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Abstract: Epithelial membrane proteins (EMP1-3) are involved in epithelial differentiation and
carcinogenesis. Dysregulated expression of EMP2 was observed in various cancers, but its role in
human lung cancer is not yet clarified. In this study, we analyzed the expression of EMP1-3 and
investigated the biological function of EMP2 in non-small cell lung cancer (NSCLC). The results
showed that lower expression of EMP1 was significantly correlated with tumor size in primary lung
tumors (p = 0.004). Overexpression of EMP2 suppressed tumor cell growth, migration, and invasion,
resulting in a G1 cell cycle arrest, with knockdown of EMP2 leading to enhanced cell migration,
related to MAPK pathway alterations and disruption of cell cycle regulatory genes. Exosomes isolated
from transfected cells were taken up by tumor cells, carrying EMP2-downregulated microRNAs
(miRNAs) which participated in regulation of the tumor microenvironment. Our data suggest
that decreased EMP1 expression is significantly related to increased tumor size in NSCLC. EMP2
suppresses NSCLC cell growth mainly by inhibiting the MAPK pathway. EMP2 might further affect
the tumor microenvironment by regulating tumor microenvironment-associated miRNAs.

Keywords: NSCLC; epithelial membrane protein; tumor pathways; exosome; microRNA

1. Introduction

Lung cancer is one of the most genetically complex, aggressive, and lethal solid ma-
lignancies [1]. About 228,820 new cases of lung cancer (116,300 in men and 112,520 in
women) are estimated for 2020 throughout the USA [2], and it is the leading cause of
cancer-related death worldwide. Histologically, lung cancer is categorized into two main
types, namely, small cell lung carcinoma (SCLC, 15% of all lung cancers) and non-small
cell lung cancer (NSCLC, 85% of all lung cancers). NSCLCs can be further subclassified
into several groups, containing squamous cell carcinoma (SCC), adenocarcinoma (ADC),
and large cell carcinoma (LCLC) [3]. Over the past two decades, progress has been made in
management of lung cancer due to early diagnosis through screening with low-dose com-
puted tomography and implementation of biomarker-driven therapy, including targeted
therapy and immunotherapy; however, the five-year survival rate is still lower than 21% [4].
As lung cancer is a heterogeneous disease, multiple predictive and prognostic biomarkers
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need to be identified to ensure better patient response to treatment. Characterization of
novel biomarkers could help to further understand the molecular biology of the disease,
improve early diagnosis, and develop new personalized therapies, which may eventually
contribute to better clinical outcomes.

In previous studies, we characterized the tumor suppressor gene HOPX which exerted
the tumor growth inhibitory function via RAS-induced senescence [5–7]. In order to identify
genes potentially regulated by HOPX, we performed cDNA microarray analysis to compare
the gene expression between HOPX transfectants and mock cells. The epithelial membrane
protein 2 (EMP2) was one of the genes found to be upregulated in HOPX-transfected cells
with more than 4-fold changes compared to mock cells (Table S1).

The epithelial membrane proteins (EMP1-3) belong to the peripheral myelin protein
22-kDa (PMP22) gene family containing at least seven members: PMP22, EMP1, EMP2,
EMP3, PERP, brain cell membrane protein 1, and MP20 [8,9]. EMP1 is an integral membrane
glycoprotein and is detectable in epithelial tissue from the gastrointestinal tract, skin, lungs,
and brain [10]. A study from Taylor et al. depicted that EMP2 and EMP3 were expressed in
most human tissue, with an expression pattern partially similar to that of EMP1 [11]. EMP1-
3 alterations have been reported in different cancer types. In NSCLC, EMP1 was associated
with clinical resistance of gefitinib [12], EMP2 gene silencing resulted in activation of ERK
and JNK in NSCLC cells [13], and EMP3 expression was significantly lower in tumor tissues
compared to healthy lung tissues [14].

Exosomes are small lipid bilayer membrane vesicles (30–150 nm), containing a variety
of active molecules including proteins, mRNA, microRNA, and long noncoding RNA [15].
Accumulating evidence showed that exosomal miRNAs play a critical role in lung cancer
progression and can be used as potential biomarkers for lung cancer diagnosis, prognosis,
and therapy [16]. For example, tumor-derived exosomal miR-1247-3p induces cancer-
associated fibroblast activation to foster lung metastasis of liver cancer [17]. Tumor-derived
exosomal miRNAs, including adenocarcinoma-specific miR-181-5p, miR-30a-3p, miR-30e-
3p and miR-361-5p, as well as SCC-specific miR-10b-5p, miR-15b-5p, and miR-320b, are
considered to be effective biomarkers for early lung cancer diagnosis [18].

Currently, the tumor biological role of EMP2 and its impact on miRNA expression,
particularly exosomal miRNA expression, in NSCLC cells is not yet understood. In this
study, we combined EMP2, exosomes, and miRNA into one research frame to investigate
the functional role of EMP2, its influence on the expression of exosomal miRNAs, and the
effects of EMP2-derived exosomes on tumor cell migratory behavior.

2. Results
2.1. Expression of EMP1-3 in NSCLC Cell Lines and Primary Lung Tumor Samples

We performed real-time RT-PCR to analyze EMP1-3 mRNA expression in ten NSCLC
cell lines. Compared to human bronchial epithelial cells (HBEC), EMP1 was significantly
downregulated in nine out of ten NSCLC cell lines and decreased expression of EMP2 was
found in six out of ten cell lines, while EMP3 was upregulated in more than half (six out of
ten) of NSCLC cell lines (Figure 1A).

In primary lung tumors, the protein expression of EMP1-3 was analyzed by immuno-
histochemistry on tissue microarrays (TMAs). Of the lung tumor samples, 52.7% (29 out of
55), 67.3% (37 out of 55), and 45.4% (25 out of 55) exhibited no EMP1, EMP2, and EMP3
expression, respectively. Lower expression of EMP1 was significantly related to tumor size
(p = 0.004) (Table 1). The expression of EMP2 and EMP3 did not differ by gender, age, or
tumor stages. The expression pattern for EMP1-3 was cytoplasmic. Representative images
of EMP1-3 proteins expression are shown in Figure 1B.
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Figure 1. Expression analysis of epithelial membrane proteins (EMP) 1-3 in non-small cell lung cancer (NSCLC). (A) 

Analysis of EMP1-3 mRNA expression in 10 NSCLC cell lines by real-time RT-PCR. Gene expression in comparison to the 

housekeeping gene (GAPDH) expression in normal bronchial epithelial cells (HBECs) was set to 1.0. The data are shown 

as the means of three independent experiments ± standard deviation. * p < 0.05, ** p < 0.01, and *** p < 0.001 when analyzed 

with Student’s t-test. (B) Representative expression of EMP1-3 proteins in primary lung tissues (magnification ×400) using 

immunohistochemistry with negative staining (score 0; top) and strong staining (score 3; bottom). 

Table 1. Correlation between EMP1 expression and clinicopathological data in primary lung tu-

mor. 

  EMP1 
p-Value  

0 1-3 

Type 

ADC 13 12 

0.146 Fisher’s SCC 15 9 

Others 1 5 

Gender 
Male 22 23 

0.303 Fisher’s 
Female 7 3 

Age 
≤65 20 17 

1 
 

>65 9 9  

pT 
1–2 28 17 

0.004 Fisher’s 
3–4 1 9 

pN 
0–1 20 20 

0.508 
 

2–4 9 6  

pM 
0 25 25 

0.355 Fisher’s 
1–3 4 1 

Grade 
1–2 18 11 

0.143 
 

3–4 11 15  

ADC, adenocarcinoma; SCC, squamous cell carcinoma. pT: tumor size; pN: tumor invasion in 

lymph node. pM: tumor metastasis 

Figure 1. Expression analysis of epithelial membrane proteins (EMP) 1-3 in non-small cell lung cancer (NSCLC). (A) Anal-
ysis of EMP1-3 mRNA expression in 10 NSCLC cell lines by real-time RT-PCR. Gene expression in comparison to the
housekeeping gene (GAPDH) expression in normal bronchial epithelial cells (HBECs) was set to 1.0. The data are shown as
the means of three independent experiments ± standard deviation. * p < 0.05, ** p < 0.01, and *** p < 0.001 when analyzed
with Student’s t-test. (B) Representative expression of EMP1-3 proteins in primary lung tissues (magnification ×400) using
immunohistochemistry with negative staining (score 0; top) and strong staining (score 3; bottom).

Table 1. Correlation between EMP1 expression and clinicopathological data in primary lung tumor.

EMP1
p-Value

0 1–3

Type

ADC 13 12

0.146 Fisher’sSCC 15 9

Others 1 5

Gender
Male 22 23

0.303 Fisher’s
Female 7 3

Age
≤65 20 17

1
>65 9 9

pT
1–2 28 17

0.004 Fisher’s
3–4 1 9

pN
0–1 20 20

0.508
2–4 9 6

pM
0 25 25

0.355 Fisher’s
1–3 4 1

Grade
1–2 18 11

0.143
3–4 11 15

ADC, adenocarcinoma; SCC, squamous cell carcinoma. pT: tumor size; pN: tumor invasion in lymph node. pM:
tumor metastasis



Int. J. Mol. Sci. 2021, 22, 2944 4 of 19

2.2. Evaluation of EMP1 and EMP2 DNA Methylation in NSCLC Cells

We selected NSCLC cell lines with decreased EMP1 and EMP2 mRNA levels for
demethylation testing. After treatment with a DNA methyltransferase inhibitor, 5-aza-2′-
deoxycytidine (DAC), EMP1 mRNA expression markedly increased in three NSCLC cell
lines, including H2170, H23, and A549 (Figure S1), while EMP2 mRNA was enhanced in
six NSCLC cell lines, namely, H2170, H1299, H226, H2030, A549, and H1650 (Figure S2).

