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Abstract: Celiac disease (CD) is an autoimmune enteropathy arising in genetically predisposed
subjects exposed to gluten, which activates both innate and adaptive immunity. Although the
pathogenesis is common to all patients, the clinical spectrum is quite variable, and differences could
be explained by gene expression variations. Among the factors able to affect gene expression, there
are IncRNAs. We evaluated the expression profile of 87 IncRNAs in CD vs. healthy control (HC)
intestinal biopsies by RT-qPCR array. Nuclear enriched abundant transcript 1 (NEAT1) and taurine
upregulated gene 1 (TUG1) were detected as downregulated in CD patients at diagnosis, but their
expression increased in biopsies of patients on a gluten-free diet (GFD) exposed to gluten. The
increase in NEAT1 expression after gluten exposure was mediated by IL-15 and STAT3 activation and
binding to the NEAT1 promoter, as demonstrated by gel shift assay. NEAT1 is localized in the nucleus
and can regulate gene expression by sequestering transcription factors, and it has been implicated in
immune regulation and control of cell proliferation. The demonstration of its regulation by gluten
thus also supports the role of IncRNAs in CD and prompts further research on these RNAs as gene
expression regulators.

Keywords: celiac disease; long non-coding RNAs; NEAT1; TUGI; innate immunity

1. Introduction

Celiac disease is a multifactorial autoimmune disorder present in 1% of the worldwide
population, with regional differences due to different genetic backgrounds in diverse
ethnic groups as well as environmental factors. The genetic background necessary for CD
development is represented by specific antigen presentation molecules (MHC-II), namely
HLA-DQ2/DQ8 haplotypes, whereas the triggering factor is gluten, commonly found in
several cereals such as wheat, barley and rye. When gluten peptides arrive in the duodenum
of a predisposed subject after a partial digestion in the stomach, they pass through the
intestinal barrier and cause IL-15 production that, in turn, activates innate immunity in the
epithelium and adaptive immunity in the lamina propria, with the production of various
cytokines, such as IFNvy [1], leading to mucosal destruction with crypt hyperplasia and
villous atrophy. A life-long gluten-free diet is the only current therapy for CD, which can
restore a normal intestinal mucosa in most patients [2].

Although research has clarified several mechanisms involved in CD pathogenesis,
there are still questions regarding various aspects of the disorder, including which factors
determine the age of development, the severity of the lesion or the response to GFD. The
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regulation of gene expression can have an important role in determining clinical features,
the pivotal role of non-coding RNAs in this process is now understood. In recent years,
attention has been mainly focused on microRNAs, which have been found to be deregulated
in CD, with different microRNA panels correlated to the age of onset or with different
stages of CD [3,4]. On the other hand, long non-coding RNAs (IncRNAs) in CD have
not been extensively studied yet; these molecules are defined as non-coding transcripts
of more than 200 base pairs, localized all over the genome, with various mechanisms of
action that mainly result in gene expression regulation, such as chromatin remodeling (i.e.,
XIST during X-chromosome inactivation), transcription factor (TF) sequestration, direct
sequence interaction or microRNA sponging [5,6]. LncRNAs have mainly been studied in
cancer, since many of them seem to be deregulated in tumor tissues and linked with cell
proliferation, tissue invasion and inflammation [7,8], but also in autoimmune diseases like
rheumatoid arthritis or multiple sclerosis [9,10]. In the gut, H19 could regulate intestinal
permeability in inflammatory bowel diseases (IBDs) [11,12], whereas Inc13 and HGC14
have been linked with CD [13,14], but their proper function in the disease has not been
fully characterized to date.

To further understand the role of IncRNAs in CD pathogenesis and /or in determining
the phenotype, we evaluated the expression of a series of IncRNAs in RNA extracted from
duodenal biopsies of subjects with active CD and compared it with that of those derived
from healthy subjects. Among the differentially expressed genes, we focused on NEAT1
and TUG1, due to their potential role in known pathogenic mechanisms that lead to CD de-
velopment. In fact, both NEAT1 and TUG1 have also been linked to autoimmune diseases,
such as lupus [15,16], multiple sclerosis [17] and rheumatoid arthritis [18]. However, these
IncRNAs are known to have different mechanisms of action: NEAT1 forms nuclear bodies
called paraspeckles, that can sequester TFs from the promoter region of target genes and
regulate their transcription (such as the TF SFPQ from the IL-8 promoter) [19,20], whereas
TUG1 mainly acts as a microRNA sponge in the cytosol, interacting with many signaling
pathways (i.e., IL-1$3, IL-6, IL-10, TNF«) [21,22].

The results reported here demonstrate that the expression of both these IncRNAs is
regulated by gluten exposure, but only in CD mucosa, and that this regulation occurs
through the production of IL-15 and STAT3 activation in the case of NEATT.

2. Results
2.1. Long Non-Coding RNA Expression Varies in CD Mucosa

An initial assessment of IncRNA expression in CD was obtained by performing an
array that included 87 IncRNA transcripts on RNA extracted from duodenal biopsies of
three newly diagnosed adult Marsh 3C patients and three healthy controls (HCs). Cluster
analysis showed a massive downregulation trend in most of the IncRNAs in CD compared
to HC samples (Figure 1), whereas an upregulation was observed only for three IncRNAs,
namely, FOXP4-AS1, NRAV and SNHG19.



Int. . Mol. Sci. 2021, 22, 1289

30f15

’LHIIIIIIHIIIIIIIIIIIIH (T e e e L

1]

Figure 1. Cluster analysis of the 87 IncRNA array in three Marsh 3C celiac patients (CD) and three healthy controls
(HCs). Green = lower expression. Red = higher expression. PreAmp1, PreAmp2, gDNA, PCR, RQ1, RQ2, RT are internal

reaction controls.

Among the downregulated IncRNAs, a clear function could be attributed only to a
portion of them, i.e., 22 out of 73. A classical Gene Ontology approach is not feasible for
IncRNAs, as has also recently been reported [23]; data obtained from various databases
allowed us to subdivide them into different categories, namely inflammation, cell prolif-
eration/cancer and gene expression regulation. As shown in Figure 2, various IncRNAs
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belonged to more than one category, underlying the difficulty in dissecting their proper
role in the cell.
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Figure 2. Representative scheme of the derived classification of the 22 IncRNAs with known function.

