researchers could also consider incorporating additional 

immune markers such as T cell activity to form a more 

holistic understanding of neonatal immunity. Furthermore, 

future studies could inform better clinical practices including 

determining the optimal duration of breast milk 

supplementation for best immune outcomes and the 

development of better formulas to encourage immune 

development. These steps will bring us closer to developing 

more informed nutritional and medicinal interventions that 

aim to promote immune tolerance, ultimately leading to 
healthy lives for the general public. 

 

List of Abbreviations Used 

ELISA: enzyme-linked immunosorbent assay 

FAE: follicle associated epithelium 

M cells: microfold cells 

PP: peyer’s patch 

sIgA: secretory immunoglobulin a 

 

Conflicts of Interest 

The authors declare that they have no conflicts of interest. 
 

Ethics Approval and/or Participant Consent 

This study uses breast milk, which will be sourced from 

banks such as the Rogers Hixon Ontario Human Milk Bank 

with informed donor consent. Bacteria will be sourced from 

https://www.urncst.com/
https://doi.org/10.26685/urncst.891


UNDERGRADUATE RESEARCH IN NATURAL AND CLINICAL SCIENCE AND TECHNOLOGY (URNCST) JOURNAL 

Read more URNCST Journal articles and submit your own today at: https://www.urncst.com 

 

Nair et al. | URNCST Journal (2025): Volume 9, Issue 8 Page 5 of 7 

DOI Link: https://doi.org/10.26685/urncst.912 

biobanks such as the Canadian Center for the Culture of 

Microorganisms. B, T, and dendritic cells will be 

differentiated from hematopoietic stem cells, while M cells 

will be differentiated from human intestinal epithelial stem 

cells, both of which can be obtained from biobanks such as 
Millipore Sigma. Since these stem cells are isolated from 

umbilical cord blood, there are no ethical concerns 

involved. 

 

Authors' Contributions 

AK: Contributed to the protocol design, reviewed current 

literature, drafted the manuscript, created figures, and gave 

final approval of the version to be published. 

AN: Contributed to the protocol design, reviewed current 

literature, drafted the manuscript, created figures, and gave 

final approval of the version to be published. 

LS: Contributed to the protocol design, reviewed current 
literature, drafted the manuscript, created figures, and gave 

final approval of the version to be published. 

 

Acknowledgements 

We would like to thank the SciNapse Undergraduate 

Science Case Competition for giving us the opportunity to 

explore this field of research and present our research 

protocol. 

 

Funding 

This study was not funded. 
 

References 

[1] Torow N, Hand TW, Hornef MW. Programmed and 

environmental determinants driving neonatal mucosal 

immune development. Immunity. 2023 Mar;56(3):485–

99. https://doi.org/10.1016/j.immuni.2023.02.013 

[2] Renz H, Brandtzaeg P, Hornef M. The impact of 

perinatal immune development on mucosal 

homeostasis and chronic inflammation. Nature 

Reviews Immunology. 2011 Dec 9;12(1):9–23. https:// 

doi.org/10.1038/nri3112 

[3] Davis EC, Castagna VP, Sela DA, Hillard MA, 
Lindberg S, Mantis NJ, et al. Gut microbiome and 

breast-feeding: Implications for early immune 

development. Journal of Allergy and Clinical 

Immunology. 2022 Sep;150(3):523–34. https://doi.org/ 

10.1016/j.jaci.2022.07.014 

[4] Heczko PB, Giemza M, Ponikiewska W, Strus M. 

Importance of Lactobacilli for Human Health. 

Microorganisms. 2024 Nov 21;12(12):2382. 

https://doi.org/10.3390/microorganisms12122382 

[5] Panneerselvam D, Budh DP. Peyer Patches [Internet]. 