Bisulfite sequencing (BS) was carried out to analyze the methylation status of EMP1
and EMP2 in the promoter region and exon 1. Partial DNA methylation of EMP1 was
found only in the H23 cell line in the region from −33 to +220 bp containing nine CpG
dinucleotides; no methylation was detected by BS in the EMP2 DNA (Table S2).

2.3. EMP2 Inhibits Tumor Cell Proliferation, Colony Formation, Migration, and Invasion

To determine the function of EMP2 in NSCLC cells, an expression vector containing the
full-length cDNA of EMP2 was transfected into H1299 and H2170 in which no endogenous
expression of EMP2 was found (Figure 1A).

After stable transfection, overexpression of EMP2 in EMP2-5, EMP2-7, and EMP2-8
(H1299) transfectants, as well as EMP2-1, EMP2-2, and EMP2-3 (H2170), were confirmed
by real-time RT-PCR (Figure S3), Western blotting (Figure S4), and immunohistochemistry
on (Figure 2A).
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Figure 2. Influence of EMP2 overexpression on NSCLC cell growth. (A) EMP2 overexpression in H1299 and H2170 cell
lines after stable transfection compared to mock cells was proven by cell-block analysis, confirming a successful transfection
of EMP2 (magnification ×200) (B) EMP2-positive transfectant cells (EMP2-5 and EMP2-7 for H1299; EMP2-1 and EMP2-3
for H2170) showed significantly reduced cell proliferation compared to mock cells as revealed by BrdU cell proliferation
assay. (C) Colony formation assay revealed that EMP2 overexpression resulted in significantly decreased colony formation
in both H1299 and H2170 cells. The data presented are the means ± SE from three independent experiments. * p < 0.05,
** p < 0.01, and *** p < 0.001 when analyzed with Student’s t-test.
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As shown in Figure 2B and Figure S5, ectopic EMP2 expression significantly inhibited
NSCLC cell proliferation in comparison to mock control on day 1, 3, and 5 (p < 0.05, p < 0.01,
or p < 0.001).

A colony formation assay showed that EMP2 transfectants formed significantly re-
duced number of colonies in comparison to mock transfectants (p < 0.001; Figure 2C).

A migration assay showed that the number of the migrated cells was significantly
lower in EMP2-transfectants compared to mock cells (H1299: p < 0.05 or p < 0.01; H2170:
p < 0.05, Figure 3A). Additionally, an invasion assay revealed that the number of invaded
cells was markedly reduced in EMP2 transfectants compared with control cells (H1299:
p < 0.05 or p < 0.01; H1299: p < 0.01; Figure 3B). These results suggested that EMP2 may
inhibit both the migration and invasive ability of NSCLC cells.
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Figure 3. Effects of EMP2 overexpression on the migration and invasion of NSCLC cells. (A) Migra-
tion assay revealed that EMP2 suppressed migratory ability of the NSCLC cell lines H1299 and H2170
(40× objective). Quantification of cell migration (right). The data presented are the means ± SE from
three independent experiments. (B) Invasion assay showed that EMP2 inhibited the invasive ability
of NSCLC cells (40× objective). Quantification of invaded cells (right). The data presented are the
means ± SE from three independent experiments. * p < 0.05 and ** p < 0.001 when analyzed with
Student’s t-test.

2.4. Knockdown of EMP2 by siRNA Increases Cell Invasion Property

We performed RNA interference to knockdown EMP2 in the cell line H1650, which
exhibited high endogenous EMP2 expression on both the mRNA (Figure 1) and protein
levels (Figure S6). Downregulation of EMP2 by siRNA was confirmed by real-time RT-PCR
and Western blotting (Figure 4A). Contrary to ectopic expression, knockdown of EMP2 led
to significantly increased migratory potential (p < 0.001), but not invasive ability, compared
to control cells (Figure 4B).
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Figure 4. Effect of EMP2 knockdown on cell migration and invasion as well as the impact of EMP2 overexpression on the
cell cycle. (A) Decreased expression of EMP2 in H1650 cells by siRNA knockdown was confirmed with real-time RT-PCR
(top) and Western blotting (bottom). (B) Migration assay revealed that knockdown of EMP2 increased migratory ability of
H1650 (50× objective; top), but the invasion assay did not reveal a significantly enhanced ability of tumor cell invasion after
EMP2 siRNA knockdown (50× objective; bottom); quantification of migrated and invaded cell (right). Cells transfected with
scrambled siRNA (siRNA Control) were used as control. (C) Flow cytometry showed that EMP2 overexpression led to a
reduced H1299 cell population in G2/M, alongside an increased H2170 cell population in G1 and decreased cell populations
in the S and G2/M phases. * p < 0.05, ** p < 0.01, *** p < 0.001 when analyzed using Student’s t-test.

2.5. Ectopic Expression of EMP2 Results in Alteration of Cell Cycle-Associated Genes/Proteins and
the AKT and MAPK Pathways

To determine if EMP2 influences the cell cycle, we performed flow cytometric analysis
of propidium iodide-stained nuclei. As shown in Figure 4C, in the cell line H1299, EMP2
overexpression resulted in a significantly reduced number of cells in the G2/M phase
(p < 0.05). In the cell line H2170, overexpression of EMP2 led to a significantly increased
number of cells in the G1 phase (p < 0.01), and a correspondingly reduced number of cells
in the S (p < 0.05) and G2/M phases (p < 0.05). The data indicated that EMP2 might be
associated with G1 cell cycle arrest in H2170 cells.

To investigate the molecular changes during cell cycle alteration, we evaluated the
mRNA expression of the genes which are involved in the cell cycle regulation such as p53,
p21, p27, cyclin D1, and CCNG2, showing that ectopic expression of EMP2 resulted in
significant upregulation of all of these genes in both H1299 and H2170 (p < 0.05, p < 0.01, or
p < 0.001; Figure 5A).
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Figure 5. Influence of EMP2 on cell cycle regulatory genes/proteins and tumor-associated signal pathways. (A) Real-time
RT-PCR analysis revealed altered expression of cell cycle regulatory genes in both H1299 and H2170 cells after EMP2 stable
transfection. (B) Western blot analysis showed decreased phosphorylated levels of AKT and p38 as well as decreased protein
expression levels of cell cycle regulators cyclin D1 and cyclin B1, and an increased phosphorylated level of ERK1/2 in H2199
cells. In H2170 cells, decreased phosphorylated levels of mTOR, ERK1/2, and p38 as well as decreased protein expression
levels of cyclin D1 and cyclin B1 (clone EMP2-3) after EMP2 overexpression were found. An increased phosphorylated level
of ERK1/2 after EMP2-knockdown was detected in H1650 cells (C) Influence of EMP2 overexpression (left) and knockdown
(right) on EMP1 and EMP3 expression. * p < 0.05, ** p < 0.01, *** p < 0.001 when analyzed using Student’s t-test.

Cyclin D1 positively regulates the progression of the cell cycle through G1 phase. In
line with G1 cell cycle arrest after EMP2 overexpression, we found decreased protein level
of cyclin D1 in H1299 and H2170 cell lines (Figure 5B), indicating a post-transcriptional
and/or post-translational regulation of cyclin D1 in the cells. Cyclin B1 is a key protein
regulating cell cycle progression from G2 to M phase. The reduced cell population in G2/M
phase after EMP2 overexpression might be partially explained by the decreased expression
level of cycle B1 in both cell lines. However, the involvement of other cell cycle proteins
cannot be ruled out and warrants further investigations. Nevertheless, downregulation
of cyclin B1 and cyclin D1 accords with the decreased cell proliferation caused by EMP2
overexpression as revealed by BrdU assay (Figure 2B), WST assay (Figure S5), and colony
formation assay (Figure 2C).

To examine the possible mechanisms by which EMP2 exerts cell growth inhibitory
effects in NSCLC, Western blotting was carried out, showing that overexpression of EMP2
had different effects on alterations of pathways in H1299 and H2170 cells (Figure 5B). For
the lung adenocarcinoma cell line H1299, reduced phosphorylated (p-) AKT and p-p38 were
found in the EMP2 transfectants, while the expression level of p-ERK1/2 was enhanced
compared to mock cells. In the lung squamous carcinoma cell line H2170, the expression
levels of p-mTOR, p-ERK1/2, and p-p38 were reduced in EMP2-overexpression. The data
indicated that EMP2 may influence signaling pathways in a cell type-dependent manner.
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We also analyzed the expression levels of p-AKT, p-mTOR, p-ERK1/2, and p-p38 after
EMP2-knockdown in H1650. The level of p-ERK1/2 was shown to be increased, while
no obvious changes were found in the expression levels of p-AKT, p-mTOR, and p-p38
(Figure 5B). The densitometric quantification of the data from the Western blotting is shown
in Supplementary Figure S7.

