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Abstract: Due to abundant stroma and extracellular matrix, accompanied by lack of vascularization,
pancreatic ductal adenocarcinoma (PDAC) is characterized by severe hypoxia. Epigenetic regulation
is likely one of the mechanisms driving hypoxia-induced epithelial-to-mesenchymal transition (EMT),
responsible for PDAC aggressiveness and dismal prognosis. To verify the role of DNA methylation
in this process, we assessed gene expression and DNA methylation changes in four PDAC cell lines.
BxPC-3, MIA PaCa-2, PANC-1, and SU.86.86 cells were exposed to conditioned media containing
cytokines and inflammatory molecules in normoxic and hypoxic (1% O2) conditions for 2 and 6 days.
Cancer Inflammation and Immunity Crosstalk and Human Epithelial to Mesenchymal Transition
RT2 Profiler PCR Arrays were used to identify top deregulated inflammatory and EMT-related genes.
Their mRNA expression and DNA methylation were quantified by qRT-PCR and pyrosequencing.
BxPC-3 and SU.86.86 cell lines were the most sensitive to hypoxia and inflammation. Although the
methylation of gene promoters correlated with gene expression negatively, it was not significantly
influenced by experimental conditions. However, DNA methyltransferase inhibitor decitabine
efficiently decreased DNA methylation up to 53% and reactivated all silenced genes. These results
confirm the role of DNA methylation in EMT-related gene regulation and uncover possible new
targets involved in PDAC progression.

Keywords: PDAC; inflammation; hypoxia; epithelial-to-mesenchymal transition; DNA methylation

1. Introduction

Pancreatic ductal adenocarcinoma (PDAC), representing more than 90% of all pancre-
atic cancers, is estimated to become the second leading cause of cancer-related deaths in
developed countries by 2030 [1]. Patient prognosis is mainly affected by the time of disease
diagnostics. However, only 11% of PDACs are detected early, with a 5-year survival rate of
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39%. If cancer has spread to surrounding tissues or organs, a 5-year survival rate drops
down to 13%, and for the 52% of patients diagnosed in the late stage, it decreases to only
3% [2]. High PDAC mortality is also a consequence of its aggressive nature with early local
invasion and resistance to conventional treatment.

Accumulation of genetic, epigenetic, and morphological changes in pancreatic ductal
cells is causal in disease initiation and development. The progression from hyperplasia
through dysplasia to invasive PDAC is at the molecular level associated with telomere
shortening and accumulation of mutations in KRAS, ERBB2, CDKN2A in low-grade, and
TP53, SMAD4, and BRCA2 in high-grade pre-invasive precursor lesions [3]. However,
the mutational burden is not enough to comprehensively explain PDAC pathogenesis.
Integration of genomic and epigenomic data demonstrates that mutational alteration in
oncogenes, such as KRAS, induces downstream signaling leading to direct regulation of
histone proteins as well as histone and DNA-modifying enzymes [4]. While genetics is
critical for PDAC initiation and early progression, the acquisition of tumor heterogeneity is
associated with specific epigenomic landscapes [5,6].

Besides cell-intrinsic (mutation background, epigenetic state), several extrinsic factors
in the tumor microenvironment, such as inflammation, hypoxia with related oxidative
stress, and acidosis, significantly contribute to PDAC aggressiveness [7,8]. The fibro-
inflammatory stroma of chronic pancreatitis resembles that of pancreatic cancer, and aber-
rant inflammatory signaling contributes to the malignant transformation of pancreatic
cells [9,10]. On the other hand, hypoxia is one of the main players inducing metastatic
cascade: tumor cell intravasation, migration, survival in the bloodstream, extravasation,
and colonization [11]. The hypoxic PDAC microenvironment resides from poor vascular-
ization and rapid proliferation of cancer cells. The presence of hypoxic areas in the tumors
correlates with a worse prognosis [12]. Tumor cells develop efficient adaptive metabolic
strategies in hypoxic conditions to satisfy their high energetic demands. Hypoxia-inducible
factors (HIFs) are activating transcriptional factors (TFs), securing the physiological re-
sponse of cancer cells to hypoxia by stimulation of genes involved in angiogenesis and
glycolysis [13]. We and others have provided evidence that hypoxia is accompanied by
HIF1 induction in various cancers, including PDAC [14–16]. Intratumoral hypoxia me-
diates epithelial to mesenchymal transition (EMT), whose major inducer is transforming
growth factor-β (TGF-β) along with cytokines and growth factors secreted by the tumor
microenvironment [17,18]. EMT results in loss of cell adhesion, abnormal apical-basal
polarity, and cytoskeletal reorganization, which raises tumor cell motility, invasiveness, and
stemness [19]. Mesenchymal phenotype increases resistance to apoptosis and elevates the
production of extracellular matrix (ECM) components by activated pancreatic stellate cells.
One of the main EMT features is the functional loss of E-cadherin expression [20]. Hypoxia-
induced pathways critically contribute to the deregulation of EMT-TFs, including SNAIl,
TWIST1, ZEB1, ZEB2, or SIP1 [21]. These TFs, promoting cell polarity loss by destroying
tight junctions and degrading adhesion molecules, were detected to be overexpressed in
PDAC [22]. The tumors’ hypoxic environment can induce EMT by reducing the activity
of ten-eleven translocation (TET) enzymes, which are essential in the process of cytosine
demethylation, and bind the oxygen molecule as an essential cofactor [23].

Accumulating evidence reveals that hypoxia in cancers directly influences chromatin
remodeling events like DNA methylation and histone modifications [24]. Epigenetic
regulation is also implicated in dynamic changes underlying metastable or stable EMT tran-
sitions [25]. However, the study of epigenetic changes under hypoxic conditions is at the
beginning in PDAC, with better-characterized microRNA and long non-coding RNA regu-
lation, post-translational modifications of histones, and expression of epigenetic regulator
proteins [26]. SNAI1 can recruit multiple chromatin-modifying enzymes, including LSD1,
HDAC1, HDAC2, PRC2, and others to the E-cadherin promoter, inducing DNMT-mediated
DNA methylation [27,28]. Earlier studies demonstrated that downregulation of E-cadherin
in metastatic PDAC cells was guided by a SNAI1/HDAC1/HDAC2 repressor complex [29].
Importantly, PDAC models and human samples confirmed these findings. It is generally
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accepted that there is a global increase in DNA methylation after a period of hypoxia,
which can be at least in part attributable to HIF-mediated expression of histone-modifying
enzymes [30].

Given the limited options for PDAC treatment and the suggested role of DNA methy-
lation in cancer treatment resistance, understanding epigenetic mechanisms underlying
PDAC invasiveness and metastasis makes it possible to identify new therapeutic targets [31].
Herein, we examined the extent to which epigenetic regulation influences gene expres-
sion of EMT-related genes in PDAC. Particularly, the role of DNA methylation in the
inflammation- and hypoxia-driven EMT model has been investigated in a subset of PDAC
cell lines.

2. Results

Four PDAC cell lines, BxPC-3, MIA PaCa-2, and PANC-1, derived from the primary
adenocarcinoma, and SU86.86 cells derived from liver metastasis, were used to assess EMT-
related changes in gene expression and DNA methylation. Inflammatory conditions were
modeled by indirect cell co-cultivation through a conditioned media (CM) containing a
wide range of cytokines and inflammatory molecules produced by activated fibroblasts [32].
Cells were cultured in a monolayer for two and six days in either DMEM under normoxic
conditions (Control), CM in normoxia (CM), DMEM in hypoxia (1% O2, HY), or CM in
hypoxia (CM + HY) (for details, see Material and Methods).

2.1. Inflammation and Hypoxia-Mediated Gene Expression Changes after 2-Day Exposure

To identify inflammation- and hypoxia-induced EMT-related gene expression changes,
we used Cancer Inflammation and Immunity Crosstalk RT2 Profiler and Human Epithe-
lial to Mesenchymal Transition RT2 Profiler PCR Arrays (PAHS-181Z and PAHS-090ZA,
respectively). Each of them allowed us to analyze 84 genes or biological pathways, either
mediating communication between tumor cells and the cellular mediators of inflamma-
tion and immunity or tumor metastasis, stem cell differentiation, and development. A
two-fold change (FC) was set as a cut-off for upregulation and 0.5 for downregulation. An
example of an inflammatory factor present in CM is CXCL12 (13.7% increase in CM over
DMEM, unpublished data), a ligand for the C-X-C motif chemokine receptor 4 (CXCR4).
Increased content of proinflammatory IL-1α in the CM (10.3%, unpublished data), which
constitutively activates the NF-κB signaling pathway, could influence the expression of
other inflammatory genes such as vascular endothelial growth factor A (VEGFA). However,
only a few inflammatory genes showed more than two-fold change after cultivating cells
in CM alone (Figure 1a). VEGFA upregulation by HY and CM + HY was found in all cell
lines except for PANC-1. The highest upregulation of the C-C motif chemokine ligand
5 (CCL5) gene was induced by CM + HY. With the upregulation of 18 (Figure 1b) and
downregulation of 14 genes (Figure 1c), the BxPC-3 cell line was the most sensitive to CM +
HY exposure. Although 19 inflammatory genes were upregulated by more than two-fold
in the MIA PaCa-2 cell line, the magnitude of these changes was lower, and only one was
downregulated below 0.5-fold. The PANC-1 and SU.86.86 cell lines were more resistant to
studied factors with upregulation of only a small number of the analyzed genes (7 and 8,
respectively), while downregulation below 0.5-fold was observed only in 3 and 5 genes in
these cell lines, respectively. In general, hypoxia was a more potent factor in inducing an
inflammatory response in cells. The combination of CM + HY had the most pronounced
effect on changes in inflammatory gene expression, with the CXCR4 receptor gene being
among the top upregulated in all cell lines. The top downregulated gene was CCL11 by HY
in BxPC-3 cells.

