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Abstract
Probiotics are widely used to promote health benefits around the world. Nevertheless, the mechanisms whereby 

probiotics exert its beneficial effect on the host are not well elucidated yet. In an attempt to obtain relevant insights on 
probiotics mechanisms of action, we studied the probiotic response via Nuclear factor-κB (NF-κB) and Forkhead box 
protein O1 (FoxO1), two transcription factors that were previously related with probiotic effects. We performed in vitro 
analysis to activate these transcription factors with Tumor Necrosis Factor alpha (TNFα) and Hydrogen Peroxide 
(H2O2) stimuli using a set of probiotic strains co-cultured with HT-29 cells. We found three strains, LrBPL8, LcA1 and 
LaBPL71 capable to reducing the NF-κB activation pathway in an inflammatory context. We also found that LcA1 
reduced FoxO1 activation while another strain, IPM C+, increased it after the hydrogen peroxide treatment under the 
same conditions. Moreover, we described a complex relationship between FoxO1 downstream gene expression and 
these anti-inflammatory strains. Our results show that more than one pathway could be targeting NF-κB modulation, 
indicating the complexity of the probiotics’ mechanisms of action. The in vitro data presented here may help to design 
multi-strain probiotics mix that take advantage of the complementary and synergistic effects that they may induce 
in the host.
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Introduction
It is well known that the use of probiotics for the prevention of a 

variety of diseases is becoming more and more popular around the world. 
The Food and Agriculture Organization of the United Nations and the 
World Health Organization define probiotics as “live microorganisms 
which when administered in adequate amounts, confer a health benefit 
on the host” [1]. Among bacteria, Lactobacilli and Bifidobacteria are 
the main genera of probiotics which have been implicated in beneficial 
outcomes. Probiotics can exert health benefits for treatment and 
prevention of gastrointestinal disorders, such as impairment of colonic 
transit, enteric infections and post-antibiotic syndrome, reduction of 
recurrence of Clostridium difficile associated diarrhea, prevention of 
necrotizing enterocolitis and colorectal cancer, and prevention and 
treatment of inflammatory bowel diseases [2-7]. 

Some possible mechanisms involved in the beneficial effects of 
probiotics are the interaction with other microbes, the improved 
functions of the gut epithelium and interactions with innate defense 
cells [8]. Although the mechanisms are well described in vitro and in 
animal models, the actual mechanism of action of probiotics in humans 
has not been clearly addressed [9]. Meta-analysis of human studies using 
probiotics interventions have generated contradictory results in part due 
to differences in study design (variety of probiotic strains, daily doses 
and length of administration) but also due to the poor understanding 
of the mechanisms by which these probiotics elicit their effects [10-13]. 

In animal models, two transcription factors have been involved in 

the effect of the probiotics: Nuclear factor-κB (NF-κB) and Forkhead 
box protein O1 (FoxO1). The NF-κB family of transcription factors 
play critical roles in inflammation, immunity, cell proliferation, 
differentiation, and survival being a key regulator between probiotics 
and intestinal epithelial cells [14,15]. Usually, NF-κB is inactive in 
the cytoplasm; when pro-inflammatory stimuli trigger signaling 
pathways, the inhibitor molecule IκB is phosphorylated, targeting it 
for ubiquitination and consequent proteasomal degradation. Once 
unbound from IκB, NF-κB is able to migrate into the nucleus, bind 
target promoters and activate the transcription of effector genes [16]. 
Probiotics have shown to either prevent or promote NF-κB activation, 
acting in different steps of this signaling pathway like stabilizing IκB-α 
or activating RelA subunit [17-19].

The transcription factor FoxO1 is a member of the mammalian 
forkhead box O class subfamily that regulates a wide array of cellular 
processes, including the cell cycle, apoptosis, proliferation, survival, 
metabolism, DNA repair, response to oxidative stress, differentiation 
and homeostasis of stem/progenitor cells [20]. In its non-phosphorylated 
state, FoxO1 is located in the nucleus, where it is transcriptionally active 
and up-regulates gene expression involved in growth arrest, response 
to oxidative stress and apoptosis [21]. Conversely, phosphorylation of 
FoxO1 by Akt causes its release from DNA, binding to 14-3-3 protein 
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and rapidly relocating from the nucleus to the cytoplasm, where it 
becomes inactive [21]. It has been described that C. elegans FoxO1 
homologous, daf-16, has been involved in the anti-inflammatory and anti-
oxidant effect of the Lactobacillus rhamnosus CNCM I-3690 strain [22]. 

In order to better understand the implication of these transcription 
factors in the mechanism of action of different probiotic strains, 
we carried out a series of studies with 10 potential probiotic strains, 
analyzing the implication of NF-κB and FoxO1 in the response to 
oxidative and pro-inflammatory stimuli. We identified three bacterial 
strains that reduced the NF-κB activation in response to TNFα. We 
further studied the link between FoxO1 and the NF-κB observed 
responses, finding dissimilar behavior in the three studied strains.

Materials and Methods 
Reagents

Unless otherwise indicated, all chemicals used were of the highest 
available grade and purchased from Sigma Aldrich (St. Louis, MO, 
USA). Culture media, fetal bovine serum (FBS), lipofectamine and 
consumables for cell culture were obtained from Life Technologies 
(Carlsbad, CA, USA), GE Healthcare (Waukesha, WI, USA), and 
Greiner Bio-one (Frickenhausen, Germany). The GFP-FoxO1 vector 
was donated by Domenico Accili (Addgene plasmid #17551) [23]. 

Cell Lines and culture conditions

HT-29 (ATCC HTB-38) cells were cultured in DMEM medium 
and supplemented with 10% (v/v) FBS. HT-29-NF-κB-hrGFP clon 
E5 cells were cultured in RPMI1640 medium and supplemented 
with 10% (v/v) FBS. Cells were routinely propagated in 25 or 75 cm2 
tissue culture flasks at 37ºC, 5% CO2 in a humidified incubator until 
reaching approximately 70% confluence [24]. Subsequently, cells were 
trypsinized and concentration was adjusted for different experimental 
settings. In all described assays, cells were cultured for less than twenty 
passages.

