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T helper (Th) 9 cells, characterized by robust secretion of IL-9, have been increasingly
associated with allergic diseases. However, whether and how Th9 cells are modulated by
environmental stimuli remains poorly understood. In this study, we show that in vitro
exposure of human PBMCs or isolated CD4 T-cells to Staphylococcus (S.) aureus-derived
factors, including its toxins, potently enhances Th9 cell frequency and IL-9 secretion. Fur-
thermore, as revealed by RNA sequencing analysis, S. aureus increases the expression of
Th9-promoting factors at the transcriptional level, such as FOXO1,miR-155, and TNFRSF4.
The addition of retinoic acid (RA) dampens the Th9 responses promoted by S. aureus
and substantially changes the transcriptional program induced by this bacterium, while
also altering the expression of genes associated with allergic inflammation. Together, our
results demonstrate a strong influence of microbial and dietary factors on Th9 cell polar-
ization, which may be important in the context of allergy development and treatment.
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Introduction

The microbiota and dietary metabolites play a crucial role in the
process of differentiation, also called polarization, of naïve CD4+
T helper (Th) cells into each effector subset [1]. Different micro-
bial species are known to induce distinct types of Th profiles,
potentially influencing the development of disease [2]. However,
previous research in the field has focused on Th1, Th2, and Th17
cells, while little is known about the effects of environmental stim-
uli on newly emerged Th subpopulations, such as Th9.

Th9 cells, first described about a decade ago, are characterized
by the potent secretion of IL-9, a pleiotropic cytokine with both
protective and disease-inducing effects. Functionally, Th9 cells
promote anti-tumor immunity [3, 4] as well as defense against
parasitic infections [5], but have also been associated with the
pathogenesis of allergic diseases [6, 7]. The transcription factor
network controlling Th9 responses is not yet fully understood,
and a master gene regulator has so far not been found, as it has
for the other Th subsets [8]. Instead, multiple transcription fac-
tors have been suggested as essential for Th9 cell development,
including IRF4 [9], PU.1 [10], FOXO1 [11], BATF [12], and STAT6
[13]. Although Th9 and Th2 cells appear to be closely related,
and the existence of Th9 as an independent subset has previously
been challenged [14], Th9 cells uniquely differentiate in the pres-
ence of IL-4 and TGF-β while Th2 polarization relies only on IL-4
[15, 16]. Furthermore, the capacity of Th9 cells to drive allergic
inflammation in the skin, gut, and airway mucosa [7], which are
environments rich in microbial and dietary compounds, suggests
that these factors might be of great importance in regulating the
Th9 subset.

Staphylococcus (S.) aureus, a gram-positive bacterium that is
commonly found in the human nasopharynx, skin, and gastroin-
testinal tract, is also a pathogen, which frequently causes infec-
tions. The virulence of S. aureus is mainly determined by the
numerous toxins it is able to secrete, which can act as superanti-
gens and cause potent inflammation [17]. S. aureus colonization
has been linked to several types of allergic diseases, such as atopic
dermatitis [18], food allergy [19], asthma, and allergic rhinitis
[20], but the underlying mechanisms of this association remain
unclear. Earlier studies have shown that S. aureus triggers Th2
cell activation [21], and that the toxins are able to drive somatic
hypermutation in B cells towards IgE [22]. In addition, a con-
nection between S. aureus and Th9 cells was recently described
in a murine model, where staphylococcal enterotoxin B (SEB)
strongly activated Th9 cells [23]. However, whether the same can
be observed in human settings is still unknown, and the effect
of other S. aureus-derived factors on Th9 cells warrants further
investigation.

Immunity of the skin and even more of the gut, organs where
S. aureus colonization may particularly occur during infancy [24],
is profoundly impacted by retinoic acid (RA), an active metabo-
lite of vitamin A [25, 26]. RA is mainly synthesized by den-
dritic cells in the intestinal mucosa and influences Th cell dif-
ferentiation with variable effects depending on its concentration

and the surrounding milieu [27]. Interestingly, RA was recently
found to inhibit Th9 cells by largely impacting their transcrip-
tome and to ameliorate allergic pathology in mice [28]. How-
ever, the interactions of RA with microbial metabolites, includ-
ing staphylococcal factors, and the potential implications that
these may have for allergy development have not been previously
explored.

In the present study, we aimed to investigate whether S.
aureus-derived factors influence Th9 cell polarization, whether RA
can modulate the effects induced by this bacterium, and through
which mechanisms. Using several different in vitro approaches,
we show that cell-free supernatant (CFS) from S. aureus, and
in particular its toxins, promotes Th9 cell polarization in both
PBMCs and isolated (naïve) CD4 T-cells, impacting cytokine pro-
duction as well as transcriptome of the treated cells. RA was able
to dampen the S. aureus Th9-enhancing effect and to reduce the
expression of S. aureus-induced genes associated with allergic
inflammation. These findings highlight the importance of Th9 cell
regulation by microbial and dietary factors and suggest that the
interactions between Th9 cells and the environment may play a
key role in the development of atopic diseases.

Results

S. aureus-derived factors strongly promote Th9 cell
polarization

In order to investigate if the allergy-associated bacterium S.
aureus influences Th9 cell polarization, we first treated PBMCs
with S. aureus-CFS for 24 h and then stimulated the cells for 72 h
with CD3:CD28 beads combined with IL-4 and TGF-β, previously
observed to be optimal conditions for inducing Th9 polarization
(Fig. S1B). The S. aureus-CFS significantly enhanced both the fre-
quency of IL-9+ IRF4+ cells (Th9) within the CD4+ population
and the secretion of IL-9, as compared to the untreated control,
under Th9-polarizing conditions (Fig. 1A and B). A significant but
less pronounced increase in IL-9 secretion was also observed after
activation with polyclonal beads alone (Fig. 1A, right). Similar
results upon exposure to S. aureus-CFS were observed in isolated
total CD4 T-cells (Fig. 1C) and naïve CD4 T-cells (Fig. 1D).

Next, we evaluated the effects of S. epidermidis, another
Staphylococcus species considered both as a human commen-
sal and an opportunistic pathogen [29], on Th9 cell polariza-
tion. Different from S. aureus-CFS, S. epidermidis-CFS did not
enhance the frequency of Th9 cells or the secretion of IL-9, as
compared to the control (Fig. 1E). S. epidermidis does not pro-
duce toxins as S. aureus does [29], thus we asked whether the
toxins could be involved in the Th9-promoting effect observed
with the S. aureus-CFS. Notably, treatment of PBMCs with toxic
shock syndrome toxin-1 (TSST-1) and staphylococcal enterotoxin
A (SEA), two frequently studied staphylococcal toxins, signifi-
cantly increased Th9 cell polarization compared to the untreated
samples (Fig. 1F).