Extensive changes were found in the expression levels of EMT-related genes, although
their magnitude was lower than for inflammatory genes (Figure 2a). In line with previous
results, showing 17 and 22 upregulated and 10 and 13 downregulated genes by HY and CM
+ HY, respectively, the BxPC-3 cells were the most sensitive to studied factors (Figure 2b,c).
Although the top-upregulated VIM gene showed an almost 100-fold change in BxPC-3
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cells due to HY, no changes in VIM expression were found in the other cell lines. The top
downregulated gene, STEAP1, with fold regulation value −27.0, was identified in the same
cell line. CM-induced gene expression changes were milder, except for MIA PaCa-2 with
16 upregulated and 2 downregulated genes. However, only 2 genes were upregulated and
4 downregulated in this cell line by a combination of CM + HY. Interestingly, some of the
genes upregulated in MIA PaCa-2 were downregulated in other cell lines, e.g., KRT19. The
most resistant to all experimental conditions were PANC-1 cells, where CM + HY only
upregulated 7 and downregulated 3 genes.
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Figure 1. Inflammatory gene expression changes after 2-day cultivation of cells in inflammatory (CM),
hypoxic (HY) conditions, and their combination (CM + HY) measured using Cancer Inflammation
and Immunity Crosstalk RT2 Profiler PCR Array (a). Gene expression changes are plotted as fold
regulation values (−1/fold change for FC below 1); (b) Venn diagram showing overlapping genes
with more than two-fold upregulation by CM + HY exposure; (c) Venn diagram showing overlapping
genes with more than two-fold downregulation by CM + HY exposure. CM, conditioned media;
HY, 1% hypoxia.
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Figure 2. EMT gene expression changes after 2-days cultivation of cells in inflammatory (CM),
hypoxic (HY) conditions and their combination (CM + HY) measured using Human Epithelial to
Mesenchymal Transition RT2 Profiler PCR Array (a). Gene expression changes are plotted as fold
regulation values (−1/fold change for FC below 1); (b) Venn diagram showing overlapping genes
with more than two-fold upregulation by CM + HY exposure; (c) Venn diagram showing overlapping
genes with more than two-fold downregulation by CM + HY exposure. CM, conditioned media;
HY, 1% hypoxia.

Based on these findings and published literature, three inflammatory genes (CCL5,
CXCR4, VEGFA), five EMT-TFs (SNAI1, SNAI2, ZEB1, ZEB2, TWIST1), and 12 EMT-related
genes (CDH1, KRT19, OCLN, STEAP1, TSPAN13, CDH2, FN1, ITGA5, BMP2, NID2, SER-
PINE1, and DSC2), were selected for validation/analysis by qRT-PCR. Genotyping assays
and primer sequences are listed in Materials and Methods and Tables S1 and S2.

Gene expression changes after 2-day exposure to experimental conditions (CM, HY
and CM + HY) are provided in Figure 3 and Table S3. In agreement with previous findings,
CXCR4 was upregulated by HY and CM + HY in all studied cell lines. A significant
upregulation of VEGFA gene expression was observed due to CM and CM + HY in BxPC-3
cells and all studied combinations in SU.86.86 cells. MIA PaCa-2 and PANC-1 showed to
be relatively resistant to all treatment conditions. In line with the data from the PCR array,
the CCL5 gene was downregulated in BxPC-3 cells, while its upregulation was observed in
MIA PaCa-2, PANC-1, and SU.86.86 cell lines.
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Figure 3. Changes in the expression of (a) inflammatory, (b) EMT-TFs, and (c) EMT-related genes
after 2-day cell cultivation in inflammatory (CM), hypoxic (HY) conditions, and their combination
(CM + HY), relative to Control. Inflammatory genes are highlighted by grey, EMT-TFs by blue, and
EMT-related genes by green color; CM, conditioned media; HY, 1% hypoxia; * p < 0.05, ** p < 0.01,
*** p < 0.001.

Gene expression of the EMT-TFs was affected moderately, with most changes below
two-fold, except for SNAI1 by CM + HY in BxPc-3 and SU.86.86 cells and ZEB1 by CM in
MIA PaCa-2 and SU.86.86. None of the analyzed cell lines expressed the TWIST1 and ZEB2
genes. Surprisingly, EMT-TFs were frequently downregulated after 2-day treatment.

CDH1 and CDH2 genes were not expressed in the MIA PaCa-2 and PANC-1 cells.
We confirmed the downregulation of several epithelial genes, mainly OCLN and STEAP1,
in BxPc-3 and SU.86.86. The most significant upregulations of mesenchymal genes were
found again in BxPC-3 and SU.86.86 cell lines, with the most significant changes in FN1 and
ITGA5 due to HY and CM + HY exposure. BMP2 was not expressed in MIA PaCa-2 and
PANC-1, while its expression increased significantly due to HY and CM + HY in BxPC-3
and SU.86.86 cells. Gene expression changes in MIA PaCa-2 and PANC-1 cells were minor,
mainly due to the relatively high number of silenced genes (CDH1, STEAP1, CDH2, BMP2,
and NID2, while DSC2 in MIA PaCa-2 only).

2.2. Global and Gene-Specific DNA Methylation in Individual Cell Lines

The LINE-1, which represents a surrogate marker of global methylation level and
promoter DNA methylation of 15 EMT genes, including TFs, was assessed in all studied
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cell lines using the quantitative pyrosequencing method described in detail in Materials
and Methods (Figure 4). Global DNA methylation varied between 46% in BxPC-3, 79%
in MIA PaCa-2, 69% in PANC-1, and 60% in SU.86.86 cells. Low DNA methylation was
found for EMT-TFs, with methylation levels below 10%. However, SNAI1 and SNAI2 in
MIA PaCa-2 cells and TWIST1 in all cell lines were highly methylated (between 53% and
95%). Importantly, the DNA methylation level strongly correlated with gene expression
in most studied genes. High promoter methylation was found particularly in silenced
genes, in MIA PaCa-2 and PANC-1 cells, TWIST1 (95%, 79%), STEAP1 (83%, 53%), CDH2
(95%, 95%), BMP2 (84%, 61%), NID2 (88%, 84%), respectively and DSC2 (80% in MIA
PaCa-2). Nevertheless, DNA methylation of the CDH1 gene was low (between 6% and
12%) despite inhibited gene expression in MIA PaCa-2 and PANC-1 cells.
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Figure 4. Global and promoter DNA methylation of individual genes and changes induced by 2-day
exposure. EMT-TFs are highlighted by blue, EMT-related genes by green color; CM, conditioned
media, HY, 1% hypoxia; no significant changes induced by a 2-day exposure to individual conditions
were found.

In BxPC-3, only four genes, TWIST1 (87%), CDH2 (89%), NID2 (90%), and STEAP1
(49%), were highly methylated, while in SU.86.86 cells, there were only three genes, TWIST1
(89%), NID2 (36%), and STEAP1 (65%). Experimental conditions did not significantly affect
global or gene-specific DNA methylation after a 2-day exposure.

2.3. Prolonged Treatment-Induced EMT-Related Gene Expression and DNA Methylation Changes

Due to negative findings for DNA methylation changes after 2-days, we extended
exposure time up to 6 days to rule out the possibility that the exposure time was too short
for the methylation changes to take effect. During this time, the cells survived in the given
experimental conditions without subculturing and significantly reduced viability (by more
than 20%).

Gene expression changes after 6-day exposure to experimental conditions (CM, HY
and CM + HY) are provided in Figure 5 and Table S4. Interestingly, in BxPC-3 and MIA
PaCa-2 cells after 6-days, the extent of CXCR4 upregulation by HY and CM + HY was
lower than after 2-days. On the other hand, CXCR4 expression increased from 8.8-fold
to 25.6-fold in PANC-1 and VEGFA from 5.8-fold to 18.9-fold in SU.86.86 by CM + HY
(Figures 3a and 5a). In addition, CCL5 gene expression increased significantly due to CM
in MIA PaCa-2 and all exposures in SU.86.86 cells. However, upregulation of CCL5 was
milder in comparison to other genes.
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Individual cell lines exhibited considerable differences in the expression of EMT genes
(Figure 5b,c). All genes except ZEB1 and highly methylated TWIST1 were expressed in
BxPC-3 and SU.86.86 cells. However, many genes, including CDH1, were not expressed in
MIA PaCa-2 and PANC-1 cells.

A significant decrease of three epithelial genes, CDH1, OCLN, and TSPAN13, was
identified in BxPC-3 cells. On the other hand, expression of four mesenchymal genes, FN1,
ITGA5, BMP2, and SERPINE1, increased significantly, while CDH2 was downregulated.
In MIA PaCa-2 cells, upregulation of more than two-fold was identified in the SERPINE1
gene only. In PANC-1 cells, downregulation of SNAI1 was accompanied by upregulation
of DSC2. Although expression of epithelial genes in SU.86.86 cells did not change more
than two-fold, most mesenchymal genes were upregulated mainly by CM + HY, namely
FN1, ITGA5, BMP2, SERPINE1, and DSC2.

Due to small DNA methylation changes after 2-day exposure, only LINE-1 and five
representative genes with the most prominent expression changes were selected for analysis
after 6-day exposure (Figure 6). Simultaneously, we assessed gene expression changes of
three DNMTs and the TET1 gene. DNMT1 and DNMT3B decreased significantly in all
cell lines except DNMT1 in MIA PaCa-2. The TET1 gene was not expressed in BxPC-3
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cells; however, its expression increased significantly in MIA PaCa-2 by exposure to CM +
HY while decreased by the same condition in PANC-1 cells. No changes were found in
SU.86.86 cells.
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The expression of hallmark EMT protein, E-cadherin, and DNMT1, considered main-
tenance DNMT, were assessed in all cell lines by western blot. This method confirmed
changes found by qRT-PCR (Figure 7), showing that E-cadherin was expressed in BxPC-3
and SU.86.86 cells only. Its expression decreased significantly after 6-day exposure in
the BxPC-3 cell line and SU.86.86 by CM. DNMT1 expression decreased significantly by
CM + HY in BxPC-3, MIA PaCa-2, and SU.86.86 cells, while it increased by CM in PANC-1.



Int. J. Mol. Sci. 2022, 23, 2117 10 of 21Int. J. Mol. Sci. 2022, 23, 2117 10 of 21 
 

 

 
Figure 7. Western blot analysis and quantification by densitometry of DNMT1 and E-cadherin pro-
tein levels in the normoxic and hypoxic conditions enriched with conditioned media; CM, condi-
tioned media, HY, 1% hypoxia; * p < 0.05, ** p < 0.01. 

