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Abstract
Antibiotics rank as themost powerful weapons against bacterial infection, but their use is often limited by antibiotic-associated diarrhoea (AAD).
Here, we reported that glutamine deficiency might act as a new link between clindamycin-induced dysbiosis and intestinal barrier dysfunction
during AAD progression. Using a mouse model, we demonstrated that glutamine became a conditionally essential amino acid upon persistent
therapeutic-dose clindamycin exposure, evidenced by a dramatic decrease in intestinal glutamine level and glutaminase expression.
Mechanistically, clindamycin substantially confounded the abundance of butyrate-producing strains, leading to the deficiency of faecal butyrate
which is normally a fundamental fuel for enterocytes, and in turn increased the compensatory use of glutamine. In addition to its pivotal roles in
colonic epithelial cell turnover, glutamine was required for nitric oxide production in classic macrophage-driven host defence facilitating patho-
gen removal. Importantly, oral administration of glutamine effectively attenuated clindamycin-induced dysbiosis and restored intestinal barrier
dysfunction in mice. Collectively, the present study highlighted the importance of gut microbiota in host energy homoeostasis and provided a
rationale for introducing glutamine supplementation to patients receiving long-term antibiotic treatment.
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Humankind has been endowed with antibiotics as the most
powerful weapon against bacterial infection, but their use is
often limited by antibiotic-associated diarrhoea (AAD)(1–3).
Occurring in 30 % of patients, diarrhoea represents a major
adverse effect of antibiotic use, but so far there is no effective
therapeutic regimen available. AAD not only affects the patients’
quality of life but also incurs significant healthcare costs world-
wide. AAD is normally a self-limiting disease upon the with-
drawal of antibiotic, but it often leads to the incomplete
course of antibiotic therapy as well as the following more fre-
quent and severe nosocomial infection(4,5). For example, it might
facilitate infection by conditional pathogenic bacteria such as
Clostridium difficile, Salmonella, Clostridium perfringens and
Escherichia coli. Although almost all antibiotics might cause
AAD, the risk is rather higher in broad-spectrum antibiotics
such as aminopenicillins, cephalosporins and clindamycin.

Considering their huge clinical benefit in infectious diseases con-
trol, those drugs will undoubtedly continue to be the most com-
monly prescribed medicine. Therefore, a medical regimen
capable of preventing or reducing symptoms of AAD would
be urgently needed.

Accumulating evidence indicates that gut microbiota might
functionally mediate host energy homoeostasis(6–8). Butyrate
from bacterial origin represents a major fuel for colonocytes,
while colonic epithelial cells of germfree mice might increase
the compensatory use of glutamine(9,10). Glutamine which is
the most abundant non-essential amino acid in human body
may become a ‘conditionally essential’ amino acid, especially
in the states of tissue repair or severe illness(10,11). Importantly,
glutamine deficiency has been implicated in intestinal per-
meability by altering physical and immunological barriers(10–12).
In previous studies, we noticed that antibiotic use greatly
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affected the abundance of the SCFA-producing strains as well as
intestinal permeability(13,14). Collectively, all those findings
suggested that glutamine deficiency might link antibiotic-induced
dysbiosis and intestinal barrier dysfunction in AAD. Nonetheless,
the potential protective effects of glutamine on AAD remain
uncharacterised yet. In the present study,we investigatedwhether
glutamine supplementation could ameliorate AAD progression as
well as the underlying mechanism of actions.

Materials and methods

Materials, chemicals and reagents

Primary antibodies against cyclo-oxygenase-1 (COX-1, no.
4841), cyclo-oxygenase-2 (COX-2, no. 12282), inducible nitric
oxide synthase (i-NOS, no. 13120), nuclear factor-kappa Bα
(IkBα, no. 24358), Ser32-phospho-ikBα (no. 2859), PPAR-γ
(no. 24358) and solute carrier family 1 member 5 (SLC1A5, no.
5345) were purchased from Cell Signaling Technology.
Primary antibody against glutamine synthetase (GS, ab64613)
was obtained from Abcam. Enzyme immunoassay kits for D-lac-
tic acid (no. ml063046), lipopolysaccharides (LPS, no.
ml037221), occludin (no. ml063481) and zonula occludens 1
(ZO-1, no. ml037693) determination were from Shanghai
Enzyme-linked Biotechnology. All chemicals were from
Sigma–Aldrich unless indicated otherwise.