Among the many IncRNAs investigated, we chose to focus on NEAT1 and TUG1
because of their reported involvement in autoimmune disorders, for their interactions with
immune-related molecules and their role in gene expression regulation. To confirm the
array data, NEAT1 and TUGI expression was investigated in larger cohorts of adult and
pediatric patients with RT-qPCR. The results highlighted a significant downregulation in
both adult and pediatric Marsh 3C CD patients compared to their respective HC group
(Figure 3). In fact, the mean expression of NEAT1 and TUGI in adult HCs was 5.87 & 4.64
and 1.64 & 1.19, respectively, and 2.27 + 1.24 and 0.65 &+ 0.44 in CD patients (p = 0.031
and p = 0.028, respectively). Pediatric patients had a similar trend, with NEAT1 and TUG1
levels being 1.46 £0.96 and 1.13 £0.86 in HCs and 0.39 &£ 0.29 and 0.34 & 0.16 in CD,
p = 0.020 and p = 0.045, respectively.
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Figure 3. NEAT1 and TUG1 mRNA expression in duodenal biopsies of adult and pediatric Marsh 3C celiac patients (CD)
compared to matched healthy controls (HCs). Adult HCs n = 7; adult CD n = 10; child HCs n = 10; child CD n = 6. Data are
expressed as box plots indicating 25-75th percentile and median value, with whiskers representing 5th and 95th percentile.
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2.2. Gluten Exposure Alters NEAT1 and TUGI Expression

To assess whether NEAT1 and TUGI changes in expression could be induced by
gluten exposure, pepsin—trypsin-digested gliadin (PT-gliadin), the immunogenic fraction
of gluten, was added to incubation medium and used to stimulate biopsies from celiac
patients on a gluten-free diet, therefore with a restored normal mucosa (Marsh 0), and
HCs. Opposite from what was expected, exposure to PT-gliadin upregulated both NEAT1
and TUG1 expression with respect to simple medium in patients on a GFD (4.27 &= 2.78 vs.
3.30 £ 2.44, for NEAT1, p = 0.036; 0.51 & 0.30 vs. 0.30 £ 0.13 for TUG1, p = 0.042), whereas
this did not happen in HCs (NEAT1: HC medium 3.29 £ 1.66; HC+PT 2.07 & 0.87; TUG1:
HC medium 0.36 £ 0.21; HC+PT 0.22 + 0.12), showing that these IncRNAs are induced by
gluten exposure only in CD patients (Figure 4).
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Figure 4. NEAT1 and TUG1 mRNA expression in biopsies of HCs and celiac patients on a gluten-free diet (GFD) after
incubation with medium with or without PT-gliadin 1 mg/mL. HCs n = 6; GFD n = 6. Data are expressed as box plots

indicating 25-75th percentile and median value, with whiskers representing 5th and 95th percentile. Data were compared

by paired t-test.

2.3. NEAT1 and TUG1 Are Preferentially Expressed in the Epithelium

Since Marsh 3C patients and PT-stimulated GFD biopsies presented an opposite
trend in NEAT1 and TUGI expression, we hypothesized a different localization of these
two IncRNAs in the duodenal tissue. Thus, we performed a laser microdissection on
HC biopsies to separate the epithelial from the non-epithelial component; RT-qPCR data
showed a preferential expression of NEAT1 and TUGT1 in the epithelium (Figure 5), a
difference that reached significance in the case of NEAT1 (p = 0.012) but not TUGI (p = 0.2).
Since most of the epithelium is usually destroyed in mucosa with Marsh 3C lesions, this
could explain the opposite trend observed in biopsies obtained at diagnosis or after a
gluten-free diet, since in the latter, the epithelium is restored.

2.4. NEAT1 and TUGI1 Expression Is Triggered by Cytokines

The increase in NEAT1 and TUG1 expression was observed only in CD biopsies after ex
vivo stimulation, suggesting the presence of specific factors produced in patients’ mucosa
after exposure to PT-gliadin, with interleukins of both innate and adaptive immunity being
possible candidates. We thus evaluated their expression in the stimulated biopsies and
detected a significant increase in IL-15 production (2.65 & 1.61 vs. 1.45 £ 0.7; p = 0.049) and
an increasing trend in IFNy and IL-8 only in CD samples (data not shown).
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Figure 5. NEAT1 and TUG1 mRNA expression in epithelial or non-epithelial fraction of healthy duodenal mucosa obtained
by laser microdissection (n = 3). Data are expressed as box plots indicating 25-75th percentile and median value, with
whiskers representing 5th and 95th percentile.

An initial analysis of the possible role of cytokines in regulating NEAT1 and TUG1
expression was performed by Pearson correlation analysis which highlighted a significant
positive correlation between NEAT1 and IL-15 (r = 0.594, p = 0.002), as well as TUG1 and
IL-15 (r = 0.412, p = 0.045) (Figure 6).
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Figure 6. Pearson correlation analysis of mRNA expression levels of NEAT1 and TUG1 with IL-15, IL-8 and IFNY in biopsies

undergoing ex vivo experiments (HCs and

GFD patients).
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Interestingly, a positive correlation that almost reached significance was also detected
between TUG1 and IL-8, whereas neither NEAT1 nor TUG1 expression correlated with
IFNy mRNA levels. Thus, overall, the correlations seem to indicate that NEAT1 and TUG1
expression is linked to the activation of innate immunity rather than adaptive immunity.
We also detected a strong positive correlation between NEAT1 and TUG1 (Pearson r = 0.819,
p < 0.0001).

These correlations suggested a possible role of cytokines in the regulation of NEAT1
and TUG1 expression; to further support this hypothesis, we performed an in silico analysis
of NEAT1 and TUG1 promoters to identify putative TF binding sites. Different programs
(MatInspector, PROMO3, Jaspar) identified several binding sites for the STAT family TFs in
both promoters; since STAT3 is downstream of IL-15 (canonical) and IL-8 (non-canonical)
signaling pathways [24,25], whereas STAT1 is part of the IFNy one [26], these cytokines
were used to stimulate HC biopsies to evaluate their ability to regulate NEAT1 and TUG1
expression ex vivo. Such stimulations confirmed a link with innate immunity activation;
in particular, IL-15 stimulation was able to induce a significant upregulation of NEAT1
(3.22 £ 1.59 vs. 2.19 £ 1.08 in IL-15-treated samples and controls, respectively, p = 0.019),
whereas IL-8 did not. As regards TUG1, we could not detect a significant increase in
its mRNA level neither after IL-15 or IL-8 stimulation, and we could not observe an
interaction with IFNy-mediated adaptive immunity, since treatment with this cytokine did
not significantly change either of the two IncRNA levels (Figure 7).
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Figure 7. NEAT1 and TUG1 mRNA expression level in HC biopsies after stimulation with or without: (A) IL-15 10 ng/mL
(n=6); (B) IL-8 1 ng/mL (1 = 4); (C) IFNy 100 ng/mL (n = 5). Data are expressed as box plots indicating 25-75th percentile
and median value, with whiskers representing 5th and 95th percentile. Data were analyzed by paired ¢-test.
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2.5. IL-15 Causes the Binding of STAT3 to NEAT1 Promoter in HIEC-6 Cell Model

HIEC-6 intestinal epithelial crypt-like cells were used as an in vitro cell model to better
dissect the link between NEAT1 and innate immunity cytokines. Being cells of primary
origin [27], they were considered more reliable for IncRNA studies, since other intestinal
cell lines are derived from cancers and may have an abnormal expression of NEAT1. Firstly,
RT-qPCR confirmed a significant NEAT1 upregulation consequent to IL-15 stimulation,
similarly to the ex vivo experiments (Figure 8A). Even in this in vitro model, IL-15 did not
induce TUG1 expression. STAT3 translocation into the nucleus in response to hrIL-15 or
hrIL-8 stimulation was investigated through western blot on cytosolic and nuclear protein
extracts. Stimulation with hrIL-15 induced STAT3 translocation in this cell line (Figure 8B),
whereas hrIL-8 did not (Figure S1).
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Figure 8. (A) NEAT1 and TUG1 mRNA expression level in HIEC-6 cells with or without stimulation with IL-15 (n = 3).
Data are shown as mean value and standard deviation. (B) Translocation of STAT3 in the nucleus after IL-15 stimulation.
Each sample was normalized on ACTB. Western blot image representative of three independent experiments. (C) DNA
retardation assay of nuclear protein extracts with biotinylated oligos of NEAT1 promoter region carrying STAT3 putative
binding site. Gel shift band is present after IL-15 stimulation and disappears with excess of cold probe. Assay image
representative of three independent experiments.