PubMed. Treasure Island (FL): StatPearls Publishing; 
2020 [cited 2024 Nov 22]. Available from: https:// 

www.ncbi.nlm.nih.gov/books/NBK557457/ 

[6] Kobayashi N, Takahashi D, Takano S, Kimura S, Hase 

K. The Roles of Peyer’s Patches and Microfold Cells in 

the Gut Immune System: Relevance to Autoimmune 

Diseases. Frontiers in Immunology. 2019 Oct 9;10. 

https://doi.org/10.3389/fimmu.2019.02345 

[7] Newburg DS, Walker WA. Protection of the Neonate 

by the Innate Immune System of Developing Gut and 

of Human Milk. Pediatric Research. 2007 Jan;61 
(1):2–8. https://doi.org/10.1203/01.pdr.0000250274. 

68571.18 

[8] Torow N, Li R, Charles T, Mingels C, Al Bounny S, 

Best N van, et al. M cell maturation and cDC activation 

determine the onset of adaptive immune priming in the 

neonatal Peyer’s patch. Immunity. 2023 May 

1;56(6):1220-1238.e7. https://doi.org/10.1016/j. 

immuni.2023.04.002 

[9] Levy O. Innate immunity of the newborn: basic 

mechanisms and clinical correlates. Nature Reviews 

Immunology. 2007 May;7(5):379–90. https://doi.org/ 

10.1038/nri2075 
[10] Labbok MH, Clark D, Goldman AS. Breastfeeding: 

maintaining an irreplaceable immunological resource. 

Nature Reviews Immunology. 2004 Jul 1;4(7):565–72. 

https://doi.org/10.1038/nri1393 

[11] Henrick BM, Rodriguez L, Lakshmikanth T, Pou C, 

Henckel E, Arzoomand A, et al. Bifidobacteria-

mediated immune system imprinting early in life. Cell. 

2021 Jul;184(15):3884-3898.e11. https://doi.org/ 

10.1016/j.cell.2021.05.030 

[12] Hammel JH, Cook S, Belanger MC, Munson JM, 

Pompano RR. Modeling Immunity In Vitro: Slices, 
Chips, and Engineered Tissues. Annu Rev Biomed 

Eng. 2021 Jul 13;23(1):461–91. https://doi.org/ 

10.1146/annurev-bioeng-082420-124920 

[13] Kim HJ, Li H, Collins JJ, Ingber DE. Contributions of 

microbiome and mechanical deformation to intestinal 

bacterial overgrowth and inflammation in a human gut-

on-a-chip. Proceedings of the National Academy of 

Sciences. 2015 Dec 14;113(1):E7–15. https://doi.org/ 

10.1073/pnas.1522193112 

[14] Ambrosini YM, Shin W, Min S, Kim HJ. 

Microphysiological Engineering of Immune Responses 

in Intestinal Inflammation. Immune Network. 2020 Jan 
1;20(2). https://doi.org/10.4110/in.2020.20.e13 

[15] Ramadan Q, Jafarpoorchekab H, Huang C, Silacci P, 

Carrara S, Koklü G, et al. NutriChip: nutrition analysis 

meets microfluidics. Lab on a Chip. 2013 Jan 

21;13(2):196–203. https://doi.org/10.1039/c2l 

c40845g 

[16] Maurer M, Gresnigt MS, Last A, Wollny T, Berlinghof 

F, Pospich R, et al. A three-dimensional 

immunocompetent intestine-on-chip model as in vitro 

platform for functional and microbial interaction 

studies. Biomaterials. 2019 Nov 1;220:119396. 
https://doi.org/10.1016/j.biomaterials.2019.119396 

 

 

 