Bacteria and culture conditions

Probiotic bacteria were kindly provided by Biopolis SL; the strains 
used were Lactobacillus casei A1 (LcA1), Lactobacillus rhamnosus BPL8 
(LrBPL8), Lactobacillus rhamnosus BPL15 (LrBPL15), Lactobacillus 
plantarum BPL7 (LpBPL7), Lactobacillus fermentum BPL34 (LfBPL34), 
Lactobacillus acidophilus PBL71 (LaBPL71), Bifidobacterium longum 
BPL001 (BlBPL001), Bifidobacterium longum BPLA4 (BlBPLA4) and 
Streptococcus thermophilus BPL67 (StBPL67). Control strains (IPM C+ 
and IPM C-: Lactobacillus rhamnosus strains) were used throughout 
the experiments. All bacteria were cultured in Man Rogosa and Sharpe 
Media (MRS) (Oxoid, Basingstoke, UK), under anaerobic conditions 
generated by AnaroGen (Oxoid, Basingstoke, UK). Bacteria were 
subcultured twice for 24 h and centrifuged for 5 min at 3000 g, the 
bacterial pellet were washed once with phosphate buffered saline (PBS) 
and resuspended for quantification. Live bacterial concentration was 
assessed by flow cytometry using Accuri C6 (BD Biosciences, San 
Diego, CA, USA) equipment. A 100 µL fraction of bacterial dilution 
was acquired and the number of living bacteria was recorded using 
propidium iodide staining. Afterwards, counts were verified by plating 
different dilutions of the bacterial suspension. 

Reporter gene assay

HT-29-NF-κB-hrGFP clone E5 cells were seeded in 96-well plates 

(5 × 104cells/well). After 24 h, bacteria (multiplicity of infection [MOI] 
of 100 or 50) were added to each well and incubated for 2 h. After the 
co-culture period, gentamicin (50 µg/mL) and TNF-α (1 ng/mL) were 
added. Cells were further incubated for 24 h. Non-treated cells (basal) 
and cells treated only with TNF-α or bacteria were included as controls.

Lastly, cells were trypsinized and resuspended to perform flow 
cytometry analysis. Cells were analyzed using an Accuri C6 flow 
cytometer equipped with 488 and 640 nm lasers. BD Accuri C6 
Software V1.0.264.21 was used for data acquisition and analysis. The 
GFP and propidium iodide fluorescence emissions were detected using 
band-pass filters 533/30 and 585/40, respectively. For each sample, 
5000 counts gated on an FSC versus SSC dot plot (excluding doublets) 
were recorded. Only single living cells (those that excluded propidium 
iodide), were considered for analysis.

FoxO1 localization 

HT-29 cells were seeded in 12-well plates (3 × 105 cells/well). 
Twenty-four hours after plating, cells were transfected with FoxO1-GFP 
plasmid using Lipofectamine 2000 following manufacturer’s protocol. 
Briefly, 1 µg of supercoiled plasmid and 5 µl Lipofectamine per sample 
were each diluted in independent 100 µl volumes of Opti-Mem medium 
and incubated for 5 min at room temperature. Subsequently, both 
solutions were mixed and incubated for 30 min at room temperature to 
allow the formation of Lipofectamine: DNA complexes. Mix was added 
to each well and removed 24 h later. 

To study FoxO1 location under oxidative stress conditions, H2O2 
treatment was applied. Cells were co-cultured with an MOI of 100 
bacteria per cell. After 2 h, gentamycin (50 µg/mL) and 500 µM of H2O2 
were added for 2 h. For TNF-α stimulus, co-cultures were performed at 
an MOI of 100; the TNF-α (1 ng/mL) treatment started 2 or 6 h after 
co-culture and gentamicin was added at 2 h of co-culture. Cells were 
further incubated for 22 h.

For both treatments, cells were washed twice with PBS, fixed with 
PFA 4% in PBS and nuclei were stained with TO-PRO-3® dye (Thermo 
Fisher, Waltham, MA, USA). The slides were observed under confocal 
microscope DMI6000, TCS-SP5 (Leica, Wetzlar, Germany) using 488 
nm laser excitation for GFP and 633 for TO-PRO®-3 and the subcellular 
location of FoxO1 was recorded in 100 cells per slide. Images were 
captured with an x63 oil objective and an open pinhole to collect 
fluorescence from the entire depth of the cell. 

The percentage of FoxO1 activation was calculated as the percentage 
of cells with fluorescence in the nucleus plus half of the percentage of 
cells with fluorescence both in the nucleus and in the cytoplasm. 

Expression of FoxO1 downstream genes

HT-29 cells were co-cultured with bacteria in 24-well plate with 
addition of gentamicin (50 µg/mL) 2 h later. After 24 h of co-culture, 
cells were washed twice with PBS and RNA was extracted using RNeasy 
Mini Kit (Qiagen, Valencia, CA, USA) following the manufacturer’s 
instructions and measured using a Nanodrop 1000 spectrophotometer 
(Thermo Scientific, NY, USA). After checking the absence of genomic 
DNA contamination by qPCR, copy DNA (cDNA) was synthetized 
starting from 500 ng of total RNA using random hexamers and 
SuperScript II Reverse transcriptase (Thermo Scientific, NY, USA). 

The qPCR reactions were performed using 5 μL SYBR Green PCR 
Master Mix (Applied Biosystems, Foster City, CA, USA), equimolar 
amounts of forward and reverse primers (1 μM; Integrated DNA 
Technologies, Coralville, IA, USA) and 1 μL cDNA in a final volume 
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of 10 μL. Samples were analyzed in duplicate in the Eco Real Time 
PCR System (Illumina, San Diego, CA, USA). Standard amplification 
conditions were as follow: 3 min at 95°C, 45 cycles of 10 s at 95°C and 
30 s at 60°C. After determining that the efficiency of the primers were 
comparable and near 100%, the delta cycle threshold (CT) value was 
calculated from the difference in the CT of the gene of interest and that 
of the β-Actin gene (NM 001101.3) Data are presented as 2-ΔΔCT [25] 
(Supplementary Table 1). 