Finally, a DNA retardation assay was performed with HIEC-6 nuclear extracts and
biotinylated probes designed on the NEAT1 promoter region carrying the putative binding
site for STAT3 (Figure S2). The obtained data confirmed TF binding to the STAT3 binding
site caused by IL-15 stimulation, whereas no shift was detected in either the unstimulated
sample or with an excess of cold competitor (unbiotinylated oligos) (Figure 8C).

3. Discussion

Celiac disease has a prevalence of 1-2% in the Caucasian population, and a lot of effort
has been spent in the last decade to further characterize the genetic components necessary
for the development of the disease. The first and better-studied genetic locus, HLA class
II, accounts for about 40% of the genetic predisposition; various genome-wide association
studies (GWAS) performed on different populations have allowed the identification of
several additional loci, mostly involved in the regulation of the immune response either at
the intestinal or thymic level. Moreover, some of the identified loci were common to other
autoimmune disorders, such as IBDs or type I diabetes [2,28]. The identification of these loci
and candidate genes did not completely clarify the CD pathogenesis, since the regulation
in their expression represents a pivotal process. In fact, a paper that wanted to evaluate the
expression of some of the GWAS-identified genes in the intestine of CD patients revealed
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that their expression was regulated by three single nucleotide polymorphisms (SNPs),
with one of these SNPs being localized on a lincRNA, which in turn showed an increased
expression in the mucosa in CD patients [29].

LncRNAs can regulate the expression of other genes acting either in cis or in trans,
interacting with DNA or with proteins such as transcription factors, but their regulatory
function can also occur at a post-transcriptional level, for example, acting as sponges for
miRNAs [30]. Although it has been estimated that there are more than 170,000 IncRNAs
in humans according to NONCODE v6.0 or 17,000 according to Gencode version 36, only
the function of a few of them has been identified [31,32]. It is clear, however, that IncRNAs
are involved in several processes that are important in the pathogenesis of CD, such as
cell proliferation, apoptosis and inflammatory /immune response [7,33-35]. Moreover, an
altered expression of various IncRNAs has been detected in other autoimmune disorders,
such as IBDs or multiple sclerosis, diseases that share predisposing loci with CD [12,17,36].

An IncRNA associated with susceptibility to CD was identified by Castellanos-Rubio
in 2016; Inc13 was able to regulate the expression of different genes involved in inflamma-
tion through binding to hnRNPD, a nuclear riboprotein. In addition, Inc13 expression was
reduced in the intestinal mucosa of CD patients, allowing an increase in the expression
of inflammatory genes [13]. Another IncRNA that was found to be downregulated in the
mucosa of CD patients was HCG14, a molecule that was able to regulate the expression of
NOD1, a member of the NOD-like receptor family, i.e., a protein in charge of the recognition
of bacterial peptidoglycans [14].

In this paper, we analyzed various IncRNAs through an RT-qPCR array, comparing
their expression in the duodenal mucosa of Marsh 3C patients vs. controls. Similarly to
what happens in other autoimmune disorders, such as multiple sclerosis or rheumatoid
arthritis, our results showed an altered IncRNA expression, mainly downregulated in
Marsh 3C patients with respect to HCs. Among the 87 investigated transcripts, we focused
on NEAT1 and TUGI.

Nuclear enriched abundant transcript 1 (NEAT1) is transcribed from a genetic locus
called familial tumor syndrome multiple endocrine neoplasia (MEN) type I on human
chromosome 11. There are two isoforms, 3.7-kb NEAT1_1 and 23-kb NEAT1_2, that differ in
the 3’ end [19]. Both isoforms of NEATT1 are essential components of paraspeckles, nuclear
bodies formed by RNAs and several proteins (more than 60) that are able to regulate gene
expression by sequestering transcription factors [19].

Taurine-upregulated gene 1 (TUG1) is transcribed from a gene localized on chromo-
some 22 (22q12.2) and it is able to regulate gene expression through different mechanisms,
since it interacts with Polycomb repressor complex and functions in the epigenetic reg-
ulation of transcription, but can also function in the cytosol sponging microRNAs [37].
Interestingly, this latter mechanism has been reported for microRNAs implicated in IL-1f3,
IL-6, IL-10 and TNF« signaling [21,22], and thus in processes involved in CD pathogenesis.
The downregulation of NEAT1 and TUGI initially seen with the array was confirmed
with RT-qPCR on samples from both adult and pediatric patients in the active stage of CD
with respect to their matched HCs. This downregulation, however, can be attributable to
the destruction of the epithelium observed in Marsh 3C since, as demonstrated by laser
microdissection experiments, both IncRNAs are mostly expressed in enterocytes.

On the contrary, an upregulation in NEAT1 and TUG1 expression was observed in
ex vivo stimulation with PT-gliadin in the biopsies obtained from GFD patients but not in
those from healthy subjects, thus showing that both these IncRNAs respond to gluten only
in CD mucosa. The exposure of CD biopsies to PT-gliadin is able to trigger the activation of
the immune response; this could involve innate immunity players mainly in the epithelium
and the adaptive immunity ones in the lamina propria [2]. In fact, the analysis of the
expression of three cytokines known to respond to gluten in CD pathogenesis, namely, IL-8,
IL-15 and IFNY [1], revealed an increase after PT-gliadin stimulation. Pearson analysis
detected a significant correlation between NEAT1 and IL-15, as well as TUG1 and IL-15; ex
vivo stimulation of HC biopsies confirmed an induction of NEAT1 expression by IL-15, but
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not by IL-8 or IFNy, and no significant increment of TUG1. Thus, the activation of innate
immunity is involved in NEAT1 expression regulation, but this involves IL-15 rather than
IL-8. Interestingly, this finding is in agreement with data previously reported by Imamura
et al. [20] that demonstrated the ability of NEAT1 to sequester into paraspeckles the splicing
factor proline/glutamine-rich (SFPQ), a repressor of IL8 transcription, thus placing IL-8
downstream of NEAT1. To better characterize the interaction between IL-15 and NEAT1,
we performed an in silico analysis that suggested the involvement of STAT3, a transcription
factor common both to IL-15 (canonical) and IL-8 (non-canonical) signaling [24,25]. To
better dissect a potential axis between cytokines and these IncRNAs, we employed an
in vitro cell model. IL-15 treatment of HIEC-6 induced an increase in NEAT1 expression,
STATS3 translocation into the nucleus and binding to a STAT3 binding region in the NEAT1
promoter; taken together, these data confirm the presence of an IL-15/STAT3/NEAT1 axis.