Cell culture

Human colon cancer cell line (HCT116) and immortalised
mouse mononuclear macrophages (RAW264.7) were obtained
from the American Type Culture Collection and maintained fol-
lowing their instructions. Cells were cytogenetically tested and
authenticated before frozen. Each vial of the frozen cells was
thawed and maintained for about 2 months.

Cell growth assay

Cell growth was measured by MTS assay(15). HCT116 and
RAW264.7 cells were seeded (1 × 103 cells per well in ninety-
six-well plates) and cultured in Dulbecco’s modified Eagle’s
medium (DMEM) containing 4 mM of glutamine (glutamine-com-
plete), 2 mM of glutamine (glutamine-deficient) or no glutamine
(glutamine-free). After incubation, 20 μl of CellTiter96Aqueous
One Solution (Promega Corporation) was added, and the optical
density was finally determined at 492 nm.

Wound healing assay

Wound healing was measured by cell scratch assay(16). HCT116
cells (6 × 105) were seeded into a six-well plate, allowed growth
to 80 % confluence and pretreated with mitomycin C (10 μg/ml)
for 2 h before wound healing assay. A single scratch was made
by pulling a plastic tip across the cells. After washing with PBS,
cells were cultured in DMEM containing different glutamine.
Photographs were taken at indicated times and the ‘healing area’
was measured by ImageJ.

Murine primary peritoneal macrophage study

Murine primary peritoneal macrophages were isolated as
described(17). Primary peritoneal macrophages were adjusted
to 2 × 106 cells/ml in the tissue culture medium. After incubation
for 2 h, the culture medium was changed to discard non-
adherent cells. Isolated mouse primary peritoneal macrophages
were used for subsequent macrophage polarisation by LPS
(1 μg/ml) or IL-4 (20 ng/ml) stimulation for 8 h. Total RNA was
extracted with TRIzol reagent, and real-time PCR was carried
out. The primer sequences for PCR are summarised in online
Supplementary Table S1.

RAW264.7 macrophage activation

The effect of glutamine on LPS-induced classical antimicrobial
macrophage activation was performed as described(18).
RAW264.7 cells were seeded (5 × 105 cells) in 10-cm cell culture
dish. When cells reached 80 % confluence, cells were cultured in
RPMI 1640medium containing glutamine at different doses. Two
hours later, cells were stimulated or not with LPS (1 μg/ml).
Supernatant fractions were collected for nitric oxide (NO) mea-
surement, whereas cells were collected forWestern blot. NOwas
measured as nitrite using the Nitrate/Nitrite Colorimetric Assay
Kit (Cayman Chemicals). For E. coli infection, RAW264.7 cells
were infected with E. coli CMCC44102 with a multiplicity of
infection of 100 for 2 h(18). After infection, cells were washed
to remove extracellular bacteria. Gentamicin (100 μg/ml) was
added to prevent replication of the remaining extracellular bac-
teria. Infection was finally terminated by cellular lysis (0·5 %
Triton X-100 in PBS, 5 ml), and the number of intracellular bac-
teria was determined by serial dilution and subsequent plating
on Müller-Hinton agar plates. Colony-forming units were enu-
merated after incubation overnight at 37°C. For determination
of free E. coli in medium, bacteria and cells are co-cultured
for total 6 h.

Bacterial growth assay

Bacterial growth was performed as described(19). E. coli
CMCC44102 was seeded into 9 ml of sterile culture medium.
After overnight culture, 200 ul of bacterial solution was trans-
ferred into a new sterile test tube and co-culturedwith or without
glutamine for another 12 h at 23°C. Their absorbance at 600 nm
was detected per h.

Western blot analysis

Cells or colonic tissues were lysed in radio-immunoprecipitation
assay (RIPA) buffer, and protein concentration of cell lysates was
determined by Bradford assay. Protein samples (20 μg) were
analysed by Western blot as described(15). Western blots were
finally visualised using an enhanced chemiluminescence
reagent (GEHealthcare). The bandswere quantified by scanning
densitometry, normalised with the β-actin and quantified by
comparison with control(20).