To further confirm the effects of EMP2 on the MAPK pathway, we treated the cells with
a mitogen activated protein kinase kinase (MEK) inhibitor PD098059. PD98059 treatment
generally led to decreased expression levels of p-ERK1/2 in EMP2 transfectants, cells with
EMP2-knockdown, and mock control cells compared to DMSO treatment (Figure 6). In
line with the data shown in Figure 5B, an increased level of p-ERK1/2 was observed in
EMP2-transfected H1299 cells with DMSO treatment, and the expression level of p-ERK1/2
in EMP2-transfected cells did not differ from that in mock cells after PD98059 treatment
(Figure 6A). In EMP2-transfected H2170 cells, a reduced expression level of p-ERK1/2
was observed compared to mock cells after PD98059 treatment (Figure 6B). Compared to
mock cells, H1650-siEMP2 cells still showed more expression of p-ERK1/2 after PD98059
treatment (Figure 6C). The data from drug treatment suggest that EMP2 overexpression is
specifically associated with reduced MAPK activity. Based on our data, considering that
both p-p38 and p-ERK1/2 are two key components of the MAPK pathway, we conclude that
EMP2 suppressed tumor cell growth mainly by inhibition of MAPK pathway in NSCLC.
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Figure 6. Influence of MEK inhibitor PD98059 (PD) on the expression level of phosphorylated ERK1/2 in NSCLC cells with
ectopic expression of EMP2 or EMP2-knockdown. (A) PD98059 treatment led to a reduced expression level of p-ERK1/2
in H1299 cells. The expression level of p-ERK1/2 was enhanced in EMP2-transfected H1299 cells (EMP2-7) compared to
mock cells after DMSO treatment. No altered expression level of p-ERK1/2 was found in EMP2-transfected H1299 cells
compared to mock cells after PD98059 treatment (left). Densitometric quantification of the data from the Western blot
analysis (right). (B) PD98059 treatment led to a reduced expression level of p-ERK1/2 in H2170 cells. In EMP2-transfected
H2170 cells (EMP2-3), a decreased expression level of p-ERK1/2 was observed compared to mock cells after PD98059
treatment (left). Densitometric quantification of the data from the Western blot analysis (right) (C) A successful knockdown
of EMP2 was confirmed by real-time RT-PCR analysis in H1650 cells treated with DMSO or PD98059 (left). H1650 cells
treated with PD98059 showed reduced expression of p-ERK1/2 compared to cells treated with DMSO. Cells with EMP2
knockdown (siEMP2) exhibited more expression of p-ERK1/2 compared to mock cells (siCon) after PD98059 treatment
(right). *** p < 0.001 when analyzed using Student’s t-test.
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Additionally, altered EMP2 expression was observed to affect EMP1 and EMP3 expres-
sion levels. As shown in Figure 5C, the mRNA levels of EMP1 and EMP3 were significantly
downregulated in H1299 but upregulated in H2170. This observation, together with the
Western blot analysis data showing different altered patterns of key molecular players in
the AKT and MAPK pathways in two transfected cell lines, suggested that different molec-
ular mechanisms might be involved in the EMP2-mediated growth inhibitory behaviors in
lung ADC and SCC cells.

2.6. Characterization of Exosomes Secreted by NSCLC Cell Line H2170

To characterize exosomes isolated from both EMP2-transfected cells and mock cells,
Western blotting was performed. As shown in Figure 7A, expression of the exosome
marker CD63 was detected in the isolated exosomes and was also present in the cell
lysates. This could be explained by the fact that lung tissues exhibit endogenous CD63
expression (https://www.proteinatlas.org/ENSG00000135404-CD63/tissue) (accessed on:
13 March 2021). Additionally, transmission electron microscopy (TEM) analysis confirmed
the presence of membranous vesicles in the diameter range of 40–100 nm (Figure 7B).
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overexpression. (A) Western blot analysis of the exosome marker CD63 from both cell lysates and exosomes. (B) The
presence of membranous vesicles in the diameter range of 40–100 nm (arrowheads), as confirmed by transmission electron
microscopy (TEM) analysis. (C) Overexpression of EMP2 significantly altered the expression of miRNAs related to regulation
of the tumor microenvironment. * p < 0.05, ** p < 0.01, *** p < 0.001 when analyzed using Student’s t-test.

2.7. Alterations in miRNA Expression in Both Exosomes and Cell Lysates in
EMP2 Overexpression

Analysis of the expression of nine miRNAs (miR-30d_2, miR-21, miR-802, miR-1301_2,
miR-200a_1, miR-518-5p_1, miR-18a_2, miR-25_1, and miR-205_1) involved in cancer
development in both exosomes and cell lysates from the EMP2 transfectants and mock cells
was carried out. As shown in Figure 7C, the expression of exosome miRNAs, including
miR-30d_2, miR-802 and miR-1301_2, miR-200a_1, and miR-518c-5p_1, was significantly
decreased in EMP2-transfected H2170 cells compared to the mock control. For the miRNA
isolated from the cell lysates, miR-30d_2, miR-21, miR-802, miR-1301_2, miR-200a_1, and
miR-18a_2 expression was significantly downregulated in EMP2 overexpression.

https://www.proteinatlas.org/ENSG00000135404-CD63/tissue
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2.8. Uptake of Exosomes by H2170 Cells

As shown above, EMP2 overexpression affected the composition of exosomal miRNA.
Therefore, to determine if exosomes could be taken up by H2170 cells and if the uptake of
exosomes could influence tumor migratory ability, uptake of PKH67-stained vesicles was
visualized by confocal microscopy in H2170 cells incubated with EMP2PKH67 (exosome
isolated from EMP2 transfectant stained with PKH67), MOCKPKH67 (exosome isolated
from mock cells stained with PKH67), PBSPKH67 (PBS stained with PKH67), or a negative
control (NTC) which did not contain PKH67 or exosomes. Figure 8A shows a merged
image indicating that cellular uptake of exosomes could only be found in cells treated
with EMP2PKH67 or MOCKPKH67, but not in PBSPKH67 or in NTC-treated cells. After
measuring the mean PKH67 fluorescence intensity, we found no difference in the uptake of
exosomes between cells treated with EMP2PKH67. In comparison with the PBSPKH67 and
NTC-treated cells, significantly increased uptake of exosomes was found in cells incubated
with exosomes (Figure 8B), indicating that the H2170 cells indeed took up exosomes.
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green, respectively. Scale bars: 10 µm. (B) Summary bar graphs of the relative mean fluorescence intensity (MFI) of PKH67
(exosomes) in recipient cells. The results are illustrated as the mean ± SEM of the relative MFI. *** p < 0.001 in comparison
with nontreated cells (NTC) analyzed by one-way ANOVA with Bonferroni’s multiple comparisons test; E-Mock: Exosome
of mock cells; E-EMP2: Exosomes of EMP2-transfected cells.
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However, no notable alterations in migratory ability were observed between cells
treated with exosomes from EMP2 transfectants and mock cells (data not shown).

3. Discussion

Epithelial membrane proteins (EMPs) contain four putative transmembrane domain
structures and are encoded by the growth arrest-specific 3 (GAS3)/peripheral myelin
protein 22 kDa (PMP22) gene family [19]. Accumulating evidence showed that EMPs
exhibit both prometastatic and antimetastatic functions, which are likely involved in the
complex mechanisms of cancer progression [20]. In this study, we analyzed the expression
of EMPs and explored the biological function of EMP2 as well as exosomes derived from
EMP2-overexpressing cells in NSCLC development.

Expression analysis revealed a different mRNA expression pattern of EMPs with
significant downregulation of EMP1 (nine out of ten cell lines) and EMP2 (six out of ten
cell lines), but significant upregulation of EMP3 in more than half of the cancer cell lines
compared to HBEC. During primary lung tumor sample analyses, we found that lower
expression of EMP1 were significantly associated with increased tumor size. A study from
Sun et al. depicted that overexpression of EMP1 in nasopharyngeal cancer cells led to
markedly reduced migration and invasion [21]. In oral squamous cell carcinoma, however,
high expression of EMP1 was related to an increased capability to metastasize to nodes [22].
In our study, we did not find a significant correlation between EMP2 expression and
clinical outcome. However, data from TCGA showed that EMP2 overexpression was asso-
ciated with favorable prognosis in patients with lung cancer (https://www.proteinatlas.
org/ENSG00000213853-EMP2/pathology/lung+cancer#imid_3898442) (accessed on: 13
March 2021).

Epigenetic modifications, including DNA methylation, are closely associated with
cancer initiation and progression [23]. In our study, methylation analysis showed partial
methylation of EMP1 only in one NSCLC cell line, indicating that DNA methylation
might not be a main regulatory mechanism responsible for gene silencing of EMP1 and
EMP2 in NSCLC. Indeed, methylation of EMP1 and EMP2 in human cancer is rarely
reported, although methylation of EMP3 was previously detected in NSCLC [13] and
glioblastoma [24], suggesting different gene regulatory programs in EMPs.