2.4. Gene Expression and DNA Methylation Changes Induced by Decitabine 
To confirm that the expression of studied genes was mediated by DNA methylation, 

we used DNMT inhibitor decitabine (DAC) (Figure 8, Table S5). Non-cytotoxic DAC con-
centrations (cell viability over 80%) were selected based on the results of the luminescence 
assay (Figure 8a). Given the mode of action and low stability, DAC was added daily for 3 
days to allow cell division. Due to the expected decrease of DNA methylation by DAC, 
only seven highly methylated genes were analyzed for DAC-induced DNA methylation 
changes, and genes with low promoter methylation were excluded from pyrosequencing 
analysis (Figure 8b). However, TWIST1 and all EMT-related genes were assessed for gene 
expression changes (Figure 8c). DAC efficiently decreased DNA methylation in the ma-
jority of highly methylated genes. A significant decrease was found for TWIST1, CDH2, 
and NID2 in BxPC-3; for all studied genes in MIA PaCa-2; TWIST1, CDH2, FN1, NID2, 
and DSC2 in PANC-1 cells, and TWIST1 in SU.86.86. 

Gene expression of all studied genes except for STEAP1 increased significantly after 
DAC treatment in BxPC-3 cells, with more than two-fold increase in OCLN, CDH2, FN1, 
ITGA5, BMP2, and DSC2. In MIA PaCa-2 five genes were upregulated, KRT19, TSPAN13, 
FN1, and ITGA5. In PANC-1 it was TSPAN13 and DSC2. Finally, in SU.86.86 cell line 
OCLN, CDH2, FN1, ITGA5, BMP2, NID2, and DSC2 genes were upregulated. 
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2.4. Gene Expression and DNA Methylation Changes Induced by Decitabine

To confirm that the expression of studied genes was mediated by DNA methylation,
we used DNMT inhibitor decitabine (DAC) (Figure 8, Table S5). Non-cytotoxic DAC con-
centrations (cell viability over 80%) were selected based on the results of the luminescence
assay (Figure 8a). Given the mode of action and low stability, DAC was added daily for
3 days to allow cell division. Due to the expected decrease of DNA methylation by DAC,
only seven highly methylated genes were analyzed for DAC-induced DNA methylation
changes, and genes with low promoter methylation were excluded from pyrosequencing
analysis (Figure 8b). However, TWIST1 and all EMT-related genes were assessed for gene
expression changes (Figure 8c). DAC efficiently decreased DNA methylation in the majority
of highly methylated genes. A significant decrease was found for TWIST1, CDH2, and
NID2 in BxPC-3; for all studied genes in MIA PaCa-2; TWIST1, CDH2, FN1, NID2, and
DSC2 in PANC-1 cells, and TWIST1 in SU.86.86.

Gene expression of all studied genes except for STEAP1 increased significantly after
DAC treatment in BxPC-3 cells, with more than two-fold increase in OCLN, CDH2, FN1,
ITGA5, BMP2, and DSC2. In MIA PaCa-2 five genes were upregulated, KRT19, TSPAN13,
FN1, and ITGA5. In PANC-1 it was TSPAN13 and DSC2. Finally, in SU.86.86 cell line OCLN,
CDH2, FN1, ITGA5, BMP2, NID2, and DSC2 genes were upregulated.

Importantly, DAC reactivated gene expression of all silenced genes (Figure 8d), in-
cluding TWIST1 in all cell lines, CDH1 in MIA PaCa-2, and PANC-1. Moreover, STEAP1,
CDH2, BMP2, NID2, and DSC2 were reactivated in the MIA PaCa-2 cell line, and CDH2,
STEAP1, BMP2, in PANC-1 cells. However, significant upregulation was also found in the
genes with low methylation levels, whose methylation did not change significantly, e.g.,
FN1, BMP2, and DSC2 in BxPC-3 cells, and CDH2, FN1, BMP2, and DSC2 in SU.86.86 cells.

To evaluate the potential translational significance of our findings, we assessed the
difference in the expression of analyzed EMT-related genes between PDAC and normal
pancreatic tissues using The online Gene Expression Profiling Interactive Analysis (GEPIA)
tool. GEPIA is a valuable and highly cited resource for gene expression analysis based on tu-
mor and normal samples from The Cancer Genome Atlas (TCGA) and the Genotype-Tissue
Expression (GTEx) databases (GEPIA (Gene Expression Profiling Interactive Analysis).
Available online: http://gepia.cancer-pku.cn/ (accessed on 16 December 2021)) [33]. Based
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on the available data, mRNA expression of nearly all analyzed genes, except for OCLN and
TSPAN13, was significantly upregulated in PDAC samples (Figure 9).
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Figure 8. Changes in DNA methylation and gene expression induced by exposure to sub-cytotoxic
decitabine (DAC) concentrations in PDAC cell lines. (a) Cell viability after DAC treatment; (b) DAC-
induced DNA methylation changes in TWIST1 (highlighted by yellow) and selected EMT-related
genes (highlighted by red); (c) DAC-induced changes in the expression of TWIST1 and EMT-related
genes; (d) reactivation of gene expression; representative gels are shown for individual genes except
for TWIST1 and CDH1, * p < 0.05, ** p < 0.01, *** p < 0.001.
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3. Discussion

Dense desmoplastic fibrotic stroma, the rapid proliferation of cancer cells, and poor
vascularization contribute to the hypoxic microenvironment of PDAC [13]. Repression
of E-cadherin and other genes involved in cell–cell and cell–basal membrane contacts
are among the EMT features, leading to loss of epithelial characteristics, acquisition of a
mesenchymal-like phenotype, and a worse prognosis. In addition to the EMT-TFs and
cadherins, the role of other EMT-related genes has not been elucidated in PDAC.

In the present study, we focused on hypoxia- and inflammation-triggered gene expres-
sion changes of EMT genes and the role of DNA methylation in their regulation. Gene
expression was modulated in a cell line-specific manner, with BxPC-3 cells manifesting the
highest response to experimental conditions. BxPC-3 is the squamous or more basal-like
human cell line, expressing the oncogenic ∆N form of TP63 (∆Np63), present in human pri-
mary PDAC samples of this subtype. Interestingly, we found a high degree of similarity in
gene expression and promoter DNA methylation patterns between BxPC-3 and metastatic
SU.86.86 cells, the same as between MIA PaCa-2 and PANC-1 cells. Unique molecular
features, including epithelial-mesenchymal phenotype and neuroendocrine differentiation
attributed to MIA PaCa-2 and PANC-1 [34], together with divergent genetic profiles, may be
responsible for a distinct response of the studied cell lines to experimental conditions [35].

Systemic and local chronic inflammation might enhance the risk of PDAC. The dy-
namic crosstalk between inflammatory and cancer cells is maintained by soluble mediators,
cytokines, and chemokines, which are synthesized by the host tumor and stromal cells.
They were shown to play an essential role in cellular proliferation, angiogenesis, metastasis,
and immune evasion [36]. In agreement with the demonstrated role of hypoxia in inducing
CXCR4 expression in cancer, we found CXCR4 the most significantly upregulated gene by
hypoxic conditions, independently of inflammatory stimuli. Accordingly, the expression of
CXCR4 mediated the development of liver and lung metastasis in the pancreatic cancer
animal model [37]. A positive correlation was documented between CXCR4 expression
and PDAC progression, including hematogenous dissemination [38]. However, the rela-
tionship between the expression of CXCR4 in PDAC and clinicopathological parameters
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remains inconclusive. Although several studies described CXCR4 overexpression as a
robust prognostic marker correlated with the risk of lymph node involvement and distant
metastasis [39], recent findings from more than 3600 PDAC samples documented a higher
CXCR4 expression in primary tumors than distant metastases [40]. CCL5 was one of 3
inflammatory cytokines deregulated in more than one cell line herein. The CCL5/ C-C
motif chemokine receptor 5 (CCR5) axis gains increasing attention due to its involvement in
tumor progression through multiple mechanisms, including immunosuppressive polariza-
tion, metabolic reprogramming, and ECM remodeling, facilitating migration and invasion
of tumor cells [41]. The CCL5 has been identified as a key chemokine for Treg cells infil-
tration in PDAC. Moreover, besides elevated expression of CCL5 in poorly differentiated
PDAC tissues compared to non-neoplastic and moderately differentiated, CCL5/CCR5
axis interaction was shown to promote migratory and invasiveness of PDAC BxPC-3, MIA
PACa-2, and AsPC-1 cells [42]. Tumor proliferation is associated with the expression of
pro-angiogenic factors, particularly VEGF. VEGF-A/VEGFR-2 signaling was shown to play
a crucial role in the motility of pancreas cancer cells [43]. Accordingly, high expression of
VEGFA was associated with a worse prognosis in PDAC [44].

Herein we found several EMT-related genes induced by hypoxia. This upregulation
occurred only in cell lines and genes with low promoter DNA methylation. Although
inflammation- and hypoxia-induced DNA methylation changes were negligible, differences
in global and gene-specific DNA methylation between studied primary cell lines of the
same origin (derived from pancreatic epithelial tissues) suggest an essential role of DNA
methylation in PDAC tumorigenesis. However, in in vitro models, tumor cells acquire
stable epigenetic marks after sustained cultivation of tumor cells under EMT-inducing
conditions [45].

Furthermore, the regulatory function of DNA methylation in gene expression regula-
tion was confirmed by the reactivation of silenced genes by DAC. This DNMT inhibitor is a
deoxycytidine analog typically used to reactivate gene expression silenced by promoter
methylation [46]. DAC incorporation into DNA leads to depletion of DNMT1 and passive
demethylation. DAC induces gene expression changes also indirectly via demethylation of
upstream genes, regulatory elements, or changes in histone modifications [47]. Although
a significant decrease of DNA methylation accompanied reactivation of silenced genes,
low DNA methylation levels of several upregulated genes, among them CDH1, suggest an
indirect effect of DAC on their expression.