Clindamycin-induced antibiotic-associated diarrhoea
murine model

Six-week-old male C57BL/6 mice were purchased from Model
Animal Research Center of Nanjing University and maintained
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under ‘specific pathogen-free’ conditions according to guide-
lines established by Institutional Animal Care and Use
Committee, Jiangnan University (protocol number JN
20171015-1128). Micewere kept in an air-conditioned roomwith
controlled temperature (22 ± 1°C), humidity (65–70 %) and day/
night cycle (12 h light, 12 h dark). A preclinical mouse model of
AAD was adopted as described(13,14), and the experimental pro-
tocol is shown in Fig. 1(a). In brief, micewere randomly assigned
to five groups (n 10 per group) and fed ad libitumwith a control
diet (1022, Beijing HFK Bioscience Co. Ltd). To initiate AAD,
mice were treated with clindamycin (250 mg/kg body weight)
every day for 14 d. Glutamine (2 g/kg) or the vehicle (PBS)
was administered using an intragastric tube at 0·1 ml per 10 g
every day throughout the experiment. According to the standard
scaling factors used by the Food andDrug Administration (FDA),
the mouse-to-human scaling factor was 12. Considering the fact
that the recommended dose of glutamine for patients weighing

70 kg is 12·5 g once a day, mouse equivalent dosewas calculated
as 2·1 g/kg. Body weight, water intake and food intake were
recorded every 3 d. At the end of the experiment, faeces were
collected from mice directly into microcentrifuge tubes and
extracted DNA immediately or stored at a −80°C freezer. After
euthanisation, mice organs and blood were collected. Blood
was centrifuged at 2000 g for 15 min, and the supernatant frac-
tion was designated as plasma. Plasma or colonic levels of glu-
tamine, glutamic acid (Glu), arginine, asparagine and aspartic
acid (Asp) were determined using HPLC as described
previously(21).

Gut microbiota composition analysis

Total DNA of faeces samples was extracted using the Fast DNA
Spin Kit for Soil (no. 6570200; MP Biomedical)(13). The V4 region
of the 16S rDNA was amplified by PCR and the primers were
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forward primer, 5 0-AYT GGG YDT AAA GNG-3 0, and reverse
primer, 5 0-TAC NVG GGT ATC TAA TCC-3 0. The reaction mix-
tures were subjected to amplification with the following cycling
conditions: initial denaturation at 94°C for 5min followed by thirty
cycles of denaturation at 94°C for 30 s, annealing at 50°C for 30 s
and extension at 72°C for 30 s. A final extension at 72°C for 5 min
was performed. PCR productswere gel-purified usingGeneClean
Turbo. Products were prepared using TruSeqDNALT Sample
Preparation Kit and sequenced on a MiSeq sequencer.

Faecal SCFA determination

Dried faeces were ground to powders and diluted with distilled
water for ultrasonic treatment. After derivatisation, SCFA were
measured by GC as described(14). Total SCFA concentration
was calculated as the sum of acetic, propionic, butyric, isobutyric
and valeric acid concentrations.

Statistical analysis

Statistical analysis was performed using GraphPad Prism 6.0
Software. Student’s t test was used to compare data between
two groups. To measure the strength of association between
two variables, Pearson’s correlation was used. Values are
expressed as mean values and standard deviations.
Differences were regarded as statistically significant if P≤ 0·05.

Results

Glutamine improved clindamycin-induced antibiotic-
associated diarrhoea in mice

We first examined the effect of glutamine supplementation on
AAD progression in a preclinical animal model. Oral administra-
tion of clindamycin for 2 weeks dramatically lowered body
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weight gain and increased faecal moisture, whereas it was
attenuated by glutamine (Fig. 1(b) and (c)). Antibiotic exposure
significantly lowered plasma and intestinal glutamine levels by
39 and 36 % (P< 0·001), while such effect could be partly nor-
malised by glutamine supplementation.