Functionally, EMP family members play important roles in the control of cell growth [25],
indicating their role in cancer development. Indeed, a growing body of evidence showed the
participation of EMPs in cancer initiation and progression. For example, EMP1 promotes
tumor metastasis by enhancing cell migration in prostate cancer [26], whereas EMP2 acts
as an oncogenic protein in endometrial cancer cells, with high EMP2 related to increased
lymphovascular invasion and poor survival [27–29]. EMP3 is induced by TWIST1/2 and
regulates epithelial-to-mesenchymal transition of gastric cancer cells [30]. In line with
the role of EMP2 in nasopharyngeal cancer and melanoma [31,32], EMP2 overexpression
inhibited cell proliferation, migration, and invasion and caused G1 cell cycle arrest, while
downregulation of EMP2 by siRNA resulted in an enhanced cell migratory ability. We did
not perform proliferation assay after EMP2 knockdown, since the downregulation of EMP2
by siRNA was transient and could be recovered after 3–4 days, while the observation time
for the proliferation assay was 5-day long. Nevertheless, our data suggest that EMP2 may
exert tumor growth inhibitory effects in human NSCLC.

The diverse functions of EMPs in human cancer are mediated by numerous signaling
pathways, with abnormal activation of these signal pathways shown to influence tumor
biological behaviors [33]. EMP2 promotes endometrial tumor formation and migration
through activation of the FAK/Src pathway [27]. In urothelial carcinoma of the upper
urinary tract, EMP2 interacts with integrins αV and β3 to regulate cell adhesion and
migration [34]. In this study, ectopic expression of EMP2 resulted in decreased activity
of AKT and increased activity of ERK in the lung ADC cell line H1299, while a slightly
enhanced p-AKT level and reduced p-ERK1/2 level were observed in the SCC cell line
H2170. This opposite altered protein expression pattern in the AKT and MAPK pathways

https://www.proteinatlas.org/ENSG00000213853-EMP2/pathology/lung+cancer#imid_3898442
https://www.proteinatlas.org/ENSG00000213853-EMP2/pathology/lung+cancer#imid_3898442
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was related to the different genetic backgrounds of the cells. Nevertheless, reduced p-p38,
an important player in the MAPK pathway, was found in both cell lines after EMP2 overex-
pression. Furthermore, treatment with MEK inhibitor PD098059 led to lower expression
of phospho-ERK1/2 in EMP2-transfected H2170 cells compared to mock-transfected cells.
Lee et al. depicted that EMP2 gene silencing reduces the PP2A via ubiquitination induced
by cav-1, which sequestered alpha4, leading to the activation of ERK and JNK in NSCLC
cells [13]. In line with this observation, we detected an enhanced level of p-ERK1/2 after
EMP2 knockdown. Moreover, upon PD098059 treatment, the expression level of p-ERK1/2
was still higher in cells with EMP2-knockdown compared to control cells. These data
together further indicated an essential role of the MAPK signaling in EMP2-mediated
inhibition of NSCLC cell growth. Since it is well recognized that aberrant activation of the
MAPK pathway promotes cell proliferation, metastasis, and cell survival, we speculate
that EMP2 might suppress NSCLC cell growth mainly by inhibiting the MAPK pathway.
Additionally, the alteration of cell cycle regulators such as cycle D1 and cycle B1 might
also contribute to the inhibited cell growth. Currently we do not exactly know how cyclin
D1 could be regulated by EMP2 in NSCLC cells. Many studies demonstrated the post-
transcriptional and post-translational regulation of cyclin D1 in different cellular contexts.
Witzel et al. thought that different pathways might play a role in regulation of cyclin D1
post-transcription [35]. Guo et al. found that a change of protein stability might be involved
in the post-translational induction of the cyclin D1 protein [36]. On the post-translational
level, EMP2 might regulate cyclin D1 by influencing the protein stability of cyclin D1 di-
rectly or indirectly. Moreover, altered EMP1 and EMP3 mRNA levels in EMP2-transfected
cells indicated that other molecular mechanisms might also be responsible for the growth
inhibitory effects of EMP2. The precise mechanism of post-translational regulation of cyclin
D1 by EMP2 and the interaction between epithelial membrane proteins in NSCLC should
be further investigated in future studies.

The association between EMP2 and miRNAs in the development of human cancer, par-
ticularly in lung cancer, is not yet well elucidated. Recently, analysis of exosomal miRNAs,
one of the important exosome cargos, received much attention since they deliver essential
information in terms of cell-cell communication [37]. We selected nine miRNAs involved in
carcinogenesis and analyzed their expression levels in both exosomes and cell lysates after
stable transfection of EMP2. The expression patterns of miRNA in both cases exhibited
similar tendencies upon EMP2 overexpression, with miR-30d_2, miR-802, miR-1301_2, and
miR-200a_1 shown to be significantly downregulated in EMP2-transfected cells compared
with mock control cells. However, significantly reduced levels of miR-21 and miR-18a_2
were only found in cells but not in the exosomes. This discrepancy might be explained by
the fact that loading of miRNAs into exosomes is dependent on the presence of exosome
motifs and the 3′-end characteristics of miRNA sequences [38]. These features regulate in-
tracellular pathways, leading to different enrichment of singular miRNAs within exosomes,
which might be differ from that in the original cells. With the exception of miR-1301_1, the
roles of the other three miRNAs were extensively investigated in NSCLC, showing tumor
suppressive functions. For instance, decreased expression of miR-30d_5p is frequently
observed in NSCLC, suppressing tumor cell migration/invasion by targeting NFIB [39–41],
miR-802 inhibits the aggressive behaviors of NSCLC cells by directly targeting FGFR1 [42],
and miR-200a suppresses migration and invasion and enhances the radiosensitivity of
NSCLC cells by inhibiting the HGF/c-Met signaling pathway [43]. Exosomal microRNAs
emerged as key players in modulating the tumor microenvironment [44,45]. The influence
of miR-30d, miR-802, miR-1301, and miR-200a regulating cell–cell communication in the
tumor microenvironment was previously observed [44,46,47]. In a translational context,
the clinical application of these miRNAs as crucial agents in targeted therapies should be
further investigated.

Exosomes isolated from oncogenic protein-overexpressing cancer cells were found to
be able to promote cell migration [48,49]. In our study, treatment with exosomes isolated
from tumor cells transfected with EMP2 did not affect tumor cell migratory behavior,
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although the exosomes were shown to be successfully taken up by the cells. Given the role
of EMP2 in regulation of miRNAs involved in modeling the tumor microenvironment, it
might be interesting to explore the impact of exosomes from EMP2-overexpressing cells on
paracrine signaling and the behavior of cancer—associated fibroblasts in future studies.

Limitations of the study remain. On the one hand, the sample size of the primary
lung tumors used for the EMP1-3 protein expression analysis was small, and on the
other hand, the function of EMP2 was not assessed in animal models. Additionally,
only a handful of tumor pathways were investigated, given the functional diversity of
EMP2 in human cancers [33]. These drawbacks should be overcome by increasing sample
size, performing in vivo analysis, and investigating mores signaling molecules in future
studies. The observation that anti-EMP2 IgG1 slowed tumor growth in breast cancer
xenografts without detectable systemic toxicity indicates its immunotherapeutic value for
the treatment of tumors with positive EMP2 expression [50]. Further investigations are
required to shed more light on the EMP-related functions and EMP-mediated signaling
pathways in different types of cancer, which could be helpful in the development of
EMP-targeted tumor therapies.

4. Materials and Methods
4.1. Cell Lines, Cell Cultures, Drug Treatments, and Cell-Block Preparation

Human bronchial epithelial cells (HBEC) were purchased from Clonetics (San Diego,
CA, USA) and cultured in BEG media (Clonetics, San Diego, CA, USA). Ten human non-
small cell lung cancer cell lines (H2170, H1299, H226, H157, H2030, H23, A549, H322,
H1650, and H1975) were purchased from the American Type Culture Collection (ATCC,
Rockville, MD, USA) and the German Collection of Microorganisms and Cell Culture
(DSMZ, Braunschweig, Germany). The cells were cultured in RPMI 1640 medium con-
taining 10% (v/v) fetal bovine serum (FBS) and 1% (w/v) glutamine, and maintained in a
humidified atmosphere with 5% CO2 at 37 ◦C.

NSCLC cell lines were cultured in 6-well plates. Upon 50% confluence, the cells were
treated with 5 µM of 5-aza-2′-deoxycytidine (DAC) (Sigma Chemical Co., St. Louis, MO,
USA) on days 0, 2, and 4. Cells were then harvested for total RNA isolation. Before treat-
ment with the MEK inhibitor PD98059, cells were serum-starved overnight. Afterwards,
cells were incubated with 50 µM of PD98059 (Biozol, Eching, Germany) for 60 min.

For construction of the cell blocks, cell pellets were collected by centrifugation at 1000
g for 3 min as described previously [51].

4.2. RNA Extraction and Real-Time RT-PCR

Total RNA was extracted from cell lines and exosomes using Trizol reagent (PEQLAB,
Erlangen, Germany) according to the manufacturer’s protocols. For gene expression
analysis, reverse transcription with 500 ng of RNA was performed using a QuantiTect®

Reverse Transcription Kit (Qiagen, Hilden, Germany). For miRNA expression analysis,
reverse transcription with 300 ng of RNA was carried out using a miScript II RT Kit (Qiagen,
Hilden, Germany), according to the manufacturer’s instructions.