The oligonucleotide used for amplification is described in detail in 
Supplementary Table S1.

Statistical Analysis
For the reporter gene assay, data was normalized against TNF-α 

(considered as 100%) and basal (considered as 0%) controls. Statistical 
differences between individual samples were defined using ANOVA 
followed by the Bonferroni t test for multiple comparisons. For FoxO1 
activation assay, data was normalized against the untreated cells (0%), 
and Student’s t test was applied for individual comparison of different 
treatments. For gene expression analysis, data was analyzed by the 
Mann-Whitney test. All the data were plotted as the mean (± SEM) 
of triplicates from independent experiments. Statistical analysis was 

completed using GraphPad Prism V 5.00 software (GraphPad Software, 
La Jolla, CA, USA).

Results
NF-κB modulation 

To better understand the anti-inflammatory impact of the 
potential probiotic strains on human cells in vitro, we followed NF-κB 
activation upon TNFα stimulation using a reporter gene assay. We first 
studied NF-κB activation by the bacteria in an inflammatory or non-
inflammatory context. Without TNFα, none of the bacteria modulated 
NF-κB activation (Figure 1). Cells treated with 1 ng/µl of TNFα and 
probiotics showed a wide variety of responses. When co-cultured with 
a MOI of 50, cells treated with LrBPL8 and IPM C+ showed a reduction 
of NF-κB activation of 17.2% and 16.0% respectively (p<0.01) (Figure 
1C). At MOI 100, the percentage of modulation was higher for these 
strains (61.2% for LrBPL8 and 42.7% IPM C+) (p<0.001) whereas 
strains LcA1 and LaBPL71 were able to reduce the NF-κB activation in 
a 32.9% and 56.6% respectively (p<0.001).

Interestingly, several bacteria produced an increase in the activation 
of NF-κB in an inflammatory context. Strains LrBPL15 (p<0.05), 
LfBPL34 (p<0.01), BlBPLA4 (p<0.001) and StBPL67 (p<0.001) 

Figure 1: Identification of strains that modulate activation of NF- κB in response to TNFα. HT-29-NF-κB-hrGFP E5 clone cells were co-cultured with lactic acid 
bacteria and bifidobacteria strains at a multiplicity of infection of 50 (A, C) and 100 (B, D) bacteria per cell. After 2 h, antibiotic (A, B) and antibiotic and TNFα (1 ng/
ml) (C, D) were added. 22 h later, NF-κB activation was assessed by the percentage of GFP+ cells by flow cytometry. Data was normalized against TNF-α (control: 
considered as 100) and basal cells (without TNF-α, considered as 0). Arrows shown the strain and conditions where anti-inflammatory properties were observed. 
Results are shown as the mean ± SEM. *p<0.05, ** p<0.01, *** p<0.001



Citation: Mulet AP, Perelmuter K, Bollati-Fogolin M, Crispo M, Grompone G (2017) Forkhead Box Protein O1 Is Linked To Anti-Inflammatory Probiotic 
Bacteria Acting through Nuclear Factor-κB Pathway. J Microb Biochem Technol 9:074-081. doi: 10.4172/1948-5948.1000347

Volume 9(3):074-081 (2017) - 77
J Microb Biochem Technol, an open access journal 
ISSN: 1948-5948

activated NF-κB between 14.6% and 28.9% when used in a MOI of 50. 
When MOI 100 was used, the same strains and also LpBPL7 were able 
to activate NF-κB between 20.6% and 28.8% (p<0.001).

Activation of FoxO1 in response to oxidative stress and TNFα 
stimuli

Having found the three anti-inflammatory strains with the NF-
κB reporter assay, we attempted to elucidate the relationship of these 
bacteria and the FoxO1 pathway. Previous finding from our group 
demonstrated that FoxO1 homologous gene in C. elegans, daf-16, is 
involved in the protection exerted by probiotics from oxidative stress 
induced by H2O2 in this organism [22]. Based on these findings, we 
wanted to explore if this transcription factor was also related to the 

oxidative stress response in mammalian cells. For that, translocation 
of FoxO1 to the nucleus was assessed under confocal microscopy 
as a marker of this protein activation. Three different localization of 
FoxO1 were observed in the cells; i) cells with cytoplasmic exclusive 
fluorescence; ii) cells with fluorescence mainly in the nucleus, and iii) 
a group of cells with similar fluorescence levels in both nucleus and 
cytoplasm (Figure 2). Treatment of cells with H2O2 for 2 h produced 
the activation of 13.9% of FoxO1 when compared to untreated cells 
(p<0.01). Moreover, the addition of the bacteria to the cells also 
produced the activation of FoxO1. Strains LrBPL8 and LaBPL71 had no 
effect upon stimulation of intestinal epithelial cells with H2O2. On the 
other hand, LcA1 had a protective effect, noticed by the reduction of 
FoxO1 activation (p<0.05), and IPM C+ significantly increased FoxO1 
translocation to the nucleus (p<0.05). 

Figure 2: Intestinal epithelial cells response to oxidative stress modulated by probiotics. HT-29 cells were transfected to express FoxO1 fused to GFP and observed 
under confocal microscope. A: Representative images of cytoplasmic, nuclear and both compartment locations. B: Location of FoxO1 under treatment with 500 µM 
of hydrogen peroxide and bacterial strains. The activation of FoxO1 was calculated as the percentage of cells with nuclear fluorescence plus half of the percentage 
of cells with FoxO1 in both compartments. Nucleus was stained with TO-PRO3. Data was normalized to the untreated cells (Control=0).
Scale bar=5 nm
Results are shown as the mean ± SEM. * p<0.05, ** p<0.01
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Furthermore, we wanted to explore the pattern of activation 
of FoxO1 in the response of the strains in an inflammatory context. 
Treatment of the cells with TNFα significantly reduced the FoxO1 
activation compared to untreated cells (control). After probiotic 
treatment, there is an increase in FoxO1 activation (Figure 3). When 
both TNFα and probiotics are added, the levels of activation return to 
the unstimulated level. Although all the tested probiotics showed the 
same tendency, the differences between the co-cultured cells alone and 
the co-cultured cells plus TNFα differ significantly only for LcA1 and 
IPM C+ (p<0.05) (Figure 3). 

