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Regulation of CD4+CD8−CD25+ 
and CD4+CD8+CD25+ T cells by gut 
microbiota in chicken
In Kyu Lee1, Min Jeong Gu1, Kwang Hyun Ko1, Suhan Bae1, Girak Kim1, Gwi-Deuk Jin2,  
Eun Bae Kim2, Young-Yun Kong3, Tae Sub Park4, Byung-Chul Park4, Hyun Jung Jung5,  
Seung Hyun Han6 & Cheol-Heui Yun   1,4,7

The gut microbiota in chicken has long been studied, mostly from the perspective of growth 
performance. However, there are some immunological studies regarding gut homeostasis in chicken. 
Although CD4+CD25+ T cells are reported to act as regulatory T cells (Tregs) in chicken, there have been 
no studies showing the relationship between gut microbiota and Tregs. Therefore, we established 
a model for ‘antibiotics (ABX)-treated chickens’ through administration of an antibiotic cocktail 
consisting of ampicillin, gentamycin, neomycin, metronidazole, and vancomycin in water for 7 days. 
CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils were significantly decreased in this model. 
Gram-positive bacteria, especially Clostridia, was responsible for the changes in CD4+CD8−CD25+ 
or CD4+CD8+CD25+ T cells in cecal tonsils. Feeding ABX-treated chickens with acetate recovered 
CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils. GPR43, a receptor for acetate, was highly 
expressed in CD4+CD8−CD25+ T cells. In conclusion, our study demonstrated that the gut microbiota 
can regulate the population of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells, and that acetate is 
responsible for the induction of CD4+CD8−CD25+ T cells in cecal tonsils via GPR43.

Tregs are a subtype of CD4+ T cell that are known to play an important role in maintaining gut immune home-
ostasis because the gastrointestinal tract is constantly exposed to microbial antigens with potential to induce 
inflammation1. In mouse and human, Foxp3 is the master transcription factor for Tregs2,3. Common surface mol-
ecules and cytokines used as markers for Tregs are CD25 (IL-2 receptor α), and IL-10 and TGF-β, respectively4. 
Non-Foxp3 Tregs, also called Tr1 cells5, which are induced by chronic activation of CD4+ T cells with antigen 
and IL-103, have been reported. Although the master transcription factor for Tr1 cells is unknown, cytokine 
profiles for these cells are suggested to be IL-10+, TGF-β+, interferon (IFN)-γ+, IL-5+, IL-4−, and IL-2low/− 3,6. 
CD4+CD25+ T cells in chicken have been reported as Tregs7,8. Although Foxp3 orthologue gene has not been 
identified in chickens yet9, there is a report for the existence of an avian Foxp3 gene10.

A germ-free mouse model has been a critical tool for research on immune homeostasis in mucosal tissues 
and peripheral organs for decades11–13. Gut immune balance is the result of interactions among various immune 
cells including Tregs, Th17 cells, IgA-secreting B cells, and innate immune cells13. In indigenous germ-free mice, 
peripheral Tregs (pTregs) are scarce in the lamina propria of the intestine14,15. Antibiotic cocktail (ABX)-treated 
mice closely resemble indigenous germ-free mice in terms of immunological changes16–18. The presence of intes-
tinal Th17 cells is dramatically reduced in ABX-treated mice19. Although Foxp3+ Tregs are still detectable, they 
are significantly decreased in colonic lamina propria14. To the best of our knowledge, there is no report on immu-
nological research in ABX-treated chicken model.
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Gut microbiota of chicken is dominated by the Firmicutes, and followed by others including Actinobacteria, 
Bacteroidetes and Proteobacteria20. Ceca are a part of hindgut with the highest density of microbiota and the 
fermentation of non-digestible carbohydrate21. Major cecal microbiota has been reported as Firmicutes genus 
followed by Lactobacillus and Ruminococcus22 and Clostridiaceae, Lachnospiraceae and Ruminococcaceae23. In 
other report, Enterococcaceae, Enterobacteriaceae and Bacteroidaceae are abundant in the cecal microbiota24. 
The functional role of short chain fatty acids (SCFAs) in chicken has been reported for preventing pathogens 
together with boosting weight gain25,26. Acidic environment (pH 5.5–6) in ceca of chicken could be caused by 
SCFAs, which are composed of acetate (55–75 mM), butyrate (15–25 mM) and propionate (5–10 mM)27–29, that 
consequently inhibit the increase of acid-sensitive pathogenic bacteria including Enterobacteriaceae25. However, 
immunological functions of SCFAs have not been solely studied in chickens yet.

In the present study, we established a model for studying gut immune homeostasis in chickens treated with 
ABX. The main goals of the study were (1) to examine the changes in populations and function of immune cells 
in ABX-treated chickens and (2) to identify the factors regulating gut immune homeostasis.

Results
ABX treatment reduces gut microbiota in chickens.  We examined how ABX impacted gut microbi-
ota in chickens treated with various concentrations of ABX containing ampicillin, gentamycin, metronidazole, 
neomycin, and vancomycin (Table S1) provided in the drinking water30 ad libitum for 7 days. Colonies were not 
observed from cecal contents of chickens treated with ABX (1:10) (Fig. S1). ABX treated chickens will, hereafter, 
refer to those who received ABX at a 1:10 dilution.

Physiological changes occur on chickens by ABX treatment.  No significant differences in body 
weight or lengths of distinct regions of small intestine (duodenum and jejunum + ileum) and large intes-
tine (Fig. S2A,B) were observed. The amount of glucocorticoid in serum, as a stress marker, was not changed 
(Fig. S2C). Furthermore, the weights of major organs including spleen, bursa, and liver were not altered 
(Fig. S2D). It was noting that cecal length/weight was increased (Fig. S2E). Water consumption after ABX treat-
ment did not make any differences between control chickens (Con) and ABX-treated chickens (ABX) (data not 
shown). Taken together, we observed that ABX treatment in chickens induced slightly bigger ceca, but not other 
major immune organs.

CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils are changed in ABX-treated chickens.  
CD4+CD8+ T cells were previously reported in chicken31. Indeed, we confirmed that CD4+ T cells could be 
distinguished into four subtypes using antibodies to CD4, CD8, and CD25 (Fig. S3). To examine the percentage 
and absolute number of CD4+ subtype T cells in cecal tonsils, flow cytometric analysis was performed after 
staining with anti-chicken TCRγδ, CD3, CD4, CD8α, and CD25 antibodies. CD3+γδTCR− cells were pre-gated, 
and then CD4+ T cells were divided into CD4+CD8− and CD4+CD8+ T cells. Finally, CD25+ cells were analyzed 
(Fig. 1). Total cell number of cecal tonsils showed no significant changes in ABX-treated chickens compared 
with control chickens (Fig. 1A). Furthermore, there were no changes in αβ T cells (Fig. S4A,D), CD4+CD8− 
(Fig. S4B,E), or CD4+CD8+ (Fig. S4C,F) T cells. Interestingly, the amounts of CD4+CD8−CD25+ (Fig. 1B,D) 
and CD4+CD8+CD25+ (Fig. 1C,E) T cells from cecal tonsils were significantly reduced in ABX-treated chickens 
compared with control, whereas no significant changes in CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells were 
observed in the spleen (Fig. S5).

IL-10 and IFN-γ levels are decreased in cecal CD4+CD8−CD25+ T cells of ABX-treated chickens.  
We examined whether the reduction of gut microbiota affects the expression of cytokines in a subset of CD4+ T 
cells. Interestingly, mRNA expression of both IL-10 (Fig. 2A) and IFN-γ (Fig. 2B) in CD4+CD8−CD25+ T cells 
from cecal tonsils was significantly reduced in ABX-treated chickens.