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH
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Figure 1. S. aureus-derived factors promote Th9 cell polarization. Frequency of IL-9+ IRF4+ (Th9) cells among CD4+ cells (left) and secretion of IL-9
(right) after 24 h treatment with S. aureus-CFS (S. aureus, orange) or culture medium as control (UT = untreated, white), followed by 72 h stimulation
with CD3:CD28 beads together with IL-4 + TGF-β (Th9 polarization) or CD3:CD28 beads only, in PBMCs (A), isolated CD4 T-cells (C), and isolated
naïve CD4 T-cells (D). n = 4–9, number of independent experiments: 9. In all graphs the min to max boxplots were used, with the line indicating the
median. The S. aureus-treated samples were compared with the UT samples using theWilcoxonmatched-pairs signed rank test. *p < 0.05, **p < 0.01.
(B) Representative flow cytometry plots of the frequency of Th9 cells among CD4+ cells after inducing Th9 polarizion in PBMCs, preceded by no
treatment (left) or S. aureus-CFS treatment (right). Frequency of Th9 cells among CD4+ cells (left) and secretion of IL-9 (right) after 24 h treatment
of PBMCs with either S. epidermidis-CSF (S. epidermidis, yellow) and S. aureus-CFS (S. aureus, orange) (E), the S. aureus toxins TSST-1 and SEA (light
and dark blue, respectively) (F), or culture medium as control (UT, white) (E, F), followed by 72h stimulation with Th9 polarizing factors or CD3:CD28
beads only. n = 5–6, number of independent experiments: 6. Themin to max boxplots are shown in each graph,with the line indicating themedian.
The Friedman test followed by Dunn’smultiple comparisons test was used to determine the statistical difference between each treatment. *p< 0.05,
**p < 0.01.

RA dampens the S. aureus Th9-inducing effect and
promotes a skew toward IL-5 responses

The dietary metabolite RA was previously shown to inhibit Th9
cell differentiation in a mouse model through the retinoic acid
receptor (RAR) alpha [28]. In agreement with these findings,
we observed a clear suppression of Th9 cell frequency and IL-
9 secretion upon RA treatment in Th9-polarized human PBMCs
(Fig. S2A), as well as isolated total CD4 and naïve CD4 T-cells
(Fig. S2B and C). Exposure of PBMCs to a pan-RAR inverse ago-
nist (BMS493) led to the opposite result, that is, an increase in
IL-9 secretion, confirming the involvement of RARs in this Th9-
inhibiting effect of RA (Fig. S2D).

Considering these results, we next investigated whether RA
could modulate S. aureus-induced Th9 cell polarization. PBMCs
were exposed to different combinations of RA and S. aureus-

CFS before being polarized toward Th9, which led to a marked
dampening of Th9 cell frequency as well as IL-9 secretion com-
pared to the S. aureus-CFS treatment alone, in a slightly dose-
dependent manner (Fig. 2A). This dampening was independent
of the order in which the RA and S. aureus-CFS treatments were
added (Fig. S3A and B). In addition, similar results were obtained
in isolated total CD4 and naïve CD4 T-cells, using a fixed concen-
tration of RA (2 μg/mL) in combination with the S. aureus-CFS
(Fig. 2B).

The S. aureus-CFS induced CD4 T-cell proliferation and
increased expression of the early T-cell activation marker CD69,
as compared to the untreated control (Fig. 2C and 2D). The
addition of RA neither dampened the proliferation nor the CD69
expression promoted by S. aureus-CFS (Fig. 2C and 2D), but it
changed the cytokine profile of the Th9-polarized cells, as shown
in the PCA plot (Fig. 2E). Samples treated with both S. aureus-CFS

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH
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Figure 2. RA dampens the S. aureus Th9-inducing effect and promotes a skew toward IL-5 responses. (A) Frequency of IL-9+ IRF4+ (Th9) among CD4+

cells (left) and secretion of IL-9 (right) after 24h treatment of PBMCs with culture media as control (UT, blue), S. aureus-CSF alone (S. aureus, orange),
or combined with increasing concentrations of RA (S. aureus + RA, green), followed by 72 h of Th9 polarization (CD3:CD28 beads supplemented with
IL-4 + TGF-β). n = 4, number of independent experiments: 4. The combined S. aureus-CFS and RA treatments were compared to the S. aureus-CFS
only treatment using the Friedman test followed by Dunn’smultiple comparisons test. *p< 0.05, **p< 0.01. (B) Frequency of Th9 cells and secretion of
IL-9 in isolated total CD4 T-cells and naïve CD4 T-cells, treated and polarized as described for (A). n = 6, number of independent experiments: 3. The
Wilcoxon matched-pairs signed rank test was used to determine the statistical difference between the combined S. aureus-CFS and RA treatment
and the S. aureus-CFS only treatment. *p < 0.05. In both A and B, the min to max boxplots were used to show the data, with the line indicating the
median. (C) Representative plot of live CD4 T-cell proliferation following the different treatments (UT control, RA,S. aureus-CFS, and the combination
of S. aureus-CFS and RA) and Th9 polarization, assessed by CellTrace Violet dye dilution and flow cytometry. (D) Frequency of CD69+ among CD4+

cells after 4 h (left) and 24 h (right) treatment of PBMCs with culture media as control (UT, blue), RA (RA, red), S. aureus-CFS alone (S. aureus, orange)
or combined with RA (S. aureus + RA, green). n = 4, number of independent experiments: 2. The Wilcoxon matched-pairs signed rank test was used
to determine the statistical difference between the S. aureus-CFS + RA treatment and the S. aureus-CFS only treatment. No significant difference
was found. Data is displayed as min to max boxplots, with the line indicating the median. (E) Principal component analysis (PCA) comparing the
cytokine profile of PBMCs polarized towards Th9 that were previously either left untreated (UT), treated with RA, with S. aureus-CSF, or with S.
aureus-CSF together with RA. The PCA plot includes the log transformed data on the secretion of IL-9, IL-5, IL-13, and IFN-γ. The percentage of
variance explained by the principal components (PC) 1 and 2 are indicated on the axes. n = 7, number of independent experiments: 5. (F) Box plots
illustrating the cytokine data (IL-9, IL-5, IL-13, and IFN-γ secretion, from left to right) used for the PCA analysis in (E). The Wilcoxon matched-pairs
signed rank test was used to determine the statistical difference between the combined S. aureus-CFS and RA treatment and the S. aureus-CFS only
treatment. *p < 0.05.

and RA segregated from those treated with S. aureus-CFS only
(Fig. 2E). Besides a difference in IL-9 contributing to this segre-
gation, IL-5 levels were altered when combining S. aureus-CFS
with the RA treatment and were significantly enhanced compared
to the microbial treatment alone. Secretion of IL-13, another
Th2-associated cytokine, showed a slight tendency to increase
upon addition of RA, while the Th1-associated IFN-γ remained
unchanged (Fig. 2F).

RA changes the S. aureus-induced transcriptional
program of Th9-polarized CD4 T cells

To understand the impact of S. aureus and RA on Th9 cell polar-
ization in more depth, non-targeted RNA-Seq was performed on
isolated CD4 T cells treated with S. aureus-CFS and/or RA and
polarized to Th9, as previously done. The transcriptional program
differed between the four donors, but was clearly affected by

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH
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Figure 3. RA changes the S. aureus-induced transcriptional program of Th9-polarized CD4 T-cells. (A) Principal component analysis (PCA) com-
paring the transcriptional program of Th9-polarized CD4 T-cells between the different treatment conditions: untreated (UT, blue), treated with S.
aureus-CSF (orange), or with the combined S. aureus-CFS and RA (green). The normalized gene counts of all detectable genes were used to gen-
erate the plot, and the percentage of variance explained by the principal components (PC) 1 and 2 is shown on the axes. Data were obtained
by RNA-Seq. n = 4, indicated by different symbols, number of independent experiments: 2. (B) Number of differentially expressed genes (DEGs)
between the different treatments of CD4 T-cells polarized toward Th9. Upregulated = log2-fold change >2 and adj. p-value < 0.05, downregulated
= log2-fold change < −2 and adj. p-value < 0.05. Volcano plots of gene expression in Th9-polarized CD4 T-cells comparing the different treat-
ments as follows: S. aureus-CFS versus UT (C), S. aureus-CFS + RA versus S. aureus-CFS only (D). The log2-fold change is indicated on the x-axis and
the statistical significance (−log10 p-value) on the y-axis. Upregulated genes (log2-fold change >1, adj. p-value <0.05) are indicated in red, while
downregulated genes (log2-fold change < −1, adj. p-value <0.05) in blue. The top 20 significant genes are labeled in the plots.