IL-15 is the trigger of innate immune response in the intestinal epithelium in CD,
but the findings reported here shed some new light on the complexity of the cascade of
regulatory mechanisms originating from gluten exposure. The upregulation of NEAT1
could represent a mechanism aiming to potentiate the immune response, for example,
through the mechanism regulating IL-8 [20]; interestingly, TUG1 has also been implicated
in the regulation of the inflammatory response, as demonstrated in an animal model
of spinal cord injury, where TUGI knockout prevented the activation of the TLR4/NEF-
kB/IL-1$3 pathway [38]. However, it must be remembered that TUG1 mainly acts through
microRNA sponging, and Han et al. recently reported that TUGI can regulate the TNF-
induced cytokine production through the modulation of miR142-5p [21]. Differently from
what was reported in the spinal cord injury model, in ulcerative colitis and HT29 cells, a
decreased TUGI expression was associated with increased cytokine production, and an
overexpression of this IncRNA lead to increased cell survival.

Indeed, increased NEAT1 expression could also represent a defense mechanism trig-
gered by gluten exposure and IL-15 production. In fact, the modulation of the expression
of NEAT1 or TUGI has been reported by various groups as part of a protective response to
different stimuli [19,37]. NEAT1 increases after the induction of oxidative stress in HUVEC
cells, and this process in mediated by P53 activation [39]. On the contrary, in the case of
oxidative stress, increased survival has been associated with TUG1 downregulation, as
observed in cardiomyocytes and neurons [40,41].

Last, but not least, both NEAT1 and TUG1 have been implicated in the regulation of
the Wnt pathway, which represents a pivotal mechanism in the control of cell proliferation
and differentiation in the intestine. A paper by Chen et al. dissects the role of NEAT1 in
the regulation of 3-catenin in glioblastoma [42], showing that the IncRNA was critical for
increasing -catenin nuclear transport, due to its ability to downregulate ICAT, GSK3B
and Axin2. It must be noted that, even in this setting, the transcription of NEAT1 was
regulated by STAT3, although in this case, this transcription factor was downstream of the
EGEF receptor. A similar effect of NEAT1 on (3-catenin was also observed in non-small cell
lung cancer cell lines, where NEAT1 KO by siRNA was able to reduce cell proliferation and
invasion, as well as 3-catenin transmigration in the nucleus [43]. Even TUG1 has a positive
effect on the Wnt pathway, as demonstrated in colorectal cancer cells by Xiao et al. [44],
where the reduction of TUG1 expression mediated by short hairpin was able to reduce
-catenin translocation into the nucleus, as well as cellular proliferation in vitro and in a
xenograft model. The interaction between these two IncRNAs and the Wnt pathway surely
deserves further study, since an activation of the Wnt/ 3-catenin axis has also been detected
at the transcriptomic level in the duodenal mucosa of CD patients [45]. Although this could
represent a response to gluten challenge, the correct regulation of this mechanism remains
necessary in order to prevent uncontrolled proliferation.

In summary, this paper shows that NEAT1 and TUG1 expression is increased after
gluten exposure only in celiac disease patients and that, for NEAT1, this process is induced
by the production of IL-15 and STAT3 activation. The characterization of the downstream
processes as well as the possible interaction with other molecules (such as microRNAs)
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could provide a better understanding of the molecular processes that are taking place in
CD mucosa, possibly identifying patient subgroups and/or GFD response biomarkers.

4. Materials and Methods
4.1. Patients

Adult celiac patients and healthy controls were enrolled at IRCCS Ca Granda, Poli-
clinico of Milano, whereas pediatric patients and matched controls were followed at San
Gerardo’s Hospital of Monza. In both cases, written informed consent was obtained and the
study was approved by the Ethical Committees of the respective institutions, in accordance
with the Declaration of Helsinki. Only patients classified as Marsh 3 were regarded as
celiac patients (CD); for stimulation experiments, patients on a gluten-free diet (GFD) for
at least 12 months were included only if classified as Marsh 0.

4.2. Biopsy Processing and Ex Vivo Stimulation

For newly diagnosed CD patients and HCs, biopsies were snap frozen in liquid
nitrogen and preserved at —80 °C until further processing. Specimens used for laser
capture microdissection (LCM) were frozen in OCT.

For ex vivo experiments, biopsies were treated as previously described [46]; briefly,
duodenal biopsies were rinsed three times with complete medium, and then incubated at
37 °Cin a 5% CO, atmosphere for four hours. Biopsies were incubated with medium alone
or with medium supplemented with PT-gliadin, which was obtained from gliadin powder
(Sigma-Aldrich, St Louis, MO, USA) digested with pepsin and trypsin enzymes, as already
described [47]. For experiments involving cytokine stimulations, human recombinant IL-15,
IL-8 and IFNy (PeproTech® EC, London, UK) were added to the medium. At the end of
the incubation, biopsies were snap frozen and preserved at —80 °C.

4.3. Laser Capture Microdissection

HC biopsies were cut with a cryostat into 10 um sections and quickly stained with
hematoxylin and epithelium/non-epithelium sections were separated by laser cutting
using an MMI UVcut® (MMI, Eching, Germany). Each slide was cut for no longer than
30 min to prevent RNA degradation and the cut material was immediately frozen.

4.4. Cell Culture

HIEC-6 cells were obtained from Prof. Jean Frangois Beaulieu of the University of
Sherbrooke, Canada. They were cultured in OptiMem™ (Gibco™, Thermo Fisher Scientific,
Whaltham, MA, USA) supplemented with fetal bovine serum, L-glutamine (EuroClone®,
Pero ML, Italy), Hepes and hrEGF (Gibco™, Thermo Fisher Scientific, Whaltham, MA, USA)
and seeded in 6-well plates at a cell density of 1.5 x 10° cells/well. After five days, cells
were stimulated for 24 h with hrIL-15 at different concentrations (1-10 ng/mL) or hrIL-8
(1-5ng/mL) and then harvested either for RNA or protein extraction. Each experiment
was performed in duplicate and repeated at least three times.

4.5. RNA Extraction and Gene Expression

Total RNA was extracted using the Direct-Zol RNA Miniprep Kit (Zymo Research,
Irvine, CA, USA) after lysis with Trizol® (Invitrogen™, Thermo Fisher Scientific, Waltham,
MA, USA) following the manufacturer’s instructions. The IncRNA array was carried out
with a Bio-Rad IncRNA Package, after a step of pre-amplification with an RT-PreAmp
Kit (Bio-Rad, Hercules, CA, USA). In particular, to 96-well plates with pre-spotted primer
couples for the transcripts of interest, 20 uL. master mix and pre-amplified cDNA were
added and the relative expression was normalized on GAPDH and HPRT. Gene expres-
sion analysis was performed on cDNA obtained with the High-Capacity cDNA Reverse
Transcription Kit (Applied Biosystems™, Thermo Fisher Scientific, Waltham, MA, USA)
and RT-qPCR was carried out with Luna® Universal qPCR MasterMix (NEB, Ipswich, MA,
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USA) on a QuantStudio™7 Flex Real-Time PCR System (Applied BioSystem™, Thermo
Fisher Scientific, Waltham, MA, USA).
The employed primers were the following;:
HPRT F: TGAAAAGGACCCCACGAAGT, R: TTGAACTCTCATCTTAGGCTT;
F:CTTCCTCCCTTTAACTTATCCATTCAC, R:

NEATL CTCTTCCTCCACCATTACCAACAATAC;

TUG1 F:ACGACTGAGCAAGCACTACC, R: CTCAGCAATCAGGAGGCACA;
IL-8 F: GGAAGGAACCATCTCACTGT, R: CCACTCTCAATCACTCTCAG;
IL-15 F: TTCACTTGAGTCCGGAGATGC; R: CCTCCAGTTCCTCACATTCTTTG;
IFNy F: AAGAGTGTGGAGACCATCAAGG; R: ACTCCTTTTTCGCTTCCCTGT.