Expression of FoxO1 related genes

We determined the level of expression of five genes downstream to 
FoxO1 (CAT, SOD2, G6PC, DDB1 and GADD45a) and two interacting 
genes (PPARγ and SIRT2) to further explore the scope of FoxO1 
activation (Figure 4).

Catalase (CAT) expression had a significant increase for both 
LcA1 and IPM C+ strains (p<0.05), being higher in the case of LcA1 
(1.8 vs. 1.2-fold increase) (Figure 4). The opposite was confirmed for 
SOD2, were IPM C+ produced a 5-fold increase while LcA1 produced 
a 2-fold increase (p<0.05). All the tested strains produced an increase 
in the expression level of G6PC gene (p<0.05) (between 1.8 and 3.0 fold 
increase) and no effect was observed in the DDB1 gene expression level.

All the strains, except for IPM C+ increased the level of PPARγ and 
GADD45α transcription (1.9 to 3.0-fold for PPARγ and 1.4 to 2.1-fold 
for GADD45α) (p<0.05).  No increase in the level of SIRT2 expression 
was observed with the tested strains, nonetheless the control strain 
increased the expression of this gene 2.2-fold (p<0.01).

Discussion
Accurate assessment of the mechanism involved in the probiotic 

response is essential for probiotic development and application. In this 

study, we propose a polyfunctional exploration of diverse transcription 
regulatory pathways in order to better understand probiotic strains 
mechanisms of action.

We used an NF-κB reporter cell line in order to identify probiotics 
with potential anti-inflammatory activity. This approach allowed 
us to determine three strains able to reduce NF-κB activation in an 
inflammatory context. All of them showed a dose dependent behavior, 
which highlights the relevance of determining the adequate amounts of 
probiotic for further treatments. 

Probiotic effects together with commensal microbes are crucial in 
barrier integrity and mucosal homeostasis in different body sites like the 
skin or the gut, among others [26,27]. Probiotics and commensals can 
antagonize against pathogens through direct, i.e., bacteriocin secretion 
or indirect, i.e., immune signaling, mechanisms to contribute to gut and 
skin barrier homeostasis. Probiotic effect could be elicited by secreted 
molecules, indeed, administration of the isolated bacterial-derived 
metabolites or molecules may be sufficient to promote the desired 
effect [28]. Lactobacillus salivarius UCC 118 secretes Abp118, a class 
II bacteriocin which effectively inhibits L. monocytogenes infection and 
barrier disruption in vivo in a mouse [29]. More recently, bacteriocins 
secreted by some probiotics have shown the capability to modulating 
immune responses through NF-κB signaling [30]. It has been shown 
that microbial colonization can stimulate innate and adaptive immune 
responses in the intestinal mucosa, mediating an indirect pathogen 
antagonism [31]. Probiotics can stimulate the production of epithelial 
β-defensins and antimicrobial C-type lectins in the gut by stimulating 
innate receptors expressed in the intestinal mucosa [26]. Interestingly, 
some skin antimicrobial peptides interact directly with Toll Like 
Receptors (TLRs) to inhibit inflammation or act as potent chemotactic 
signals attracting monocytes, dendritic cells, neutrophils and T cells 
(Supplementary Figure 1) [32]. In our study, we observed diverse levels 
of NF-κB activation by our Lactobacilli strains, suggesting that different 

Figure 3: Pro-inflammatory stimulus reduces FoxO1 activation in intestinal epithelial cells independently of the presence of probiotic strains. HT-29 cells were 
transfected to express FoxO1 fused to GFP and observed under confocal microscope. Probiotics were added to the transfected cells except for the control group. 
After 2 or 6 h of co-culture, 1 ng/ml of TNFα was added and incubated during 22 h; basal condition does not have TNFα addition. 
Results are shown as the mean ± SEM. Values with different letters are significantly different *p<0.05
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mechanisms could be involved to explain such differences. In future 
work, it would be interesting to analyze whether the effect of NF-κB 
activation level is related or not to specific secreted molecules such as 
bacteriocins. 

Moreover, in vitro analysis of probiotic inter-strain variability 
is crucial in order to choose specific strains for particular uses. Four 
Lactobacillus rhamnosus strains were included in this assay and all of 
them exhibited different behavior; for instance, with a MOI of 100, 
two strains were anti-inflammatory, one did not have an effect, and the 
other showed a pro-inflammatory behavior. This intra-species variation 
had been widely reported before [33,34]. Here, we provide new insights 
for probiotic identification and selection before designing treatments or 
probiotics based products.

The JNK/FoxO signaling pathway is a crucial pathway against 
oxidative stress [35,36]. For this reason, we evaluated the relationship 

between these anti-inflammatory bacteria and the oxidative stress 
response through FoxO1 activation. The H2O2 treatment produced 
a predictable increase in the FoxO1 translocation to the nucleus. 
The increase of FoxO1 activation by the co-culture with the anti-
inflammatory strains could be attributed to the increase in oxidative 
stress levels produced by the bacteria metabolism residues in culture 
medium. When both, the oxidative and the probiotic stimuli converge 
in the cell, LcA1 seems capable of reducing oxidative stress as suggested 
by the decrease of FoxO1 activation; however, since IPM C+ increases 
FoxO1 activation, the drop shown by LcA1 could be attributed to 
limited activation of FoxO1 to prioritize the activation of more essential 
pathways. 

Our results showed that the stimuli with TNFα could inactivate 
FoxO1 in our experimental conditions; suggesting cells seem to 
prioritize the immune response over the oxidative or damage response. 