Glutamine might be rapidly metabolised into other metabolites
such as glutamic acid, arginine, asparagine and aspartic acid. In this
regard, we noticed that arginine levels were elevated both in
plasma and colonic tissues, whereas glutamic acid levels were sig-
nificantly lowered upon clindamycin treatment (Fig. 1(d) and (e)).

The colonic glutamine depletion is generally due to increased
metabolic demands beyond what can be met by endogenous
synthesis or diet intake(22). Although the expression of GS and
SLC1A5 seemed to be affected by clindamycin (Fig. 1(f)), those
findings should be carefully interpreted. Multiple genes (e.g.,
SLC1A5, SLC7A5, Gs, Gdh, Gpt2 and even c-Myc) have been
implicated in glutamine metabolism, and it did remain a chal-
lenge to define molecular underlying mechanism.

Glutamine rectified clindamyci-induced intestinal barrier
dysfunction

Derived from gut microbiota, LPS and D-lactate are regarded as
biomarkers of intestinal permeability(13,14). As expected, plasma
levels of LPS and D-lactate in clindamycin group were much
higher than the control group (Fig. 2(a) and (b)). Consistent with
the findings above, clindamycin affected tight junction protein
and pro-inflammatory cytokine production in colonic tissues
(Fig. 2(c)–(f)). Once again, such gut barrier dysfunction could
be partially restored by glutamine supplementation.

Glutamine participated in M1 macrophage polarisation

Glutamine might serve as a fuel for colonic and immune cells.
In the connection, we observed that the depletion of colonic glu-
tamine greatly affected colonic epithelial cell turnover as well as
wound healing (Fig. 3). We next questioned the potential influ-
ence of glutamine on macrophage polarisation both in primary
peritoneal macrophages and RAW264.7 cells. Data clearly indi-
cated that glutamine was essential for LPS-induced M1 polarisa-
tion. Mechanistically, glutamine might strengthen the intestinal
antimicrobial barrier function via nitric oxide synthase 2
(NOS2)-dependent NO production (Fig. 4(a)–(c)). According
to intracellular bacterial loading data, glutamine was also
required for macrophage warding off microbial infection
(Fig. 4(d)). It should be pointed out that glutamine did not affect
E. coli growth in pure cultures. Taken together, glutamine
participated in M1 macrophage polarisation.

Gut dysbiosis linked clindamycin exposure with glutamine
metabolism

We eventually questioned how clindamycin lowered intestinal
glutamine store. Gut microbiota is a novel environmental factor
affecting energy harvest from the diet(6) and even orchestrating
the overall energy homoeostasis in host(7). For colonic mucosa,
butyrate from gut bacterial origin represents a major fuel under
physiological conditions(8,9). In this connection, we noticed that
clindamycin exposure substantially confounded gut microbiota,

evidenced by a decreased microbial diversity and a marked shift
in community structure (Fig. 5(a) and (b)). Of note, the abundance
of SCFA-producing bacteria strains (e.g. Bifidobacterium and
Lactobacillus) as well as the faecal SCFA was greatly affected
by clindamycin (Fig. 5(c)–(d)), whereas it could be partially rec-
tified by glutamine supplementation.

Discussion

In the present study, we demonstrated that long-term antibiotic
use lowered colonic glutamine store, which in turn might
increase the risk of opportunistic diarrhoeal pathogen infection.
Considering its critical roles in physical and immunological bar-
riers, glutamine store might serve as an ancient mechanism
against microbial infection. Collectively, our findings in the
present study might provide a rationale for guiding the clinical
uses of glutamine in AAD management in future.

0 h 48 h

0 
m

�
G

ln
4 

m
�

G
ln

W
ou

nd
 h

ea
lin

g 
ra

te
 (%

) 100

50

0
0 m� Gln 4m� Gln

O
D

 a
t 4

92
 n

m

0∙6

0∙4

0∙2

Time (h) 0 24 48 72 96

***

***

***
(a)

(b)

Fig. 3. Importance of glutamine (Gln) in intestinal physical barrier function. (a)
Glutamine is required for intestinal epithelial cell proliferation. HCT116 cell
growth was measured by MTS assay as described in ‘Materials and methods’.
Data are mean values and standard deviations (n 4 in each replicate). , 0 mM

Gln; , 2 mM Gln; , 4 mM Gln. (b) Glutamine depletion delayed wound healing.
Cell scratch assay data are presented as mean values and standard deviations
from three independent experiments. *** Significant difference compared with
the control group (P< 0·001). , 24 h; , 48 h. OD, optical density.