By default, in epithelial tissue-derived tumors, a reduction of epithelial genes and
induction of mesenchymal phenotype is associated with EMT and higher tumor prolifera-
tion, motility, and metastasis. Among other reasons, high methylation levels of nearly all
mesenchymal genes except for ITGA5 in MIA PaCa-2 and PANC-1 cells can explain their re-
sistance to experimental conditions. Herein, we discuss only genes differentially expressed
in PDAC tissues compared to controls in TCGA dataset. Besides cadherins, whose role
is well established in EMT and PDAC pathogenesis, we mainly focus on mesenchymal
genes or those with a somewhat controversial role in EMT not associated yet with PDAC
pathogenesis. The most upregulated FN1 gene encodes the glycoprotein fibronectin found
in the ECM, interacting with proteins such as collagen, fibrin, proteoglycans, and oth-
ers [48]. Hypoxic conditions significantly increased FN1 expression in BxPC-3 and SU.86.86
PDAC cell lines characterized by low promoter methylation. In agreement with previously
published findings, FN1 induction by hypoxia directly correlated with the expression of
its integrin receptor ITGA5 [49]. FN1 is primarily expressed in fibroblasts but can also be
produced by other cell types, including cancer and endothelial cells [50]. Its expression is
significantly increased in many solid tumors, including PDAC [51], promoting progression
and metastasis [52]. High FN1 expression in PDAC tissues correlates with higher tumor
weight, more advanced disease, and poorer prognosis after resection [53]. TGF-β stimulates
FN1 expression and its transport to the extracellular space, where it participates in the
EMT process. Knockdown of major TFs of the TGF-β pathway, SNAI1/2, and SMAD4,
led to decreased FN1 expression, consequent EMT inhibition, and decreased tumor cell
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motility [54]. FN1 and ITGA5 also play an important role in tumor angiogenesis, although
the mode of action has not been elucidated [55]. ITGA5 has been shown to potentiate the
aggressiveness of cancer cells and their resistance to chemotherapy in animal models [56].
Increased methylation of the ITGA5 gene has been associated with lower expression and
increased invasiveness in breast tumors. However, its inactivation resulting in inhibition
of cell division suggests diverse roles of ITGA5 [57]. The STEAP1 belongs to the group of
metalloreductases and is involved in tumor cell proliferation and suppresses apoptosis [58].
It is overexpressed in several types of human tumor tissues and cell lines, including tumors
of the colon, pancreas, ovary, testis, and breast [59]. The role of this protein in cancer is con-
troversial. While its expression inhibited metastasis in breast cancer, it was correlated with
metastasis and EMT induction in lung adenocarcinoma [60,61]. In gastric tumors, the up-
regulation of STEAP1 increased cell proliferation, migration, and invasion [62]. The DSC2
gene is essential for desmosome formation in epithelial cells and is involved in epithelial
morphogenesis, differentiation, wound healing, cell apoptosis, migration, and prolifera-
tion [63]. Low DSC2 expression has been reported to promote invasiveness and is involved
in EMT in several types of epithelial tissue-derived tumors, including PDAC [64]. Highly
differentiated PDAC tissues were also characterized by higher DSC2 expression compared
to less differentiated ones, in which the complete absence of DSC2 was often observed [65].
The NID2 gene encodes one of the basic components of the basement membrane and plays a
key role in embryogenesis and the development of malignant tumors. In vitro experiments
suggest that NID2 promotes invasiveness and migration in gastric carcinoma-derived
tumor cells, where it was significantly overexpressed compared to healthy tissues [66].
Increased NID2 expression also correlated significantly with overall survival in gastric
cancer patients [67]. Abnormal hypermethylation of the NID2 promoter associated with
suppression of its expression is known in aggressive types of breast tumors [68]. BMP2
is a growth factor that plays an important role in PDAC carcinogenesis [69]. It has been
investigated as a potential prognostic marker in PDAC, but no significant correlation with
survival or prognosis has been reported [70]. The BMP2 protein participates in the ini-
tiation and progression of several types of solid tumors, and its increased expression in
the PDAC cell line PANC-1 has led to increased proliferation in both in vitro and in vivo
models, presumably through impaired autocrine signaling [71]. BMP2 can also induce the
EMT process and increase invasiveness in the PANC-1 cell line by activating the PI3K/Akt
pathway [72]. The high level of BMP2 gene methylation in colorectal cancer is a negative
prognostic marker typical for the third stage of the disease [73].

Hypoxia and inflammation play an essential role in the pathogenesis of PDAC, causing
acidosis and the formation of reactive oxygen species and inducing genetic instability in
pancreatic epithelial cells. Epigenomic landscapes explain the progression of PDAC into
classical or more aggressive basal subtypes. Moreover, EMT plasticity suggests that the
epigenetic landscapes are implicated in the dynamic events underlying mesenchymal and
intermediate phenotypes responsible for tumor cell dissemination. This work shed light on
the role of DNA methylation in the transcriptional regulation of several EMT genes. DNA
methylation-mediated reactivation of silenced genes has a critical translational impact.
However, further studies are warranted to investigate epigenetic drug efficacy in synergy
with other anticancer therapies and possible off-target effects.

4. Materials and Methods
4.1. Pancreatic Cancer Cell Lines

In the present study, we used four epithelial PDAC cell lines, BxPC-3, MIA PaCa-2,
PANC-1 derived from primary adenocarcinoma, and SU.86.86 derived from liver metastasis.
The clinical course of the donor patients, site of derivation, histopathological appearance,
and differentiation were described elsewhere [35]. These cells harbor different genetic
backgrounds reflected in their phenotypic characteristics. BxPC-3 cells are KRAS negative,
while MIA PaCa-2 possess G12C, PANC-1 G12D, and SU.86.86 G12D KRAS mutation, all
have a homozygous deletion in exons 2 and 6 of p16 and variable mutations of TP53. Except
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for BxPC-3 with a homozygous deletion in exons 1–11, they do not carry SMAD4 mutations.
All cells were cultivated at 37 ◦C in a humidified atmosphere (5 % CO2) and maintained
in high-glucose (4.5 g/L) Dulbecco’s modified Eagle medium (DMEM, PAA Laboratories
GmbH, Pasching, Austria) supplemented with 10% fetal bovine serum (FBS, Biochrom AG,
Berlin, Germany), 2 mM glutamine (PAA Laboratories GmbH), and 10 µg/mL gentamicin
(Sandoz, Nürnberg, Germany). The cell cultures were regularly tested for mycoplasma
contamination by PCR.

4.2. Cell Viability

For viability assay, the cells were seeded into 96-well plates at a density of 5.5× 103 cells/well
for BxPC-3, 1.9 × 103 cells/well for MIA PaCa-2, 3.0 × 103 cells/well for PANC-1, 4.8 × 103

cells/well for SU.86.86 and exposed to different concentrations of DAC (MedChem Express,
Shanghai, China) (4–12 µM) added every 24 h in a total of 72 h. To assess the relative
viability of cells, CellTiter-Glo® Luminescent Cell Viability Assay (Promega Corporation,
Madison, WI, USA) and GloMax® Discover Microplate Reader (Promega Corporation,
Madison, WI, USA) were used. Cell viability was determined as the luminescence intensity
relative to untreated control cells (set to 100%). The results are presented as means ± SEM
from at least two independent experiments in quadruplicates.

4.3. Cell Exposure

The pancreatic cells were indirectly co-cultured with contact-activated stromal fibrob-
lasts to establish an experimental fibro-inflammatory in vitro model [74]. As previously
described, activated fibroblasts were characterized by the production of inflammation-
associated cytokines and growth factors, e.g., IL-1, IL-6, IL-8, IL-11, LIF, GM-CSF, and
COX-2 related- prostaglandins [32]. All PDAC cell lines were cultivated with or without a
conditioned medium (CM) for 2 and 6 days in normoxic or hypoxic conditions. Hypoxic
experiments were carried out in the hypoxic workstation (Ruskinn Technologies, Bridgend,
UK) in a 1% O2, 2% H2, 5% CO2, 92% N2 atmosphere at 37 ◦C.

For detection of the DAC-induced (DAC, MedChem Express, Shanghai, China ) gene
expression and DNA methylation changes, the cells were seeded on Petri dishes (60 mm)
at a 250 × 103 cells/dish density. Subsequently, subcytotoxic concentrations of DAC (cell
viability around 80%) were added every 24 h in a total of 72 h (for BxPC-3 and SU.86.86
6 µM DAC; for MIA PaCa-2 and PANC-1 8 µM DAC).

4.4. Expression Arrays

After exposure to individual experimental conditions, RNA was extracted from cell
pellets using miRNeasy Mini Kit (Qiagen, Hilden, Germany). The RNA quality and quantity
were assessed using NanoDrop® ND-1000 spectrophotometer (Thermo Fisher Scientific,
Wilmington, DE, USA), and 2.5 µg of total RNA was reverse transcribed by RT2 First Strand
Kit (Qiagen, Hilden, Germany), following manufacturer instructions.

Cancer Inflammation and Immunity Crosstalk RT2 Profiler PCR Array (PAHS-181Z;
SABiosciences, Frederick, MD, USA) was used to analyze 84 genes or biological pathways
involved in mediating communication between tumor cells and the cellular mediators
of inflammation and immunity. In addition, 84 genes involved in tumor metastasis or
stem cell differentiation and development were analyzed by Human Epithelial to Mes-
enchymal Transition RT2 Profiler PCR Array (PAHS-090ZA; SABiosciences, Frederick, MD,
USA). According to the manufacturer’s protocol, real-time PCR was performed using RT2

Profiler PCR Arrays containing pre-designed primer sets in combination with RT2 SYBR
Green/ROX PCR Master Mix (Qiagen, Hilden, Germany). PCR reaction was performed on
Bio-Rad CFX96 real-time PCR detection system (Bio-Rad, Hercules, CA, USA) using a 3
step cycling program: 95 ◦C for 10 min, 45 cycles at 95 ◦C for 15 s and 60 ◦C for 60 s. Data
analysis was performed using web-based RT2 Profiler PCR Array Data Analysis version 3.5
(Gene globe data analysis. Available online: https://geneglobe.qiagen.com/us/analyze
(accessed on 16 December 2021)). The expression levels of target genes were normalized
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relative to the values obtained for housekeepers (ACTB, B2M, GAPDH, HPRT1, and RPLP0)
and quantified against controls. At least a two-fold change identified in two or more
cell lines was considered for validation. To represent fold-change results in a biologically
meaningful way, fold regulation values were calculated for FC below 1, as −1/fold change.