Antibiotics do not induce direct toxicity and downregulation of CD25.  To examine the possibility 
of direct reduction of these T cells by antibiotics, we performed an in vitro experiment in which splenocytes were 
treated with pre-determined (data not shown) amounts of each antibiotic or a combination of antibiotics for 
24 h. There were no significant differences in the cell number (Fig. S6A) or proportion (Fig. S6B) of these cells 
compared with control. These results suggested that the reduction of CD4+CD8−CD25+ T cells in ABX-treated 
chickens was not directly mediated by the antibiotics.

Peripheral CD5hi populations of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells are altered in 
cecal tonsils of ABX-treated chickens.  It has been reported that CD5hiCD4+CD25−Foxp3− T cells prefer-
entially develop into peripheral Foxp3+ Tregs in mice32. We examined CD5 expression of CD4+CD8−CD25+ and 
CD4+CD8+CD25+ T cells in peripheral organs of ABX-treated chickens. The results showed that CD5 expression 
was decreased in both CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils of ABX-treated chickens 
(Fig. S7).

CD4+CD25+ T cells preferentially migrate from thymus to cecal tonsils33; therefore, the reduction of 
CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils could be the result of reduced migration from 
the thymus. In chicken thymus, CD4+CD8+ T cells are the major population of CD4+ T cells (Fig. S8A). There 
was no change in CD5 expression on CD4+CD8+CD25+ T cells in the thymus of ABX-treated chickens compared 
with control chickens (Fig. S8). Taken together, these findings indicate that the reductions of CD4+CD8−CD25+ 
and CD4+CD8+CD25+ T cells in cecal tonsils of ABX-treated chickens were not due to low emigration of these 
cells from the thymus.
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CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells are recovered in ABX-treated chickens after 
co-housing with control chickens.  CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells were significantly 
reduced in ABX-treated chickens (Fig. 1). We examined whether the reconstitution of gut microbiota is concord-
ant with recovery of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in ABX-treated chickens after co-housing 
with control chickens. Bacterial colonies were observed as early as 1/4 day (6 hours) post co-housing and reached 

Figure 1.  Numbers of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells were reduced in cecal tonsils of  
ABX-treated chickens. Chickens were given water containing antibiotics at hatching for 3 weeks, and cecal 
tonsils were taken. Single cells from cecal tonsils were stained with anti-chicken TCRγδ, CD3, CD4, CD8α,  
and CD25 antibodies. The cells were pre-gated for CD3+γδTCR− cells. Changes in (A) the total number of cells, 
the percentages of (B) CD4+CD8−CD25+ and (C) CD4+CD8+CD25+ T cells, and the absolute numbers of  
(D) CD4+CD8−CD25+ and (E) CD4+CD8+CD25+ T cells are shown. (A–E) Data were obtained from six 
chickens in each group and presented as mean ± SD. Asterisks indicate significant differences between Con and 
ABX. Data are representative of three independent experiments. *P < 0.05, **P < 0.01, ***P < 0.001.

Figure 2.  Expression of IL-10 and IFN-γ mRNA among CD4+ T cell subsets in cecal tonsils of ABX-treated 
chickens. Chickens were given water containing antibiotics at hatching for 7 days, and cecal tonsils were taken. 
Single cells from cecal tonsils were stained with anti-chicken CD4, CD8α, and CD25 antibodies. Each subset 
of CD4+ T cells was sorted using an ARIA II FACS sorter. The mRNA was extracted from each subset, and the 
expression levels of (A) IL-10 and (B) IFN-γ were determined by RT-qPCR. Data were obtained from three 
chickens in each group and presented as the mean ± SD. Asterisks indicate significant differences between Con 
and ABX. *P < 0.05 and **P < 0.01.
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a similar level to the control at 1 day post co-housing (Fig. 3A). The phylogenetic clusters of gut microbiota 
from control and ABX-treated chickens were separated at 5 days after ABX treatment and merged at 5 days post 
co-housing (Fig. S9), indicating that it took about 5 days for ABX to effectively induce gut microbiome changes. 
Interestingly, the numbers of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells gradually increased to similar 
levels as the control at 7 days post co-housing (Fig. 3B), suggesting that gut microbiota could influence the num-
ber and function of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells.

Gram-positive bacteria are critical for induction of CD4+CD8−CD25+ and CD4+CD8+CD25+ 
T cells.  Next, we examined whether Gram-positive or Gram-negative bacteria influenced the changes in 
CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells. Selective deletion of bacteria was performed using vanco-
mycin (Van) to eliminate Gram-positive bacteria and polymyxin B (PolyB) to reduce Gram-negative bacteria14. 
The total CFU of Van- or PolyB-treated chickens was slightly higher than that of the control (Fig. S10A). PolyB 
completely eliminated Gram-negative bacteria. Van reduced Gram-positive bacteria from 33% to 7% (Fig. S10B). 
Surprisingly, CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells were significantly decreased by treatment with 
Van, but not with PolyB (Fig. S10C). To confirm the effect of Van, we examined another group, ABX without van-
comycin (Without Van), and found no significant differences (Fig. S10D), indicating that the change was indeed 
caused by loss of Gram-positive bacteria. Taken together, these data suggest that Gram-positive bacteria play a 
critical role in the induction of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils.

Figure 3.  Changes in microbial number (colony forming units; CFU), CD4+CD8−CD25+, and 
CD4+CD8+CD25+ T cells in cecal tonsils of ABX-treated chickens after co-housing with control chickens. 
Chickens were treated with ABX at hatching for 7 days and then co-housed with control chickens for 7 days.  
(A) CFU was measured from cecal contents (1 mg/ml) at 1/4 (6 hours), 1, 3, and 5 days after co-housing.  
(B) Proportions and numbers of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils were 
analyzed by flow cytometry after co-housing. Data were obtained from more than six chickens in each group 
and presented as the mean ± SD. Significant differences between Con and ABX are shown by asterisks, and data 
are representative of three independent experiments. *P < 0.05 and ***P < 0.001.



www.nature.com/scientificreports/

5SCIeNTIFIC REPOrTS |  (2018) 8:8627  | DOI:10.1038/s41598-018-26763-0

Phylogenetic analysis showed that the abundance of Firmicutes (Phylum) (Fig. 4A), Clostridia (Class) 
(Fig. 4B), Ruminococcaceae, and Lachnospiraceae (Family) (Fig. 4C,D) were decreased at 7 days post ABX 
treatment. Two species belonging to Clostridia, Ruminococcus and Oscillospira (Genus), were reduced by ABX 
treatment (Fig. 4E,F). Interestingly, the abundance of Proteobacteria (Phylum) was increased by ABX treatment 
(Fig. S11). These results demonstrated that Gram-positive bacteria, especially Clostridia, were the most effective 
in the induction of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells.

Feeding with acetate rescues CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in vivo.  It has been 
suggested that SCFAs are one of the factors that induce Tregs or Tr1 in mice34. We therefore examined whether 
SCFAs affect the population of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in chickens. It was intriguing 
that ABX-treated chickens administered acetate recovered CD4+CD8−CD25+ T cells in cecal tonsils (Fig. 5A). 
CD4+CD8+CD25+ T cells also showed a tendency for recovery but with non-significant differences (Fig. 5B). The 
other SCFAs, butyrate and propionate, did not show such effects (Fig. 5C–F). GPR43 is known as a receptor for 
acetate35. GPR43 mRNA expression in CD4+CD8−CD25+ T cells was significantly higher than in other immune 
cells (Fig. 5G) and acetic acid in ceca was reduced remarkably by ABX treatment (Fig. S12), which strongly sug-
gests that the recovery of CD4+CD8−CD25+ T cells by acetate administration in ABX-treated chickens might be 
associated with high GPR43 expression on CD4+CD8−CD25+ T cells.