Figure 4: Probiotic strains trigger specific pathways related to FoxO1 signaling. HT-29 cells were co-cultured with probiotic strains during 24 h and gene expression 
was analyzed using qPCR. Significant differences are relative to the basal condition without bacteria. The expression level of each gene was normalized to that of 
β-actin. The results are shown as the mean ± SEM.
*p<0.05, ** p<0.01, ***p<0.001
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Different responses to TNFα were observed for FoxO1 in diverse models, 
for instance, treatment of pulmonary artery smooth muscle cells with 
TNFα produce down regulation of FoxO1; in bone marrow derived 
mesenchymal stem cells TNFα also inhibits FoxO1. Nevertheless, in 
adipocytes and fibroblasts the treatment with TNFα activates FoxO1 
[37-39]. Our observations are aligned with previous findings that show 
an activation of AKT pathway in response to TNFα in HT-29 cells. 

In multiple cell types, FoxO transcription factors have a protective 
role in resistance to oxidative stress through regulation of the antioxidant 
genes SOD2 and CAT, as well as additional cell survival pathways. Under 
conditions of starvation or oxidative stress, FoxO can be activated by 
increasing AMPK activity or decreasing AKT activity [40]. In this work, 
the strains LcA1, LrBPL8, LaBPL71 and IPM C+ co-cultured with HT-
29 cells produced the activation of FoxO1. Nevertheless, downstream 
genes activated in each case are very dissimilar, suggesting that the 
related activated pathways are also strain-specific. FoxO transcription 
factors have cofactors that consist in other transcription factors that co-
regulate each other [41]. The presence or absence of these cofactors can 
explain why the activation of FoxO1 does not have the same output in 
different probiotic strains. 

Both LcA1 and IPM C+ produced an increase in the expression of 
genes involved in the protection of oxidative stress. Nevertheless, the 
pathways involved in this response are diverse for each strain. While 
IPM C+ produces an increase in the expression of SOD2, LcA1seems to 
exert its oxidative effect through the CAT pathway.

The PPARγ gene codifies for a nuclear hormone receptor than 
can regulate intestinal inflammation and homeostasis, and it has 
been previously reported as a target for probiotics [42]. This protein 
inhibits both NF-κB and FoxO1 activity [42,43]. For LcA1, LrBPL8 and 
LaBPL71 this could be the pathway involved in NF-κB modulation. 

In addition, FoxO1 represses PPARγ in a SIRT2 dependent manner 
[44]. This could be the mechanism employed by IPM C+ were activation 
of SIRT2 is observed while the expression of PPARγ remains the same 
as the control. 

The transcription factor FoxO1 has been related to the response 
of probiotics in C. elegans oxidative stress, skin acne and alcoholic 
fatty liver [22,45,46]. Nevertheless, this is the first study linking 
FoxO1 activation to probiotics response in intestinal mammalian 
cells. It has been previously shown that NF-κB pathway is linked to 
survival pathways including PI3-kinase/AKT, one of the main FoxO 
regulatory pathways, and it has been shown that AKT activates NF-
κB transcription factors [47-49]. In addition, FoxO3a can inhibit 
NF-κB activation, reducing downstream production of inflammatory 
cytokines, and reduction of FoxO levels can determine the increase in 
the level of inflammatory cytokines through NF-κB activation [50,51]. 
As this family of transcription factors is connected with several immune 
pathways, we consider that the study of FoxO1 activation in response 
to probiotics could be a powerful tool to dissect the inflammatory 
response mechanisms. 

Conclusion
The results presented here show the complexity of the probiotics’ 

mechanisms of action. Treatment with anti-inflammatory strains 
resulted in different FoxO1 responses and the activation of a different 
set of FoxO1 downstream genes for each strain. These observations 
evidence the intervention of more than one pathway that could be 
targeting the same output, in this case the NF-κB modulation. Our 
findings support the necessity to combine multiple strain probiotic 

products, based on the potential complementary and synergistic effects 
that they could induce on the host. Furthermore, in vitro data is crucial 
for probiotic characterization but considering the complexity of our 
data, in vivo studies are mandatory to better confirm the involved 
pathways. 

Acknowledgement

We thank Empar Chenoll, Salvador Genovés and Daniel Ramón from Biopolis 
SL. for providing the probiotics strains and Lucia Goyeneche for helping with the 
manuscript English corrections. This project was financially supported by FOCEM 
(MERCOSUR Structural Convergence Fund) COF 03/11 (Uruguay), ANII (PhD 
fellowship) and CAP (Completion of postgraduate studies fellowship).

References

1.	 FAO/WHO (2001) Health and nutritional properties of probiotics in food 
including powder milk with live lactic acid bacteria. 

2.	 Turan I, Dedeli O, Bor SIlter T (2014) Effects of a kefir supplement on 
symptoms, colonic transit, and bowel satisfaction score in patients with chronic 
constipation: a pilot study. Turk J Gastroenterol 25: 650-656. 

3.	 Lau CS, Chamberlain RS (2015) Probiotic administration can prevent 
necrotizing enterocolitis in preterm infants: A meta-analysis. J Pediatr Surg 50: 
1405-1412. 

4.	 Hayes SR, Vargas AJ (2016) Probiotics for the prevention of pediatric antibiotic-
associated diarrhea. Explore (NY) 12: 463-466.

5.	 Hell M, Bernhofer C, Stalzer P, Kern J MClaassen E (2013) Probiotics in 
Clostridium difficile infection: Reviewing the need for a multistrain probiotic. 
Benef Microbes 4: 39-51. 

6.	 Guandalini S (2014) Are probiotics or prebiotics useful in pediatric irritable 
bowel syndrome or inflammatory bowel disease? Front Med (Lausanne) 1: 23. 

7.	 Bassaganya-Riera J, Viladomiu M, Pedragosa M, De Simone C, Hontecillas 
R (2012) Immunoregulatory mechanisms underlying prevention of colitis-
associated colorectal cancer by probiotic bacteria. PLoS ONE 7: e34676. 

8.	 Lebeer S, Vanderleyden J, De Keersmaecker SC (2008) Genes and molecules 
of lactobacilli supporting probiotic action. Microbiol Mol Biol Rev 72: 728-764.

9.	 Daliri EB, MLee BH (2015) New perspectives on probiotics in health and 
disease. Food Science and Human Wellness 4: 56-65. 

10.	Jonkers D, Penders J, Masclee A, Pierik M (2012) Probiotics in the management 
of inflammatory bowel disease: A systematic review of intervention studies in 
adult patients. Drugs 72: 803-823.