4.5. qRT-PCR Analysis

Total RNA from PDAC cell lines under individual culture conditions was isolated
using the NucleoSpin® RNA kit (Machery-Nagel, Düren, Germany). The RNA quality and
quantity were measured using NanoDrop® ND-1000 spectrophotometer (Thermo Fisher
Scientific, Wilmington, DE, USA). Revert Aid TM H minus first-strand cDNA synthesis kit
(Thermo Fisher Scientific, Loughborough, UK) was used for reverse transcription of total
RNA (up to 4 µg from each sample).

qRT-PCR analyses were performed with TaqMan® assays (Thermo Fisher Scientific
Loughborough, UK) or individually designed gene primers (Table S1). The following Taq-
Man gene expression assays, CDH1 (Hs01023894_m1), TWIST1 (Hs00361186_m1), SNAI1
(Hs00195591_m1), SNAI2 (Hs00161904_m1), ZEB1 (Hs01566408_m1), DNMT1 (Hs00945875_m1),
DNMT3A (Hs01027166_m1), DNMT3B (Hs00171876_m1) and TET1 (Hs00286756_m1) were
employed, including HPRT1 (Hs02800695_m1) used for normalization. The reaction mix
contained 10 µL of 2× Taq-Man gene expression master mix (Thermo Fisher Scientific,
Loughborough, UK), 1 µL of 20× TaqMan® Assay, 9 µL of 50 ng cDNA template, and
ultrapure DNase/RNase-free water. Amplification was performed on a Bio-Rad CFX96
real-time PCR detection system (Bio-Rad, Hercules, CA, USA) using the cycling program:
50 ◦C for 2 min, 95 ◦C for 10 min and 40 cycles at 95 ◦C for 15 s followed by 56–63 ◦C for
60 s, depending on primers (amplification temperatures for individual primer pairs are
listed in Table S1). All samples were analyzed in triplicates. qRT-PCR analysis of ZEB2,
FN1, SERPINE1, CDH2, KRT19, STEAP1, OCLN, DSC2, NID2, TSPAN13, BMP2, ITGA5,
VEGFA, EGF, CXCR4, and CCL5 genes was performed with individually designed primers,
using HPRT1 for normalization (Table S1). The reaction mixture consisted of 7.5 µL of
2× GoTaq® qPCR Master Mix (Promega, Madison, WI, USA), 1 µL (0.67 µM) forward
primer, 1 µL (0.67 µM) reverse primer, 4.5 µL ultrapure DNase/RNase-free water, and 50 ng
cDNA. Amplification was carried out on a Bio-Rad CFX96 real-time PCR detection system
(Bio-Rad, Hercules, CA, USA), all samples were analyzed in triplicates. Samples with ct
values over 35 were considered unexpressed. Relative mRNA expression was calculated
using the 2−∆∆Ct method [75]. Statistical analysis was applied to the dCt values. FCs above
2.0 and below 0.5 with p < 0.05 were discussed only.

4.6. Western Blot

Samples from all studied cell lines exposed to experimental conditions for 6 days
were used for protein isolation and Western blot analysis. For protein isolation, cells were
lysed with RIPA buffer (Cell Signaling Technology, Danvers, MA, USA) supplemented with
PhosSTOP™ (Roche, (Mannheim, Germany) and Complete™ Protease Inhibitor Cocktail
(Roche, (Mannheim, Germany). Total protein concentration was determined by Pierce™
BCA Protein Assay Kit (Thermo Fisher Scientific, Waltham, MA, USA). A total amount of
40 µg of proteins per sample was used for analysis. Samples were diluted in 4× Laemmli
Sample Buffer (Bio-Rad, Hercules, CA, USA) prior to the use and denatured by heating
at 95 ◦C for 5 min. Proteins were separated by SDS-PAGE (7.5–10%) and transferred to
nitrocellulose membrane (Whatman, Dassel, Germany). The membranes were blocked in
5% non-fat milk diluted in TBS (20 mM Tris, 150 mM NaCl) for 1 h and incubated overnight
at 4 ◦C with primary antibodies against E-cadherin (Cell Signaling Technology, Danvers,
MA, USA, cat. No. 14472) and DNMT1 (Cell Signaling Technology, Danvers, MA, USA,
cat. No. 5032) diluted 1:1000 in 5% non-fat milk in TBST (20 mM Tris, 150 mM NaCl, 0.1 %
Tween 20). Membranes were incubated with a primary antibody against β-actin (Sigma
Aldrich, Taufkirchen, Germany, cat.no. A1978) diluted 1:4000 in 5% non-fat milk in TBST
for 1 h at room temperature. Therefore, they were incubated with Goat anti-Rabbit IgG
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(H + L) Highly Cross-Adsorbed Secondary Antibody, Alexa Fluor 680 or Goat anti-Mouse
IgG (H + L) Highly Cross-Adsorbed Secondary Antibody, Alexa Fluor 680 (Thermo Fisher
Scientific, Waltham, MA, USA) secondary antibodies diluted 1:10,000 in 5% non-fat milk
in TBST for 1 h at room temperature. Proteins were visualized by Odyssey® Fc (LI-COR
Biosciences, Lincoln, NE, USA) imaging system, and densitometry was performed using
ImageJ/Fiji software. The results represent the ratio of protein to loading control (B-actin)
relative to the control sample of two independent experiments.

4.7. DNA Methylation Analysis

Genomic DNA from studied PDAC cell lines (1–2 × 106 cultured cells) was isolated
using a FlexiGene DNA Kit (Qiagen, Hilden, Germany). DNA concentration and purity
were measured using NanoDrop® ND-1000 spectrophotometer (Thermo Scientific, Wilm-
ington, DE, USA). For sodium bisulfite treatment of extracted DNA (2 µg), EpiTect Bisulfite
kit (Qiagen, Hilden, Germany) was used, following the provided protocol. EpiTect Bisulfite
kit enables complete conversion of unmethylated cytosines to uracils, while methylated
cytosines remain unaffected.

DNA methylation profiles of 15 top-ranked genes (SNAI1, SNAI2, TWIST1, ZEB1,
CDH1, FN1, CDH2, KRT19, STEAP1, OCLN, DSC2, NID2, TSPAN13, BMP2, ITGA5) and
methylation level of the long-interspersed nucleotide element 1 (LINE-1) were evaluated by
the quantitative pyrosequencing method, carried out on a PyroMark Q24 platform, using
PyroMark Gold Q24 Reagents (Qiagen GmbH, Hilden, Germany). Pyrosequencing assays
for all genes were designed using the PyroMark assay design software (Qiagen GmbH,
Hilden, Germany), primer sequences and PCR conditions are listed in Table S2. Designed
assays were validated following the manufacturer’s instructions. Methylation analyses
were repeated twice. Between 2 and 7, CpGs were analyzed in each gene in the CpG islands
of the promoter regions flanking the transcription start site. The results are presented as
the percentage of average methylation in all CpG sites in each gene.

Global DNA methylation was analyzed with the PyroMark Q24 CpG LINE-1 kit
(Qiagen, Hilden, Germany), allowing quantification of the methylation levels of three CpG
sites in positions 331 to 318 of the LINE-1 sequence (GenBank accession number X58075).
The PCR reactions were performed by the PyroMark PCR Kit (Qiagen, Hilden, Germany)
following the manufacturer’s instructions. Data analysis was performed by PyroMark Q24
2.0.6. software (Qiagen, Hilden, Germany).

4.8. Validation of mRNA Expression of Studied Genes between PDAC and Normal Tissue

The online tool GEPIA. Available online: http://gepia.cancer-pku.cn/ (accessed on
16 December 2021) [76] was used to validate the mRNA expression levels of the screened
genes between PDAC and normal pancreatic tissues.

4.9. Statistical Analysis

Normality of distribution was tested by the Shapiro–Wilk test. Significant differences
between normally distributed data were assessed by Student t-test or one-way analysis
of variance (ANOVA) and Bonferroni or Tamhane post-hoc tests depending on assumed
variances. Non-normally distributed data were evaluated using Mann–Whitney U-test or
Kruskal–Wallis test followed by Dunn of Dunn–Bonferroni post-hoc methods. Data were
analyzed using the SPSS software package version 23 (IBM SPSS, Inc., Chicago, IL, USA).
Differences with p < 0.05 were considered statistically significant.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms23042117/s1.

Author Contributions: Conceptualization, B.S. and S.C.; methodology, V.B., M.U., B.S., L.T. and
S.S.; software, B.S.; validation, M.U., B.S. and E.B.M.; formal analysis, S.C. and M.N.; investigation,
M.T. and P.D.; resources, S.C. and B.S.; data curation, B.S., M.U. and V.H.K.; writing—original draft
preparation, V.B., B.S. and S.C.; writing—review and editing, V.H.K., E.S. and J.E.; visualization, V.B.

http://gepia.cancer-pku.cn/
https://www.mdpi.com/article/10.3390/ijms23042117/s1
https://www.mdpi.com/article/10.3390/ijms23042117/s1


Int. J. Mol. Sci. 2022, 23, 2117 18 of 21

and B.S.; supervision, B.S. and J.B.; project administration, B.S. and S.C.; funding acquisition, S.C. and
B.S. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by VEGA 2/0052/18, APVV-20-0143, APVV-20-0480, H2020 GA
857381, and NExT-0711 grants.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data supporting the reported results can be found as Supplementary Files.

Acknowledgments: We would like to thank Alena Gabelova and Marina Cihova, for their help with
the experiment design. We thank the Slovak Cancer Research Foundation for its continued support
of our scientific activities. The graphical abstract was created with BioRender.com.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Rahib, L.; Wehner, M.R.; Matrisian, L.M.; Nead, K.T. Estimated Projection of US Cancer Incidence and Death to 2040. JAMA Netw.