Real-time RT-PCR was performed in 0.1 mL tubes on the Rotor-Gene Q (Qiagen,
Hilden, Germany) with the FastStart Universal SYBR Green Master (Roche AG, Mannheim,
Germany). Twenty-five/fifteen nanograms of total RNA were used for mRNA/miRNA
analysis. Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) was used as an internal
control for gene expression (mRNA) analysis. RNU6 was applied as an internal control
for analysis of miRNA isolated from the cell lysates. For miRNA extracted from the
exosomes, a cel-miR-39 Spike-In control (Norgen, Thorold, ON, Canada) was used as
the internal control for normalization of the qRT-PCR data [52]. The 2−∆∆Cq method was
used for quantification [53]. The data were derived from three independent experiments.
The primer sequences are listed in Table S3. The primers for the miRNA analysis were
purchased from Qiagen.
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4.3. Genomic DNA Isolation, Bisulfite Treatment, and Bisulfite Sequencing

Genomic DNA isolation, bisulfite modification, and bisulfite sequencing (BS) were
performed as described previously [54]. The primers used for BS are listed in Table S3.

4.4. Tissue Microarray (TMA) Construction and Immunohistochemistry

A total of 55 primary lung tumor specimens obtained from the University Hospital
Jena from 1995 to 2001 were included for the construction of the tissue microarray. None of
the patients received adjuvant radiotherapy or chemotherapy before surgery. The study
was approved by the local ethical committee of University Hospital Jena (Nr: 3815-07/13).

The TMA was constructed using a manual tissue arrayer (Beecher Instruments, Wood-
land, WI, USA). Each tumor sample was represented in the TMA by two tissue cylinders of
0.6 mm diameter, as described previously [7]. Immunohistochemistry (IHC) was carried
out to analyze the protein expression of EMP2 on the cell blocks and EMP1-3 in the TMAs.
Briefly, sections were deparaffinized with xylene and gradually hydrated. Antigen retrieval
was conducted by treatment in a pressure cooker for 6 min. The working concentrations of
the EMP1-3 antibodies are listed in Table S4. Detection was performed according to the
manufacturer’s instructions (LSABTM 2-kits, DAKO). Immunohistochemistry was scored
semiquantitatively as negative (0% positively stained cells; score 0), weak (<10% positively
stained cells; score 1), moderate (10–25% positively stained cells; score 2), or strong (>25%
positively stained cells; score 3). For statistical evaluation, scores of 0 were considered
negative, while scores of 1, 2, or 3 were considered positive.

4.5. Stable Transfection

A full-length human-EMP2 cDNA purchased from GenScript (Piscataway, NJ, USA)
was transfected into an adenocarcinoma cell line H1299 and a squamous lung cancer
cell line H2170 exhibiting no endogenous expression of EMP2, following the instructions
of Lipofectamine® 2000 DNA Transfection Reagent Protocol (Thermo Fisher, Hamburg,
Germany). An empty vector pcDNA3.1 was transfected as a control. Stable transfection
was carried out as described previously [6].

4.6. Cell Proliferation Assay, Colony Formation Assay, Cell Migration and Invasion Assay, and
Cell Cycle Analysis

For the proliferation assay, cells (1× 104 cells /well) were seeded in 96-well plates and
incubated for 1, 3, or 5 days at 37 ◦C. Cell proliferation was analyzed by using a BrdU Cell
Proliferation ELISA Kit (Abcam, Berlin, Germany) and a Cell Proliferation Reagent WST-1
(Roche Diagnostics, Mannheim, Germany) according to the manufacturers’ instructions.
The absorbance at 450/550 (BrdU) or 450/690 nm (WST-1) was measured by using the
microplate reader Tecan Infinite 200 PRO (Tecan, Maennedorf, Switzerland) for each well.
The experiment was carried out in triplicate.

For the colony formation assay, cells (4000 cell/well) were seeded in 6-well plates. Af-
ter 8–11 days, colonies were stained with crystal violet and colony numbers were counted.

For the migration assay, cells (3 × 104 cells /well) were resuspended in 500 µL
of RPMI1640 medium and placed in the upper transwell chamber (8 µm pore size, BD
Biosciences). The upper chambers were placed in a 24-well culture dish containing 700 µL of
medium with 10% (v/v) FBS. Cells were incubated at 37 ◦C for 24 h, and nonmigratory cells
on upper chamber were removed using a moistening cotton swab. The migratory cells were
then fixed with ice-cold methanol and stained with 0.5% crystal violet for 10 min at 37 ◦C.
For the invasion assay, cells (1 × 105 cells /well) were harvested after starvation for 24 h
using FBS-free medium and seeded in matrigel-coated transwell chambers (BD Biosciences,
Franklin Lakes, NJ, USA). Cells were incubated at 37 ◦C for 24 h. After removing uninvaded
cells, the invaded cells were stained for calculation.

For analysis of the cell cylcle, cells (1.5 × 105 cells /well) were seeded in 6-well plates
and incubated for 72 h at 37 ◦C. Cell pellets were collected by centrifugation at 1000 rpm
for 5 min, fixed in 2 mL of ice-cold 70% ethanol, and stored at −20 ◦C overnight. After
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washing, cells were resuspended in PBS containing 1% glucose, 50 µg/mL RNase A (Roche,
Mannheim, Germany), and 50 µg/mL propidium iodide, followed by incubation for 45 min
at 4 ◦C in the dark. Cell cycle distribution was analyzed using a BD FACSCanto™ II (BD
Biosciences, Heidelberg, Germany). All experiments were performed in triplicate.

4.7. RNA Interference

H1650 cells with endogenous expression of EMP2 were seeded in a 6-well plate
(3 × 105 cells/well) and incubated overnight. The cells were transfected with EMP2 siRNA
(sc-93419; Santa Cruz, Dallas, TX, USA) or scrambled siRNA (sc-37007; Santa Cruz, Dal-
las, TX, USA) using Lipofectamine 2000 (Thermo Fisher, Hamburg, Germany). EMP2
expression was assessed 48 h after transfection by real-time RT-PCR and Western blotting.

4.8. Western Blotting

Western blotting was performed as described previously [7]. Thirty-five micrograms
of proteins were electrophoresed on 8% SDS-PAGE gels and blotted on a nitrocellulose
membrane. Antibodies used for the Western blotting are listed in Table S4. Signals
were visualized using an enhanced chemiluminescence detection system (Santa Cruz
Biotechnology, Dallas, TX, USA) according to the manufacturer’s instructions. Mouse
anti-beta-actin antibody was used as the loading control.

4.9. Exosome Isolation

Cells were washed with PBS and cultured in RPMI 1640 medium supplemented with
5% (v/v) exosome-depleted FBS (ED-FBS) (Thermo Fisher, Hamburg, Germany). After
24 h, the cell media were collected and centrifuged at 2000× g for 30 min to remove cellular
debris. Ultracentrifugation was performed as described by Théry et al. [55], with some
modifications. Briefly, cell media were centrifuged at 19,000× g for 30 min, then the super-
natants were filtrated through a filter (0.2–0.8 µm pore size), followed by centrifugation at
100,000× g for 70 min. Cell pellets were resuspended in PBS and subjected to centrifugation
again at 100,000× g for 70 min. Exosomes were then dissolved in PBS for characterization
using Western blot analysis and electron microscopy.

4.10. Negative Staining Transmission Electron Microscopy (TEM)

Carbon-coated copper grids (400 mesh, Quantifoil Micro Tools GmbH, Großlöbichau,
Germany) were hydrophilized by glow discharge treatment at low pressure in air. Aliquots
of 10 µL of the exosome solution were adsorbed onto hydrophilic grids for 20 s, washed
twice with distilled water, then stained on a drop of 2% uranyl acetate. Samples were
analyzed using a Zeiss EM902A electron microscope (Carl Zeiss AG, Oberkochen, Germany)
operated at 80 kV accelerating voltage, and images were acquired with a sharp: eye
2 k × 2 k CCD-Camera (Tröndle TRS, Moorenweis, Germany).

4.11. Cellular Uptake of Exosomes Isolated from EMP2-Transfected H2170 Cells

Exosome uptake assay was carried out as previously described [56]. Exosomes derived
from EMP2-transfected H2170 cells were labeled with 2 µM PKH67 dye (Sigma-Aldrich,
Munich, Germany) for 5 min. The staining reaction was stopped by adding an equal
volume of 1% ED-FBS in PBS. The cells were washed twice with PBS by centrifugation
at 100,000× g for 70 min. H2170 cells were seeded into 6-well plates and incubated with
PKH67-labeled exosomes (500 ng/mL) for 24 h in 2 mL RPMI 1640 medium containing
ED-FBS. For confocal analysis, 7500 cells were seeded in Ibidi Chambered Coverslips (Ibidi
GmbH, Gräfelfing, Germany) and treated with PKH67-stained exosomes or an equivalent
volume of PBS/PKH67 as a control. After 24 h, cells were washed with ice-cold PBS and
fixed with 2% formaldehyde for 10 min at RT. The slide was incubated with primary and
secondary antibodies (Table S4) for 2 h and 60 min, respectively. DAPI (1 µg/mL; Sigma
Aldrich) was added to visualize the nuclei. Cellular uptake of exosome was observed using
a Zeiss LSM 710 confocal laser microscope (Carl Zeiss Microscopy GmbH) with 405 nm
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(DAPI) and 488 nm (PKH67) lasers. Confocal images and the mean fluorescence intensity
(MFI) were analyzed with ZEN 2.3 imaging software (Carl Zeiss Microscopy GmbH).