the treatments in a similar manner (Fig. 3A). Th9-polarized cells
treated with S. aureus-CFS markedly deviated from the untreated
ones, and the addition of RA induced a further shift in their tran-
scriptome (Fig. 3A). A large number of genes were significantly
upregulated (log2-fold change > 2) and downregulated (log2-
fold change <-2) upon exposure of the samples to S. aureus-
CFS, as compared to no treatment (Fig. 3B). Of these differen-
tially expressed genes (DEGs), the most significant were high-
lighted in the volcano plot and included genes involved in T-
cell function and proliferation among the upregulated (TRBV5-
6, TRBV5-4, SPRY1, PVT1), and Th1 cell function, in particular,
among the downregulated (EOMES, CTSL) [30–33] (Fig. 3C).
Interestingly, combining RA with the staphylococcal treatment
also changed the expression of a substantial number of genes,
more than 600, compared to S. aureus-CFS alone (Fig. 3B).
The addition of RA enriched, for instance, genes belonging to
a known cluster on chromosome 3 (LZTFL1, CCR9, SLC6A20,
and FYCO1), together with common RA targets important for
lymphocyte gut-homing (ITGA4) [34, 35] (Fig. 3D). In contrast,
a gene involved in lymphocyte skin-homing (FUT7) could be

found among the most significantly downregulated by RA [36]
(Fig. 3D).

Gene set enrichment analysis (GSEA) revealed that the combi-
nation of S. aureus-CFS and RA, as compared to the S. aureus-CFS-
only treatment, enriched genes involved in retinol metabolism.
Instead, pathways associated with T-cell activation and inflamma-
tory responses, such as T-cell receptor signaling and JAK-STAT sig-
naling pathways, appeared to be downregulated (Fig. S4). How-
ever, the latter results were not significant when considering the
adjusted p-values.

S. aureus treatment, alone or combined with RA,
influences the expression of Th9-driving factors

In Th9-polarized CD4 T-cells, expression of genes encoding
the Th9-associated transcription factors IRF4, FOXO1, BACH2,
STAT5A, and STAT5B was enhanced by S. aureus-CFS as com-
pared to no treatment, and albeit not significantly, this enhance-
ment appeared to be dampened by the addition of RA (Fig. 4A).

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH
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Figure 4. Effects of S. aureus, alone, or combined with RA, on Th9-associated transcription factors and regulatory molecules. Normalized gene
counts for IRF4,GATA3, FOXO1, BACH2, STAT5A, and STAT5B (A), for RORC, TBX21, and FOXP3 (B), as well asMIR155, TNFRSF4 (C), VDR (D),HRH1,HRH2
and HRH4 (E), and RARA, RARG, RXRA, and RXRB (F), obtained by RNA-Seq analysis of Th9-polarized CD4 T-cells previously left untreated (UT, blue),
treated with S. aureus-CFS (orange), or S. aureus-CFS together with RA (green). n = 4, number of independent experiments: 2. Data is displayed as
min to max boxplots with the line indicating the median. The Friedman test followed by Dunn’s multiple comparisons test was used to determine
the statistical difference between the treatments. *p < 0.05.

In contrast, the gene encoding GATA3, linked to both Th2 and
Th9 cells, was upregulated to a greater extent by the combined
S. aureus-CFS and RA treatment (Fig. 4A). Regarding the expres-
sion of hallmark transcription factors of other Th subsets, RORC
(RORγt) was also upregulated by S. aureus-CFS in Th9-polarized
CD4 T cells and then reduced when combined with RA. A differ-

ent pattern was instead observed for TBX21 (Tbet), which was
markedly downregulated by both treatments, and FOXP3, whose
expression did not seem to be affected by any of the treatments
(Fig. 4B).

Furthermore, the expression of the genes encoding miR-155
and TNFRSF4 (or OX40 receptor), both known to promote Th9

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH
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Figure 5. Expression of asthma- and other allergy-related genes is altered by S. aureus and RA treatment of Th9-polarized CD4 T-cells. (A) Principal
component analysis (PCA) plot including normalized counts of 28 asthma-associated genes expressed by the Th9-polarized CD4 T-cells under
the different treatment conditions: UT (blue), S. aureus-CSF (orange), and S. aureus-CFS + RA (green). The percentage of variance explained by the
principal components (PC) 1 and 2 is displayed on the axes. n = 4, indicated by different symbols, number of independent experiments: 2. (B)
Normalized gene counts for IL3, IL31, IL2, IL24, and IL21 obtained by RNA-seq analysis of Th9-polarized CD4 T-cells after the same treatments as
(A). n = 4, number of independent experiments: 2. The min to max boxplots were used to show the data, with the line indicating the median. To
determine the statistical difference between the treatments, the Friedman test followed by Dunn’smultiple comparisons test was applied. *p < 0.05.

cell development [37, 38], was induced by S. aureus-CFS and
dampened by the addition of RA (Fig. 4C). On the other hand,
although being slightly increased by S. aureus-CFS, the expres-
sion of VDR, encoding the vitamin D receptor, was significantly
upregulated by the simultaneous addition of RA (Fig. 4D). The
treatments also influenced the expression of the allergy-associated
and IL-9-promoting histamine receptor genes HRH1, HRH2, and
HRH4 [39] (Fig. 4E). Lastly, the expression levels of the RA recep-
tor genes RARA, RARG, RXRA, and RXRB were enhanced by S.
aureus-CFS treatment, while the addition of RA led to a decrease
(Fig. 4F).

We had previously found that RA changes the cytokine pro-
file of Th9-polarized CD4 T-cells at a protein level; thus, we
next examined different Th cytokines at a transcriptional level.
In agreement with the results shown in Fig. 2E, adding RA to
the staphylococcal treatment suppressed the expression of IL9,
while upregulating IL5, as compared to the S. aureus-CFS treat-
ment alone (Fig. S5A). No difference was found between the two
treatments in IL13 and IFNG expression (Fig. S5A). However, the
transcription of IL4, IL17A, and IL10 was reduced by the combi-

nation of S. aureus-CFS with RA, compared to the S. aureus-CFS
only treatment, with the most evident effect on IL10 (Fig. S5B).

Expression of allergy-related genes is altered by prior
exposure of Th9 cells to S. aureus and RA

In light of the obtained results, we finally asked whether a mech-
anistic link could be found between S. aureus, RA, Th9 cells and
allergy. We performed further analysis of our RNA-Seq data and
looked into genes involved in allergic diseases, including asthma.
Based on the expression of 28 asthma-associated genes, found
in the KEGG pathway database and shown in Table S1, Th9-
polarized CD4 T-cells that had been treated with S. aureus-CFS
or S. aureus-CFS plus RA evidently separated from the untreated
control and also highly differed from each other (Fig. 5A). More-
over, we noted that the expression of single factors known to play
a role in allergic inflammation and/or T-cell activation, namely
IL-3 [40], IL-31 [41], IL-2 [42], IL-24 [43], and IL-21 [44], fol-
lowed a similar pattern, with S. aureus-CFS inducing upregulation

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH
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as compared to the untreated sample, and RA strongly reducing
this effect (Fig. 5B).