Open 2021, 4, e214708. [CrossRef] [PubMed]
2. Available online: https://www.cancer.net/cancer-types/pancreatic-cancer/statistics (accessed on 16 December 2021).
3. Maitra, A.; Adsay, N.V.; Argani, P.; Iacobuzio-Donahue, C.; De Marzo, A.; Cameron, J.L.; Yeo, C.J.; Hruban, R.H. Multicomponent

analysis of the pancreatic adenocarcinoma progression model using a pancreatic intraepithelial neoplasia tissue microarray. Mod.
Pathol. 2003, 16, 902–912. [CrossRef] [PubMed]

4. Liu, F.; Wang, L.; Perna, F.; Nimer, S.D. Beyond transcription factors: How oncogenic signalling reshapes the epigenetic landscape.
Nat. Rev. Cancer 2016, 16, 359–372. [CrossRef] [PubMed]

5. Lomberk, G.; Blum, Y.; Nicolle, R.; Nair, A.; Gaonkar, K.S.; Marisa, L.; Mathison, A.; Sun, Z.; Yan, H.; Elarouci, N.; et al. Distinct
epigenetic landscapes underlie the pathobiology of pancreatic cancer subtypes. Nat. Commun. 2018, 9, 1978. [CrossRef]

6. Lomberk, G.; Dusetti, N.; Iovanna, J.; Urrutia, R. Emerging epigenomic landscapes of pancreatic cancer in the era of precision
medicine. Nat. Commun. 2019, 10, 3875. [CrossRef] [PubMed]

7. Strapcova, S.; Takacova, M.; Csaderova, L.; Martinelli, P.; Lukacikova, L.; Gal, V.; Kopacek, J.; Svastova, E. Clinical and Pre-Clinical
Evidence of Carbonic Anhydrase IX in Pancreatic Cancer and Its High Expression in Pre-Cancerous Lesions. Cancers 2020, 12, 2005.
[CrossRef] [PubMed]

8. Benej, M.; Svastova, E.; Banova, R.; Kopacek, J.; Gibadulinova, A.; Kery, M.; Arena, S.; Scaloni, A.; Vitale, M.; Zambrano, N.;
et al. CA IX Stabilizes Intracellular pH to Maintain Metabolic Reprogramming and Proliferation in Hypoxia. Front. Oncol. 2020,
10, 1462. [CrossRef]

9. López-Novoa, J.M.; Nieto, M.A. Inflammation and EMT: An alliance towards organ fibrosis and cancer progression. EMBO Mol.
Med. 2009, 1, 303–314. [CrossRef]

10. Wang, S.; Zheng, Y.; Yang, F.; Zhu, L.; Zhu, X.-Q.; Wang, Z.-F.; Wu, X.-L.; Zhou, C.-H.; Yan, J.-Y.; Hu, B.-Y.; et al. The molecular
biology of pancreatic adenocarcinoma: Translational challenges and clinical perspectives. Signal Transduct. Target. Ther. 2021,
6, 249. [CrossRef]

11. Nguyen, D.X.; Bos, P.D.; Massagué, J. Metastasis: From dissemination to organ-specific colonization. Nat. Rev. Cancer 2009,
9, 274–284. [CrossRef]

12. Tao, J.; Yang, G.; Zhou, W.; Qiu, J.; Chen, G.; Luo, W.; Zhao, F.; You, L.; Zheng, L.; Zhang, T.; et al. Targeting hypoxic tumor
microenvironment in pancreatic cancer. J. Hematol. Oncol. 2021, 14, 14. [CrossRef] [PubMed]

13. Yamasaki, A.; Yanai, K.; Onishi, H. Hypoxia and pancreatic ductal adenocarcinoma. Cancer Lett. 2020, 484, 9–15. [CrossRef]
[PubMed]

14. Panisova, E.; Kery, M.; Sedlakova, O.; Brisson, L.; Debreova, M.; Sboarina, M.; Sonveaux, P.; Pastorekova, S.; Svastova, E. Lactate
stimulates CA IX expression in normoxic cancer cells. Oncotarget 2017, 8, 77819–77835. [CrossRef] [PubMed]

15. Takacova, M.; Holotnakova, T.; Barathova, M.; Pastorekova, S.; Kopacek, J.; Pastorek, J. Src induces expression of carbonic
anhydrase IX via hypoxia-inducible factor 1. Oncol. Rep. 2010, 23, 869–874.

16. Zhuang, H.; Wang, S.; Chen, B.; Zhang, Z.; Ma, Z.; Li, Z.; Liu, C.; Zhou, Z.; Gong, Y.; Huang, S.; et al. Prognostic Stratification
Based on HIF-1 Signaling for Evaluating Hypoxic Status and Immune Infiltration in Pancreatic Ductal Adenocarcinomas. Front.
Immunol. 2021, 12, 790661. [CrossRef]

17. Chen, S.; Chen, X.; Li, W.; Shan, T.; Lin, W.R.; Ma, J.; Cui, X.; Yang, W.; Cao, G.; Li, Y.; et al. Conversion of epithelial-to-
mesenchymal transition to mesenchymal-to-epithelial transition is mediated by oxygen concentration in pancreatic cancer cells.
Oncol. Lett. 2018, 15, 7144–7152. [CrossRef]

18. Miyazono, K.; Ehata, S.; Koinuma, D. Tumor-promoting functions of transforming growth factor-β in progression of cancer. Ups J.
Med. Sci. 2012, 117, 143–152. [CrossRef]

19. Terashima, M.; Ishimura, A.; Wanna-Udom, S.; Suzuki, T. MEG8 long noncoding RNA contributes to epigenetic progression of
the epithelial-mesenchymal transition of lung and pancreatic cancer cells. J. Biol. Chem. 2018, 293, 18016–18030. [CrossRef]

http://doi.org/10.1001/jamanetworkopen.2021.4708
http://www.ncbi.nlm.nih.gov/pubmed/33825840
https://www.cancer.net/cancer-types/pancreatic-cancer/statistics
http://doi.org/10.1097/01.MP.0000086072.56290.FB
http://www.ncbi.nlm.nih.gov/pubmed/13679454
http://doi.org/10.1038/nrc.2016.41
http://www.ncbi.nlm.nih.gov/pubmed/27220480
http://doi.org/10.1038/s41467-018-04383-6
http://doi.org/10.1038/s41467-019-11812-7
http://www.ncbi.nlm.nih.gov/pubmed/31462645
http://doi.org/10.3390/cancers12082005
http://www.ncbi.nlm.nih.gov/pubmed/32707920
http://doi.org/10.3389/fonc.2020.01462
http://doi.org/10.1002/emmm.200900043
http://doi.org/10.1038/s41392-021-00659-4
http://doi.org/10.1038/nrc2622
http://doi.org/10.1186/s13045-020-01030-w
http://www.ncbi.nlm.nih.gov/pubmed/33436044
http://doi.org/10.1016/j.canlet.2020.04.018
http://www.ncbi.nlm.nih.gov/pubmed/32380129
http://doi.org/10.18632/oncotarget.20836
http://www.ncbi.nlm.nih.gov/pubmed/29100428
http://doi.org/10.3389/fimmu.2021.790661
http://doi.org/10.3892/ol.2018.8219
http://doi.org/10.3109/03009734.2011.638729
http://doi.org/10.1074/jbc.RA118.004006


Int. J. Mol. Sci. 2022, 23, 2117 19 of 21

20. Zhang, Y.; Wei, J.; Wang, H.; Xue, X.; An, Y.; Tang, D.; Yuan, Z.; Wang, F.; Wu, J.; Zhang, J.; et al. Epithelial mesenchymal transition
correlates with CD24+CD44+ and CD133+ cells in pancreatic cancer. Oncol. Rep. 2012, 27, 1599–1605. [CrossRef]

21. Schito, L.; Semenza, G.L. Hypoxia-Inducible Factors: Master Regulators of Cancer Progression. Trends Cancer 2016, 2, 758–770.
[CrossRef]

22. Galván, J.A.; Zlobec, I.; Wartenberg, M.; Lugli, A.; Gloor, B.; Perren, A.; Karamitopoulou, E. Expression of E-cadherin repressors
SNAIL, ZEB1 and ZEB2 by tumour and stromal cells influences tumour-budding phenotype and suggests heterogeneity of
stromal cells in pancreatic cancer. Br. J. Cancer 2015, 112, 1944–1950. [CrossRef] [PubMed]

23. Kao, S.H.; Wu, K.J.; Lee, W.H. Hypoxia, Epithelial-Mesenchymal Transition, and TET-Mediated Epigenetic Changes. J. Clin. Med.
2016, 5, 24. [CrossRef] [PubMed]

24. Camuzi, D.; de Amorim, Í.S.S.; Ribeiro Pinto, L.F.; Oliveira Trivilin, L.; Mencalha, A.L.; Soares Lima, S.C. Regulation Is in the Air:
The Relationship between Hypoxia and Epigenetics in Cancer. Cells 2019, 8, 300. [CrossRef] [PubMed]

25. Tam, W.L.; Weinberg, R.A. The epigenetics of epithelial-mesenchymal plasticity in cancer. Nat. Med. 2013, 19, 1438–1449.
[CrossRef] [PubMed]

26. Geismann, C.; Arlt, A. Coming in the Air: Hypoxia Meets Epigenetics in Pancreatic Cancer. Cells 2020, 9, 353. [CrossRef]
[PubMed]

27. Lin, Y.; Dong, C.; Zhou, B.P. Epigenetic regulation of EMT: The Snail story. Curr. Pharm. Des. 2014, 20, 1698–1705. [CrossRef]
[PubMed]

28. Aghdassi, A.; Sendler, M.; Guenther, A.; Mayerle, J.; Behn, C.O.; Heidecke, C.D.; Friess, H.; Büchler, M.; Evert, M.;
Lerch, M.M.; et al. Recruitment of histone deacetylases HDAC1 and HDAC2 by the transcriptional repressor ZEB1 downregulates
E-cadherin expression in pancreatic cancer. Gut 2012, 61, 439–448. [CrossRef]