4.12. Statistical Analysis

Statistical analysis was performed using the statistical software package SPSS21 (SPSS,
Chicago, IL, USA). Two-tailed chi-square (χ2) and Fisher’s exact tests were performed
to analyze the correlation between EMP1-3 protein expression and clinicopathological
parameters. Student’s t-test was carried out to evaluate the differences between EMP2
transfectants and mock transfectant cells. One-way ANOVA with Bonferroni’s multiple
comparisons test was performed to analyze exosomal uptake. Two sided p values were
calculated, with p values < 0.05 considered to be statistically significant.

Supplementary Materials: The following are available online at https://www.mdpi.com/1422-006
7/22/6/2944/s1. Table S1: cDNA microarray data in comparison of HOPX transfectants to mock
cells; Table S2: Methylation patterns of EMP1 and EMP2 in NSCLC cells; Table S3: Sequences of
primers; Table S4: Antibodies used for Western blotting (WB) and immunohistochemistry (IHC), and
immunofluorescence (IF); Figure S1: Reexpression of EMP1 after treatment with demethylation agent
5-aza-2′-deoxycytidine (DAC) in NSCLC cells; Figure S2: Reexpression of EMP2 after treatment with
demethylation agent 5-aza-2′-deoxycytidine (DAC) in NSCLC cells; Figure S3: Overexpression of
EMP2 mRNA after stable transfection with an EMP2 expression vector in NSCLC cell line H1299
(left) and H2170 (right); Figure S4: overexpression of EMP2 protein after stable transfection in H1299
and H2170 cells; Figure S5: Cell proliferation assay using WST-1 proliferation reagent. Figure S6:
EMP2 protein expression NSCLC cell lines; Figure S7: Densitometric quantification of the data from
Western blot analysis in Figure 5B.

Author Contributions: Conceptualization, Y.C., D.M.M.-P. and N.G.; Methodology, Y.M., D.C.S.,
M.N., M.N.R., J.M.M.-C. and M.W.; Data Analysis, Y.M., J.S., M.A. and J.M.M.-C.; Original Draft
Preparation, Y.C.; Review and Editing, J.S. and N.G. Supervision, Y.C. All authors have read and
agreed to the published version of the manuscript.

Funding: The present study was supported by University Hospital Jena Germany.

Institutional Review Board Statement: The study was conducted according to the guidelines of the
Declaration of Helsinki, and approved by the local ethical committee of University Hospital Jena
(Nr: 3815-07/13).

Informed Consent Statement: Patient consent was waived due to practical problems (retrospective
study with formalin fixed paraffin embedded tumor tissue samples from 1995 to 2001).

Data Availability Statement: Data is contained within the article or Supplementary Materials.

Acknowledgments: We thank Iver Petersen for collecting NSCLC cell lines for research.

Conflicts of Interest: The authors declare that they have no conflict of interest.

Abbreviations

EMP epithelial membrane proteins
SCLC small cell lung carcinoma
NSCLC non-small cell lung carcinoma
ADC adenocarcinoma
SCC squamous cell carcinoma
PMP22 peripheral myelin protein 22-kDa
HBEC human bronchial epithelial cells
ED-FBS exosome depleted fetal bovine serum
DAC 5-aza-2′-deoxycytidine
GAPDH glyceraldehyde-3-phosphate dehydrogenase
TMA tissue microarray
TEM transmission electron microscopy
MEK mitogen activated protein kinase kinase

https://www.mdpi.com/1422-0067/22/6/2944/s1
https://www.mdpi.com/1422-0067/22/6/2944/s1


Int. J. Mol. Sci. 2021, 22, 2944 17 of 19

References
1. Sayin, V.I.; LeBoeuf, S.E.; Papagiannakopoulos, T. Targeting Metabolic Bottlenecks in Lung Cancer. Trends Cancer 2019, 5, 457–459.

[CrossRef]
2. Siegel, R.L.; Miller, K.D.; Jemal, A. Cancer statistics, 2020. CA Cancer J. Clin. 2020, 70, 7–30. [CrossRef] [PubMed]
3. Travis, W.D.; Brambilla, E.; Nicholson, A.G.; Yatabe, Y.; Austin, J.H.M.; Beasley, M.B.; Chirieac, L.R.; Dacic, S.; Duhig, E.;

Flieder, D.B.; et al. WHO Panel. The 2015 World Health Organization Classification of Lung Tumors: Impact of Genetic, Clinical
and Radiologic Advances Since the 2004 Classification. J. Thorac. Oncol. 2015, 10, 1243–1260. [CrossRef]

4. Lu, T.; Yang, X.; Huang, Y.; Zhao, M.; Li, M.; Ma, K.; Yin, J.; Zhan, C.; Wang, Q. Trends in the incidence, treatment, and survival of
patients with lung cancer in the last four decades. Cancer Manag. Res. 2019, 11, 943–953. [CrossRef]

5. Chen, Y.; Petersen, S.; Pacyna-Gengelbach, M.; Pietas, A.; Petersen, I. Identification of a novel homeobox-containing gene, LAGY,
which is downregulated in lung cancer. Oncology 2003, 64, 450–458. [CrossRef]

6. Chen, Y.; Pacyna-Gengelbach, M.; Deutschmann, N.; Niesporek, S.; Petersen, I. Homeobox gene HOP has a potential tumor
suppressive activity in human lung cancer. Int. J. Cancer 2007, 121, 1021–1027. [CrossRef] [PubMed]

7. Chen, Y.; Yang, L.; Cui, T.; Pacyna-Gengelbach, M.; Petersen, I. HOPX is methylated and exerts tumour-suppressive function
through Ras-induced senescence in human lung cancer. J. Pathol. 2015, 235, 397–407. [CrossRef] [PubMed]

8. Ben-Porath, I.; Kozak, C.A.; Benvenisty, N. Chromosomal mapping of Tmp (Emp1), Xmp (Emp2), and Ymp (Emp3), genes
encoding membrane proteins related to Pmp22. Genomics 1998, 49, 443–447. [CrossRef] [PubMed]

9. Wadehra, M.; Sulur, G.G.; Braun, J.; Gordon, L.K.; Goodglick, L. Epithelial membrane protein-2 is expressed in discrete anatomical
regions of the eye. Exp. Mol. Pathol. 2003, 74, 106–112. [CrossRef]

10. Yu, X.M.; Li, C.W.; Li, Y.Y.; Liu, J.; Lin, Z.B.; Li, T.Y.; Zhao, L.; Pan, X.L.; Shi, L.; Wang, D. Down-regulation of EMP1 is associated
with epithelial hyperplasia and metaplasia in nasal polyps. Histopathology 2013, 63, 686–695. [CrossRef]

11. Taylor, V.; Suter, U. Epithelial membrane protein-2 and epithelial membrane protein-3: Two novel members of the peripheral
myelin protein 22 gene family. Gene 1996, 175, 115–120. [CrossRef]

12. Jain, A.; Tindell, C.A.; Laux, I.; Hunter, J.B.; Curran, J.; Galkin, A.; Afar, D.E.; Aronson, N.; Shak, S.; Natale, R.B.; et al. Epithelial
membrane protein-1 is a biomarker of gefitinib resistance. Proc. Natl. Acad. Sci. USA 2005, 102, 11858–11863. [CrossRef] [PubMed]

13. Lee, E.J.; Park, M.K.; Kim, H.J.; Kim, E.J.; Kang, G.J.; Byun, H.J.; Lee, C.H. Epithelial membrane protein 2 regulates
sphingosylphosphorylcholine-induced keratin 8phosphorylation and reorganization: Changes of PP2A expression by interaction
with alpha4 and caveolin-1 in lung cancer cells. Biochim. Biophys. Acta. 2016, 1863, 1157–1169. [CrossRef] [PubMed]

14. Xue, Q.; Zhou, Y.; Wan, C.; Lv, L.; Chen, B.; Cao, X.; Ju, G.; Huang, Y.; Ni, R.; Mao, G. Epithelial membrane protein 3 is frequently
shown as promoter methylation and functions as a tumor suppressor gene in non-small cell lung cancer. Exp. Mol. Pathol. 2013,
95, 313–318. [CrossRef]

15. Melo, S.A.; Sugimoto, H.; O’Connell, J.T.; Kato, N.; Villanueva, A.; Vidal, A.; Qiu, L.; Vitkin, E.; Perelman, L.T.; Melo, C.A.; et al.
Cancer exosomes perform cell-independent microRNA biogenesis and promote tumorigenesis. Cancer Cell 2014, 26, 707–721.
[CrossRef]

16. Masaoutis, C.; Mihailidou, C.; Tsourouflis, G.; Theocharis, S. Exosomes in lung cancer diagnosis and treatment. From the
translating research into future clinical practice. Biochimie 2018, 151, 27–36. [CrossRef]

17. Fang, T.; Lv, H.; Lv, G.; Li, T.; Wang, C.; Han, Q.; Yu, L.; Su, B.; Guo, L.; Huang, S.; et al. Tumor-derived exosomal miR-1247-3p
induces cancer-associated fibroblast activation to foster lung metastasis of liver cancer. Nat. Commun. 2018, 9, 191. [CrossRef]
[PubMed]

18. Rabinowits, G.; Gerçel-Taylor, C.; Day, J.M.; Taylor, D.D.; Kloecker, G.H. Exosomal microRNA: A diagnostic marker for lung
cancer. Clin. Lung Cancer 2009, 10, 42–46. [CrossRef] [PubMed]

19. Seigneuret, M.; Delaguillaumie, A.; Lagaudrière-Gesbert, C.; Conjeaud, H. Structure of the tetraspanin main extracellular domain.
A partially conserved fold with a structurally variable domain insertion. J. Biol. Chem. 2001, 276, 40055–40064.