11.	Zajac AE, Adams AS, Turner J (2015) A systematic review and meta-analysis 
of probiotics for the treatment of allergic rhinitis. Int Forum Allergy Rhinol 5: 
524-532.

12.	Manzanares W, Lemieux M, Langlois PL, Wischmeyer PE (2016) Probiotic and 
synbiotic therapy in critical illness: A systematic review and meta-analysis. Crit 
Care 19: 262.

13.	Jafarnejad S, Shab-Bidar S, Speakman JR, Parastui K, Daneshi-Maskooni 
M, et al. (2016) Probiotics reduce the risk of antibiotic-associated diarrhea in 
adults (18-64 years) but not the elderly (>65 years): A meta-analysis. Nutr Clin 
Pract 31: 502-513.

14.	Oeckinghaus A, Ghosh S (2009) The NF-kappaB family of transcription factors 
and its regulation. Cold Spring Harb Perspect Biol 1: a000034.

15.	Thomas CM, Versalovic J (2010) Probiotics-host communication: Modulation of 
signaling pathways in the intestine. Gut Microbes 1: 148-163.

16.	Neish AS, Gewirtz AT, Zeng H, Young AN, Hobert ME, et al. (2000) Prokaryotic 
regulation of epithelial responses by inhibition of IkappaB-alpha ubiquitination. 
Science 289: 1560-1563. 

17.	Tien M T, Girardin S E, Regnault B, Le Bourhis L, Dillies M A, et al. (2006) Anti-
inflammatory effect of Lactobacillus casei on Shigella-infected human intestinal 
epithelial cells. J Immunol 176: 1228-1237. 

18.	Kelly D, Campbell JI, King T P, Grant G, Jansson E A, et al. (2004) Commensal 
anaerobic gut bacteria attenuate inflammation by regulating nuclear-
cytoplasmic shuttling of PPAR-gamma and RelA. Nat Immunol 5: 104-112. 

19.	Heuvelin E, Lebreton C, Grangette C, Pot B, Cerf-Bensussan N, et al. (2009) 

https://doi.org/10.5152/tjg.2014.6990
https://doi.org/10.5152/tjg.2014.6990
https://doi.org/10.5152/tjg.2014.6990
https://doi.org/10.1016/j.jpedsurg.2015.05.008
https://doi.org/10.1016/j.jpedsurg.2015.05.008
https://doi.org/10.1016/j.jpedsurg.2015.05.008
https://doi.org/10.1016/j.explore.2016.08.015
https://doi.org/10.1016/j.explore.2016.08.015
https://doi.org/10.3920/BM2012.0049
https://doi.org/10.3920/BM2012.0049
https://doi.org/10.3920/BM2012.0049
https://dx.doi.org/10.3389%2Ffmed.2014.00023
https://dx.doi.org/10.3389%2Ffmed.2014.00023
https://doi.org/10.1371/journal.pone.0034676
https://doi.org/10.1371/journal.pone.0034676
https://doi.org/10.1371/journal.pone.0034676
https://doi.org/10.1128/MMBR.00017-08
https://doi.org/10.1128/MMBR.00017-08
http://dx.doi.org/10.1016/j.fshw.2015.06.002
http://dx.doi.org/10.1016/j.fshw.2015.06.002
http://dx.doi.org/10.2165/11632710-000000000-00000
http://dx.doi.org/10.2165/11632710-000000000-00000
http://dx.doi.org/10.2165/11632710-000000000-00000
https://dx.doi.org/10.1002%2Falr.21492
https://dx.doi.org/10.1002%2Falr.21492
https://dx.doi.org/10.1002%2Falr.21492
https://doi.org/10.1186/s13054-016-1434-y
https://doi.org/10.1186/s13054-016-1434-y
https://doi.org/10.1186/s13054-016-1434-y
http://dx.doi.org/10.1177/0884533616639399
http://dx.doi.org/10.1177/0884533616639399
http://dx.doi.org/10.1177/0884533616639399
http://dx.doi.org/10.1177/0884533616639399
https://doi.org/10.1101/cshperspect.a000034
https://doi.org/10.1101/cshperspect.a000034
http://dx.doi.org/10.4161/gmic.1.3.11712
http://dx.doi.org/10.4161/gmic.1.3.11712
http://dx.doi.org/10.1126/science.289.5484.1560
http://dx.doi.org/10.1126/science.289.5484.1560
http://dx.doi.org/10.1126/science.289.5484.1560
https://doi.org/10.4049/jimmunol.176.2.1228
https://doi.org/10.4049/jimmunol.176.2.1228
https://doi.org/10.4049/jimmunol.176.2.1228
https://doi.org/10.1038/ni1018
https://doi.org/10.1038/ni1018
https://doi.org/10.1038/ni1018
https://doi.org/10.1371/journal.pone.0005184


Citation: Mulet AP, Perelmuter K, Bollati-Fogolin M, Crispo M, Grompone G (2017) Forkhead Box Protein O1 Is Linked To Anti-Inflammatory Probiotic 
Bacteria Acting through Nuclear Factor-κB Pathway. J Microb Biochem Technol 9:074-081. doi: 10.4172/1948-5948.1000347

Volume 9(3):074-081 (2017) - 81
J Microb Biochem Technol, an open access journal 
ISSN: 1948-5948

Mechanisms involved in alleviation of intestinal inflammation by Bifidobacterium 
breve soluble factors. PLoS ONE 4: e5184.

20.	Calnan DR, Brunet A (2008) The FoxO code. Oncogene 27: 2276-2288.

21.	Huang H, Tindall DJ (2007) Dynamic FoxO transcription factors. J Cell Sci 120: 
2479-2487.

22.	Grompone G, Martorell P, Llopis S, Gonzalez N, Genoves S, et al. (2012) Anti-
inflammatory Lactobacillus rhamnosus CNCM I-3690 strain protects against 
oxidative stress and increases lifespan in Caenorhabditis elegans. PLoS ONE 
7: e52493. 