Figure 4.  Changes in Clostridia in cecal contents from ABX-treated chickens after co-housing with control 
chickens. Chickens were treated with ABX at hatching for 7 days and then co-housed with control chickens  
for 7 days. 16S rRNA sequencing was performed to determine the relative abundance of (A) Phylum, (B) Class,  
(C,D) Family, and (E,F) Genus in cecal contents at 1/4 (6 hours), 1, 3 and 5 days before co-housing (Before), 
and 1/4 (6 hours), 1, 3, and 5 days after co-housing (After). Data were obtained from more than four chickens 
in each group and presented as the mean ± SD. Significant differences between Con and ABX are shown with 
asterisks. *P < 0.05, **P < 0.01, and ***P < 0.001.
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Discussion
The purpose of the present study was to investigate the impact of gut microbiota on intestinal Tregs in chicken. 
The model was established to reduce gut microbiota in chickens by treatment with antibiotics, designated 
ABX-treated chickens. We demonstrated that the proportions and absolute numbers of CD4+CD8−CD25+ and 
CD4+CD8+CD25+ T cells were significantly diminished in cecal tonsils of chickens after the reduction of gut 
microbiota. In contrast, there was no change in CD4+CD8+CD25+ T cells in the thymus.

Expression of IL-10 and IFN-γ on CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells were significantly 
decreased by the reduction of gut microbiota. Gram-positive bacteria, especially Clostridia, appeared to be respon-
sible for the recovery of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells. Furthermore, CD4+CD8−CD25+ T 
cells in cecal tonsils of ABX-treated chickens were induced by acetate administration. Furthermore, GPR43 was 
highly expressed in CD4+CD8−CD25+ T cells.

We demonstrated the high expression of IL-10 and IFN-γ in CD4+CD8−CD25+ and CD4+CD8+CD25+ T 
cells in cecal tonsils from ABX-treated chickens. We postulated that CD4+CD8−CD25+ and CD4+CD8+CD25+ 
T cells might resemble Tr1 cells, known as non-Foxp3 Tregs in human and mouse3, since there is no Foxp3 gene 
in chicken9. Furthermore, CD4+CD8−CD25+ T cells expressed IL-10 and IFN-γ (Fig. 2). Previously, Chicken 
CD4+CD25+ T cells are shown to express high levels of IL-10 and acted as Tregs7. Indeed, it has been demon-
strated that Tr1 cells produce IL-10 and IFN-γ at much higher levels than Foxp+ Tregs in mouse36. We examined 
transcription factors associated with Tr1 cells, namely cellular homologs of the avian virus oncogene muscu-
loaponeurotic fibrosarcoma (Maf) and aryl hydrocarbon receptor (Ahr)5. No significant differences in Ahr 
mRNA level among CD4+ subtype T cells were found (Fig. S13); however, the expression of Maf was high in 
CD4+CD8− subtype T cells. It has been suggested that the kinetics of both Maf and Ahr are increased coinci-
dently with Tr1 induction and expression of the cytokines TGF-β and IL-2737. The precise molecular mechanisms 
of Maf and Ahr functions in CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in chickens should be further 
investigated.

There are few, if any, studies on the function of CD4+CD8+ T cells in chicken. Peripheral CD4+CD8+ T cells, 
analyzed in the current study, are referred to as CD4+CD8a+ (double positive; DP) T cells in human and other 
chicken studies. DP T cells represent a very small population (<3%) in the blood of healthy people38. DP T cells 
express lower levels of CD8α than CD8+ cytotoxic T cells39. It has been shown that human intestinal DP T cells 
express IL-10 and IFN-γ, but not Foxp340. Human intestinal DP T cells are known to suppress proliferation of 
CD4+ T cells40. DP T cells are significantly decreased in the lamina propria of patients with inflammatory bowel 
disease40. Intestinal DP T cells express IL-10 or IFN-γ specifically when they are stimulated with Faecalibacterium 
prausnitzii, a Clostridium cluster IV strain40. In mice, DP intraepithelial lymphocytes (IELs) are known to produce 
IL-10 and prevent type 1 helper T (Th1) cell-induced intestinal inflammation in a GATA3-dependent manner40. 
In chicken, DP T cells are observed in the peripheral blood (20–40%), spleen (10–20%), and intestinal epithelium 
(5–10%)31, but the functions of DP T cells have not yet been studied in detail.

Figure 5.  Changes in CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in chickens treated with acetate. 
SCFAs (acetate 50 mM, butyrate 30 mM, propionate 10 mM) and/or ABX in drinking water were administered 
to chickens at hatching for 7 days. The numbers of (A,C,E) CD4+CD8−CD25+ and (B,D,F) CD4+CD8+CD25+ 
T cells in cecal tonsils were calculated. (G) Subsets of CD4+ T cells, B cells (Bu-1+), and APCs (KUL01+, MHC 
class II (MHC2)+KUL01−Bu-1−) were sorted using an ARIA II FACS sorter. mRNA was extracted from each 
subset, and the expression level of GPR43 was determined by RT-qPCR. (A–G) Data were obtained from more 
than three chickens in each group and presented as the mean ± SD. Different characters indicate significant 
differences at P < 0.05. The figures are representative of three independent experiments.
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The reductions of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils of ABX-treated chickens 
could be affected by low levels of SCFAs. In mouse studies, the induction and function of Tregs were affected 
by SCFAs34,41,42 including acetate, propionate, and butyrate43, which are generated especially by Firmicutes and 
Bacteroidetes after fermentation of undigested carbohydrates1. Activation of GPR43 using SCFAs promotes 
the number and function of IL-10+Foxp3+ Tregs, and propionate directly increases Foxp3 expression and 
IL-10 production34. Indeed, both butyrate and propionate are known to induce the differentiation of Foxp3+ 
Tregs34. Interestingly, however, only acetate, but not propionate or butyrate, induced CD4+CD8−CD25+ and 
CD4+CD8+CD25+ T cells in cecal tonsils in the present study. There are a few possible reasons for this. First, 
propionate induces colonic Foxp3+ Tregs via GPR43 in vivo34, whereas there is no evidence of the induction of 
Tr1 cells. Second, butyrate stimulates the secretion of IL-10 and RA from dendritic cells (DCs) and macrophages 
via GPR109α expressed in DCs and macrophages, but not in T cells44,45, to induce Foxp3+ Treg and Tr1 cells46. 
However, the GPR109α gene does not exist in chicken47,48.

How CD4+CD8−CD25+ T cells were affected by acetate is not clear. Acetate can induce the differentiation of 
naïve T cells to Tr1 cells directly through a GPR43-independent pathway, whereas it acetylates p70 S6 kinase and 
activates ribosomal protein S6 (rS6) through HDAC inhibitor activity49. In contrast, another study suggested that 
SCFAs can directly suppress HDAC in a GPR43-dependent manner34. In addition, the role of GPR43 expression 
in the regulatory function of T cells has been controversial34,35,50.

CD4+CD25+ T cells are shown to preferentially migrate to cecal tonsils33. Therefore, another possibility for the 
reduction of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in ABX-treated chickens might be reduced migra-
tion of these cells. However, there were no changes in CD4+CD8+CD25+ T cells in the thymus in ABX-treated 
chickens. Collectively, these findings indicate that migration is unlikely to be the mechanism for the reduction of 
CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in ABX-treated chickens.