29. Von Burstin, J.; Eser, S.; Paul, M.C.; Seidler, B.; Brandl, M.; Messer, M.; von Werder, A.; Schmidt, A.; Mages, J.; Pagel, P.; et al.
E-cadherin regulates metastasis of pancreatic cancer in vivo and is suppressed by a SNAIL/HDAC1/HDAC2 repressor complex.
Gastroenterology 2009, 137, 361–371. [CrossRef]

30. Watson, J.A.; Watson, C.J.; McCann, A.; Baugh, J. Epigenetics, the epicenter of the hypoxic response. Epigenetics 2010, 5, 293–296.
[CrossRef]

31. Romero-Garcia, S.; Prado-Garcia, H.; Carlos-Reyes, A. Role of DNA Methylation in the Resistance to Therapy in Solid Tumors.
Front. Oncol. 2020, 10, 1152. [CrossRef]

32. Szabova, K.; Bizikova, I.; Mistrik, M.; Bizik, J. Inflammatory environment created by fibroblast aggregates induces growth arrest
and phenotypic shift of human myeloma cells. Neoplasma 2015, 62, 938–948. [CrossRef] [PubMed]

33. Li, C.; Tang, Z.; Zhang, W.; Ye, Z.; Liu, F. GEPIA2021: Integrating multiple deconvolution-based analysis into GEPIA. Nucleic
Acids Res. 2021, 49, W242–W246. [CrossRef] [PubMed]

34. Gradiz, R.; Silva, H.C.; Carvalho, L.; Botelho, M.F.; Mota-Pinto, A. MIA PaCa-2 and PANC-1 pancreas ductal adenocarcinoma cell
lines with neuroendocrine differentiation and somatostatin receptors. Sci. Rep. 2016, 6, 21648. [CrossRef] [PubMed]

35. Deer, E.L.; González-Hernández, J.; Coursen, J.D.; Shea, J.E.; Ngatia, J.; Scaife, C.L.; Firpo, M.A.; Mulvihill, S.J. Phenotype and
genotype of pancreatic cancer cell lines. Pancreas 2010, 39, 425–435. [CrossRef]

36. Opdenakker, G.; Van Damme, J. The countercurrent principle in invasion and metastasis of cancer cells. Recent insights on the
roles of chemokines. Int. J. Dev. Biol. 2004, 48, 519–527. [CrossRef]

37. Saur, D.; Seidler, B.; Schneider, G.; Algül, H.; Beck, R.; Senekowitsch-Schmidtke, R.; Schwaiger, M.; Schmid, R.M. CXCR4
expression increases liver and lung metastasis in a mouse model of pancreatic cancer. Gastroenterology 2005, 129, 1237–1250.
[CrossRef]

38. Wehler, T.; Wolfert, F.; Schimanski, C.C.; Gockel, I.; Herr, W.; Biesterfeld, S.; Seifert, J.K.; Adwan, H.; Berger, M.R.; Junginger, T.;
et al. Strong expression of chemokine receptor CXCR4 by pancreatic cancer correlates with advanced disease. Oncol. Rep. 2006,
16, 1159–1164. [CrossRef]

39. Ding, Y.; Du, Y. Clinicopathological significance and prognostic role of chemokine receptor CXCR4 expression in pancreatic
ductal adenocarcinoma, a meta-analysis and literature review. Int. J. Surg. 2019, 65, 32–38. [CrossRef]

40. Seeber, A.; Kocher, F.; Pircher, A.; Puccini, A.; Baca, Y.; Xiu, J.; Zimmer, K.; Haybaeck, J.; Spizzo, G.; Goldberg, R.M. High
CXCR4 expression in pancreatic ductal adenocarcinoma as characterized by an inflammatory tumor phenotype with potential
implications for an immunotherapeutic approach. J. Clin. Oncol. 2021, 39, 4021. [CrossRef]

41. Aldinucci, D.; Borghese, C.; Casagrande, N. The CCL5/CCR5 Axis in Cancer Progression. Cancers 2020, 12, 1765. [CrossRef]
42. Singh, S.K.; Mishra, M.K.; Eltoum, I.A.; Bae, S.; Lillard, J.W., Jr.; Singh, R. CCR5/CCL5 axis interaction promotes migratory and

invasiveness of pancreatic cancer cells. Sci. Rep. 2018, 8, 1323. [CrossRef] [PubMed]
43. Doi, Y.; Yashiro, M.; Yamada, N.; Amano, R.; Noda, S.; Hirakawa, K. VEGF-A/VEGFR-2 signaling plays an important role for the

motility of pancreas cancer cells. Ann. Surg. Oncol. 2012, 19, 2733–2743. [CrossRef] [PubMed]
44. Katsuta, E.; Qi, Q.; Peng, X.; Hochwald, S.N.; Yan, L.; Takabe, K. Pancreatic adenocarcinomas with mature blood vessels have

better overall survival. Sci. Rep. 2019, 9, 1310. [CrossRef] [PubMed]
45. Dumont, N.; Wilson, M.B.; Crawford, Y.G.; Reynolds, P.A.; Sigaroudinia, M.; Tlsty, T.D. Sustained induction of epithelial to

mesenchymal transition activates DNA methylation of genes silenced in basal-like breast cancers. Proc. Natl. Acad. Sci. USA 2008,
105, 14867–14872. [CrossRef]

http://doi.org/10.3892/or.2012.1681
http://doi.org/10.1016/j.trecan.2016.10.016
http://doi.org/10.1038/bjc.2015.177
http://www.ncbi.nlm.nih.gov/pubmed/25989272
http://doi.org/10.3390/jcm5020024
http://www.ncbi.nlm.nih.gov/pubmed/26861406
http://doi.org/10.3390/cells8040300
http://www.ncbi.nlm.nih.gov/pubmed/30939818
http://doi.org/10.1038/nm.3336
http://www.ncbi.nlm.nih.gov/pubmed/24202396
http://doi.org/10.3390/cells9112353
http://www.ncbi.nlm.nih.gov/pubmed/33113836
http://doi.org/10.2174/13816128113199990512
http://www.ncbi.nlm.nih.gov/pubmed/23888971
http://doi.org/10.1136/gutjnl-2011-300060
http://doi.org/10.1053/j.gastro.2009.04.004
http://doi.org/10.4161/epi.5.4.11684
http://doi.org/10.3389/fonc.2020.01152
http://doi.org/10.4149/neo_2015_114
http://www.ncbi.nlm.nih.gov/pubmed/26458313
http://doi.org/10.1093/nar/gkab418
http://www.ncbi.nlm.nih.gov/pubmed/34050758
http://doi.org/10.1038/srep21648
http://www.ncbi.nlm.nih.gov/pubmed/26884312
http://doi.org/10.1097/MPA.0b013e3181c15963
http://doi.org/10.1387/ijdb.041796go
http://doi.org/10.1053/j.gastro.2005.06.056
http://doi.org/10.3892/or.16.6.1159
http://doi.org/10.1016/j.ijsu.2019.03.009
http://doi.org/10.1200/JCO.2021.39.15_suppl.4021
http://doi.org/10.3390/cancers12071765
http://doi.org/10.1038/s41598-018-19643-0
http://www.ncbi.nlm.nih.gov/pubmed/29358632
http://doi.org/10.1245/s10434-011-2181-6
http://www.ncbi.nlm.nih.gov/pubmed/22207048
http://doi.org/10.1038/s41598-018-37909-5
http://www.ncbi.nlm.nih.gov/pubmed/30718678
http://doi.org/10.1073/pnas.0807146105


Int. J. Mol. Sci. 2022, 23, 2117 20 of 21

46. Bohl, S.R.; Bullinger, L.; Rücker, F.G. Epigenetic therapy: Azacytidine and decitabine in acute myeloid leukemia. Expert Rev.
Hematol. 2018, 11, 361–371. [CrossRef]

47. Seelan, R.S.; Mukhopadhyay, P.; Pisano, M.M.; Greene, R.M. Effects of 5-Aza-2′-deoxycytidine (decitabine) on gene expression.
Drug Metab. Rev. 2018, 50, 193–207. [CrossRef]

48. Topalovski, M.; Brekken, R.A. Matrix control of pancreatic cancer: New insights into fibronectin signaling. Cancer Lett. 2016,
381, 252–258. [CrossRef]

49. Zhu, H.; Wang, G.; Zhu, H.; Xu, A. ITGA5 is a prognostic biomarker and correlated with immune infiltration in gastrointestinal
tumors. BMC Cancer 2021, 21, 269. [CrossRef]

50. Pankov, R.; Yamada, K.M. Fibronectin at a glance. J. Cell Sci. 2002, 115, 3861–3863. [CrossRef]
51. Atay, S. Integrated transcriptome meta-analysis of pancreatic ductal adenocarcinoma and matched adjacent pancreatic tissues.

PeerJ 2020, 8, e10141. [CrossRef]
52. Bendas, G.; Borsig, L. Cancer cell adhesion and metastasis: Selectins, integrins, and the inhibitory potential of heparins. Int. J. Cell

Biol. 2012, 2012, 676731. [CrossRef] [PubMed]
53. Hu, D.; Ansari, D.; Zhou, Q.; Sasor, A.; Hilmersson, K.S.; Andersson, R. Stromal fibronectin expression in patients with resected

pancreatic ductal adenocarcinoma. World J. Surg. Oncol. 2019, 17, 29. [CrossRef] [PubMed]
54. Olmeda, D.; Jordá, M.; Peinado, H.; Fabra, A.; Cano, A. Snail silencing effectively suppresses tumour growth and invasiveness.