370 J. Mao et al.

https://doi.org/10.1017/S0007114520004195  Published online by Cam
bridge U

niversity Press

https://doi.org/10.1017/S0007114520004195


Gut dysbiosis has been implicated in the aetiology of AAD(23).
Resilience to external perturbations is a fundamental property of
gut microbial communities, and gut microbiome is generally sta-
ble within healthy adult individuals(24). However, antibiotic
therapymight represent a repeated violent disturbance and often
lead to a persistent regimen shift which is difficult to recover

soon(23). To this end, probiotic has been proposed for AADman-
agement. Although certain probiotic showed some promise,
their overall efficacy is far to meet the standard of medical
care(24). It should be pointed out that probiotic was not suit
for critically ill hospitalised patients. An explanation for this
issue is immune tolerance. Probiotic represents external
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micro-organism for host and thus might cause excessive immun-
ity response, especially in patients with gastrointestinal disor-
ders. Based on the findings in our study, one therapeutic
approach to AAD management might be firstly to restore the

intestinal mucosal barrier with glutamine and then to sustain
remission by probiotic interventions(25).

More recently, gut microbiota has been implicated in host
energy homoeostasis(26). It is not at all a surprise to find that
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Model; , Treatment. (c) Relative abundance of Bifidobacterium, Lactobacillus, Enterococcus and Enterobacter in faecal samples. , Proteus; , Enterobacter;

, Sutterella; , Eubacterium; , Coprobacillus; , Allobaculum; , Oscillospira; , Ruminococcus; , Coprococcus; , Lactobacillus; ,
Enterococcus; , Enterococcaceae; , Prevotella; , Bacteroides; , Bifidobacterium. (d) Faecal SCFA content. The contents of SCFA in mice faeces were
measured by GC analysis. Data are mean values and standard deviations (n 10 in each replicate). , Isovaleric acid; , isobutyric acid; , butyric acid; ,
propionic acid; , acetic acid.
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antibiotic might disrupt host energy balance via gut microbiota.
Butyrate from gut bacterial origin represents a major fuel for
colonic mucosa under physiological conditions(8,9). In previous
germfree mice study, colonic epithelial cells might compensate
the absence of butyrate by increasing glutamine use(9). In our
study, clindamycin exposure changed gut microbiota composi-
tion especially in butyrate-producing strains and led to faecal
butyrate deficiency. We wonder that it might in turn increase
the body’s demand for glutamine. If it is a case, glutamine
depletion might be a secondary event of gut dysbiosis. People
might also question can SCFA rescue the Gln deficiency in
AAD? SCFA are weak acids and their transport is mainly through
monocarboxylate transporters, while those transporters were
widely expressed in gastrointestinal tract(27). Thus, to address
the issue above might be upon delivery methods, as SCFA might
be rapidly absorbed by the upper gastrointestinal tract and most
likely fail to reach the colon.

Although our study is intriguing, several questions remain
unanswered. The first issue is the possibility of bench-to-bedside
translation. For example, a major caveat in our mouse model is
that loose stools, but not severe acute diarrhoea, were observed.
One explanation is the difference in hygienic sanitary conditions
between animal facility and hospital. On the other hand, gluta-
mine was reported to mediate the expression of virulent factors
in pathogens(28), and whether its supplementation might interfere
with antibiotic efficacy remains unknown. Moreover, glutamine
metabolism is often reported to be enhanced in tumours as well
as precancerous lesions(22). Taken together, the efficacy and safety
of glutamine supplementation should be rigorously studied by
randomised, double-blind, placebo-controlled trials. Another
issue is that the mechanism underlying glutamine supplementa-
tion against AAD remains unclear. The direct evidence between
glutamine and gut microbiota dysbiosis was not available yet.
Faecal microbiota transplantation from glutamine-treated donors
to mice suffering AAD might partly address this issue(19). In addi-
tion to classical antimicrobial macrophage activation, we also
examined the potential influence of glutamine onM2polarisation.
Among IL-4-mediated M2 marker genes, glutamine greatly
enhanced arginase-1 expression (Fig. 4(a)). Considering the
importance of arginase-1 polyamine axis in wound healing(29),
we reasoned that glutamine metabolism might function in either
initiation or resolution of acute inflammatory response. To gain
deeper insight into the role of glutamine metabolism in intestinal
mucosal barrier integrity, further study examining colonocyte epi-
thetical cell turnover and tight junction protein expression as well
as distribution is needed. Most likely, glutaminemight act through
diverse mechanisms to maintain gut health.