The housekeeping gene for sample normalization was HPRT and the 2"t method
with an external reference was used to determine the fold change in mRNA level. Each
sample was analyzed in triplicate.

4.6. Protein Extraction and Western Blot

Cytosolic and nuclear proteins were extracted from HIEC-6 cells using the NE-PER™
Kit (Thermo Fisher Scientific™, Waltham, MA, USA) following the manufacturer’s in-
structions, and quantified with a Pierce™ Microplate BCA Protein Assay Kit (Thermo
Fisher Scientific™, Waltham, MA, USA). Proteins were run on 10% bis-acrylamide gel
in SDS buffer and transferred to a nitrocellulose membrane with 20% methanol buffer.
The membrane was blocked with TTBS 0.1% + milk 5% and incubated overnight with the
following primary antibodies: STAT3 (dilution 1:2000 #4904s, Cell Signaling Technology,
Inc., Danvers, MA, USA), ACTB (dilution 1:1500 #A2066, Sigma Aldrich), followed by incu-
bation with anti-rabbit HRP-conjugated antibody (dilution 1:10000 #7074, Cell Signaling
Technology, Inc., Danvers, MA, USA). Blot density was quantified with Image]™ software
(NIH, Bethesda, MD, USA).

4.7. Promoter Region Analysis

The promoter region of 3000 bp upstream of the transcription start site of NEAT1
and TUG1 were considered in the analysis. The raw FASTA sequence was obtained with
Ensembl (NEAT1: ENSG00000245532; TUG1: ENSG00000253352) and directly analyzed
with MatInspector and PROMO, looking for potential binding sites within a dissimilarity
margin less than or equal to 15% [48-50]. Jaspar prediction software was employed to
further identify STAT binding motifs on the NEAT1 promoter region, with a minimum
relative profile score threshold of 80% [51]. Among the potential binding motifs of STAT3
on the NEAT1 promoter, there was the one previously reported by Cai et al. [52] that served
as a basis to design DNA retardation assay probes (Figure S2).

4.8. DNA Retardation Assay

Putative STAT3 binding sites on the NEAT1 promoter region were predicted with
Jaspar software, as already described, and are illustrated in Figure 52. Oligos were designed
in this region as follows:

Biotinylated probe:

F:GGTGTTAACCAGGGAGAGGTTCCTGGCAGGAGTTCCTGTCAGATGCCATTTTCC
ATTCTG;
R:CAGAATGGAAAATGGCATCTGACAGGAACTCCTGCCAGGAACCTCTCCCTGGTTA
ACACCG;

Cold probe:

F: AGGGAGAGGTTCCTGGCAGG;
R: CCTGCCAGGAACCTCTCCCT.

Reactions were set up with a LightShift™ Chemiluminescent EMSA Kit (Thermo
Fisher Scientific™, Waltham, MA, USA) following the manufacturer’s instructions and
samples were run on 5% non-denaturing acrylamide gels. Semi-dry transfer onto a ny-
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lon membrane was carried out with XCell Blot-Module (Invitrogen™, Thermo Fisher
Scientific™, Waltham, MA, USA) followed by chemiluminescent detection.

4.9. Statistical Analysis

All statistical analyses were carried out with SYSTAT software (SPSS, Chicago, IL,
USA). Evaluation of outliers was performed using the Grubbs and ROUT tests. An unpaired
t-test was used to compare gene expression data from untreated biopsies, whereas a paired
t-test was employed for ex vivo experiments. ANOVA multiple comparisons were used
on data obtained from cells stimulated with more than one concentration of cytokines.
Pearson correlation analyses were carried out to generate correlation data.

Supplementary Materials: The following are available online at https://www.mdpi.com/1422-0
067/22/3/1289/s1, Figure S1: IL-8 stimulations in HIEC-6 cells; Figure S2: Identification of STAT
family binding motifs in NEAT1 promoter.

Author Contributions: Conceptualization, D.B. and C.M.; methodology, J.F.B.; validation, E.G. and
D.B.; formal analysis, E.G.; investigation, E.G., C.M. and E.B.; resources, L.E. and R.M.; writing—
original draft preparation, E.G. and D.B.; visualization, E.G.; supervision, D.B.; project administra-
tion, D.B.; funding acquisition, D.B. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by the University of Milano Bicocca, grant numbers 2018-ATE-
0297 and 2019-ATE-0403.

Institutional Review Board Statement: The study was conducted according to the guidelines of the
Declaration of Helsinki, and approved by the Ethics Committees of IRCCS Ca Granda, Policlinico
of Milano and San Gerardo’s Hospital of Monza (protocol number 167/2012 and protocol code
EUDRACT, date of approval 21/09/2012).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.
Data Availability Statement: Data available from the corresponding author upon reasonable request.

Conflicts of Interest: L.E. is a member of the Schir Institute scientific board. The other authors
declare no conflict of interest.

References

1.  Abadie, V,; Jabri, B. IL-15: A Central Regulator of Celiac Disease Immunopathology. Immunol. Rev. 2014, 260, 221-234. [CrossRef]
[PubMed]

2. Lebwohl, B.; Sanders, D.S.; Green, P.H.R. Coeliac Disease. Lancet 2018, 391, 70-81. [CrossRef]

3. Buoli Comani, G.; Panceri, R.; Dinelli, M.; Biondi, A.; Mancuso, C.; Meneveri, R.; Barisani, D. MiRNA-Regulated Gene Expression
Differs in Celiac Disease Patients According to the Age of Presentation. Genes Nutr. 2015, 10, 1-12. [CrossRef] [PubMed]

4. Vaira, V.; Roncoroni, L.; Barisani, D.; Gaudioso, G.; Bosari, S.; Bulfamante, G.; Doneda, L.; Conte, D.; Tomba, C.; Bardella, M.T.;
et al. MicroRNA Profiles in Coeliac Patients Distinguish Different Clinical Phenotypes and Are Modulated by Gliadin Peptides in
Primary Duodenal Fibroblasts. Clin. Sci. 2013, 126, 417-423. [CrossRef] [PubMed]