Oncogene 2007, 26, 1862–1874. [CrossRef]
55. Murphy, P.A.; Begum, S.; Hynes, R.O. Tumor angiogenesis in the absence of fibronectin or its cognate integrin receptors. PLoS

ONE 2015, 10, e0120872. [CrossRef]
56. Kuninty, P.R.; Bansal, R.; De Geus, S.W.L.; Mardhian, D.F.; Schnittert, J.; van Baarlen, J.; Storm, G.; Bijlsma, M.F.; van

Laarhoven, H.W.; Metselaar, J.M.; et al. ITGA5 inhibition in pancreatic stellate cells attenuates desmoplasia and potentiates
efficacy of chemotherapy in pancreatic cancer. Sci. Adv. 2019, 5, eaax2770. [CrossRef]

57. Fang, Z.; Yao, W.; Xiong, Y.; Zhang, J.; Liu, L.; Li, J.; Zhang, C.; Wan, J. Functional elucidation and methylation-mediated
downregulation of ITGA5 gene in breast cancer cell line MDA-MB-468. J. Cell. Biochem. 2010, 110, 1130–1141. [CrossRef]
[PubMed]

58. Ohgami, R.S.; Campagna, D.R.; McDonald, A.; Fleming, M.D. The Steap proteins are metalloreductases. Blood 2006, 108, 1388–1394.
[CrossRef]

59. Gomes, I.M.; Maia, C.J.; Santos, C.R. STEAP proteins: From structure to applications in cancer therapy. Mol. Cancer Res. 2012,
10, 573–587. [CrossRef]

60. Huo, S.-F.; Shang, W.-L.; Yu, M.; Ren, X.-P.; Wen, H.-X.; Chai, C.-Y.; Sun, L.; Hui, K.; Liu, L.-H.; Wei, S.-H. Steap1 facilitates
metastasis and epithelial–mesenchymal transition of lung adenocarcinoma via the JAK2/STAT3 signaling pathway. Biosci. Rep.
2020, 40, BSR20193169. [CrossRef]

61. Xie, J.; Yang, Y.; Sun, J.; Jiao, Z.; Zhang, H.; Chen, J. STEAP1 inhibits breast cancer metastasis and is associated with epithelial–
mesenchymal transition procession. Clin. Breast Cancer 2019, 19, e195–e207. [CrossRef]

62. Zhang, Z.; Hou, W.B.; Zhang, C.; Tan, Y.E.; Zhang, D.D.; An, W.; Pan, S.W.; Wu, W.D.; Chen, Q.C.; Xu, H.M. A research of STEAP1
regulated gastric cancer cell proliferation, migration and invasion in vitro and in vivos. J. Cell. Mol. Med. 2020, 24, 14217–14230.
[CrossRef] [PubMed]

63. Nie, Z.; Merritt, A.; Rouhi-Parkouhi, M.; Tabernero, L.; Garrod, D. Membrane-impermeable Cross-linking Provides Evidence
for Homophilic, Isoform-specific Binding of Desmosomal Cadherins in Epithelial Cells. J. Biol. Chem. 2011, 286, 2143–2154.
[CrossRef] [PubMed]

64. Sun, C.; Wang, L.; Yang, X.-X.; Jiang, Y.-H.; Guo, X.-L. The aberrant expression or disruption of desmocollin2 in human diseases.
Int. J. Biol. Macromol. 2019, 131, 378–386. [CrossRef] [PubMed]

65. Hamidov, Z.; Altendorf-Hofmann, A.; Chen, Y.; Settmacher, U.; Petersen, I.; Knösel, T. Reduced expression of desmocollin 2 is
an independent prognostic biomarker for shorter patients survival in pancreatic ductal adenocarcinoma. J. Clin. Pathol. 2011,
64, 990–994. [CrossRef] [PubMed]

66. Yu, Z.-H.; Wang, Y.-M.; Jiang, Y.-Z.; Ma, S.-J.; Zhong, Q.; Wan, Y.-Y.; Wang, X.-W. NID2 can serve as a potential prognosis
prediction biomarker and promotes the invasion and migration of gastric cancer. Pathol. Res. Pract. 2019, 215, 152553. [CrossRef]
[PubMed]

67. Shan, Z.; Wang, W.; Tong, Y.; Zhang, J. Genome-Scale Analysis Identified NID2, SPARC, and MFAP2 as Prognosis Markers of
Overall Survival in Gastric Cancer. Med. Sci. Monit. Int. Med. J. Exp. Clin. Res. 2021, 27, e929558-1. [CrossRef]

68. Strelnikov, V.V.; Kuznetsova, E.B.; Tanas, A.S.; Rudenko, V.V.; Kalinkin, A.I.; Poddubskaya, E.V.; Kekeeva, T.V.; Chesnokova, G.G.;
Trotsenko, I.D.; Larin, S.S. Abnormal promoter DNA hypermethylation of the integrin, nidogen, and dystroglycan genes in breast
cancer. Sci. Rep. 2021, 11, 2264. [CrossRef]

69. Kleeff, J.; Maruyama, H.; Ishiwata, T.; Sawhney, H.; Friess, H.; Büchler, M.W.; Korc, M. Bone morphogenetic protein 2 exerts
diverse effects on cell growth in vitro and is expressed in human pancreatic cancer in vivo. Gastroenterology 1999, 116, 1202–1216.
[CrossRef]

70. Rao, A.D.; Liu, Y.; von Eyben, R.; Hsu, C.C.; Hu, C.; Rosati, L.M.; Parekh, A.; Ng, K.; Hacker-Prietz, A.; Zheng, L. Multiplex
proximity ligation assay to identify potential prognostic biomarkers for improved survival in locally advanced pancreatic cancer
patients treated with stereotactic body radiation therapy. Int. J. Radiat. Oncol. Biol. Phys. 2018, 100, 486–489. [CrossRef]

http://doi.org/10.1080/17474086.2018.1453802
http://doi.org/10.1080/03602532.2018.1437446
http://doi.org/10.1016/j.canlet.2015.12.027
http://doi.org/10.1186/s12885-021-07996-1
http://doi.org/10.1242/jcs.00059
http://doi.org/10.7717/peerj.10141
http://doi.org/10.1155/2012/676731
http://www.ncbi.nlm.nih.gov/pubmed/22505933
http://doi.org/10.1186/s12957-019-1574-z
http://www.ncbi.nlm.nih.gov/pubmed/30736807
http://doi.org/10.1038/sj.onc.1209997
http://doi.org/10.1371/journal.pone.0120872
http://doi.org/10.1126/sciadv.aax2770
http://doi.org/10.1002/jcb.22626
http://www.ncbi.nlm.nih.gov/pubmed/20564209
http://doi.org/10.1182/blood-2006-02-003681
http://doi.org/10.1158/1541-7786.MCR-11-0281
http://doi.org/10.1042/BSR20193169
http://doi.org/10.1016/j.clbc.2018.08.010
http://doi.org/10.1111/jcmm.16038
http://www.ncbi.nlm.nih.gov/pubmed/33128353
http://doi.org/10.1074/jbc.M110.192245
http://www.ncbi.nlm.nih.gov/pubmed/21098030
http://doi.org/10.1016/j.ijbiomac.2019.03.041
http://www.ncbi.nlm.nih.gov/pubmed/30851326
http://doi.org/10.1136/jclinpath-2011-200099
http://www.ncbi.nlm.nih.gov/pubmed/21725043
http://doi.org/10.1016/j.prp.2019.152553
http://www.ncbi.nlm.nih.gov/pubmed/31362888
http://doi.org/10.12659/MSM.929558
http://doi.org/10.1038/s41598-021-81851-y
http://doi.org/10.1016/S0016-5085(99)70024-7
http://doi.org/10.1016/j.ijrobp.2017.10.001


Int. J. Mol. Sci. 2022, 23, 2117 21 of 21

71. Li, C.-S.; Tian, H.; Zou, M.; Zhao, K.-W.; Li, Y.; Lao, L.; Brochmann, E.J.; Duarte, M.E.L.; Daubs, M.D.; Zhou, Y.-H. Secreted
phosphoprotein 24 kD (Spp24) inhibits growth of human pancreatic cancer cells caused by BMP-2. Biochem. Biophys. Res. Commun.
2015, 466, 167–172. [CrossRef]

72. Chen, X.; Liao, J.; Lu, Y.; Duan, X.; Sun, W. Activation of the PI3K/Akt pathway mediates bone morphogenetic protein 2-induced
invasion of pancreatic cancer cells Panc-1. Pathol. Oncol. Res. 2011, 17, 257–261. [CrossRef] [PubMed]

73. Miura, T.; Ishiguro, M.; Ishikawa, T.; Okazaki, S.; Baba, H.; Kikuchi, A.; Yamauchi, S.; Matsuyama, T.; Uetake, H.; Kinugasa, Y.
Methylation of bone morphogenetic protein 2 is associated with poor prognosis in colorectal cancer. Oncol. Lett. 2020, 19, 229–238.
[CrossRef] [PubMed]

74. Kankuri, E.; Babusikova, O.; Hlubinova, K.; Salmenperä, P.; Boccaccio, C.; Lubitz, W.; Harjula, A.; Bizik, J. Fibroblast nemosis
arrests growth and induces differentiation of human leukemia cells. Int. J. Cancer 2008, 122, 1243–1252. [CrossRef]

75. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2(-Delta Delta
C(T)) Method. Methods 2001, 25, 402–408. [CrossRef] [PubMed]

76. Tang, Z.; Li, C.; Kang, B.; Gao, G.; Li, C.; Zhang, Z. GEPIA: A web server for cancer and normal gene expression profiling and
interactive analyses. Nucleic Acids Res. 2017, 45, W98–W102. [CrossRef] [PubMed]

http://doi.org/10.1016/j.bbrc.2015.08.124
http://doi.org/10.1007/s12253-010-9307-1
http://www.ncbi.nlm.nih.gov/pubmed/20848249
http://doi.org/10.3892/ol.2019.11091
http://www.ncbi.nlm.nih.gov/pubmed/31897134
http://doi.org/10.1002/ijc.23179
http://doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://doi.org/10.1093/nar/gkx247
http://www.ncbi.nlm.nih.gov/pubmed/28407145

	Introduction 
	Results 
	Inflammation and Hypoxia-Mediated Gene Expression Changes after 2-Day Exposure 
	Global and Gene-Specific DNA Methylation in Individual Cell Lines 
	Prolonged Treatment-Induced EMT-Related Gene Expression and DNA Methylation Changes 
	Gene Expression and DNA Methylation Changes Induced by Decitabine 

	Discussion 
	Materials and Methods 
	Pancreatic Cancer Cell Lines 
	Cell Viability 
	Cell Exposure 
	Expression Arrays 
	qRT-PCR Analysis 
	Western Blot 
	DNA Methylation Analysis 
	Validation of mRNA Expression of Studied Genes between PDAC and Normal Tissue 
	Statistical Analysis 

	References