23.	Frescas D, Valenti L, Accili D (2005) Nuclear trapping of the forkhead 
transcription factor FoxO1 via Sirt-dependent deacetylation promotes 
expression of glucogenetic genes. J Biol Chem 280: 20589-20595. 

24.	Mastropietro G, Tiscornia I, Perelmuter K, Astrada S, Bollati-Fogolin M (2015) 
HT-29 and Caco-2 reporter cell lines for functional studies of nuclear factor 
kappa B activation. Mediators Inflamm 2015: 860534. 

25.	Livak KJ, Schmittgen TD (2001) Analysis of relative gene expression data using 
real-time quantitative PCR and the 2(-Delta Delta C(T)) method. Methods 25: 
402-408.

26.	Bron PA, Kleerebezem M, Brummer RJ, Cani PD, Mercenier A, et al. (2017) Can 
probiotics modulate human disease by impacting intestinal barrier function? Br 
J Nutr 117: 93-107. 

27.	Egert M, Simmering R, Riedel CU (2017) The association of the skin microbiota 
with health, immunity and disease. Clin Pharmacol Ther .

28.	Ruiz L, Hevia A, Bernardo D, Margolles ASanchez B (2014) Extracellular 
molecular effectors mediating probiotic attributes. FEMS Microbiol Lett 359: 
1-11. 

29.	Corr SC, Li Y, Riedel CU, O'Toole PW, Hill C, et al. (2007) Bacteriocin 
production as a mechanism for the anti-infective activity of Lactobacillus 
salivarius UCC118. Proc Natl Acad Sci U S A 104: 7617-21. 

30.	Menard S, Candalh C, Bambou J C, Terpend K, Cerf-Bensussan N, et al. (2004) 
Lactic acid bacteria secrete metabolites retaining anti-inflammatory properties 
after intestinal transport. Gut 56: 821-828. 

31.	Rossi O, van Baarlen P, Wells JM (2013) Host-recognition of pathogens and 
commensals in the mammalian intestine. Curr Top Microbiol Immunol 358: 291-
321.

32.	Gallo RL, Hooper LV (2012) Epithelial antimicrobial defence of the skin and 
intestine. Nat Rev Immunol 12: 503-516.

33.	Habil N, Al-Murrani W, Beal J, Foey AD (2011) Probiotic bacterial strains 
differentially modulate macrophage cytokine production in a strain-dependent 
and cell subset-specific manner. Benef Microbes 2: 283-293. 

34.	Maassen CB, Claassen E (2008) Strain-dependent effects of probiotic 
lactobacilli on EAE autoimmunity. Vaccine 26: 2056-2057.

35.	Kops GJ, Dansen TB, Polderman PE, Saarloos I, Wirtz K W, et al. (2002) 
Forkhead transcription factor FOXO3a protects quiescent cells from oxidative 
stress. Nature 419: 316-621. 

36.	Wang MC, Bohmann D, Jasper H (2005) JNK extends life span and limits 
growth by antagonizing cellular and organism-wide responses to insulin 
signaling. Cell 121: 115-125.

37.	Savai R, Al-Tamari HM, Sedding D, Kojonazarov B, Muecke C, et al. (2014) 
Pro-proliferative and inflammatory signaling converge on FoxO1 transcription 
factor in pulmonary hypertension. Nat Med 20: 1289-300. 

38.	Ito Y, Daitoku H, Fukamizu A (2009) Foxo1 increases pro-inflammatory gene 
expression by inducing C/EBPbeta in TNF-alpha-treated adipocytes. Biochem 
Biophys Res Commun 378: 290-295.

39.	Alikhani M, Alikhani ZGraves D T (2005) FOXO1 functions as a master switch 
that regulates gene expression necessary for tumor necrosis factor-induced 
fibroblast apoptosis. J Biol Chem 280: 12096-12102. 

40.	Greer E LBrunet A (2005) FOXO transcription factors at the interface between 
longevity and tumor suppression. Oncogene 24: 7410-7425. 

41.	Webb A E, Kundaje ABrunet A (2016) Characterization of the direct targets of 
FOXO transcription factors throughout evolution. Aging Cell 15: 673-685. 

42.	Voltan S, Martines D, Elli M, Brun P, Longo S, et al. (2008) Lactobacillus 
crispatus M247-derived H2O2 acts as a signal transducing molecule activating 
peroxisome proliferator activated receptor-gamma in the intestinal mucosa. 
Gastroenterology 135: 1216-1227. 

43.	Coffer PJ, Burgering BM (2004) Forkhead-box transcription factors and their 
role in the immune system. Nat Rev Immunol 4: 889-899.

44.	Wang F, Tong Q (2009) SIRT2 suppresses adipocyte differentiation by 
deacetylating FOXO1 and enhancing FOXO1's repressive interaction with 
PPAR gamma. Mol Biol Cell 20: 801-808.

45.	Fabbrocini G, Bertona M, Picazo O, Pareja-Galeano H, Monfrecola G, et al. 
(2016) Supplementation with Lactobacillus rhamnosus SP1 normalises skin 
expression of genes implicated in insulin signalling and improves adult acne. 
Benef Microbes 7: 625-630. 

46.	Zhu J, Ren T, Zhou MCheng M (2016) The combination of blueberry juice and 
probiotics reduces apoptosis of alcoholic fatty liver of mice by affecting SIRT1 
pathway. Drug Des Devel Ther 10: 1649-1661. 

47.	Hussain AR, Ahmed SO, Ahmed M, Khan OS, Al Abdulmohsen S, et al. (2012) 
Cross-talk between NFkB and the PI3-kinase/AKT pathway can be targeted in 
primary effusion lymphoma (PEL) cell lines for efficient apoptosis. PLoS ONE 
7: e39945. 

48.	Romashkova JA, Makarov SS (1999) NF-kappaB is a target of AKT in anti-
apoptotic PDGF signalling. Nature 401: 86-90.

49.	Ozes O N, Mayo L D, Gustin J A, Pfeffer S R, Pfeffer L M, et al. (1999) NF-
kappaB activation by tumour necrosis factor requires the Akt serine-threonine 
kinase. Nature 401: 82-85. 