The present study demonstrated that CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells were affected by 
Gram-positive bacteria, in particular Clostridia Ruminococcus, and Oscillospira. Ruminococcus albus ferments 
carbohydrate to acetate in vitro51,52. Ruminococcus is a member of Clostridium cluster XIVa53, which produces 
abundant acetate and a lesser amount of butyrate54. Oscillospira shows a positive correlation with acetate55. 
Conversely, both Ruminococcus and Oscillospira promote pathogenesis of type 1 diabetes, which is prevented 
by Tregs. Unfortunately, there is no study on whether these kinds of bacteria induce Tr1. The probiotics 
Bifidobacterium breve and B. longum induce colonic Tr1 via CD103+ DCs that ameliorate severe intestinal inflam-
mation56. Clostridium cluster IV and XIVa produce abundant acetate with a small amount of butyrate54. Therefore, 
Clostridia probably affect intestinal CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in chickens.

It has been suggested that Firmicutes and Bacteroidetes are core microbiota in healthy human57. Firmicutes 
is also the major phyla in chicken58. In chickens treated with ABX for 7 days, Firmicutes was decreased and 
Proteobacteria was increased significantly. It is probable that core microbiota of chickens treated with ABX is 
collapsed leading to dysbiosis.

Antibiotics seemingly affect not only the population of microbiota, but also metabolism in the host. Although 
the precise action mode of antibiotics in promoting growth of domestic animals is still unclear, it is widely 
accepted that antibiotics modulate the gut microbiome and its products, such as short-chain fatty acids59,60, 
causing changes in the magnitude of host immunity. Of course, suppression of enteric pathogens, for example, 
Escherichia coli, Salmonella ssp., and Clostridium perfringens, would be an extra benefit for healthy intestinal epi-
thelium61–63. However, how antibiotics specifically target those enteric pathogens and not common microbes is 
yet to be determined and difficult to explain.

Collectively, the results of the present study suggest that the gut microbiota regulates both the population and 
function of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils, and acetate can play an impor-
tant role in gut immune homeostasis. It is likely that acetate produced by Gram-positive bacteria, especially 
Oscillospira and Ruminococcus, could be used as probiotics to improve gut health. Furthermore, the ABX-treated 
chicken model could be used for future studies on the relationship between gut homeostasis and microbes, 
including probiotics and synbiotics.

Methods
Experimental animals and animal care.  All animal experimental procedures were approved by the 
Institutional Animal Care and Use Committee of Seoul National University (IACUC No., SNU-150327-2). All 
White Leghorn chickens were maintained and handled according to a standard management program at the 
University Animal Farm.

Determination of ABX dilution factor.  For the antibiotics-treated group, chickens were treated at hatch-
ing with various concentrations of antibiotics in drinking water ad libitum for 7 days. We defined dilution factor 
(DF) 1 as an antibiotic cocktail containing ampicillin, gentamycin, neomycin (all from Sigma-Aldrich, St. Louis, 
MO), and metronidazole (Abcam, Cambridge, MA) at 1 mg/ml each and vancomycin (Sigma-Aldrich) at 0.5 mg/
ml. DFs of 1:1, 1:2, 1:10, and 1:20 were tested. For further experiments, ABX-treated chickens were treated with 
1:10 diluted antibiotics for 1 or 3 weeks and sacrificed at finishing ABX treatment.

Measurement of colony forming unit (CFU).  Cecal contents from chickens treated with ABX for 7 days 
were dissolved in PBS to adjust the concentration to 1 mg/ml. Dissolved cecal contents from the control chickens 
were diluted 100–1,000 fold with PBS, whereas those from the ABX-treated chickens were used without dilu-
tion. All dissolved cecal contents were spread on Brain Heart Infusion (BHI) agar media (BD Biosciences, San 
Jose, CA) and incubated at 37 °C for 12 hours. The number of CFU was determined by counting the number of 
colonies.
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Examination of physiological changes in ABX-treated chickens.  Body weight changes were mon-
itored in chickens every day for 7 days. At the end of the experiment, major immune organs (liver, spleen, and 
bursa) were harvested, briefly semi-dried by tapping on a paper towel, and the weight was examined. The length 
of intestine was segmented into jejunum (J), duodenum and ileum (D + I), Cecum (C), and large intestine (L) 
and measured on a millimeter scale. Blood samples from a wing vein were collected 7 days after ABX treatment. 
The amount of glucocorticoid in serum was measured by a chicken glucocorticoid ELISA kit (MyBioSource, San 
Diego, CA) according to the manufacturer’s specification. Absorbance was measured at 450 nm using an ELISA 
microplate reader (Molecular Device, Sunnyvale, CA), and the amount of glucocorticoid was calculated from the 
standard curve.

Changes in the subtypes of CD4+ T cells after treatment with antibiotics in vitro.  Spleens from 
2- to 3-week-old chickens were harvested, and single cells were generated as described in the following section. 
Splenocytes (1 × 105 cells/well) in a 96-well culture plate (Nunc, Roskilde, Denmark) were treated with 100 μg/
ml of ampicillin (A), gentamycin (G), metronidazole (M), and neomycin (N) and 50 μg/ml of vancomycin (V) 
for 24 hours. Changes in CD4+ subtype T cells were analyzed by flow cytometry with anti-chicken CD4-FITC 
(clone CT-4), CD8α-PE (clone CT-8) (all from Southern Biotec), and CD25-Alexa Fluor® 647 (clone 13504; AbD 
Serotec, Puchheim, Germany) antibodies. Total cell numbers were determined using an automatic cell counter 
TC10. The number of each CD4+ subtype of T cells and the proportion of CD4+ subtype T cells relative to total 
cell number was analyzed using FlowJo software.

Conditional elimination of Gram-positive and Gram-negative bacteria.  Chickens were treated 
at hatching for 7 days with vancomycin (100 μg/ml; Van) for the removal of Gram-positive bacteria or with 
polymyxin B (10 μg/ml; PolyB) for removal of Gram-negative bacteria. CFU of cecal contents (1 mg/ml) was 
measured. Gram staining was performed using a kit (BD Biosciences). Briefly, unknown bacterial samples from 
colonies were smeared in 10 μl distilled water onto the slide and then fixed by quickly passing through a flame 2-3 
times. The samples were sequentially flooded with crystal violet solution for 1 minute, flooded with iodine solu-
tion for 1 minute, washed with decolorizer for 10 seconds, and flooded with safranin for 30 seconds, rinsing with 
tap water between each stage. Finally, samples were dried with absorbent paper and examined for Gram-positive 
or Gram-negative bacteria under a microscope.

Flow cytometric analysis of immune cells.  After washing, chunked spleen or longitudinally cut cecal 
tonsils were minced with the flat end of a 3-ml syringe plunger through a 40-μm cell strainer (BD Biosciences, 
San Jose, CA) into a 50-ml conical tube (SPL, Pocheon, Korea). To purify immune cells, red blood cells were lysed 
using ACK buffer (BD Biosciences) for 3 min at room temperature and then washed.

For examination of B cells and macrophages, anti-chicken MHC class II-FITC (clone 2G11), Monocyte/
Macrophage-PE (clone KUL01), and Bu-1-Alexa Flour® 647 (clone AV20) antibodies (all from Southern Biotec, 
Birmingham, AL) were used. To examine CD4+ subtypes of T cells, anti-chicken CD3-Percific Blue (clone CT-4), 
CD4-FITC, CD8α-SPRD (clone CT-8), TCRgd-PE (clone TCR1), CD5-biotin (clone 2-191) (all from Southern 
Biotec), and CD25-Alexa Fluor® 647 (AbD Serotec) antibodies and Brilliant Violet 605 streptavidin (BioLegend, 
San Diego, CA) were used.