5. Wang, C,; Wang, L.; Ding, Y.; Lu, X.; Zhang, G.; Yang, J.; Zheng, H.; Wang, H.; Jiang, Y.; Xu, L. LncRNA Structural Characteristics
in Epigenetic Regulation. Int. ]. Mol. Sci. 2017, 18, 2659. [CrossRef] [PubMed]

6. Ma, L; Bajic, V.B.; Zhang, Z. On the Classification of Long Non-Coding RNAs. RNA Biol. 2013, 10, 1-10. [CrossRef]

7. Chi, Y; Wang, D.; Wang, J.; Yu, W.; Yang, ]. Long Non-Coding RNA in the Pathogenesis of Cancers. Cells 2019, 8, 1015. [CrossRef]

8.  Huang, Y,; Ling, A; Pareek, S.; Huang, R.S. Oncogene or Tumor Suppressor? Long Noncoding RNAs Role in Patient’s Prognosis
Varies Depending on Disease Type. Transl. Res. 2020, in press. [CrossRef]

9.  Wu, G.C,;Pan, HF,; Leng, RX,; Wang, D.G.; Li, X.P,; Li, XM.; Ye, D.Q. Emerging Role of Long Noncoding RNAs in Autoimmune
Diseases. Autoimmun. Rev. 2015, 14, 798-805. [CrossRef]

10. Li, S.; Gao, Y.; Zhang, Z.; Yu, X.; Zheng, ]. The Role of Long Non-Coding RNAs in the Pathogenesis of RA, SLE, and SS. Front.
Med. 2018, 5, 1-14. [CrossRef]

11.  Chen, SSW,; Wang, P.Y;; Liu, Y.C; Sun, L.; Zhu, J.; Zuo, S.; Ma, J.; Li, T.Y.,; Zhang, ].L.; Chen, G.W.; et al. Effect of Long Noncoding
RNA H19 Overexpression on Intestinal Barrier Function and Its Potential Role in the Pathogenesis of Ulcerative Colitis. Inflamm.
Bowel Dis. 2016, 22, 2582-2592. [CrossRef] [PubMed]

12. Yu, TX,; Chung, HK,; Xiao, L.; Piao, J.].; Lan, S.; Jaladanki, S.K.; Turner, D.J].; Raufman, J.P.; Gorospe, M.; Wang, J.Y. Long

Noncoding RNA H19 Impairs the Intestinal Barrier by Suppressing Autophagy and Lowering Paneth and Goblet Cell Function.
Cell. Mol. Gastronenterol. Hepatol. 2020, 9, 611-625. [CrossRef] [PubMed]


https://www.mdpi.com/1422-0067/22/3/1289/s1
https://www.mdpi.com/1422-0067/22/3/1289/s1
http://doi.org/10.1111/imr.12191
http://www.ncbi.nlm.nih.gov/pubmed/24942692
http://doi.org/10.1016/S0140-6736(17)31796-8
http://doi.org/10.1007/s12263-015-0482-2
http://www.ncbi.nlm.nih.gov/pubmed/26233308
http://doi.org/10.1042/CS20130248
http://www.ncbi.nlm.nih.gov/pubmed/24063611
http://doi.org/10.3390/ijms18122659
http://www.ncbi.nlm.nih.gov/pubmed/29292750
http://doi.org/10.4161/rna.24604
http://doi.org/10.3390/cells8091015
http://doi.org/10.1016/j.trsl.2020.10.011
http://doi.org/10.1016/j.autrev.2015.05.004
http://doi.org/10.3389/fmed.2018.00193
http://doi.org/10.1097/MIB.0000000000000932
http://www.ncbi.nlm.nih.gov/pubmed/27661667
http://doi.org/10.1016/j.jcmgh.2019.12.002
http://www.ncbi.nlm.nih.gov/pubmed/31862317

Int. J. Mol. Sci. 2021, 22, 1289 14 of 15

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

Castellanos-Rubio, A.; Fernandez-Jimenez, N.; Kratchmarov, R.; Luo, X.; Bhagat, G.; Green, PH.; Schneider, R.; Kiledjian, M.;
Bilbao, G.S., Jr. A Long Noncoding RNA Associated with Susceptibility to Celiac Disease. Science 2016, 352, 91-95. [CrossRef]
Santin, I.; Jauregi-Miguel, A.; Velayos, T.; Castellanos-Rubio, A.; Garcia-Etxebarria, K.; Romero-Garmendia, I.; Fernandez-Jimenez,
N.; Irastorza, I.; Castafio, L.; Bilbao, J. Celiac Disease Associates LncRNA Named HCG14. |. Pediatr. Gastroenterol. Nutr. 2018, 67,
225-231. [CrossRef] [PubMed]

Xu, Y.; Deng, W.; Zhang, W. Long Non-Coding RNA TUGI Protects Renal Tubular Epithelial Cells against Injury Induced by
Lipopolysaccharide via Regulating MicroRNA-223. Biomed. Pharmacother. 2018, 104, 509-519. [CrossRef]

Shen, N.; Zhang, E; Zhu, W,; Xia, S.; Tang, Y.; Huang, J.; Yang, W.; Wu, Y,; La, T,; Yao, Y.; et al. Identification of the Long
Noncoding RNA NEAT1 as a Novel Inflammatory Regulator Acting through MAPK Pathway in Human Lupus. J. Autoimmun.
2016, 75, 96-104. [CrossRef]

Santoro, M.; Nociti, V.; Lucchini, M.; De Fino, C.; Losavio, F.A.; Mirabella, M. Expression Profile of Long Non-Coding RNAs in
Serum of Patients with Multiple Sclerosis. ]. Mol. Neurosci. 2016, 59, 18-23. [CrossRef]

Shui, X.; Chen, S.; Lin, J.; Kong, J.; Zhou, C.; Wu, J. Knockdown of LncRNA NEAT1 Inhibits Th17/CD4+ T Cell Differentiation
through Reducing the STAT3 Protein Level. J. Cell. Physiol. 2019, 234, 22477-22484. [CrossRef]

Lo, PK.; Wolfson, B.; Zhou, Q. Cellular, Physiological and Pathological Aspects of the Long Non-Coding RNA NEAT1. Front. Biol.
2016, 11, 413-426. [CrossRef]

Imamura, K.; Imamachi, N.; Akizuki, G.; Kumakura, M.; Kawaguchi, A.; Nagata, K.; Kato, A.; Kawaguchi, Y.; Sato, H.; Yoneda, M.;
et al. Long Noncoding RNA NEAT1-Dependent SFPQ Relocation from Promoter Region to Paraspeckle Mediates IL8 Expression
upon Immune Stimuli. Mol. Cell 2014, 53, 393-406. [CrossRef]

Han, J,; Li, Y;; Zhang, B.; Liu, H.; Wu, M.; Zhang, X. LncRNA TUGI1 Regulates Ulcerative Colitis through MiR-142-5p /SOCS1
Axis. Microb. Pathog. 2020, 143, 104139. [CrossRef] [PubMed]

Wang, H.; Liao, S.; Li, H.; Chen, Y.; Yu, ]. Long Non-Coding RNA TUG1 Sponges Mir-145a-5p to Regulate Microglial Polarization
After Oxygen-Glucose Deprivation. Front. Mol. Neurosci. 2019, 12, 1-9. [CrossRef] [PubMed]