Discussion

Since the discovery of Th9 cells in 2008, substantial evidence
has emerged supporting their involvement in the pathogenesis of
allergies and other chronic inflammatory diseases [6, 7]. How-
ever, the influence of environmental factors, such as microbes and
dietary metabolites, on Th9 cell development is just beginning to
be explored, and our understanding of how Th9 cells are regu-
lated is still limited. Here, we show that CFS from a well-known
human pathobiont, S. aureus, strongly promotes Th9 cell polariza-
tion in vitro, while the vitamin A metabolite RA dampens the Th9-
stimulation induced by this bacterium. Furthermore, we demon-
strate that RA changes the S. aureus-induced transcriptional pro-
gram of Th9-polarized CD4 T-cells, downregulates Th9-driving
factors known to act at transcriptional, post-transcriptional, and
protein levels, and alters the expression of genes involved in
atopic diseases, possibly attenuating the allergy-inducing poten-
tial of S. aureus.

Although the staphylococcal toxin SEB has been previously
described to trigger Th9 expansion in a mouse cancer model
[23], and an association between methicillin-resistant S. aureus
(MRSA) pneumonia and Th9 cells has recently been found [37,
45], we are the first to demonstrate a direct enhancement of
human Th9 cell polarization upon exposure to S. aureus-derived
factors. This S. aureus Th9-inducing effect was strongest in whole
PBMC cultures but was also clear in isolated total CD4 T-cells
and naïve CD4 T-cells. A previous study by Schlapbach et al.
showed that S. aureus induces IL-17 rather than IL-9 responses,
which would be in contrast with our results [46]. However, a dif-
ferent experimental procedure and the use of whole heat-killed
bacteria as a treatment instead of bacterial CFS (the secretome)
could explain this divergence. Our findings suggest a major role
for the S. aureus-produced toxins in the promotion of Th9 polar-
ization, given that both purified SEA and TSST-1 showed potent
Th9-enhancing effects. This was further supported by the fact that
another staphylococcal strain unable to secrete toxins, namely
S. epidermidis, had no effect on Th9 polarization in our model.
Importantly, besides being the strongest known T-cell mitogens,
S. aureus toxins have been associated with an increased risk of
allergic sensitization and disease severity, especially in allergies
affecting the airways [47]. The exact mechanism by which tox-
ins trigger allergic inflammation is not yet fully understood, but
we here propose a role for Th9 cells, which should be further
explored in clinical settings. Besides the toxins, we cannot exclude
the involvement of other components of the S. aureus-CFS in the
Th9-promoting effect. For instance, serine protease-like (Spl) pro-
teins, also produced by S. aureus and shown to contribute to
allergy development [48, 49], may be implicated and warrant
future detailed examination.

Moreover, our data expand the knowledge about the
immunomodulatory potential of RA on Th9 cell polarization in

several ways. We show that RA’s suppressive effect is still vis-
ible when a potent Th9-enhancer such as S. aureus is present,
and we prove that this dampening occurs at the cellular, pro-
tein, and transcriptional levels. In fact, RA not only dampened
the Th9 cell frequency and IL-9 secretion but also altered the S.
aureus-induced gene expression of the Th9-polarized cells. While
S. aureus-derived compounds substantially increased the levels of
genes encoding key Th9-driving factors, such as IRF4, FOXO1,
BACH2, STAT5, miR-155, and TNFRSF4 [9, 11, 50, 51, 37, 38],
addition of RA led to a reduction of their expression. Notably,
these factors favor the development of Th9 cells through dif-
ferent modes of action, being transcriptional regulators (IRF4,
FOXO1, BACH2, and STAT5), microRNAs (miR-155), and T-cell
costimulatory receptors (TNFRSF4), suggesting that the effects
of the treatments on Th9 polarization are the result of multiple
parallel mechanisms. Furthermore, pathways associated with T-
cell activation and inflammatory responses were downregulated
by RA, which could be expected given the general tolerogenic
properties of this metabolite [25]. Interestingly, we found that
the expression of the vitamin D receptor gene (VDR) was signif-
icantly enhanced by the combined S. aureus-CFS and RA treat-
ment. Knowing that calcitriol, or vitamin D3, has earlier been
shown to have an inhibitory effect on Th9 cell differentiation [52],
we could hypothesize that RA activates calcitriol signaling to con-
certedly regulate Th9 polarization.

From our data, we cannot draw any conclusions about the
mechanism underlying RA’s ability to dampen the Th9 polariza-
tion promoted by S. aureus. However, the enhanced expression of
RA receptors upon staphylococcal treatment could indicate that
the S. aureus-CFS makes CD4 T-cells more susceptible to the RA
present in the environment and consequently more susceptible
to RA’s Th9-suppressive capacity. Whether this implies that RA is
uniquely able to negate the S. aureus-induced response remains
an open question. In the future, it would be relevant to explore
whether other dietary metabolites previously proposed to have
immunomodulatory effects, such as short-chain fatty acids, also
possess inhibiting capacities on Th9 cells in human settings [53].

Remarkably, the combination of RA with the S. aureus-CFS
induced a shift towards IL-5 responses in the Th9-polarized cells,
both at the secretion and gene expression levels. Furthermore,
the GATA3 gene was enriched by the addition of RA, while genes
encoding IL-13 and IL-4, other common type 2 cytokines, were
not affected in a similar way. These results reflect the complex-
ity of RA’s influence on Th2 polarization, with different studies
showing conflicting results [27]. From our transcriptome analysis,
we found upregulation of the LZTFL1 gene following treatment of
the cells with S. aureus-CFS plus RA, as compared to S. aureus-
CFS alone. An increased expression of LZTFL1 has been previ-
ously reported in CD4 T-cells when exposed to RA in combination
with a TCR trigger and has been strongly associated with secre-
tion of IL-5 [54]. This might explain the enhanced IL-5 levels we
detected in our experimental setup, in which the S. aureus-derived
factors likely served as the additional TCR stimulants. However,
future investigations should elucidate the biological relevance of
RA-promoted IL-5 in this particular Th9-polarizing environment.

© 2023 The Authors. European Journal of Immunology published by
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Aside from the evident effects on Th9-related factors, S.
aureus-CFS also had a broader impact on allergy-associated genes.
Upon staphylococcal treatment, the Th9-polarized cells highly
expressed IL3, which is essential for induction of eosinophil dif-
ferentiation and promotes survival, migration, and activation of
this granulocyte type [40]. The genes encoding IL-31 and IL-24,
both implicated in the pathogenesis of multiple atopic disorders,
including lung and skin allergies [41, 43], were also upregulated.
Although these cytokines have not been described as produced
by Th9 but rather by Th2 cells, the fact that they were enhanced
under Th9-polarizing conditions strengthens the hypothesis of a
high plasticity between Th2 and Th9 cells and shows how het-
erogeneous responses from the Th9 subset are. Importantly, the
expression of all the aforementioned factors, with the addition of
the IL-21 and histamine receptor encoding genes, was dampened
when combining RA with the S. aureus-CFS. This observation is
in line with studies indicating a protective effect of RA in allergy
and asthma [55, 56]. A more comprehensive investigation using
in vivo experiments will help to clarify the outcome of staphylo-
coccal and RA Th9-induction and regulation, respectively.

We also recognize that our study has some weaknesses and
raises questions that remain to be addressed. Besides the fact that
we used an in vitro system, we investigated the influence of micro-
bial and dietary compounds on Th9 polarization in blood-derived
CD4 T-cells, which may not fully resemble CD4 T-cells at mucosal
sites [57]. In addition, we were limited in the number of donors
included in the RNA-Seq analysis, which affected the statistical
power of our results, as well as the depth of the conclusions we
could draw. Next, it would also be of value to study the modu-
lation of Th9 cells in allergic individuals and whether this differs
from a healthy context.