Data acquired by flow cytometry (FACS Canto II, BD Biosciences) were analyzed with FlowJo software (Tree 
Star, San Carlos, CA). Total cell number was determined by an automatic cell counter TC10 (Bio-Rad, Hercules, 
CA). The number and proportion of immune cells were calculated.

Measurement of mRNA level using RT-qPCR.  CD4+ subtypes of T cells (CD4+CD8−/+CD25−/+), B 
cells (Bu-1+), and APCs (KUL01+ as macrophages, MHC class II+Bu-1−KUL01−) were sorted using an ARIA II 
FACS sorter (BD Biosciences). Total RNA of each CD4+ subtype of T cells was extracted using a miRNeasy Micro 
Kit (QIAGEN, Hilden, Germany). SYBR Green PCR Master Mix was used according to the manufacturer’s spec-
ification (Applied Biosystems). Relative quantification of target genes was performed using the 2−ΔΔCt method. 
Target gene expression was normalized to β-actin mRNA level. Primers for IL-10, IFN-γ, Ahr, Maf, G-coupled 
protein receptor 43 (GPR43), and β-actin (Table S2) were synthesized by Bioneer Inc. (Daejeon, Korea).

Co-housing experiment.  The co-housing experiment was performed for 7 days at the end of ABX treat-
ment. Cecal contents and cecal tonsils were collected at 1/4(6 hours), 1, 3, 5, and 7 days after co-housing. Cecal 
contents were dissolved to 1 mg/ml. Dissolved cecal contents from control chickens and ABX-treated chickens 
were diluted 10–1,000 fold to adjust to the proper range of colony numbers (data not shown) and then spread on 
brain-heart infusion (BHI) agar media and incubated at 37 °C for 12 hours. CFU was determined by counting the 
number of colonies. All flow cytometric data were analyzed with FlowJo software.

16S rRNA sequencing of cecal microbiota.  Genomic DNA was extracted from the ceca samples using 
the NucleoSpin Soil kit (MN, Düren, Germany) and used as a template in PCR amplification of the V4 region 
of the 16S rRNA gene with barcoded primer sets. The forward and reverse primers had common annealing 
sequences (5′-GTGCCAGCMGCCGCGGTAA-3′ and 5′-GGACTACHVGGGTWTCTAAT-3′), respectively, as 
used previously64,65. The PCR reaction was conducted with genomic DNA (5 ng), reaction buffer with 25 mM 
Mg2+ and 200 μM dNTP (each), 0.75 unit DNA polymerase (Ex-Taq, Takara, South Korea), and the barcoded 
primers (5 pmole each) under the following conditions: 94 °C for 3 min; 35 cycles of 45 s at 94 °C, 1 min at 55 °C 
and 90 s at 72 °C; and 72 °C for 10 min. Equal amounts of each PCR amplicon were pooled and further processed 
for construction of a sequencing library using the NEBNext® Ultra™ DNA Library Prep Kit (NEB, MA, USA). 
The library was sequenced with Illumina MiSeq to obtain 300-bp paired-end reads.
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Microbial community analysis.  Paired Illumina reads were quality-filtered (≥Q20) and de-multiplexed 
using in-house Perl scripts66. The processed paired reads were merged into a single read for community analysis 
using the Quantitative Insights Into Microbial Ecology (QIIME) version 1.9.1. During QIIME analysis, selection 
of operational taxonomic units (OTU) was conducted based on a closed 16S rRNA database, Greengenes (gg_
ptus-13_8-release version, 97% nucleotide identity). After OTU selection, we calculated the community diversity 
(α- and β-diversity) and relative abundance of each taxonomical group using QIIME. The number of observed 
OUTs was calculated using 2,000 reads assigned for OUT.

Administration of short-chain fatty acids (SCFAs).  Upon hatching, chickens were fed a diet containing 
the SCFAs acetate (50 mM), butyrate (30 mM), and propionate (10 mM) (concentrations pre-determined, data not 
shown) for 7 days, and ABX was administered as a positive control.

Measurement of concentration of SCFAs.  Cecal contents were collected from chickens treated with 
ABX, and then centrifuged at 12,000 g. Supernatants were pooled and added with 200 μl of 25% meta-phosphoric 
acid. The concentration of SCFAs was measured by gas chromatography using an Agilent Tech 7890A (Hewlett 
Packard Strasse 876337, Waldbronn, Germany) of which a Supelco (30 m × 0.25 mm × 0.25 μm, fused silica cap-
illary column) column was used.

Statistical Analysis.  Using SAS 9.3, statistical differences were determined using parametric or 
non-parametric t-test and one-way ANOVA with Turkey’s test. Differences were considered significant at 
P ≤ 0.05.

References
	 1.	 Louis, P., Hold, G. L. & Flint, H. J. The gut microbiota, bacterial metabolites and colorectal cancer. Nat Rev Microbiol 12, 661–672, 

https://doi.org/10.1038/nrmicro3344 (2014).
	 2.	 Fontenot, J. D., Gavin, M. A. & Rudensky, A. Y. Foxp3 programs the development and function of CD4+CD25+ regulatory T cells. 

Nat Immunol 4, 330–336, https://doi.org/10.1038/ni904 (2003).
	 3.	 Groux, H. et al. A CD4+ T-cell subset inhibits antigen-specific T-cell responses and prevents colitis. Nature 389, 737–742, https://

doi.org/10.1038/39614 (1997).
	 4.	 Ito, T. et al. Two functional subsets of FOXP3+ regulatory T cells in human thymus and periphery. Immunity 28, 870–880, https://

doi.org/10.1016/j.immuni.2008.03.018 (2008).
	 5.	 Zeng, H., Zhang, R., Jin, B. & Chen, L. Type 1 regulatory T cells: a new mechanism of peripheral immune tolerance. Cell Mol 

Immunol 12, 566–571, https://doi.org/10.1038/cmi.2015.44 (2015).
	 6.	 Bacchetta, R. et al. Growth and expansion of human T regulatory type 1 cells are independent from TCR activation but require 

exogenous cytokines. Eur J Immunol 32, 2237–2245, doi:10.1002/1521-4141(200208)32:8 2237::AID-IMMU2237 3.0.CO;2-2 
(2002).

	 7.	 Shanmugasundaram, R. & Selvaraj, R. K. Regulatory T cell properties of chicken CD4+CD25+ cells. J Immunol 186, 1997–2002, 
https://doi.org/10.4049/jimmunol.1002040 (2011).

	 8.	 Lee, I. K. et al. H9N2-specific IgG and CD4+CD25+ T cells in broilers fed a diet supplemented with organic acids. Poult Sci. https://
doi.org/10.3382/ps/pew382 (2016).

	 9.	 Shack, L. A., Buza, J. J. & Burgess, S. C. The neoplastically transformed (CD30(hi)) Marek’s disease lymphoma cell phenotype most 
closely resembles T-regulatory cells. Cancer Immunology Immunotherapy 57, 1253–1262, https://doi.org/10.1007/s00262-008-0460-2 
(2008).

	10.	 Denyer, M. P., Pinheiro, D. Y., Garden, O. A. & Shepherd, A. J. Missed, Not Missing: Phylogenomic Evidence for the Existence of 
Avian FoxP3. Plos One 11, e0150988, https://doi.org/10.1371/journal.pone.0150988 (2016).