In summary, our study revealed that glutaminemight become
a ‘conditionally essential’ amino acid in patients receiving long-
term antibiotic therapy, and its supplementation might hold
promise for AAD management.

Acknowledgements

This work was supported by the National Natural Science
Foundation of China (81773064, 31972973 and 32021005),
National Youth 1000 Talents Plan, the Jiangsu Specially-

Appointed Professor Program, Jiangsu Province Recruitment
Plan for High-level, Innovative and Entrepreneurial Talents
(Innovative Research Team), and Collaborative Innovation
Center of Food Safety and Quality Control in Jiangsu Province.

W. C., H. L. and H. Z. designed and supervised the experi-
ments. J. M. and H. L. prepared the manuscript. J. M., Y. Y.,
H. L. and X. S. performed experiments.

No potential conflicts of interest were disclosed.

Supplementary material

For supplementary material referred to in this article, please visit
https://doi.org/10.1017/S0007114520004195

References

1. Barbut F & Meynard JL (2002) Managing antibiotic associated
diarrhoea. BMJ 324, 1345–1346.

2. Doron SI, Hibberd PL & Gorbach SL (2008) Probiotics for pre-
vention of antibiotic-associated diarrhea. J Clin Gastroenterol
42, Suppl. 2, S58–63.

3. Hempel S, Newberry SJ, Maher AR, et al. (2012) Probiotics
for the prevention and treatment of antibiotic-associated diar-
rhea: a systematic review and meta-analysis. JAMA 307,
1959–1969.

4. Hryckowian AJ, Van Treuren W, Smits SA, et al. (2018)
Microbiota-accessible carbohydrates suppress Clostridium
difficile infection in a murine model. Nat Microbiol 3,
662–669.

5. Zackular JP, Moore JL, Jordan AT, et al. (2016) Dietary zinc
alters the microbiota and decreases resistance to Clostridium
difficile infection. Nat Med 22, 1330–1334.

6. Backhed F, Ding H, Wang T, et al. (2004) The gut microbiota as
an environmental factor that regulates fat storage. Proc Natl
Acad Sci U S A 101, 15718–15723.

7. Chevalier C, Stojanovic O, Colin DJ, et al. (2015) Gutmicrobiota
orchestrates energy homeostasis during cold. Cell 163,
1360–1374.

8. Lee WJ & Hase K (2014) Gut microbiota-generated metabolites
in animal health and disease. Nat Chem Biol 10, 416–424.

9. CherbuyC,Darcy-VrillonB,MorelMT, et al. (1995) Effect of germ-
free state on the capacities of isolated rat colonocytes to metabo-
lize n-butyrate, glucose, and glutamine. Gastroenterology 109,
1890–1899.

10. Scheppach W, Dusel G, Kuhn T, et al. (1996) Effect of L-gluta-
mine and n-butyrate on the restitution of rat colonic mucosa
after acid induced injury. Gut 38, 878–885.

11. Zhou Q, Costinean S, Croce CM, et al. (2015) MicroRNA 29
targets nuclear factor-κB-repressing factor and Claudin 1
to increase intestinal permeability. Gastroenterology 148,
158–169.e158.

12. ZhouQ, VerneML, Fields JZ, et al. (2019) Randomised placebo-
controlled trial of dietary glutamine supplements for postinfec-
tious irritable bowel syndrome. Gut 68, 996–1002.