In conclusion, we show that S. aureus-derived factors strongly
enhance Th9 cell polarization, while RA has the capacity to
dampen this effect, even at a transcriptional level. These results
highlight the importance of microbial and dietary metabolites
present in the surrounding milieu during human CD4 T-cell polar-
ization and propose novel possible mechanisms of Th9 cell reg-
ulation, which may be further explored for clinical purposes in
diseases such as allergy and asthma.

Materials and methods

Human subjects and isolation of peripheral blood
mononuclear cells

Peripheral blood samples were obtained from healthy, anonymous
volunteers donating blood (ages 18–65). Given that the individu-
als could not be traced back, no ethical permit from the Swedish
ethical review authority was needed for this project.

The venous blood samples were resuspended in RPMI-1640
supplemented with 20 mM HEPES (both from HyClone Labora-
tories, Inc., Logan, UT, USA), and peripheral blood mononuclear
cells (PBMCs) were isolated using Ficoll-Hypaque gradient cen-

trifugation (GE Healthcare Bio-Sciences AB, Uppsala, Sweden).
Cells were washed and then either frozen in freezing medium
containing 40% RPMI-1640, 50% fetal calf serum (FCS), and 10%
dimethyl sulfoxide (both Sigma Aldrich, St Louis, MO, USA), and
stored in liquid nitrogen, or used fresh (as described below).

Isolation of T-cell subsets and monocytes

Freshly isolated PBMCs were used to enrich total and naïve CD4
T-cells, as well as monocytes. Total CD4 T-cells were separated
using the EasySep Human CD4+ T-cell isolation Kit, naïve CD4 T-
cells were separated using the EasySep Human Naïve CD4+ T-cell
Kit II, and monocytes were separated using the EasySep Human
Monocyte Enrichment Kit (all STEMCELL Technologies, Vancou-
ver, BC, Canada). Briefly, 5 x 107 PBMCs/mL were resuspended
in PBS containing 2% FCS and 1 mM EDTA (Invitrogen, Grand
Island, NY, USA) and then incubated with an antibody cocktail,
followed by the addition of magnetic particles. The cells of inter-
est were recovered by negative selection using an EasySep mag-
net and resuspended in a cell culture medium. The purity of the
obtained naïve and total CD4+ T-cells was assessed with flow
cytometry before starting the cell culture and resulted to be of
98–99%.

Processing and in vitro stimulation and polarization of
PBMCs and isolated T-cell subsets

Frozen PBMCs were thawed, washed with RPMI-1640, counted,
and assessed for viability using Trypan Blue. Cells were diluted
to a concentration of 1 × 106 PBMCs/mL in cell culture medium,
containing RPMI-1640 supplemented with 20 mM HEPES, 10%
FCS, 100 U/mL penicillin, 100 μg/mL streptomycin, and 2 mM
L-glutamine (all from HyClone Laboratories), and seeded at
500,000 cells/well in flat-bottom 48-well plates.

The isolated T-cell subsets and monocytes were counted,
assessed for viability using Trypan Blue, and diluted to a con-
centration of 0.5 × 106 cells/mL in cell culture medium. The
total CD4 T-cells and naïve CD4 T-cells were seeded at 100.000
cells/well while autologous monocytes, used for T-cell support,
were added at 20,000 cells/well in flat-bottom 96-well plates. For
the RNA sequencing (RNA-Seq) experiments, 500,000 isolated
total CD4 T cells combined with 100,000 autologous monocytes
were seeded per well in flat-bottom 48-well plates. At the end of
the cultures, monocytes were rarely present among the cells sub-
jected to further analyses (Fig. S1A).

Following 1 h rest at 37°C and 5% CO2, different treatments
were added to the PBMCs or isolated CD4 T-cell cultures: 2.5%
S. aureus 161:2 cell-free supernatant (CFS) (kind gift from Åsa
Rosengren, The National Food Agency, Uppsala, Sweden), 2.5% S.
epidermidis KX293A1 CFS (own isolate, unpublished), 20 ng/mL
of the staphylococcal toxins TSST-1 (Toxin Technology Inc, Sara-
sota, FL, USA) and SEA (kindly provided by Jenny Schelin and
Karin Lindkvist, Lund University, Sweden), 2 μg/mL (except from
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Table 1. Schematic overview of the flow cytometry antibodies used

Panel Marker Fluorochrome Clone Staining Company

Th9 CD4 APC-H7 RPA-T4 surface BD Biosciences
CD14 FITC M5E2 surface BD Biosciences
GATA3 BV421 16E10A23 intracellular BioLegend
FoxP3 PE 259D/C7 intracellular BD Biosciences
IRF4 PE- Cy7 IRF4.3E4 intracellular BioLegend
IL-9 AF647 MH9A4 intracellular BioLegend

Proliferation CD4 PerCP Cy5.5 SK3 surface BioLegend
Activation CD4 FITC RPA-T4 surface BD Biosciences

CD69 PerCP L78 surface BD Biosciences
Purity CD3 APC-H7 SK7 surface BD Biosciences

CD4 PE RPA-T4 surface BioLegend
CCR7 BV421 G043H7 surface BioLegend
CD45RA PerCP Cy5.5 HI100 surface BioLegend
CD45RO FITC UCHL1 surface BD Biosciences

the dosage experiment, Fig. 2A) all-trans-RA (Sigma–Aldrich),
1 μM of the pan-RAR inverse agonist BMS493 (Sigma–Aldrich),
or culture medium as control. For some experiments (Figs. 2–5,
and Figs. S3–S5), the S. aureus-CFS and RA treatments were
combined at the aforementioned final concentrations. Following
24 h incubation, cells were washed and resuspended in fresh
culture medium. Furthermore, CD3:CD28 Dynabeads (Thermo
Fisher Scientific, Waltham, MA, USA) at a 2:1 cell:bead ratio were
added, with or without the following recombinant human (rh)
cytokines (all from PeproTech Inc., Rocky Hill, USA): 50 ng/mL
rhIL-12, 50 ng/mL rhIL-4, and 10 ng/mL rhTGF-β1. For Th9
cell polarization, performed in all experiments, a combination of
rhIL-4 and rhTGF-β1 was used. In addition, 2 ng/mL rhIL-2 was
added to the isolated total and naïve CD4 T-cell cultures. Except
for the kinetics experiment (Fig. S1B and C), cells were incubated
with beads and polarizing cytokines for 72 h at 37°C and 5%
CO2. In the last 4 h, a Protein Transport Inhibitor containing
Monensin (BD Biosciences, San Jose, CA, USA) was also added.
After incubation, cell culture supernatants were collected and
stored at −20°C for downstream applications, while cells were
processed for flow cytometry analysis.

Generation of bacterial cell-free supernatants

Both S. aureus 161:2 and S. epidermidis KX293A1 were grown
in BHI broth (Merck, Darmstadt, Germany) for 72 h at 37°C as
still culture. The bacteria were then centrifuged at 3400 × g and
the supernatants were separated from the pellet. After that, the
supernatants were sterile-filtered (0.2 μm) and stored at −20°C
until used.