	11.	 Hapfelmeier, S. et al. Reversible microbial colonization of germ-free mice reveals the dynamics of IgA immune responses. Science 
328, 1705–1709, https://doi.org/10.1126/science.1188454 (2010).

	12.	 Itoh, K. & Mitsuoka, T. Characterization of clostridia isolated from faeces of limited flora mice and their effect on caecal size when 
associated with germ-free mice. Lab Anim 19, 111–118 (1985).

	13.	 Honda, K. & Littman, D. R. The microbiota in adaptive immune homeostasis and disease. Nature 535, 75–84, https://doi.
org/10.1038/nature18848 (2016).

	14.	 Atarashi, K. et al. Induction of colonic regulatory T cells by indigenous Clostridium species. Science 331, 337–341, https://doi.
org/10.1126/science.1198469 (2011).

	15.	 Round, J. L. & Mazmanian, S. K. Inducible Foxp3+ regulatory T-cell development by a commensal bacterium of the intestinal 
microbiota. Proc Natl Acad Sci USA 107, 12204–12209, https://doi.org/10.1073/pnas.0909122107 (2010).

	16.	 Hill, D. A. & Artis, D. Intestinal bacteria and the regulation of immune cell homeostasis. Annu Rev Immunol 28, 623–667, https://
doi.org/10.1146/annurev-immunol-030409-101330 (2010).

	17.	 Ellekilde, M. et al. Transfer of gut microbiota from lean and obese mice to antibiotic-treated mice. Sci Rep 4, 5922, https://doi.
org/10.1038/srep05922 (2014).

	18.	 Reikvam, D. H. et al. Depletion of murine intestinal microbiota: effects on gut mucosa and epithelial gene expression. Plos One 6, 
e17996, https://doi.org/10.1371/journal.pone.0017996 (2011).

	19.	 Ivanov, I. I. et al. Specific microbiota direct the differentiation of IL-17-producing T-helper cells in the mucosa of the small intestine. 
Cell Host Microbe 4, 337–349, https://doi.org/10.1016/j.chom.2008.09.009 (2008).

	20.	 Waite, D. W. & Taylor, M. W. Exploring the avian gut microbiota: current trends and future directions. Front Microbiol 6, 673, https://
doi.org/10.3389/fmicb.2015.00673 (2015).

	21.	 Pourabedin, M. & Zhao, X. Prebiotics and gut microbiota in chickens. FEMS Microbiol Lett 362, fnv122, https://doi.org/10.1093/
femsle/fnv122 (2015).

	22.	 Gong, J. et al. 16S rRNA gene-based analysis of mucosa-associated bacterial community and phylogeny in the chicken 
gastrointestinal tracts: from crops to ceca. FEMS Microbiol Ecol 59, 147–157, https://doi.org/10.1111/j.1574-6941.2006.00193.x 
(2007).

	23.	 Danzeisen, J. L., Kim, H. B., Isaacson, R. E., Tu, Z. J. & Johnson, T. J. Modulations of the chicken cecal microbiome and metagenome 
in response to anticoccidial and growth promoter treatment. Plos One 6, e27949, https://doi.org/10.1371/journal.pone.0027949 
(2011).

	24.	 Yin, Y. et al. Exposure of different bacterial inocula to newborn chicken affects gut microbiota development and ileum gene 
expression. ISME J 4, 367–376, https://doi.org/10.1038/ismej.2009.128 (2010).

	25.	 van der Wielen, P. W. J. J. et al. Role of volatile fatty acids in development of the cecal microflora in broiler chickens during growth. 
Appl Environ Microb 66, 2536–2540, https://doi.org/10.1128/Aem.66.6.2536-2540.2000 (2000).

http://dx.doi.org/10.1038/nrmicro3344
http://dx.doi.org/10.1038/ni904
http://dx.doi.org/10.1038/39614
http://dx.doi.org/10.1038/39614
http://dx.doi.org/10.1016/j.immuni.2008.03.018
http://dx.doi.org/10.1016/j.immuni.2008.03.018
http://dx.doi.org/10.1038/cmi.2015.44
http://dx.doi.org/10.4049/jimmunol.1002040
http://dx.doi.org/10.3382/ps/pew382
http://dx.doi.org/10.3382/ps/pew382
http://dx.doi.org/10.1007/s00262-008-0460-2
http://dx.doi.org/10.1371/journal.pone.0150988
http://dx.doi.org/10.1126/science.1188454
http://dx.doi.org/10.1038/nature18848
http://dx.doi.org/10.1038/nature18848
http://dx.doi.org/10.1126/science.1198469
http://dx.doi.org/10.1126/science.1198469
http://dx.doi.org/10.1073/pnas.0909122107
http://dx.doi.org/10.1146/annurev-immunol-030409-101330
http://dx.doi.org/10.1146/annurev-immunol-030409-101330
http://dx.doi.org/10.1038/srep05922
http://dx.doi.org/10.1038/srep05922
http://dx.doi.org/10.1371/journal.pone.0017996
http://dx.doi.org/10.1016/j.chom.2008.09.009
http://dx.doi.org/10.3389/fmicb.2015.00673
http://dx.doi.org/10.3389/fmicb.2015.00673
http://dx.doi.org/10.1093/femsle/fnv122
http://dx.doi.org/10.1093/femsle/fnv122
http://dx.doi.org/10.1111/j.1574-6941.2006.00193.x
http://dx.doi.org/10.1371/journal.pone.0027949
http://dx.doi.org/10.1038/ismej.2009.128
http://dx.doi.org/10.1128/Aem.66.6.2536-2540.2000


www.nature.com/scientificreports/

1 0SCIeNTIFIC REPOrTS |  (2018) 8:8627  | DOI:10.1038/s41598-018-26763-0

	26.	 Jin, L. Z., Ho, Y. W., Abdullah, N., Ali, M. A. & Jalaludin, S. Effects of adherent Lactobacillus cultures on growth, weight of organs 
and intestinal microflora and volatile fatty acids in broilers. Anim Feed Sci Tech 70, 197–209, https://doi.org/10.1016/S0377-
8401(97)00080-1 (1998).

	27.	 Meimandipour, A. et al. Selected microbial groups and short-chain fatty acids profile in a simulated chicken cecum supplemented 
with two strains of Lactobacillus. Poult Sci 89, 470–476, https://doi.org/10.3382/ps.2009-00495 (2010).

	28.	 Meimandipour, A. et al. Age effects on short chain fatty acids concentrations and pH values in the gastrointestinal tract of broiler 
chickens. Archiv Fur Geflugelkunde 75, 164–168 (2011).

	29.	 van Der Wielen, P. W. et al. Role of volatile fatty acids in development of the cecal microflora in broiler chickens during growth. Appl 
Environ Microbiol 66, 2536–2540 (2000).

	30.	 Hill, D. A. et al. Metagenomic analyses reveal antibiotic-induced temporal and spatial changes in intestinal microbiota with 
associated alterations in immune cell homeostasis. Mucosal Immunol 3, 148–158, https://doi.org/10.1038/mi.2009.132 (2010).

	31.	 Luhtala, M., Lassila, O., Toivanen, P. & Vainio, O. A novel peripheral CD4+CD8+ T cell population: inheritance of CD8alpha 
expression on CD4+ T cells. Eur J Immunol 27, 189–193, https://doi.org/10.1002/eji.1830270128 (1997).