https://www.urncst.com/
https://doi.org/10.26685/urncst.891
https://doi.org/10.1016/j.immuni.2023.02.013
https://doi.org/10.1038/nri3112
https://doi.org/10.1038/nri3112
https://doi.org/10.1016/j.jaci.2022.07.014
https://doi.org/10.1016/j.jaci.2022.07.014
https://doi.org/10.3390/microorganisms12122382
https://www.ncbi.nlm.nih.gov/books/NBK557457/
https://www.ncbi.nlm.nih.gov/books/NBK557457/
https://doi.org/10.3389/fimmu.2019.02345
https://doi.org/10.1203/01.pdr.0000250274.68571.18
https://doi.org/10.1203/01.pdr.0000250274.68571.18
https://doi.org/10.1016/j.immuni.2023.04.002
https://doi.org/10.1016/j.immuni.2023.04.002
https://doi.org/10.1038/nri2075
https://doi.org/10.1038/nri2075
https://doi.org/10.1038/nri1393
https://doi.org/10.1016/j.cell.2021.05.030
https://doi.org/10.1016/j.cell.2021.05.030
https://doi.org/10.1146/annurev-bioeng-082420-124920
https://doi.org/10.1146/annurev-bioeng-082420-124920
https://doi.org/10.1073/pnas.1522193112
https://doi.org/10.1073/pnas.1522193112
https://doi.org/10.4110/in.2020.20.e13
https://doi.org/10.1039/c2lc40845g
https://doi.org/10.1039/c2lc40845g
https://doi.org/10.1016/j.biomaterials.2019.119396


UNDERGRADUATE RESEARCH IN NATURAL AND CLINICAL SCIENCE AND TECHNOLOGY (URNCST) JOURNAL 

Read more URNCST Journal articles and submit your own today at: https://www.urncst.com 

 

Nair et al. | URNCST Journal (2025): Volume 9, Issue 8 Page 6 of 7 

DOI Link: https://doi.org/10.26685/urncst.912 

[17] Soto A, Martín V, Jiménez E, Mader I, Rodríguez JM, 

Fernández L. Lactobacilli and Bifidobacteria in Human 

Breast Milk. Journal of Pediatric Gastroenterology and 

Nutrition. 2014 Jul;59(1):78–88. https://doi.org/ 

10.1097/mpg.0000000000000347 
[18] Jiménez E, Delgado S, Maldonado A, Arroyo R, 

Albújar M, García N, et al. Staphylococcus 

epidermidis: A differential trait of the fecal microbiota 

of breast-fed infants. BMC Microbiology. 2008 Sep 

10;8(1). https://doi.org/10.1186/1471-2180-8-143 

[19] Roggero P, Liotto N, Pozzi C, Braga D, Troisi J, Menis 

C, et al. Analysis of immune, microbiota and 

metabolome maturation in infants in a clinical trial of 

Lactobacillus paracasei CBA L74-fermented formula. 

Nature Communications. 2020 Jun 1;11(1). 

https://doi.org/10.1038/s41467-020-16582-1 

[20] Lai AY, Kondo M. T and B lymphocyte differentiation 
from hematopoietic stem cell. Seminars in 

immunology. 2008 Aug 1;20(4):207–12. 

https://doi.org/10.1016/j.smim.2008.05.002 

[21] Kanaya T, Ohno H. The Mechanisms of M-cell 

Differentiation. Bioscience of Microbiota, Food and 

Health. 2014;33(3):91–7. https://doi.org/10.12938/ 

bmfh.33.91 

[22] Ruiz L, Delgado S, Ruas-Madiedo P, Sánchez B, 

Margolles A. Bifidobacteria and Their Molecular 

Communication with the Immune System. Frontiers in 

Microbiology. 2017 Dec 4;8. https://doi.org/10.3389/ 

fmicb.2017.02345 

[23] Raineri EJM, Maaß S, Wang M, Brushett S, Lorena L, 

Sampol Escandell N, et al. Staphylococcus aureus 
populations from the gut and the blood are not 

distinguished by virulence traits—a critical role of host 

barrier integrity. Microbiome. 2022 Dec 26;10(1). 

https://doi.org/10.1186/s40168-022-01419-4 

[24] Rios D, Wood MB, Li J, Chassaing B, Gewirtz AT, 

Williams IR. Antigen sampling by intestinal M cells is 

the principal pathway initiating mucosal IgA 

production to commensal enteric bacteria. Mucosal 

Immunology. 2015 Nov 25;9(4):907–16. https:// 

doi.org/10.1038/mi.2015.121 

[25] Knoop KA, Gustafsson JK, McDonald KG, Kulkarni 

DH, Coughlin PE, McCrate S, et al. Microbial antigen 
encounter during a preweaning interval is critical for 

tolerance to gut bacteria. Science Immunology. 2017 

Dec 8;2(18). https://doi.org/10.1126/sciimmunol. 