13. Shi Y, Kellingray L, Zhai Q, et al. (2018) Structural and func-
tional alterations in the microbial community and immunologi-
cal consequences in a mouse model of antibiotic-induced
dysbiosis. Front Microbiol 9, 1948.

14. Shi Y, Zhai QX, Li DY, et al. (2017) Restoration of cefixime-
induced gut microbiota changes by Lactobacillus cocktails
and fructooligosaccharides in a mouse model. Microbiol Res
200, 14–24.

Role of glutamine deficiency in diarrhoea 373

https://doi.org/10.1017/S0007114520004195  Published online by Cam
bridge U

niversity Press

https://doi.org/10.1017/S0007114520004195
https://doi.org/10.1017/S0007114520004195


15. Li H, Zhu F, Chen H, et al. (2014) 6-C-(E-phenylethenyl)-
naringenin suppresses colorectal cancer growth by inhibiting
cyclooxygenase-1. Cancer Res 74, 243–252.

16. Zykova TA, Zhu F, Wang L, et al. (2017) The T-LAK cell-
originated protein kinase signal pathway promotes colorectal
cancer metastasis. Ebiomedicine 18, 73–82.

17. Hoque R, Farooq A, Ghani A, et al. (2014) Lactate reduces liver
and pancreatic injury in Toll-like receptor- and inflammasome-
mediated inflammation via GPR81-mediated suppression of
innate immunity. Gastroenterology 146, 1763–1774.

18. Jantsch J, Schatz V, Friedrich D, et al. (2015) Cutaneous Naþ

storage strengthens the antimicrobial barrier function of the
skin and boosts macrophage-driven host defense. Cell Metab
21, 493–501.

19. Wu H, Esteve E, Tremaroli V, et al. (2017) Metformin alters the
gut microbiome of individuals with treatment-naive type 2 dia-
betes, contributing to the therapeutic effects of the drug. Nat
Med 23, 850–858.

20. WangW, Chen J, Mao J, et al. (2018) Genistein ameliorates non-
alcoholic fatty liver disease by targeting the thromboxane A2
pathway. J Agric Food Chem 66, 5853–5859.

21. Xue H, Sawyer MB, Field CJ, et al. (2007) Nutritional modula-
tion of antitumor efficacy and diarrhea toxicity related to irino-
tecan chemotherapy in rats bearing the ward colon tumor. Clin
Cancer Res 13, 7146–7154.

22. Ren NSX, Ji M, Tokar EJ, et al. (2017) Haploinsufficiency of
SIRT1 enhances glutamine metabolism and promotes cancer
development. Curr Biol 27, 483–494.

23. Dethlefsen L & Relman DA (2011) Incomplete recovery and indi-
vidualized responses of the human distal gut microbiota to
repeated antibiotic perturbation. Proc Natl Acad Sci U S A 108,
Suppl. 1, 4554–4561.

24. Sanders ME, Guarner F, Guerrant R, et al. (2013) An update on
the use and investigation of probiotics in health and disease.
Gut 62, 787–796.

25. Coeffier M, Dechelotte P & Ducrotte P (2015) Intestinal per-
meability in patients with diarrhea-predominant irritable bowel
syndrome: is there a place for glutamine supplementation?
Gastroenterology 148, 1079–1080.

26. Finnie IA, Dwarakanath AD, Taylor BA, et al. (1995) Colonic
mucin synthesis is increased by sodium-butyrate. Gut 36,
93–99.

27. Payen VL, Mina E, Van Hee VF, et al. (2020) Monocarboxylate
transporters in cancer. Mol Metab 33, 48–66.

28. Si Y, Yuan F, Chang H, et al. (2009) Contribution of glutamine
synthetase to the virulence of Streptococcus suis serotype 2. Vet
Microbiol 139, 80–88.

29. Bachmann R, Leonard D, Delzenne N, et al. (2017) Novel
insight into the role of microbiota in colorectal surgery.
Gut 66, 738–749.

374 J. Mao et al.

https://doi.org/10.1017/S0007114520004195  Published online by Cam
bridge U

niversity Press

https://doi.org/10.1017/S0007114520004195