	32.	 Henderson, J. G., Opejin, A., Jones, A., Gross, C. & Hawiger, D. CD5 instructs extrathymic regulatory T cell development in response 
to self and tolerizing antigens. Immunity 42, 471–483, https://doi.org/10.1016/j.immuni.2015.02.010 (2015).

	33.	 Shanmugasundaram, R. & Selvaraj, R. K. CD4+CD25+ Regulatory T cell ontogeny and preferential migration to the cecal tonsils 
in chickens. Plos One 7, e33970, https://doi.org/10.1371/journal.pone.0033970 (2012).

	34.	 Smith, P. M. et al. The microbial metabolites, short-chain fatty acids, regulate colonic Treg cell homeostasis. Science 341, 569–573, 
https://doi.org/10.1126/science.1241165 (2013).

	35.	 Maslowski, K. M. et al. Regulation of inflammatory responses by gut microbiota and chemoattractant receptor GPR43. Nature 461, 
1282–1286, https://doi.org/10.1038/nature08530 (2009).

	36.	 Yao, Y. et al. Tr1 Cells, but Not Foxp3+ Regulatory T Cells, Suppress NLRP3 Inflammasome Activation via an IL-10-Dependent 
Mechanism. J Immunol 195, 488–497, https://doi.org/10.4049/jimmunol.1403225 (2015).

	37.	 Apetoh, L. et al. The aryl hydrocarbon receptor interacts with c-Maf to promote the differentiation of type 1 regulatory T cells 
induced by IL-27. Nat Immunol 11, 854–861, https://doi.org/10.1038/ni.1912 (2010).

	38.	 Blue, M. L., Daley, J. F., Levine, H., Craig, K. A. & Schlossman, S. F. Biosynthesis and surface expression of T8 by peripheral blood 
T4+ cells in vitro. J Immunol 137, 1202–1207 (1986).

	39.	 Moebius, U., Kober, G., Griscelli, A. L., Hercend, T. & Meuer, S. C. Expression of different CD8 isoforms on distinct human 
lymphocyte subpopulations. Eur J Immunol 21, 1793–1800, https://doi.org/10.1002/eji.1830210803 (1991).

	40.	 Sarrabayrouse, G. et al. CD4CD8alphaalpha lymphocytes, a novel human regulatory T cell subset induced by colonic bacteria and 
deficient in patients with inflammatory bowel disease. PLoS Biol 12, e1001833, https://doi.org/10.1371/journal.pbio.1001833 (2014).

	41.	 Arpaia, N. et al. Metabolites produced by commensal bacteria promote peripheral regulatory T-cell generation. Nature 504, 
451–455, https://doi.org/10.1038/nature12726 (2013).

	42.	 Furusawa, Y. et al. Commensal microbe-derived butyrate induces the differentiation of colonic regulatory T cells. Nature 504, 
446–450, https://doi.org/10.1038/nature12721 (2013).

	43.	 Cummings, J. H., Hill, M. J., Bone, E. S., Branch, W. J. & Jenkins, D. J. The effect of meat protein and dietary fiber on colonic function 
and metabolism. II. Bacterial metabolites in feces and urine. Am J Clin Nutr 32, 2094–2101 (1979).

	44.	 Ganapathy, V., Thangaraju, M., Prasad, P. D., Martin, P. M. & Singh, N. Transporters and receptors for short-chain fatty acids as the 
molecular link between colonic bacteria and the host. Curr Opin Pharmacol 13, 869–874, https://doi.org/10.1016/j.coph.2013.08.006 
(2013).

	45.	 Ko, H. J. & Chang, S. Y. Regulation of intestinal immune system by dendritic cells. Immune Netw 15, 1–8, https://doi.org/10.4110/
in.2015.15.1.1 (2015).

	46.	 Singh, N. et al. Activation of Gpr109a, receptor for niacin and the commensal metabolite butyrate, suppresses colonic inflammation 
and carcinogenesis. Immunity 40, 128–139, https://doi.org/10.1016/j.immuni.2013.12.007 (2014).

	47.	 Lagerstrom, M. C. et al. The G protein-coupled receptor subset of the chicken genome. PLoS Comput Biol 2, e54, https://doi.
org/10.1371/journal.pcbi.0020054 (2006).

	48.	 Meslin, C. et al. Expanding Duplication of Free Fatty Acid Receptor-2 (GPR43) Genes in the Chicken Genome. Genome Biol Evol 7, 
1332–1348, https://doi.org/10.1093/gbe/evv072 (2015).

	49.	 Park, J. et al. Short-chain fatty acids induce both effector and regulatory T cells by suppression of histone deacetylases and regulation 
of the mTOR-S6K pathway. Mucosal Immunology 8, 80–93, https://doi.org/10.1038/mi.2014.44 (2015).

	50.	 Kim, M. H., Kang, S. G., Park, J. H., Yanagisawa, M. & Kim, C. H. Short-chain fatty acids activate GPR41 and GPR43 on intestinal 
epithelial cells to promote inflammatory responses in mice. Gastroenterology 145, 396–406, https://doi.org/10.1053/j.
gastro.2013.04.056 (2013).

	51.	 Christopherson, M. R. et al. Unique aspects of fiber degradation by the ruminal ethanologen Ruminococcus albus 7 revealed by 
physiological and transcriptomic analysis. BMC Genomics 15, 1066, https://doi.org/10.1186/1471-2164-15-1066 (2014).

	52.	 Miller, T. L. & Wolin, M. J. Bioconversion of Cellulose to Acetate with Pure Cultures of Ruminococcus albus and a Hydrogen-Using 
Acetogen. Appl Environ Microbiol 61, 3832–3835 (1995).

	53.	 Lopetuso, L. R., Scaldaferri, F., Petito, V. & Gasbarrini, A. Commensal Clostridia: leading players in the maintenance of gut 
homeostasis. Gut Pathog 5, 23, https://doi.org/10.1186/1757-4749-5-23 (2013).

	54.	 Narushima, S. et al. Characterization of the 17 strains of regulatory T cell-inducing human-derived Clostridia. Gut Microbes 5, 
333–339, https://doi.org/10.4161/gmic.28572 (2014).

	55.	 Fehlbaum, S. et al. Design and Investigation of PolyFermS In Vitro Continuous Fermentation Models Inoculated with Immobilized 
Fecal Microbiota Mimicking the Elderly Colon. Plos One 10, e0142793, https://doi.org/10.1371/journal.pone.0142793 (2015).

	56.	 Jeon, S. G. et al. Probiotic Bifidobacterium breve induces IL-10-producing Tr1 cells in the colon. Plos Pathog 8, e1002714, https://
doi.org/10.1371/journal.ppat.1002714 (2012).

	57.	 Lozupone, C. A., Stombaugh, J. I., Gordon, J. I., Jansson, J. K. & Knight, R. Diversity, stability and resilience of the human gut 
microbiota. Nature 489, 220–230, https://doi.org/10.1038/nature11550 (2012).

	58.	 Wei, S., Morrison, M. & Yu, Z. Bacterial census of poultry intestinal microbiome. Poult Sci 92, 671–683, https://doi.org/10.3382/
ps.2012-02822 (2013).

	59.	 Dibner, J. J. & Richards, J. D. Antibiotic growth promoters in agriculture: history and mode of action. Poult Sci 84, 634–643 (2005).
	60.	 Lee, I. K. et al. Stress, Nutrition, and Intestinal Immune Responses in Pigs - A Review. Asian-Australas J Anim Sci 29, 1075–1082, 

https://doi.org/10.5713/ajas.16.0118 (2016).
	61.	 Gunal M, Y. G., Kaya, O., Karahan, N. & Sulak, O. The effects of antibiotic growth promoter, probiotic or organic acid 

supplementation on performance, intestinal microflora and tissue of broilers. Int J Poult Sci 5, 149–155 (2006).
	62.	 Gu, M. J. et al. Barrier protection via Toll-like receptor 2 signaling in porcine intestinal epithelial cells damaged by deoxynivalnol. 