Carlevaro-Fita, J.; Liu, L.; Zhou, Y.; Zhang, S.; Chouvardas, P.; Johnson, R.; Li, ]. LnCompare: Gene Set Feature Analysis for
Human Long Non-Coding RNAs. Nucleic Acids Res. 2019, 47, W523-W529. [CrossRef] [PubMed]

Johnston, J.A.; Bacon, C.M.; Finbloom, D.S.; Rees, R.C.; Kaplan, D.; Shibuya, K.; Ortaldo, ].R.; Gupta, S.; Chen, Y.Q.; Giri, ].D.; et al.
Tyrosine Phosphorylation and Activation of STATS5, STAT3, and Janus Kinases by Interleukins 2 and 15. Proc. Natl. Acad. Sci. USA
1995, 92, 8705-8709. [CrossRef] [PubMed]

Waugh, D.]J.J.; Wilson, C. The Interleukin-8 Pathway in Cancer. Clin. Cancer Res. 2008, 14, 6735-6741. [CrossRef] [PubMed]
Castro, F,; Cardoso, A.P.,; Gongalves, RM.; Serre, K.; Oliveira, M.]. Interferon-Gamma at the Crossroads of Tumor Immune
Surveillance or Evasion. Front. Immunol. 2018, 9, 1-19. [CrossRef]

Perreault, N.; Beaulieu, J.-F. Use of the Dissociating Enzyme Thermolysin to Generate Viable Human Normal Intestinal Epithelial
Cell Cultures. Exp. Cell Res. 1996, 224, 354-364. [CrossRef]

Kumar, V.; Wijmenga, C.; Withoff, S. From Genome-Wide Association Studies to Disease Mechanisms: Celiac Disease as a Model
for Autoimmune Diseases. Semin. Immunopathol. 2012, 34, 567-580. [CrossRef]

Plaza-Izurieta, L.; Fernandez-Jimenez, N.; Irastorza, I.; Jauregi-Miguel, A.; Romero-Garmendia, I.; Vitoria, J.C.; Bilbao, J.R.
Expression Analysis in Intestinal Mucosa Reveals Complex Relations among Genes under the Association Peaks in Celiac Disease.
Eur. J. Hum. Genet. 2015, 23, 1100-1105. [CrossRef]

Mercer, T.R.; Dinger, M.E.; Mattick, ].S. LncRNA: Insights Into Functions. Nat. Rev. Genet. 2009, 10, 155-159. [CrossRef]

Xiyuan, L.; Dechao, B.; Liang, S.; Yang, W.; Shuangsang, F.; Hui, L.; Haitao, L.; Chunlong, L.; Wenzheng, F.; Runsheng, C.; et al.
Using the NONCODE Database Resource. Curr. Protoc. Bioinform. 2017, 58, 12.16.1-12.16.19. [CrossRef] [PubMed]

Frankish, A.; Diekhans, M.; Ferreira, A.M.; Johnson, R.; Jungreis, I.; Loveland, J.; Mudge, ] M.; Sisu, C.; Wright, J.; Armstrong, J.;
et al. GENCODE Reference Annotation for the Human and Mouse Genomes. Nucleic Acids Res. 2019, 47, D766-D773. [CrossRef]
[PubMed]

Chen, J.; Liu, S.; Hu, X. Long Non-Coding RNAs: Crucial Regulators of Gastrointestinal Cancer Cell Proliferation. Cell Death
Discov. 2018, 4. [CrossRef] [PubMed]

Robinson, E.K.; Covarrubias, S.; Carpenter, S. The How and Why of LncRNA Function: An Innate Immune Perspective. BBA
2020, 1863, 194419. [CrossRef] [PubMed]

Chen, J.; Ao, L.; Yang, J. Long Non-Coding RNAs in Diseases Related to Inflammation and Immunity. Ann. Transl. Med. 2019, 7,
494, [CrossRef]

Yarani, R.; Mirza, A.H.; Kaur, S.; Pociot, F. The Emerging Role of LncRNAs in Inflammatory Bowel Disease. Exp. Mol. Med. 2018,
50, 161. [CrossRef]

Guo, C; Qi, Y,; Qu, J.; Gai, L,; Shi, Y.; Yuan, C. Pathophysiological Functions of the LncRNA TUGL1. Curr. Pharm. Des. 2019, 26,
688-700. [CrossRef]

Qiang, Z.; Ma, H.; Cao, X.; Chen, F; Fang, B.; Chang, Y,; Jia, H.; Li, Z. Downregulation of LncRNA TUG1 Inhibited TLR4 Signaling
Pathway-Mediated Inflammatory Damage After Spinal Cord Ischemia Reperfusion in Rats via Suppressing TRIL Expression. J.
Neuropathol. Exp. Neurol. 2019, 78, 268-282. [CrossRef]


http://doi.org/10.1126/science.aad0467
http://doi.org/10.1097/MPG.0000000000001970
http://www.ncbi.nlm.nih.gov/pubmed/29601440
http://doi.org/10.1016/j.biopha.2018.05.069
http://doi.org/10.1016/j.jaut.2016.07.012
http://doi.org/10.1007/s12031-016-0741-8
http://doi.org/10.1002/jcp.28811
http://doi.org/10.1007/s11515-016-1433-z
http://doi.org/10.1016/j.molcel.2014.01.009
http://doi.org/10.1016/j.micpath.2020.104139
http://www.ncbi.nlm.nih.gov/pubmed/32173492
http://doi.org/10.3389/fnmol.2019.00215
http://www.ncbi.nlm.nih.gov/pubmed/31551710
http://doi.org/10.1093/nar/gkz410
http://www.ncbi.nlm.nih.gov/pubmed/31147707
http://doi.org/10.1073/pnas.92.19.8705
http://www.ncbi.nlm.nih.gov/pubmed/7568001
http://doi.org/10.1158/1078-0432.CCR-07-4843
http://www.ncbi.nlm.nih.gov/pubmed/18980965
http://doi.org/10.3389/fimmu.2018.00847
http://doi.org/10.1006/excr.1996.0145
http://doi.org/10.1007/s00281-012-0312-1
http://doi.org/10.1038/ejhg.2014.244
http://doi.org/10.1038/nrg2521
http://doi.org/10.1002/cpbi.25
http://www.ncbi.nlm.nih.gov/pubmed/28654727
http://doi.org/10.1093/nar/gky955
http://www.ncbi.nlm.nih.gov/pubmed/30357393
http://doi.org/10.1038/s41420-018-0051-8
http://www.ncbi.nlm.nih.gov/pubmed/29736267
http://doi.org/10.1016/j.bbagrm.2019.194419
http://www.ncbi.nlm.nih.gov/pubmed/31487549
http://doi.org/10.21037/atm.2019.08.37
http://doi.org/10.1038/s12276-018-0188-9
http://doi.org/10.2174/1381612826666191227154009
http://doi.org/10.1093/jnen/nly126