aao1314 

 

 

 

 

 

 

 

Article Information 

Managing Editor: Jeremy Y. Ng 

Peer Reviewers: Samara Leah Baum, Monika Snowdon 
Article Dates: Received May 04 25; Accepted Jul 17 25; Published Sep 15 25 

 

Citation 

Please cite this article as follows: 

Nair A, Kathirgamanathan A, Su L. Effects of maternal immune factors and gut microbiota on neonatal Peyer’s patch 

development: A research protocol URNCST Journal. 2025 Sep 15: 9(8). https://urncst.com/index.php/urncst/article/view/912 

DOI Link: https://doi.org/10.26685/urncst.912 

 

Copyright 

© Akshita Nair, Abiramee Kathirgamanathan, Livia Su. (2025). Published first in the Undergraduate Research in Natural and 

Clinical Science and Technology (URNCST) Journal. This is an open access article distributed under the terms of the 
Creative Commons Attribution License (https://creativecommons.org/licenses/by/4.0/), which permits unrestricted use, 

distribution, and reproduction in any medium, provided the original work, first published in the Undergraduate Research in 

Natural and Clinical Science and Technology (URNCST) Journal, is properly cited. The complete bibliographic information, 

a link to the original publication on http://www.urncst.com, as well as this copyright and license information must be 

included. 
  

https://www.urncst.com/
https://doi.org/10.26685/urncst.891
https://doi.org/10.1097/mpg.0000000000000347
https://doi.org/10.1097/mpg.0000000000000347
https://doi.org/10.1186/1471-2180-8-143
https://doi.org/10.1038/s41467-020-16582-1
https://doi.org/10.1016/j.smim.2008.05.002
https://doi.org/10.12938/bmfh.33.91
https://doi.org/10.12938/bmfh.33.91
https://doi.org/10.3389/fmicb.2017.02345
https://doi.org/10.3389/fmicb.2017.02345
https://doi.org/10.1186/s40168-022-01419-4
https://doi.org/10.1038/mi.2015.121
https://doi.org/10.1038/mi.2015.121
https://doi.org/10.1126/sciimmunol.aao1314
https://doi.org/10.1126/sciimmunol.aao1314
https://urncst.com/index.php/urncst/article/view/912
https://doi.org/10.26685/urncst.912
https://creativecommons.org/licenses/by/4.0/
http://www.urncst.com/


UNDERGRADUATE RESEARCH IN NATURAL AND CLINICAL SCIENCE AND TECHNOLOGY (URNCST) JOURNAL 

Read more URNCST Journal articles and submit your own today at: https://www.urncst.com 

 

Nair et al. | URNCST Journal (2025): Volume 9, Issue 8 Page 7 of 7 

DOI Link: https://doi.org/10.26685/urncst.912 

 

 

  
 

Do you research in earnest? Submit your next undergraduate research article to the URNCST Journal! 

| Open Access | Peer-Reviewed | Rapid Turnaround Time | International | 
| Broad and Multidisciplinary | Indexed | Innovative | Social Media Promoted | 

Pre-submission inquiries? Send us an email at info@urncst.com | Facebook, X and LinkedIn: @URNCST Submit 

YOUR manuscript today at https://www.urncst.com! 
 

https://www.urncst.com/
https://doi.org/10.26685/urncst.891
mailto:info@urncst.com
https://www.facebook.com/urncst
https://x.com/urncst
https://www.linkedin.com/company/urncst
https://www.urncst.com/

	Abstract
	Keywords: Peyer’s patches; neonatal immune development; neonatal gut microbiome; breast milk; M cells; secretory IgA; microfluidic devices
	Introduction
	Methods
	Anticipated Results
	Discussion
	Conclusions
	List of Abbreviations Used
	Conflicts of Interest
	The authors declare that they have no conflicts of interest.
	Authors' Contributions
	Acknowledgements
	Funding
	References
	Article Information
	Citation
	Copyright