Vet Res 47, 25, https://doi.org/10.1186/s13567-016-0309-1 (2016).
	63.	 Choi, K. Y., Lee, T. K. & Sul, W. J. Metagenomic Analysis of Chicken Gut Microbiota for Improving Metabolism and Health of 

Chickens - A Review. Asian-Australas J Anim Sci 28, 1217–1225, https://doi.org/10.5713/ajas.15.0026 (2015).
	64.	 Caporaso, J. G. et al. Global patterns of 16S rRNA diversity at a depth of millions of sequences per sample. P Natl Acad Sci USA 108, 

4516–4522, https://doi.org/10.1073/pnas.1000080107 (2011).

http://dx.doi.org/10.1016/S0377-8401(97)00080-1
http://dx.doi.org/10.1016/S0377-8401(97)00080-1
http://dx.doi.org/10.3382/ps.2009-00495
http://dx.doi.org/10.1038/mi.2009.132
http://dx.doi.org/10.1002/eji.1830270128
http://dx.doi.org/10.1016/j.immuni.2015.02.010
http://dx.doi.org/10.1371/journal.pone.0033970
http://dx.doi.org/10.1126/science.1241165
http://dx.doi.org/10.1038/nature08530
http://dx.doi.org/10.4049/jimmunol.1403225
http://dx.doi.org/10.1038/ni.1912
http://dx.doi.org/10.1002/eji.1830210803
http://dx.doi.org/10.1371/journal.pbio.1001833
http://dx.doi.org/10.1038/nature12726
http://dx.doi.org/10.1038/nature12721
http://dx.doi.org/10.1016/j.coph.2013.08.006
http://dx.doi.org/10.4110/in.2015.15.1.1
http://dx.doi.org/10.4110/in.2015.15.1.1
http://dx.doi.org/10.1016/j.immuni.2013.12.007
http://dx.doi.org/10.1371/journal.pcbi.0020054
http://dx.doi.org/10.1371/journal.pcbi.0020054
http://dx.doi.org/10.1093/gbe/evv072
http://dx.doi.org/10.1038/mi.2014.44
http://dx.doi.org/10.1053/j.gastro.2013.04.056
http://dx.doi.org/10.1053/j.gastro.2013.04.056
http://dx.doi.org/10.1186/1471-2164-15-1066
http://dx.doi.org/10.1186/1757-4749-5-23
http://dx.doi.org/10.4161/gmic.28572
http://dx.doi.org/10.1371/journal.pone.0142793
http://dx.doi.org/10.1371/journal.ppat.1002714
http://dx.doi.org/10.1371/journal.ppat.1002714
http://dx.doi.org/10.1038/nature11550
http://dx.doi.org/10.3382/ps.2012-02822
http://dx.doi.org/10.3382/ps.2012-02822
http://dx.doi.org/10.5713/ajas.16.0118
http://dx.doi.org/10.1186/s13567-016-0309-1
http://dx.doi.org/10.5713/ajas.15.0026
http://dx.doi.org/10.1073/pnas.1000080107


www.nature.com/scientificreports/

1 1SCIeNTIFIC REPOrTS |  (2018) 8:8627  | DOI:10.1038/s41598-018-26763-0

	65.	 Yin, X. C., Yan, Y. Z., Kim, E. B., Lee, B. & Marco, M. L. Short communication: Effect of milk and milk containing Lactobacillus casei 
on the intestinal microbiota of mice. J Dairy Sci 97, 2049–2055, https://doi.org/10.3168/jds.2013-7477 (2014).

	66.	 Han, G. G. et al. Relationship between the microbiota in different sections of the gastrointestinal tract, and the body weight of broiler 
chickens. Springerplus 5, https://doi.org/10.1186/s40064-016-2604-8 (2016).

Acknowledgements
This work was supported by the National Research Foundation funded through the Ministry of Science and 
ICT (NRF-2015R1D1A1A02061577 and NRF-2018R1A2B2006793), SNU-Yonsei Research Cooperation 
Program through Seoul National University, and the Cooperative Research Program for Agriculture Science and 
Technology Development (Project No. PJ01336401), Rural Development Administration, Republic of Korea. We 
appreciated Prof. Myunggi Baik and Mr. Hyeok Joong Kang at Seoul National University for measurement of 
SCFAs concentration in cecal contents.

Author Contributions
C.H.Y. conceived the idea and I.K.L. wrote the manuscript. I.K.L., M.J.G. and K.H.K. performed experiments 
and processed the data. T.S.P. and S.B. provided experimental materials and discussed the results and their value. 
E.B.K. and G.D.J. analyzed 16s rRNA of cecal samples and discussed the value of the results. Y.Y.K., S.H.H., B.C.P., 
H.J.J. and G.K. discussed and reviewed the manuscript with other authors.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-26763-0.
Competing Interests: The authors declare no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2018

http://dx.doi.org/10.3168/jds.2013-7477
http://dx.doi.org/10.1186/s40064-016-2604-8
http://dx.doi.org/10.1038/s41598-018-26763-0
http://creativecommons.org/licenses/by/4.0/

	Regulation of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells by gut microbiota in chicken

	Results

	ABX treatment reduces gut microbiota in chickens. 
	Physiological changes occur on chickens by ABX treatment. 
	CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in cecal tonsils are changed in ABX-treated chickens. 
	IL-10 and IFN-γ levels are decreased in cecal CD4+CD8−CD25+ T cells of ABX-treated chickens. 
	Antibiotics do not induce direct toxicity and downregulation of CD25. 
	Peripheral CD5hi populations of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells are altered in cecal tonsils of ABX-treated chicken ...
	CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells are recovered in ABX-treated chickens after co-housing with control chickens. 
	Gram-positive bacteria are critical for induction of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells. 
	Feeding with acetate rescues CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in vivo. 

	Discussion

	Methods

	Experimental animals and animal care. 
	Determination of ABX dilution factor. 
	Measurement of colony forming unit (CFU). 
	Examination of physiological changes in ABX-treated chickens. 
	Changes in the subtypes of CD4+ T cells after treatment with antibiotics in vitro. 
	Conditional elimination of Gram-positive and Gram-negative bacteria. 
	Flow cytometric analysis of immune cells. 
	Measurement of mRNA level using RT-qPCR. 
	Co-housing experiment. 
	16S rRNA sequencing of cecal microbiota. 
	Microbial community analysis. 
	Administration of short-chain fatty acids (SCFAs). 
	Measurement of concentration of SCFAs. 
	Statistical Analysis. 

	Acknowledgements

	Figure 1 Numbers of CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells were reduced in cecal tonsils of ABX-treated chickens.
	Figure 2 Expression of IL-10 and IFN-γ mRNA among CD4+ T cell subsets in cecal tonsils of ABX-treated chickens.
	Figure 3 Changes in microbial number (colony forming units CFU), CD4+CD8−CD25+, and CD4+CD8+CD25+ T cells in cecal tonsils of ABX-treated chickens after co-housing with control chickens.
	Figure 4 Changes in Clostridia in cecal contents from ABX-treated chickens after co-housing with control chickens.
	Figure 5 Changes in CD4+CD8−CD25+ and CD4+CD8+CD25+ T cells in chickens treated with acetate.