Int. J. Mol. Sci. 2021, 22, 1289 15 of 15

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

Fuschi, P; Carrara, M.; Voellenkle, C.; Garcia-Manteiga, ]. M.; Righini, P.; Maimone, B.; Sangalli, E.; Villa, F.; Specchia, C.; Picozza,
M.; et al. Central Role of the P53 Pathway in the Noncoding-RNA Response to Oxidative Stress. Aging 2017, 9, 2559-2586.
[CrossRef]

Cai, X.,; Wang, S.; Hong, L.; Yu, S.; Li, B.; Zeng, H.; Yang, X.; Zhang, P.; Shao, L. Long Noncoding RNA Taurine-Upregulated Gene
1 Knockdown Protects Cardiomyocytes Against Hypoxia/Reoxygenation-Induced Injury Through Regulating MiR-532-5p /Sox8
Axis. J. Cardiovasc. Pharmacol. 2020, 76, 556-563. [CrossRef]

Yang, B.; Liang, R.-S.; Wu, X.-Y,; Lin, Y.-]. LncRNA TUG1 Inhibits Neuronal Apoptosis in Status Epilepticus Rats via Targeting the
MiR-421/MTOR Axis. Cell. Signal. 2020, 76, 109787. [CrossRef] [PubMed]

Chen, Q.; Cai, J.; Wang, Q.; Wang, Y.; Liu, M.; Yang, J.; Zhou, J.; Kang, C.; Li, M,; Jiang, C. Long Noncoding RNA NEAT1,
Regulated by the EGFR Pathway, Contributes to Glioblastoma Progression through the WNT/b-Catenin Pathway by Scaffolding
EZH2. Clin. Cancer Res. 2018, 24, 684-695. [CrossRef] [PubMed]

Sun, S.J.; Lin, Q.; Ma, J.X.; Shi, WW.; Yang, B.; Li, F. Long Non-Coding RNA NEAT1 Acts as Oncogene in NSCLC by Regulating
the Wnt Signaling Pathway. Eur. Rev. Med. Pharmacol. Sci. 2017, 21, 504-510.

Xiao, C.H,; Yu, H.Z,; Guo, C.Y,; Wu, Z.M.; Cao, H.Y,; Li, W.B,; Yuan, J.F. Long Non-Coding RNA TUG1 Promotes the Proliferation
of Colorectal Cancer Cells through Regulating Wnt/ 3-Catenin Pathway. Oncol. Lett. 2018, 16, 5317-5324. [CrossRef] [PubMed]
Dotsenko, V.; Oittinen, M.; Taavela, J.; Popp, A.; Perdaho, M,; Staff, S.; Sarin, J.; Leon, F; Isola, J.; Maki, M.; et al. Genome-Wide
Transcriptomic Analysis of Intestinal Mucosa in Celiac Disease Patients on a Gluten-Free Diet and Postgluten Challenge. Cell.
Mol. Gatroenterol. Hepatol. 2021, 11, 13-32. [CrossRef]

Magni, S.; Comani, G.B.; Elli, L.; Vanessi, S.; Ballarini, E.; Nicolini, G.; Rusconi, M.; Castoldi, M.; Meneveri, R.; Muckenthaler,
M.U.; et al. MIRNAs Affect the Expression of Innate and Adaptive Immunity Proteins in Celiac Disease. Am. . Gastroenterol.
2014, 109, 1662. [CrossRef]

Frazer, A.C.; Fletcher, R.F; Ross, C.A.; Shaw, B.; Sammons, H.G.; Schneider, R. Gluten-Induced Enteropathy the Effect of Partially
Digested Gluten. Lancet 1959, 274, 252-255. [CrossRef]

Yates, A.D.; Achuthan, P.,; Akanni, W.; Allen, J.; Allen, J.; Alvarez-Jarreta, J.; Amode, M.R.; Armean, LM.; Azov, A.G.; Bennett, R,;
et al. Ensembl 2020. Nucleic Acids Res. 2020, 48, D682-D688. [CrossRef]

Cartharius, K.; Frech, K.; Grote, K.; Klocke, B.; Haltmeier, M.; Klingenhoff, A.; Frisch, M.; Bayerlein, M.; Werner, T. MatInspector
and beyond: Promoter Analysis Based on Transcription Factor Binding Sites. Bioinformatics 2005, 21, 2933-2942. [CrossRef]
Messeguer, X.; Escudero, R; Farré, D.; Nufiez, O.; Martinez, J.; Alba, M.M. PROMO: Detection of Known Transcription Regulatory
Elements Using Species-Tailored Searches. Bioinformatics 2002, 18, 333-334. [CrossRef]

Fornes, O.; Castro-Mondragon, ].A.; Khan, A.; Van Der Lee, R.; Zhang, X.; Richmond, P.A.; Modji, B.P.; Correard, S.; Gheorghe, M.;
Baranasi¢, D.; et al. JASPAR 2020: Update of the Open-Access Database of Transcription Factor Binding Profiles. Nucleic Acids Res.
2020, 48, D87-D92. [CrossRef] [PubMed]

Cai, B,; Yang, B.; Huang, D.; Wang, D,; Tian, J.; Chen, F; Wang, X. STAT3-Induced up-Regulation of LncRNA NEAT1 as a CeRNA
Facilitates Abdominal Aortic Aneurysm Formation by Elevating TULP3. Biosci. Rep. 2020, 40, 1-11. [CrossRef] [PubMed]


http://doi.org/10.18632/aging.101341
http://doi.org/10.1097/FJC.0000000000000895
http://doi.org/10.1016/j.cellsig.2020.109787
http://www.ncbi.nlm.nih.gov/pubmed/33007387
http://doi.org/10.1158/1078-0432.CCR-17-0605
http://www.ncbi.nlm.nih.gov/pubmed/29138341
http://doi.org/10.3892/ol.2018.9259
http://www.ncbi.nlm.nih.gov/pubmed/30250601
http://doi.org/10.1016/j.jcmgh.2020.07.010
http://doi.org/10.1038/ajg.2014.203
http://doi.org/10.1016/S0140-6736(59)92051-3
http://doi.org/10.1093/nar/gkz966
http://doi.org/10.1093/bioinformatics/bti473
http://doi.org/10.1093/bioinformatics/18.2.333
http://doi.org/10.1093/nar/gkz1001
http://www.ncbi.nlm.nih.gov/pubmed/31701148
http://doi.org/10.1042/BSR20193299
http://www.ncbi.nlm.nih.gov/pubmed/31868202

	Introduction 
	Results 
	Long Non-Coding RNA Expression Varies in CD Mucosa 
	Gluten Exposure Alters NEAT1 and TUG1 Expression 
	NEAT1 and TUG1 Are Preferentially Expressed in the Epithelium 
	NEAT1 and TUG1 Expression Is Triggered by Cytokines 
	IL-15 Causes the Binding of STAT3 to NEAT1 Promoter in HIEC-6 Cell Model 

	Discussion 
	Materials and Methods 
	Patients 
	Biopsy Processing and Ex Vivo Stimulation 
	Laser Capture Microdissection 
	Cell Culture 
	RNA Extraction and Gene Expression 
	Protein Extraction and Western Blot 
	Promoter Region Analysis 
	DNA Retardation Assay 
	Statistical Analysis 

	References