Flow cytometry

For all flow cytometry analyses, the cells were transferred to 96-
well V-shaped staining plates and washed with PBS. Cells were

stained with LIVE/DEADTM Fixable Aqua Dead Cell Stain Kit (Life
Technologies, Carlsbad, CA, USA) diluted in PBS, and cell sur-
face Fc receptors were blocked using 10% human serum in FACS
wash buffer, consisting of PBS with 0.1% BSA (Roche Diagnos-
tics GmbH, Mannheim, Germany), and 0.1% EDTA (Invitrogen).
Subsequently, cells were surface-stained with different combina-
tions of antibodies in FACS wash buffer, see Table 1. After extra-
cellular staining, cells were washed and either fixed with 4%
paraformaldehyde (Purity, Activation, and Proliferation panels)
or fixed and permeabilized with the True-Nuclear Transcription
Factor Buffer Set (Th9 panel) (BioLegend, San Diego, CA, USA),
according to the manufacturer’s instructions. Intracellular block-
ing was performed using 10% human serum, and then cells were
stained intracellularly with antibodies diluted in permeabilization
buffer, see Table 1. The stained cells were washed, resuspended
in FACS wash buffer, and analyzed with the FACSVerse instrument
using the FACSuite software (both BD Biosciences). Th9 cells were
defined as IL-9+ IRF4+ cells among CD4+ cells (for a complete
gating strategy, see Fig. S1A). Fluorescence-minus-one (FMO) and
isotype controls were used for gating.

To analyze cell proliferation, PBMCs were stained with the
CellTraceTM Violet Cell proliferation kit (Invitrogen) according
to the manufacturer’s instructions. Once labeled, the cells were
treated and polarized according to the protocol described above.

ELISA

Sandwich ELISA kits for IL-9 (R&D systems Inc, Minneapolis, MN,
USA), IL-5, IL-13, and IFN-γ (all from Mabtech AB, Nacka, Swe-
den) were used to measure cytokine concentrations in cell cul-
ture supernatants. All ELISAs were performed following the man-
ufacturer’s instructions. The optical density was measured with
a microplate reader at 450 nm (IL-9) or 405 nm (IL-5, IL-13,
and IFN-γ) and analyzed with the SoftMax Pro 5.2 rev C software
(Molecular Devices Corp, San Jose, CA, USA).

© 2023 The Authors. European Journal of Immunology published by
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RNA extraction and RNA-Seq

RNA from co-cultured CD4 T-cells and monocytes was isolated
with the mirVanaTM miRNA Isolation kit (Ambion by Life Tech-
nologies, Carlsbad, CA, USA) following the protocol for total RNA
extraction, as provided by the manufacturer. The obtained RNA
was subjected to quality control with Agilent TapeStation (Agi-
lent Technologies, Santa Clara, CA, USA). Libraries were pre-
pared using the Illumina Stranded mRNA Prep Ligation proto-
col (Illumina, San Diego, CA, USA), which included the steps
of mRNA isolation, cDNA synthesis, ligation of anchors, ampli-
fication, and indexing of the libraries. The yield and quality of
the libraries were assessed using Qubit (Thermo Fisher Scientific,
Waltham, MA, USA) and the Agilent TapeStation. After normaliz-
ing and pooling the libraries, sequencing was performed on the
Illumina NextSeq 550 platform, v2 75 cycles, high output, single-
end mode.

RNA-Seq data analysis

Base-calling and demultiplexing were performed using Illumina
bcl2fastq (v2.20). Sequence data quality was assessed using
FastQC (v0.11.8). Reads were aligned to the Ensembl GRCh38
reference genome using STAR (v2.6.1d). Counts for each gene
were estimated using featureCounts (v1.5.1). The Bioconductor
package DESeq2 (v1.34) was used for count normalization and
donor-paired treatment group comparisons, generating log2-fold
changes, Wald test p-values, and p-values adjusted for multiple
testing. RStudio 1.3.5033 (RStudio Inc., Boston, MA, USA) was
used to perform the downstream analyses and realize the figures,
of which details are explained in the respective figure legends.
Gene set enrichment analysis (GSEA) was performed to identify
enriched gene sets using the Bioconductor package FGSEA and
the Kyoto Encyclopedia of Genes and Genomes (KEGG) functional
database.

Statistical analysis

The Wilcoxon matched-pairs signed rank test and the Friedman
test followed by Dunn’s multiple comparisons test were used to
determine the differences between two or more differently treated
groups, respectively. A p-value <0.05 was considered significant.
*p < 0.05. **p < 0.01. Bar graphs display the median with 95%
confidence interval (CI), while box plots show the median as the
central line, with boxes covering the 25th to 75th percentile and
whiskers indicating min-max values. Graphpad Prism V8-9 was
used for statistical analysis and data presentation (GraphPad Soft-
ware, La Jolla, CA, USA).

The PCA analyses were performed in RStudio 1.3.5033. The
data were reduced into two principal components, of which the
amount of variance in the data explained by each component was
mentioned as a percentage on the axes. The parameters used in
the PCA are mentioned in the figure legends.

Acknowledgments: We thank all the healthy volunteers who
contributed to this study. Furthermore, we would like to thank the
Bioinformatics and Expression Analysis (BEA) core facility at NEO,
Karolinska Institutet (Huddinge), and in particular Susann Fält
and Fredrik Fagerström-Billai, for their help with RNA sequenc-
ing.
This study was supported financially by the Swedish Research
Council (Dnr 2016-01715_3 and 2020-01839_3), the Swedish
Cancer Society (Dnr CAN 2017/460 and 2020-1117), the Cancer
and Allergy Foundation, the Swedish Asthma and Allergy Asso-
ciation’s Research Foundation, the Mjölkdroppen Foundation, the
Hesselman Foundation, the Golden Jubilee Memorial Foundation,
the Engkvist Foundation, the Swedish Heart-Lung Foundation, the
Freemasons of Sweden and Stockholm University.

Conflict of interest: The authors declare no commercial or finan-
cial conflict of interest.

Author contributions: MvdH, SB, ESE, and IB conceptualized
the study. IB and MvdH performed all experiments and analyzed
the data. MZ and SS performed the initial experiments leading to
this study. DB performed bioinformatics analysis and contributed
to figure realization. IB, MvdH, and ESE wrote the manuscript,
and all authors critically revised the manuscript.

Data and code availability: The RNA-Seq data that were gen-
erated for this study have been submitted to the Gene Expression
Omnibus (GEO) and will be accessible from the date of publica-
tion through the GEO accession number GSE206288.

Ethics statement: Peripheral blood was obtained from healthy,
anonymous blood donors. No ethical permit from the Swedish
ethical review authority was required for this project given that
the individuals could not be traced back. The participants gave
an informed consent for research in general when donating the
blood.

Peer review: The peer review history for this article is available
at https://publons.com/publon/10.1002/eji.202250083

References

1 Pezoldt, J.,Yang, J.,Zou,M.andHuehn, J., “Microbiome andGut Immunity:

T Cells”. In: Haller D, ed. The Gut Microbiome in Health and Disease. Cham:

Springer International Publishing. 2018. p. 119–140.

2 Belkaid, Y. and Hand, T. W., Role of the Microbiota in Immunity and

Inflammation. Cell. 2014. 157:121–141.

3 Rivera Vargas, T., Humblin, E., Végran, F., Ghiringhelli, F. and Apetoh, L.,

TH9 cells in anti-tumor immunity. Semin. Immunopathol. 2017. 39:39–46.

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH

www.eji-journal.eu

 15214141, 2023, 3, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/eji.202250083 by C

ochrane N
etherlands, W

iley O
nline L

ibrary on [27/11/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense



12 of 13 Isabella Badolati et al. Eur. J. Immunol. 2023;53:2250083

4 Reisser, T., Halbgebauer, D., Scheurer, J., Wolf, L., Leithäuser, F., Bey-

ersdorf, N., Fischer-Posovszky, P. et al., In vitro-generated alloantigen-

specific Th9 cells mediate antileukemia cytotoxicity in the absence of

graft-versus-host disease. Leukemia. 2020. 34:1943–1948.