20. Ahmat Amin, M.; Shimizu, A.; Ogita, H. The Pivotal Roles of the Epithelial Membrane Protein Family in Cancer Invasiveness
and Metastasis. Cancers 2019, 11, 1620. [CrossRef] [PubMed]

21. Sun, G.G.; Lu, Y.F.; Fu, Z.Z.; Cheng, Y.J.; Hu, W.N. EMP1 inhibits nasopharyngeal cancer cell growth and metastasis through
induction apoptosis and angiogenesis. Tumour Biol. 2014, 35, 3185–3193. [CrossRef] [PubMed]

22. Zhang, J.; Cao, W.; Xu, Q.; Chen, W.T. The expression of EMP1 is downregulated in oral squamous cell carcinoma and possibly
associated with tumour metastasis. J. Clin. Pathol. 2011, 64, 25–29. [CrossRef] [PubMed]

23. Sharma, S.; Kelly, T.K.; Jones, P.A. Epigenetics in cancer. Carcinogenesis 2010, 31, 27–36. [CrossRef]
24. Yue, H.; Xu, Q.; Xie, S. High EMP3 expression might independently predict poor overall survival in glioblastoma and its

expression is related to DNA methylation. Medicine 2018, 97, e9538. [CrossRef]
25. Taylor, V.; Welcher, A.A.; Program, A.E.; Suter, U. Epithelial membrane protein-1, peripheral myelin protein 22, and lens

membrane protein 20 define a novel gene family. J. Biol. Chem. 1995, 270, 28824–28833. [CrossRef]
26. Ahmat Amin, M.; Shimizu, A.; Zankov, D.P.; Sato, A.; Kurita, S.; Ito, M.; Maeda, T.; Yoshida, T.; Sakaue, T.; Higashiyama, S.; et al.

Epithelial membrane protein 1 promotes tumor metastasis by enhancing cell migration via copine-III and Rac1. Oncogene 2018,
37, 5416–5434. [CrossRef] [PubMed]

http://doi.org/10.1016/j.trecan.2019.06.001
http://doi.org/10.3322/caac.21590
http://www.ncbi.nlm.nih.gov/pubmed/31912902
http://doi.org/10.1097/JTO.0000000000000630
http://doi.org/10.2147/CMAR.S187317
http://doi.org/10.1159/000070306
http://doi.org/10.1002/ijc.22753
http://www.ncbi.nlm.nih.gov/pubmed/17417779
http://doi.org/10.1002/path.4469
http://www.ncbi.nlm.nih.gov/pubmed/25345926
http://doi.org/10.1006/geno.1998.5238
http://www.ncbi.nlm.nih.gov/pubmed/9615230
http://doi.org/10.1016/S0014-4800(03)00009-1
http://doi.org/10.1111/his.12211
http://doi.org/10.1016/0378-1119(96)00134-5
http://doi.org/10.1073/pnas.0502113102
http://www.ncbi.nlm.nih.gov/pubmed/16087880
http://doi.org/10.1016/j.bbamcr.2016.02.007
http://www.ncbi.nlm.nih.gov/pubmed/26876307
http://doi.org/10.1016/j.yexmp.2013.07.001
http://doi.org/10.1016/j.ccell.2014.09.005
http://doi.org/10.1016/j.biochi.2018.05.014
http://doi.org/10.1038/s41467-017-02583-0
http://www.ncbi.nlm.nih.gov/pubmed/29335551
http://doi.org/10.3816/CLC.2009.n.006
http://www.ncbi.nlm.nih.gov/pubmed/19289371
http://doi.org/10.3390/cancers11111620
http://www.ncbi.nlm.nih.gov/pubmed/31652725
http://doi.org/10.1007/s13277-013-1416-5
http://www.ncbi.nlm.nih.gov/pubmed/24292952
http://doi.org/10.1136/jcp.2010.082404
http://www.ncbi.nlm.nih.gov/pubmed/20980531
http://doi.org/10.1093/carcin/bgp220
http://doi.org/10.1097/MD.0000000000009538
http://doi.org/10.1074/jbc.270.48.28824
http://doi.org/10.1038/s41388-018-0286-0
http://www.ncbi.nlm.nih.gov/pubmed/29867202


Int. J. Mol. Sci. 2021, 22, 2944 18 of 19

27. Fu, M.; Rao, R.; Sudhakar, D.; Hogue, C.P.; Rutta, Z.; Morales, S.; Gordon, L.K.; Braun, J.; Goodglick, L.; Wadehra, M. Epithelial
membrane protein-2 promotes endometrial tumor formation through activation of FAK and Src. PLoS ONE 2011, 6, e19945.
[CrossRef]

28. Wadehra, M.; Natarajan, S.; Seligson, D.B.; Williams, C.J.; Hummer, A.J.; Hedvat, C.; Braun, J.; Soslow, R.A. Expression of
epithelial membrane protein-2 is associated with endometrial adenocarcinoma of unfavorable outcome. Cancer 2006, 107, 90–98.
[CrossRef]

29. Habeeb, O.; Goodglick, L.; Soslow, R.A.; Rao, R.G.; Gordon, L.K.; Schirripa, O.; Horvath, S.; Braun, J.; Seligson, D.B.; Wadehra, M.
Epithelial membrane protein-2 expression is an early predictor of endometrial cancer development. Cancer 2010, 116, 4718–4726.
[CrossRef]

30. Han, M.; Xu, W. EMP3 is induced by TWIST1/2 and regulates epithelial-to-mesenchymal transition of gastric cancer cells. Tumour
Biol. 2017, 39, 1010428317718404. [CrossRef]

31. Tang, M.; Liu, R.Y.; Zhou, C.; Yuan, M.Z.; Wu, D.M.; Yuan, Z.; Zhang, P.; Lang, J.Y. EMP2 re-expression inhibits growth and
enhances radiosensitivity in nasopharyngeal carcinoma. Tumour Biol. 2017, 39, 1010428317695972. [CrossRef]

32. Wang, M.; Li, S.; Zhang, P.; Wang, Y.; Wang, C.; Bai, D.; Jiang, X. EMP2 acts as a suppressor of melanoma and is negatively
regulated by mTOR-mediated autophagy. J. Cancer 2019, 10, 3582–3592. [CrossRef]

33. Wang, Y.W.; Cheng, H.L.; Ding, Y.R.; Chou, L.H.; Chow, N.H. EMP1, EMP 2, and EMP3 as novel therapeutic targets in human
cancer. Biochim. Biophys. Acta. Rev. Cancer 2017, 1868, 199–211.

34. Wang, Y.W.; Li, W.M.; Wu, W.J.; Chai, C.Y.; Chang, T.Y.; Sun, Y.; Cheng, C.J.; Shiue, Y.L.; Su, S.J.; Cheng, H.L.; et al. Epithelial
membrane protein 2 is a prognostic indictor for patients with urothelial carcinoma of the upper urinary tract. Am. J. Pathol. 2013,
183, 709–719. [CrossRef] [PubMed]

35. Witzel, I.I.; Koh, L.F.; Perkins, N.D. Regulation of cyclin D1 gene expression. Biochem. Soc. Trans. 2010, 38, 217–222. [CrossRef]
36. Guo, Y.; Stacey, D.W.; Hitomi, M. Post-transcriptional regulation of cyclin D1 expression during G2 phase. Oncogene 2002, 21,

7545–7556. [CrossRef] [PubMed]
37. Ahmadi, M.; Rezaie, J. Tumor cells derived-exosomes as angiogenenic agents: Possible therapeutic implications. J. Transl. Med.

2020, 18, 249. [CrossRef] [PubMed]
38. Kamal, N.M.; Shahidan, W.N.S. Non-Exosomal and Exosomal Circulatory MicroRNAs: Which Are More Valid as Biomarkers?

Front. Pharmacol. 2020, 20, 10:1500.
39. Gao, L.; He, R.Q.; Wu, H.Y.; Zhang, T.T.; Liang, H.W.; Ye, Z.H.; Li, Z.Y.; Xie, T.T.; Shi, Q.; Ma, J. Expression Signature and Role of

miR-30d-5p in Non-Small Cell Lung Cancer: A Comprehensive Study Based on in Silico Analysis of Public Databases and in
Vitro Experiments. Cell Physiol. Biochem. 2018, 50, 1964–1987. [CrossRef]

40. Hosseini, S.M.; Soltani, B.M.; Tavallaei, M.; Mowla, S.J.; Tafsiri, E.; Bagheri, A.; Khorshid, H. Clinically Significant Dysregulation
of hsa-miR-30d-5p and hsa-let-7b Expression in Patients with Surgically Resected Non-Small Cell Lung Cancer. Avicenna J. Med.
Biotechnol. 2018, 10, 98–104.

41. Wu, Y.; Zhang, J.; Hou, S.; Cheng, Z.; Yuan, M. Non-small cell lung cancer: miR-30d suppresses tumor invasion and migration by
directly targeting NFIB. Biotechnol. Lett. 2017, 39, 1827–1834. [CrossRef]

42. Zhang, J.; Li, J.; Li, S.; Zhou, C.; Qin, Y.; Li, X. miR-802 inhibits the aggressive behaviors of non-small cell lung cancer cells by
directly targeting FGFR1. Int. J. Oncol. 2019, 54, 2211–2221. [CrossRef]

43. Du, M.; Wang, J.; Chen, H.; Wang, S.; Chen, L.; Xu, Y.; Su, F.; Lu, X. MicroRNA-200a suppresses migration and invasion and
enhances the radiosensitivity of NSCLC cells by inhibiting the HGF/c-Met signaling pathway. Oncol. Rep. 2019, 41, 1497–1508.
[CrossRef] [PubMed]

44. Kuninty, P.R.; Schnittert, J.; Storm, G.; Prakash, J. MicroRNA Targeting to Modulate Tumor Microenvironment. Front. Oncol. 2016,
6, 3. [CrossRef] [PubMed]

45. Jiang, X.; Hu, S.; Liu, Q.; Qian, C.; Liu, Z.; Luo, D. Exosomal microRNA remodels the tumor microenvironment. PeerJ 2017,
5, e4196. [CrossRef] [PubMed]

46. Sereno, M.; Haskó, J.; Molnár, K.; Medina, S.J.; Reisz, Z.; Malhó, R.; Videira, M.; Tiszlavicz, L.; Booth, S.A.; Wilhelm, I.; et al.; Down-
regulation of circulating miR 802-5p and miR 194-5p and upregulation of brain MEF2C along breast cancer brain metastasization.
Mol. Oncol. 2020, 14, 520–538. [CrossRef] [PubMed]

47. Conti, I.; Varano, G.; Simioni, C.; Laface, I.; Milani, D.; Rimondi, E.; Neri, L.M. miRNAs as Influencers of Cell-Cell Communication
in Tumor Microenvironment. Cells 2020, 9, 220. [CrossRef]

48. Teng, Y.; Ren, Y.; Hu, X.; Mu, J.; Samykutty, A.; Zhuang, X.; Deng, Z.; Kumar, A.; Zhang, L.; Merchant, M.L.; et al. MVP-mediated
exosomal sorting of miR-193a promotes colon cancer progression. Nat. Commun. 2017, 8, 14448. [CrossRef]

49. Wu, B.; Sun, D.; Ma, L.; Deng, Y.; Zhang, S.; Dong, L.; Chen, S. Exosomes isolated from CAPS1-overexpressing colorectal cancer
cells promote cell migration. Oncol. Rep. 2019, 42, 2528–2536. [CrossRef]

50. Fu, M.; Maresh, E.L.; Helguera, G.F.; Kiyohara, M.; Qin, Y.; Ashki, N.; Daniels-Wells, T.R.; Aziz, N.; Gordon, L.K.; Braun, J.; et al.
Rationale and preclinical efficacy of a novel anti-EMP2 antibody for the treatment of invasive breast cancer. Mol. Cancer Ther.
2014, 13, 902–915. [CrossRef]

51. Weihmann, J.; Weichert, C.; Petersen, I.; Gajda, M. Evaluation eines Zellblockverfahrens in der zytologischen Diagnostik
[Evaluation of a cell block method in cytological diagnostics]. Pathologe 2012, 33, 553–559. [CrossRef]

http://doi.org/10.1371/journal.pone.0019945
http://doi.org/10.1002/cncr.21957
http://doi.org/10.1002/cncr.25259
http://doi.org/10.1177/1010428317718404
http://doi.org/10.1177/1010428317695972
http://doi.org/10.7150/jca.30342
http://doi.org/10.1016/j.ajpath.2013.05.015
http://www.ncbi.nlm.nih.gov/pubmed/23838430
http://doi.org/10.1042/BST0380217
http://doi.org/10.1038/sj.onc.1205907
http://www.ncbi.nlm.nih.gov/pubmed/12386817
http://doi.org/10.1186/s12967-020-02426-5
http://www.ncbi.nlm.nih.gov/pubmed/32571337
http://doi.org/10.1159/000494875
http://doi.org/10.1007/s10529-017-2428-9
http://doi.org/10.3892/ijo.2019.4765
http://doi.org/10.3892/or.2018.6925
http://www.ncbi.nlm.nih.gov/pubmed/30569179
http://doi.org/10.3389/fonc.2016.00003
http://www.ncbi.nlm.nih.gov/pubmed/26835418
http://doi.org/10.7717/peerj.4196
http://www.ncbi.nlm.nih.gov/pubmed/29302403
http://doi.org/10.1002/1878-0261.12632
http://www.ncbi.nlm.nih.gov/pubmed/31930767
http://doi.org/10.3390/cells9010220
http://doi.org/10.1038/ncomms14448
http://doi.org/10.3892/or.2019.7361
http://doi.org/10.1158/1535-7163.MCT-13-0199
http://doi.org/10.1007/s00292-012-1586-8


Int. J. Mol. Sci. 2021, 22, 2944 19 of 19

52. Selth, L.A.; Townley, S.L.; Bert, A.G.; Stricker, P.D.; Sutherland, P.D.; Horvath, L.G.; Goodall, G.J.; Butler, L.M.; Tilley, W.D.
Circulating microRNAs predict biochemical recurrence in prostate cancer patients. Br. J. Cancer 2013, 109, 641–650. [CrossRef]
[PubMed]

53. 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]

54. Cui, T.; Chen, Y.; Yang, L.; Knösel, T.; Zöller, K.; Huber, O.; Petersen, I. DSC3 expression is regulated by p53, and methylation of
DSC3 DNA is a prognostic marker in human colorectal cancer. Br. J. Cancer 2011, 104, 1013–1019. [CrossRef] [PubMed]

55. Théry, C.; Amigorena, S.; Raposo, G.; Clayton, A. Isolation and Characterization of Exosomes from Cell Culture Supernatants and
Biological Fluids. Current Protocols in Cell Biology; Bonifacino, J.S., Dasso, M., Lippincott-Schwartz, J., Harford, J.B., Yamada, K.M.,
Eds.; Wiley: Hoboken NJ, USA, 2006; Unit 3.22; pp. 1–29.

56. Chaiwangyen, W.; Murrieta-Coxca, J.M.; Favaro, R.R.; Photini, S.M.; Gutiérrez-Samudio, R.N.; Schleussner, E.; Markert, U.R.;
Morales-Prieto, D.M. MiR-519d-3p in Trophoblastic Cells: Effects, Targets and Transfer to Allogeneic Immune Cells via Extracel-
lular Vesicles. Int. J. Mol. Sci. 2020, 21, 3458. [CrossRef] [PubMed]

http://doi.org/10.1038/bjc.2013.369
http://www.ncbi.nlm.nih.gov/pubmed/23846169
http://doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://doi.org/10.1038/bjc.2011.28
http://www.ncbi.nlm.nih.gov/pubmed/21364582
http://doi.org/10.3390/ijms21103458
http://www.ncbi.nlm.nih.gov/pubmed/32422900

	Introduction 
	Results 
	Expression of EMP1-3 in NSCLC Cell Lines and Primary Lung Tumor Samples 
	Evaluation of EMP1 and EMP2 DNA Methylation in NSCLC Cells 
	EMP2 Inhibits Tumor Cell Proliferation, Colony Formation, Migration, and Invasion 
	Knockdown of EMP2 by siRNA Increases Cell Invasion Property 
	Ectopic Expression of EMP2 Results in Alteration of Cell Cycle-Associated Genes/Proteins and the AKT and MAPK Pathways 
	Characterization of Exosomes Secreted by NSCLC Cell Line H2170 
	Alterations in miRNA Expression in Both Exosomes and Cell Lysates in EMP2 Overexpression 
	Uptake of Exosomes by H2170 Cells 

	Discussion 
	Materials and Methods 
	Cell Lines, Cell Cultures, Drug Treatments, and Cell-Block Preparation 
	RNA Extraction and Real-Time RT-PCR 
	Genomic DNA Isolation, Bisulfite Treatment, and Bisulfite Sequencing 
	Tissue Microarray (TMA) Construction and Immunohistochemistry 
	Stable Transfection 
	Cell Proliferation Assay, Colony Formation Assay, Cell Migration and Invasion Assay, and Cell Cycle Analysis 
	RNA Interference 
	Western Blotting 
	Exosome Isolation 
	Negative Staining Transmission Electron Microscopy (TEM) 
	Cellular Uptake of Exosomes Isolated from EMP2-Transfected H2170 Cells 
	Statistical Analysis 

	References