50.	Lin L, Hron JD, Peng SL (2004) Regulation of NF-kappaB, Th activation and 
autoinflammation by the forkhead transcription factor Foxo3a. Immunity 21: 
203-213.

51.	Min M, Yang J, Yang YS, Liu Y, Liu LM, et al. (2015) Expression of transcription 
factor FOXO3a is decreased in patients with ulcerative colitis. Chin Med J 
(Engl) 128: 2759-2763.

https://doi.org/10.1371/journal.pone.0005184
https://doi.org/10.1371/journal.pone.0005184
http://dx.doi.org/10.1038/onc.2008.21
http://dx.doi.org/10.1242/jcs.001222
http://dx.doi.org/10.1242/jcs.001222
https://doi.org/10.1371/journal.pone.0052493
https://doi.org/10.1371/journal.pone.0052493
https://doi.org/10.1371/journal.pone.0052493
https://doi.org/10.1371/journal.pone.0052493
https://doi.org/10.1074/jbc.M412357200
https://doi.org/10.1074/jbc.M412357200
https://doi.org/10.1074/jbc.M412357200
http://dx.doi.org/10.1155/2015/860534
http://dx.doi.org/10.1155/2015/860534
http://dx.doi.org/10.1155/2015/860534
http://dx.doi.org/10.1006/meth.2001.1262
http://dx.doi.org/10.1006/meth.2001.1262
http://dx.doi.org/10.1006/meth.2001.1262
https://doi.org/10.1017/S0007114516004037
https://doi.org/10.1017/S0007114516004037
https://doi.org/10.1017/S0007114516004037
http://dx.doi.org/10.1002/cpt.698
http://dx.doi.org/10.1002/cpt.698
https://doi.org/10.1111/1574-6968.12576
https://doi.org/10.1111/1574-6968.12576
https://doi.org/10.1111/1574-6968.12576
https://doi.org/10.1073/pnas.0700440104
https://doi.org/10.1073/pnas.0700440104
https://doi.org/10.1073/pnas.0700440104
https://dx.doi.org/10.1136%2Fgut.2003.026252
https://dx.doi.org/10.1136%2Fgut.2003.026252
https://dx.doi.org/10.1136%2Fgut.2003.026252
http://dx.doi.org/10.1007/82_2011_191
http://dx.doi.org/10.1007/82_2011_191
http://dx.doi.org/10.1007/82_2011_191
https://doi.org/10.1038/nri3228
https://doi.org/10.1038/nri3228
https://doi.org/10.3920/BM2011.0027
https://doi.org/10.3920/BM2011.0027
https://doi.org/10.3920/BM2011.0027
http://dx.doi.org/10.1016/j.vaccine.2008.02.035
http://dx.doi.org/10.1016/j.vaccine.2008.02.035
http://dx.doi.org/10.1016/j.cell.2005.02.030
http://dx.doi.org/10.1016/j.cell.2005.02.030
http://dx.doi.org/10.1016/j.cell.2005.02.030
http://dx.doi.org/10.1038/nm.3695
http://dx.doi.org/10.1038/nm.3695
http://dx.doi.org/10.1038/nm.3695
http://dx.doi.org/10.1016/j.bbrc.2008.11.043
http://dx.doi.org/10.1016/j.bbrc.2008.11.043
http://dx.doi.org/10.1016/j.bbrc.2008.11.043
https://doi.org/10.1074/jbc.M412171200
https://doi.org/10.1074/jbc.M412171200
https://doi.org/10.1074/jbc.M412171200
https://doi.org/10.1038/sj.onc.1209086
https://doi.org/10.1038/sj.onc.1209086
https://doi.org/10.1111/acel.12479
https://doi.org/10.1111/acel.12479
https://doi.org/10.1053/j.gastro.2008.07.007
https://doi.org/10.1053/j.gastro.2008.07.007
https://doi.org/10.1053/j.gastro.2008.07.007
https://doi.org/10.1053/j.gastro.2008.07.007
http://dx.doi.org/10.1038/nri1488
http://dx.doi.org/10.1038/nri1488
https://dx.doi.org/10.1091%2Fmbc.E08-06-0647
https://dx.doi.org/10.1091%2Fmbc.E08-06-0647
https://dx.doi.org/10.1091%2Fmbc.E08-06-0647
https://doi.org/10.3920/BM2016.0089
https://doi.org/10.3920/BM2016.0089
https://doi.org/10.3920/BM2016.0089
https://doi.org/10.3920/BM2016.0089
https://dx.doi.org/10.2147%2FDDDT.S102883
https://dx.doi.org/10.2147%2FDDDT.S102883
https://dx.doi.org/10.2147%2FDDDT.S102883
http://dx.doi.org/10.1371/journal.pone.0039945
http://dx.doi.org/10.1371/journal.pone.0039945
http://dx.doi.org/10.1371/journal.pone.0039945
http://dx.doi.org/10.1371/journal.pone.0039945
http://dx.doi.org/10.1038/43474
http://dx.doi.org/10.1038/43474
https://doi.org/10.1038/43466
https://doi.org/10.1038/43466
https://doi.org/10.1038/43466
http://dx.doi.org/10.1016/j.immuni.2004.06.016
http://dx.doi.org/10.1016/j.immuni.2004.06.016
http://dx.doi.org/10.1016/j.immuni.2004.06.016
https://dx.doi.org/10.4103%2F0366-6999.167314
https://dx.doi.org/10.4103%2F0366-6999.167314
https://dx.doi.org/10.4103%2F0366-6999.167314

	Title
	Corresponding author
	Keywords
	Abbreviations
	Introduction
	Materials and Methods 
	Reagents
	Cell Lines and culture conditions
	Bacteria and culture conditions
	Reporter gene assay
	FoxO1 localization 
	Expression of FoxO1 downstream genes

	Statistical Analysis
	Results
	NF-κB modulation 
	Activation of FoxO1 in response to oxidative stress and TNFα stimuli
	Expression of FoxO1 related genes

	Discussion
	Conclusion
	Acknowledgement
	Figure 1
	Figure 2
	Figure 4
	References