5 Licona-Limón, P., Henao-Mejia, J., Temann, A. U., Gagliani, N., Licona-

Limón, I., Ishigame, H., Hao, L. et al., Th9 Cells Drive Host Immunity

against Gastrointestinal Worm Infection. Immunity. 2013. 39:744–757.

6 Sehra, S., Yao, W., Nguyen, E. T., Glosson-Byers, N. L., Akhtar, N., Zhou,

B. and Kaplan, M. H., TH9 cells are required for tissue mast cell accumu-

lation during allergic inflammation. J. Allergy Clin. Immunol. 2015. 136:433-

440.e1.

7 Angkasekwinai, P., Th9 Cells in Allergic Disease. Curr. Allergy Asthma Rep.

2019. 19:29.

8 Kaplan, M. H., The transcription factor network in Th9 cells. Semin.

Immunopathol. 2017. 39:11–20.

9 Staudt, V.,Bothur, E.,Klein,M., Lingnau, K.,Reuter, S.,Grebe, N.,Gerlitzki,

B. et al., Interferon-Regulatory Factor 4 Is Essential for the Developmental

Program of T Helper 9 Cells. Immunity. 2010. 33:192–202.

10 Chang,H.C.,Sehra, S.,Goswami, R.,Yao,W.,Yu,Q.,Stritesky,G. L., Jabeen,

R. et al., The transcription factor PU.1 is required for the development

of IL-9-producing T cells and allergic inflammation. Nat. Immunol. 2010.

11:527–534.

11 Buttrick, T. S., Wang, W., Yung, C., Trieu, K. G., Patel, K., Khoury, S. J., Ai,

X. et al., Foxo1 Promotes Th9 Cell Differentiation and Airway Allergy. Sci.

Rep. 2018. 8:818.

12 Jabeen, R., Goswami, R., Awe, O., Kulkarni, A., Nguyen, E. T., Attenasio,

A.,Walsh, D. et al., Th9 cell development requires a BATF-regulated tran-

scriptional network. J. Clin. Invest. 2013. 123:4641–4653.

13 Goswami, R., Jabeen, R., Yagi, R., Pham, D., Zhu, J., Goenka, S., Kaplan, M.

H., STAT6-Dependent Regulation of Th9 Development. JI. 2012. 188:968–

975.

14 Micossé, C., von Meyenn, L., Steck, O., Kipfer, E., Adam, C., Simillion, C.,

Seyed Jafari, S. M. et al., Human “TH9” cells are a subpopulation of PPAR-

γ+ TH2 cells. Sci. Immunol. 2019. 4:eaat5943.

15 Veldhoen, M., Uyttenhove, C., van Snick, J., Helmby, H., Westendorf, A.,

Buer, J., Martin, B. et al., Transforming growth factor-β “reprograms”

the differentiation of T helper 2 cells and promotes an interleukin 9–

producing subset. Nat. Immunol. 2008. 9:1341–1346.

16 Dardalhon, V., Awasthi, A., Kwon, H., Galileos, G., Gao, W., Sobel, R. A.,

Mitsdoerffer, M. et al., IL-4 inhibits TGF-β-induced Foxp3+ T cells and,

together with TGF-β, generates IL-9+ IL-10+ Foxp3− effector T cells. Nat.

Immunol. 2008. 9:1347–1355.

17 Otto, M., Staphylococcus aureus toxins. Curr. Opin. Microbiol. 2014. 17:32–

37.

18 Hon, K. L., Tsang, Y. C., Pong, N. H.,Ng, C., Ip, M. and Leung, T. F., Clinical

features and Staphylococcus aureus colonization/infection in childhood

atopic dermatitis. J. Dermatolog. Treat. 2016. 27:235–240.

19 Cook-Mills, J.M.,Kaplan,M.H.,Turner,M. J.,Kloepfer,K.M.andKumar, R.,

Exposure: Staphylococcus aureus skin colonization predisposes to food

allergy in the Learning Early about Allergy to Peanut (LEAP) and LEAP-On

studies. J. Allergy Clin. Immunol. 2019. 144:404–406.

20 Bachert, C., Gevaert, P. and van, C. P., Staphylococcus aureus superanti-

gens and airway disease. Curr. Allergy and Asthma Rep. 2002. 2:252.

21 Teufelberger, A. R., Bröker, B. M.,Krysko, D. V., Bachert, C. and Krysko, O.,

Staphylococcus aureus Orchestrates Type 2 Airway Diseases. Trends Mol.

Med. 2019. 25:696–707.

22 Gould, H. J., Takhar, P., Harries, H. E., Chevretton, E. and Sutton, B.

J., “The Allergic March from Staphylococcus aureus Superantigens to

Immunoglobulin E.,” In: Marone G, editor. Chem Immunol Allergy. Basel:

KARGER. 2007. p. 106–136.

23 Miao, B. P., Zhang, R. S., Sun, H. J.,Yu, Y. P., Chen, T., Li, L. J., Liu, J. Q. et al.,

Inhibition of squamous cancer growth in a mouse model by Staphylo-

coccal enterotoxin B-triggered Th9 cell expansion. Cell Mol. Immunol. 2017.

14:371–379.

24 Nowrouzian, F. L., Dauwalder, O., Meugnier, H., Bes, M., Etienne, J., Van-

denesch, F., Lindberg, E. et al., Adhesin and Superantigen Genes and the

Capacity of Staphylococcus aureus to Colonize the Infantile Gut. J. Infect.

Dis. 2011. 204:714–721.

25 Hall, J. A.,Grainger, J. R., Spencer, S. P. and Belkaid, Y.The Role of Retinoic

Acid in Tolerance and Immunity. Immunity. 2011. 35:13–22.

26 Roche, F. C. and Harris-Tryon, T. A., Illuminating the Role of Vitamin A

in Skin Innate Immunity and the Skin Microbiome: A Narrative Review.

Nutrients. 2021. 13:302.

27 Bono, M., Tejon, G., Flores-Santibañez, F. and Fernandez, D., Rosemblatt,

M., Sauma, D., Retinoic Acid as a Modulator of T Cell Immunity. Nutrients.

2016. 8:349.

28 Schwartz, D. M., Farley, T. K., Richoz, N., Yao, C., Shih, H. -. Y., Petermann,

F., Zhang, Y. et al., Retinoic Acid Receptor Alpha Represses a Th9 Tran-

scriptional and Epigenomic Program to Reduce Allergic Pathology. Immu-

nity. 2019. 50:106-120.e10.

29 Otto, M., Staphylococcus epidermidis — the “accidental” pathogen. Nat.

Rev. Microbiol. 2009. 7:555–567.

30 Choi, H., Cho, S. Y., Schwartz, R. H. and Choi, K., Dual Effects of Sprouty1

on TCR Signaling Depending on the Differentiation State of the T Cell. J.

Immunol. 2006. 176:6034–6045.

31 Taheri, M., Barth, D. A., Kargl, J., Rezaei, O., Ghafouri-Fard, S. and Pichler,

M., Emerging Role of Non-Coding RNAs in Regulation of T-Lymphocyte

Function. Front. Immunol. 2021. 12:756042.

32 Yang, Y., Xu, J.,Niu, Y., Bromberg, J. S. and Ding, Y., T-bet and Eomesoder-

min Play Critical Roles in Directing T Cell Differentiation to Th1 versus

Th17. J. Immunol. 2008. 181:8700–8710.

33 Freeley, S., Cardone, J., Günther, S. C., West, E. E., Reinheckel, T., Watts,

C., Kemper, C. et al., Asparaginyl Endopeptidase (Legumain) Supports

Human Th1 Induction via Cathepsin L-Mediated Intracellular C3 Activa-

tion. Front. Immunol. 2018. 9:2449.

34 Severe Covid-19 GWAS Group, Ellinghaus, D.,Degenhardt, F., Bujanda, L.,

Buti, M., Albillos, A., Invernizzi, P. et al., Genomewide Association Study

of Severe Covid-19with Respiratory Failure.N. Engl. J. Med. 2020.383:1522–

1534.

35 Kang, S. G., Park, J., Cho, J. Y., Ulrich, B. and Kim, C. H., Complementary

roles of retinoic acid and TGF-β1 in coordinated expression of mucosal

integrins by T cells. Mucosal. Immunol. 2011. 4:66–82.

36 Pink, M., Ratsch, B. A., Mardahl, M., Durek, P., Polansky, J. K., Karl, M.,

Baumgrass, R. et al., Imprinting of Skin/Inflammation Homing in CD4 +

T Cells Is Controlled by DNA Methylation within the Fucosyltransferase 7

Gene. JI. 2016. 197:3406–3414.

37 Tian, K. and Xu, W., MiR-155 regulates Th9 differentiation in children

with methicillin-resistant Staphylococcus aureus pneumonia by target-

ing SIRT1. Hum. Immunol. 2021. 82:775–781.

38 Xiao, X., Balasubramanian, S., Liu, W., Chu, X.,Wang, H., Taparowsky, E.

J., Fu, Y. X. et al., OX40 signaling favors the induction of T(H)9 cells and

airway inflammation. Nat. Immunol. 2012. 13:981–990.

39 Schaper-Gerhardt, K., Wohlert, M., Mommert, S., Kietzmann, M., Werfel,

T. and Gutzmer, R., Stimulation of histamine H 4 receptors increases the

production of IL-9 in Th9 polarized cells. Br. J. Pharmacol. 2020. 177:614–

622.

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH

www.eji-journal.eu

 15214141, 2023, 3, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/eji.202250083 by C

ochrane N
etherlands, W

iley O
nline L

ibrary on [27/11/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense



Eur. J. Immunol. 2023;53:2250083 Allergy and inflammation 13 of 13

40 Asquith, K. L., Ramshaw, H. S.,Hansbro, P. M., Beagley, K. W., Lopez, A. F.

and Foster, P. S., The IL-3/IL-5/GM-CSF Common β Receptor Plays a Pivotal

Role in the Regulation of Th2 Immunity and Allergic Airway Inflamma-

tion. J. Immunol. 2008. 180:1199-206.

41 Datsi, A., Steinhoff, M., Ahmad, F., Alam, M. and Buddenkotte, J.,

Interleukin-31: The “itchy” cytokine in inflammation and therapy. Allergy.

2021. 76:2982–2997.

42 Kanagalingam, T., Solomon, L., Vijeyakumaran, M., Palikhe, N. S.,

Vliagoftis, H. and Cameron, L., IL-2 modulates Th2 cell responses to

glucocorticosteroid: A cause of persistent type 2 inflammation? Immun.

Inflamm. Dis. 2019. 7:112–124.

43 Mitamura,Y.,Nunomura, S.,Furue,M.and Izuhara,K., IL-24: A newplayer

in the pathogenesis of pro-inflammatory and allergic skin diseases. Aller-

gology International. 2020. 69:405–411.

44 Gong, F.,Su, Q.,Pan, Y. H.,Huang, X. and Shen,W.H., The emerging role of

interleukin-21 in allergic diseases (Review). Biomedical Reports. 2013. 1:837–

839.

45 Xu, W., Tian, K., Li, X. and Zhang, S., IL-9 blockade attenuates inflamma-

tion in a murine model of methicillin-resistant Staphylococcus aureus

pneumonia. Acta Biochim. Biophys. Sin (Shanghai). 2020. 52:133–140.

46 Schlapbach, C., Gehad, A., Yang, C., Watanabe, R., Guenova, E., Teague,

J. E., Campbell, L. et al., Human T H 9 Cells Are Skin-Tropic and Have

Autocrine and Paracrine Proinflammatory Capacity. Sci. Transl. Med. 2014.

6:219ra8.

47 Abdurrahman, G., Schmiedeke, F., Bachert, C., Bröker, B. M. and Holt-

freter, S., Allergy—ANew Role for T Cell Superantigens of Staphylococcus

aureus? Toxins. 2020. 12:176.

48 Stentzel, S., Teufelberger, A., Nordengrün, M., Kolata, J., Schmidt, F., van

Crombruggen, K., Michalik, S. et al., Staphylococcal serine protease–like

proteins are pacemakers of allergic airway reactions to Staphylococcus

aureus. J. Allergy Clin. Immunol. 2017. 139:492-500.e8.

49 Teufelberger, A. R., Nordengrün, M., Braun, H., Maes, T., De Grove, K.,

Holtappels, G., O’Brien, C. et al., The IL-33/ST2 axis is crucial in type

2 airway responses induced by Staphylococcus aureus-derived serine

protease-like protein D. J. Allergy Clin. Immunol. 2018. 141:549-559.e7.

50 Yang, L., Chen, S., Zhao, Q., Sun, Y. and Nie, H., The Critical Role of

Bach2 in Shaping the Balance between CD4 + T Cell Subsets in Immune-

Mediated Diseases. Mediators of Inflammation. 2019. 2019:1–9.

51 Fu, Y.,Wang, J., Panangipalli, G., Ulrich, B. J., Koh, B., Xu, C., Kharwadkar,

R. et al., STAT5 promotes accessibility and is required for BATF-mediated

plasticity at the Il9 locus. Nat. Commun. 2020. 11:4882.

52 Vyas, S. P., Hansda, A. K., Kaplan, M. H. and Goswami, R., Calcitriol Reg-

ulates the Differentiation of IL-9–Secreting Th9 Cells by Modulating the

Transcription Factor PU.1. JI. 2020. 204:1201–1213.

53 Badolati, I., Sverremark-Ekström, E. and Heiden, M., Th9 cells in aller-

gic diseases: A role for the microbiota? Scand. J. Immunol. 2020. 91:

https://doi.org/10.1111/sji.12857

54 Jiang, H., Promchan, K., Lin, B. R., Lockett, S., Chen, D., Marshall, H.,

Badralmaa, Y. et al., LZTFL1 Upregulated by All- Trans Retinoic Acid dur-

ing CD4 + T Cell Activation Enhances IL-5 Production. JI. 2016. 196:1081–

1090.

55 Son, H. L., Park, H. R., Park, Y. J. and Kim, S.W., Effect of Retinoic Acid in a

Mouse Model of Allergic Rhinitis. Allergy Asthma Immunol. Res. 2015. 7:590.

56 Wu, J., Zhang, Y., Liu, Q., Zhong, W. and Xia, Z., All-trans retinoic acid

attenuates airway inflammation by inhibiting Th2 and Th17 response in

experimental allergic asthma. BMC Immunol. 2013. 14:28.

57 Kumar, B. V., Connors, T. J. and Farber, D. L., Human T Cell Develop-

ment, Localization, and Function throughout Life. Immunity. 2018. 48:202–

213.

Full correspondence: Professor Eva Sverremark-Ekström, Department of
Molecular Biosciences, The Wenner-Gren Institute, Stockholm
University, 106 91 Stockholm, Sweden e-mail: eva.sverremark@su.se

Received: 11/7/2022
Revised: 9/12/2022
Accepted: 21/12/2022
Accepted article online: 22/12/2022

© 2023 The Authors. European Journal of Immunology published by
Wiley-VCH GmbH

www.eji-journal.eu

 15214141, 2023, 3, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/eji.202250083 by C

ochrane N
etherlands, W

iley O
nline L

ibrary on [27/11/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense


