
ORIGINAL ARTICLE

Regulation and role of the ER stress transcription factor CHOP
in alveolar epithelial type-II cells

Oleksiy Klymenko1,2
& Martin Huehn1,2

& Jochen Wilhelm1,2
& Roxana Wasnick1,2 & Irina Shalashova1,2 &

Clemens Ruppert1,2,3 & Ingrid Henneke1,2
& Stefanie Hezel1,2 & Katharina Guenther1,2 & Poornima Mahavadi1,2 &

Christos Samakovlis1,2,3,4 & Werner Seeger1,2,3,5 & Andreas Guenther1,2,3,6,7 & Martina Korfei1,2

Received: 8 August 2018 /Revised: 29 March 2019 /Accepted: 4 April 2019 /Published online: 26 April 2019
# The Author(s) 2019

Abstract
Idiopathic pulmonary fibrosis (IPF) is a fatal disease characterized by type-II alveolar epithelial cell (AECII) injury and fibroblast
hyperproliferation. Severe AECII endoplasmic reticulum (ER) stress is thought to underlie IPF, but is yet incompletely under-
stood. We studied the regulation of C/EBP homologous protein (CHOP), a proapoptotic ER-stress-related transcription factor
(TF) in AECII-like cells. Interestingly, single or combined overexpression of the active ER stress transducers activating tran-
scription factor-4 (Atf4) and activating transcription factor-6 (p50Atf6) or spliced x-box-binding protein-1 (sXbp1) in MLE12
cells did not result in a substantial Chop induction, as compared to the ER stress inducer thapsigargin. Employing reporter gene
assays of distinct CHOP promoter fragments, we could identify that, next to the conventional amino acid (AARE) and ER stress
response elements (ERSE) within the CHOP promoter, activator protein-1 (AP-1) and c-Ets-1 TF binding sites are necessary for
CHOP induction. Serial deletion and mutation analyses revealed that both AP-1 and c-Ets-1 motifs act in concert to induce
CHOP expression. In agreement,CHOP promoter activity was greatly enhanced upon combined versus single overexpression of
AP-1 and c-Ets-1. Moreover, combined overexpression of AP-1 and c-Ets-1 inMLE12 cells alone in the absence of any other ER
stress inducer was sufficient to induce Chop protein expression. Further, AP-1 and c-Ets-1 were upregulated in AECII under ER
stress conditions and in human IPF. Finally, Chop overexpression in vitro resulted in AECII apoptosis, lung fibroblast prolifer-
ation, and collagen-I production. We propose that CHOP activation by AP-1 and c-Ets-1 plays a key role in AECII maladaptive
ER stress responses and consecutive fibrosis, offering new therapeutic prospects in IPF.

Key messages
& Overexpression of active ER stress sensors Atf4, Atf6, and Xbp1 does not induce Chop.
& AP-1 and c-Ets-1 TFs are necessary for induction of the ER stress factor Chop.
& AP-1 and c-Ets-1 alone induce Chop expression in the absence of any ER stress inducers.
& AP-1 and c-Ets-1 are induced in AECII under ER stress conditions and in human IPF.
& Chop expression alone triggers AECII apoptosis and consecutive profibrotic responses.

Keywords Endoplasmic reticulum (ER) stress . C/EBP homologous protein (CHOP) . Type-II alveolar epithelial cells (AECII) .

Transcriptional regulation . Activator protein-1 (AP-1) . Protein c-Ets-1

Introduction

Idiopathic pulmonary fibrosis (IPF) is an irreversible progres-
sive lung disease, with a median diagnosis at 66 years and an
estimated survival of 3–4 years following diagnosis [1, 2].
Excessive alveolar epithelial cell (AEC) death, abnormal fi-
broblast proliferation, and cumulative deposition of extracel-
lular matrix (ECM) lead to alveolar destruction in the IPF
lungs. With the exception of lung transplantation, there is no
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curative treatment available for IPF [1–3]. Thus, a better un-
derstanding of IPF pathogenesis is urgently needed to develop
new treatment modalities for this fatal disease.

A growing body of evidence implicates injury and apoptosis
of type-II AEC (AECII) as critical events in IPF pathogenesis
[4, 5] which lead to activation and accumulation of fibroblasts
and their transdifferentiation into contractile, ECM-producing
myofibroblasts [6, 7]. However, the molecular mechanisms
leading to fibrogenesis in response to AECII death still remain
elusive. In a variety of preceding studies, “maladaptive”
proapoptotic endoplasmic reticulum (ER) stress has been re-
ported in the AECII of patients with sporadic and familial IPF
[8–10]. In familial cases, this may be caused bymutations in the
surfactant protein (SP)-C (SFTPC) and SP-A (SFTPA) genes,
which cause misfolding of SP-C and SP-A proteins, respective-
ly [9, 11–13]. In sporadic cases, the reasons are yet unclear, but
various conditions such as oxidative stress, DNA damage, ag-
ing, protein overload, viral infections, and expression of
damaged/mutant proteins may well contribute to ER stress
and unfolded protein response (UPR) induction [14, 15]. If
ER homeostasis is not restored, the UPR may also induce a
maladaptive ER stress response through a variety of pathways,
of which upregulation of the proapoptotic transcription factor
C/EBP homologous protein (CHOP) has been suggested to
represent an important one [16–18]. Upon induction and nucle-
ar translocation, CHOP upregulates the transcription of
proapoptotic factors such as BH-3 only (BIM) [17] and death
receptor 5 (DR5) [15, 18] and downregulates anti-apoptotic
genes such as B-cell leukemia/lymphoma 2 protein (BCL2)
[19]. In addition, CHOP has been implicated in exaggerated
reactive oxygen species (ROS) production by upregulation of
the UPR-regulated oxidative protein folding machinery
(through overexpression of ER oxidoreductin-1α, ERO1α) in
the ER, which is directly contributing to ROS generation
through the oxidation of disulfide bonds [20].

Induction and nuclear overexpression of CHOP in AECII
is an eminent feature in IPF lungs and is detected together with
other ER stress markers, such as activating transcription
factor-4 (ATF4) [PRKR-like endoplasmic reticulum kinase
(PERK) pathway], p50ATF6 [activating transcription factor-
6 (ATF6) pathway], and spliced x-box-binding protein-1
(XBP1) [inositol-requiring protein-1α (IRE1α) pathway], as
well as caspase-3 activation [8].

The transcriptional induction of CHOP during ER stress is
regulated through four cis-acting elements in theCHOP promot-
er, namely by two amino acid response elements AARE1 and
AARE2, and by two ER stress response elements ERSE1 and
ERSE2 [14, 15, 21, 22]. The AARE sites can be activated by the
PERK/ATF4 branch of the UPR [21–23], whereas the ERSE
sites can be activated through both the IRE1α/XBP1 and/or the
ATF6 pathway [21, 24, 25]. Such view, however, results in the
conundrum, how the very same signaling pathways (the three
UPR branches consisting of the IRE1α, PERK, and ATF6

pathways) should cause either adaptive ER stress resulting in
cellular survival or maladaptive ER stress resulting in apoptosis
of the cell.We, therefore, hypothesized that additional regulatory
elements may be of importance in the transcriptional regulation
of CHOP expression upon severe ER stress. We also speculated
that alveolar epithelial induction of the proapoptotic ER stress
factor CHOP alone is capable of triggering AECII apoptosis
with consecutive promotion of fibroproliferative responses.

Materials and methods

Cell culture experiments

AECII-like MLE12 (mouse) and A549 (human) cells, kidney-
epithelial HEK293T cells, and murine fibroblast cell line Mlg
were all obtained from ATCC. The isolation of primary murine
AECII from the lungs of C57BL/6J mice including their culture
is outlined in detail inOnline Resource 1. The animal experimen-
tal procedures for the isolation of primary AECII from lungs of
C57BL/6J were approved by the institutional animal welfare
representative and the local governmental ethics committee for
animal welfare (Regierungspräsidium Giessen, Germany).All
cell culture experiments, including the generation of stably
transfected epithelial cell lines MLE12/pBI-L-CHOP and
MLE12/pBI-L-EV (empty vector control), are provided in
Online Resource 1.

Bioinformatic analysis of the CHOP promoter

The genomic sequence of the 5′ upstream flanking region of
the human CHOP gene was retrieved from Ensemble
(Accession No. ENSG00000175197). Sequence analysis
seeking for putative transcription factor binding sites was per-
formed using MatInspektor (Genomatix) and TFSEARCH
software (www.cbrc.jp/research/db/TFSEARCH).

Cloning, vector constructs, and mutagenesis

For cloning of murine genes, cDNA was generated by reverse
transcription from RNA extracts of normal murine lung tissue
from C57Bl/6 mice. Murine full-length cDNAs for Atf6
(p50Atf6), Atf4, Chop,Mzf1, Sp1, Jun, and Ets1were then ampli-
fied by PCR using gene-specific primers (Online Resource 1,
Table S1) and HotStar-HighFidelity Polymerase (Qiagen). The
template for amplification of spliced Xbp1 was the plasmid
TETO/CMV/pUC19-Xbp1 (obtained from Prof. T. Weaver,
Cincinnati, OH). Chop cDNA was cloned into the bidirectional
pBI-L-vector (Clontech) or the adenoviral vector pAdTrack-CMV
(Addgene). The cDNAs forMzf1, Sp1, Jun, and Ets1were cloned
into the pCMV-3Tag-4-myc expression vector (Agilent
Technologies). The cDNAs for Atf6, spliced Xbp1, and Atf4 were
cloned into the expression vector pIRES2-DsRed2 (Clontech).
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The DNA fragments of the human CHOP and ACTB promoter
were amplified from genomic DNA of normal human lung tissue;
gene-specific primers for amplification are shown in Online
Resource 1, Table S2. For serial deletion analysis, small genomic
DNA sequences from the 4th fragment of the human CHOP
promoter were amplified using the whole DNA sequence of the
4th fragment as template; the respective cloning primers are listed
in Online Resource 1, Table S3. All promoter fragments as well as
small genomic DNA sequences were amplified using the
HotStarTaq DNA Polymerase (Qiagen), followed by cloning into
the pGL4.14 [luc2/hygro]-Luciferase Reporter vector (Promega).
Mutagenesis of AP-1 and c-Ets-1 DNA binding sites on the hu-
man CHOP promoter was performed using the QuickChange
Site-Directed Mutagenesis Kit (Stratagene) and specific mutagen-
esis primers which are listed in Online Resource 1, Table S4. All
constructs were verified by DNA sequencing (GATC Biotech). In
general, A549, MLE12, or HEK293T cells were transfected with
expression vector constructs/CHOP-Luciferase promoter con-
structs using TurboFect reagent (Thermo Scientific) according to
the manufacturer’s instructions. Cells were harvested after the in-
dicated time points to either isolate protein or RNA for further
analyses, or for measuring Luciferase activity.

Luciferase assay

Cells in 12-well plates were transfected with 900 ng of various
generated CHOP-Luciferase promoter constructs and 100 ng of
β-Galactosidase vector. After 24 h, cells were treated with vehi-
cle (0.02% dimethyl sulfoxide, DMSO) or 2 μg/ml tunicamycin
for 2 h. Thereafter, Luciferase assay and β-Galactosidase assay
(both Promega) were performed according to the manufacturer’s
instructions and are outlined in detail in Online Resource 1.

Standard methodology

Full details for immunoblotting, immunohistochemistry (IHC),
immunofluorescence (IF), quantitative (q)RT-PCR, chromatin-
immunoprecipitation (ChIP), cell culture experiments including
generation of stably transfected Chop-MLE12 cells, and infec-
tion of primary AECII with adenoviral vectors are available in
Online Resource 1. The primers used for qRT-PCR analyses are
listed in Table S5 of Online Resource 1.

Microarray analysis

Transcriptome analysis of MLE12 cells in response to
thapsigargin (TG) treatment and to single or combined overex-
pression of Atf4, p50Atf6, or (s)Xbp1was performed using 4 ×
44K 60mer oligonucleotide spotted microarray slides (Mouse
Whole Genome 4 × 44K, Agilent Technologies, P/N G4122F).
Full details are available in Online Resource 1. Microarray data
have been uploaded to GEO on September 23, 2016. The ac-
cession number is GSE87298. To access the data, use the

following link: https://www.ncbi.nlm.nih.gov/geo/query/acc.
cgi?token=efqzsaymdzkvbun&acc=GSE87298.

Human lung tissue

Lung tissue samples were obtained from seven patients with
sporadic IPF (mean age ± SD 49.83 ± 7.60 years; three fe-
males, four males) and five nondiseased control subjects (or-
gan donors; mean age ± SD 47.20 ± 11.03 years; one female,
four males). Explanted lungs or lobes were obtained from the
Department of Thoracic Surgery, Vienna, Austria (W.
Klepetko) and were collected in the frame of the European
IPF Registry/Biobank (eurIPFreg/bank). Biomaterials were
provided by the UGMLC Giessen Biobank, member of the
DZL Platform Biobanking. The study protocol was approved
by the Ethics Committee of the Justus-Liebig-University
Giessen (Nos. 111/08 and 58/15), and informed consent was
obtained in written form from each subject. All IPF diagnoses
were made on the basis of the IPF consensus guidelines [2].

Statistics

Data were analyzed by GraphPad Prism 5.02 software and are
expressed as mean ± SD. Statistical significance of differences
between two groups was evaluated by unpaired Student’s t
test. For the statistical comparison of differences between
n ≥ 3 groups, one-way ANOVA with Bonferroni’s multiple
comparison test as posttest was applied. Data were checked
for normal distribution by Shapiro–Wilk test with the use of
Origin7G. Significance level is indicated by *P < 0.05,
**P < 0.01, and ***P < 0.001.

Results

Overexpression of ER stress transducers Atf6, Atf4,
and sXbp1 is not sufficient to upregulate Chop

According to the current literature, CHOP expression can
be induced by the PERK/ATF4, ATF6, and IRE1α/XBP1
pathways in response to severe ER stress [15, 21–25].
However, in our hands, single or combined transfection of
a murine lung epithelial cell line (MLE12) mimicking
AECII characteristics with plasmids expressing the active
ER stress transducers Atf4, p50Atf6, or spliced (s)Xbp1
in vitro caused distinct and partially overlapping transcrip-
tional changes, and it did not result in a substantial Chop
induction (Fig. 1a–e and Online Resource 2, Fig. S1). In
contrast, treatment of MLE12 cells with TG, a well-known
maladaptive ER stress inducer, caused substantial Chop in-
duction (Fig. 1a–e and Online Resource 2, Fig. S1); 73% of
the differentially regulated genes under TG treatment were
not encountered to be differently regulated upon
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transfection with Atf4, p50Atf6, or sXbp1 (Fig. 1a, b). The
gene set enrichment analysis revealed that overexpression

of either Atf4, p50Atf6, or sXbp1 or treatment with TG
affected different and only partially overlapping sets of
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Fig. 1 Cellular effects elicited by overexpression of Atf4, p50Atf6 and
sXbp1 or by exposure to thapsigargin (TG). aWhole genome expression
analysis using RNA fromMLE12 cells overexpressing Atf4, p50Atf6, or
sXbp1, versus empty vector (dsRed) and thapsigargin (TG, 1 μM/ml)-
treated cells (n = 6 experiments per condition for time periods 22, 44, and
66 h; and n = 4 for the 0.5-, 1-, and 6-h treatments with TG; and n = 12 for
the respective control). Only significantly regulated genes are included
(based on a 5% false-discovery rate). The color coding (red = Pearson
correlation coefficient of 1; blue = Pearson correlation coefficient of − 1)
indicates the extent of correlation between the different conditions. b
Venn diagram depicting the numbers of genes regulated significantly
22 h after transfection and their relative distribution in the different
subgroups (same n numbers as in a). c Heatmap for gene regulation of

ER stress and apoptosis markers in MLE12 cells in response to single or
combined overexpression of Atf4, p50Atf6, and sXbp1 and thapsigargin
treatment, against the empty vector at 22 h after transfection. From real-
time PCR data, dCt values were calculated as dCt = Ct[reference] −
Ct[target gene] using the mean Ct of Actb, B2m, and Hmbs as reference
genes. All Ct values were measured in triplicate, the mean dCt values
were determined from two independent experiments. The log2 fold
changes are given by the ddCt values, where ddCt = mean
dCt[treatment] −mean dCt[empty vector transfection]. Green and red
indicate increased and decreased gene expression, respectively. d, e The
changes in gene expression by qPCR of the genes are plotted against the
changes as assessed by microarrays. A linear regression line and the
corresponding indicator R show the linear dependency of both values
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pathways, indicating a broad spectrum of cellular responses
to ER stress (Online Resource 1, Table S6). We validated
the microarray analyses by qPCR for several ER stress
genes including Chop (Fig. 1c–e); and again, the effect of
Chop induction in response to overexpression of ER stress

transducers was minimal as compared to the induction by
TG (Fig. 1c). Conversely, RNAi-based gene silencing of
Atf4 and Atf6, either alone or together, in MLE12 cells did
not cause a significant reduction in the Chop level in re-
sponse to TG treatment, despite dampened Atf4 and Atf6

Fig. 2 In silico analysis of the human CHOP promoter. a Schematic
illustration of the 2.7-kb 5′ flanking region of the human CHOP gene.
TFSEARCH and MatInspektor software were used to identify putative
transcription factor (TF) binding sites in silico. The transcription initiation
site (bent arrow) and translation site (ATG) are shown. Only high scoring
(> 90%) transcription factor binding sites in the 2.7-kb 5′-flanking region
of the humanCHOP gene are depicted, in addition to the known andwell-
conserved ERSE (ER stress response element) and AARE (amino-acid
response element) TF binding sites. b Schematic structure of the five
amplified CHOP promoter fragments analyzed in this study, cloned into
the pGL4.14-Luciferase Reporter vector. Abbreviations: NF-Y = nuclear

transcription factor Y; SP-1 = transcription factor SP-1; c-Ets-1 = protein
c-Ets-1 (or p54); AP-1 = activator protein 1 (or c-Jun); MZF-1 = myeloid
zinc finger 1; HRE = hypoxia response element; v-Myb = transcriptional
activator v-Myb; GATA = GATA family of transcription factors (GATA1
and GATA2); Lyf-1 = lymphoid transcription factor Lyf-1 or DNA-
binding protein Ikaros; Nkx-2.5 = homeobox protein Nkx-2.5; AML-
1α = acute myeloid leukemia 1 protein or Runt-related transcription
factor 1; HSF2 = heat shock factor 2; HFH2 = hepatocyte nuclear factor
3 forkhead homolog 2; C/EBP = CCAAT/enhancer-binding protein; Tal-
1a/1b = T-cell acute lymphocytic leukemia protein 1a/1b; STATx = signal
transducer and activator of transcription

J Mol Med (2019) 97:973–990 977
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expression (Online Resource 2, Fig. S2a–c). The Ire1α-
mediated Xbp1 splicing was not impaired in response to
Atf4 and Atf6 knockdown (Online Resource 2, Fig. S2d).
Taken together, these results suggested the presence of
uncharacterized regulators of Chop in addition to the con-
ventional UPR in AECII/AECII-like tumor cell lines.

CHOP promoter can be activated in the absence
of ERSE and AARE elements

To identify such potential regulators, we performed an in
silico analysis of the 2.7-kb 5′-flanking region of the human
CHOP gene. We found 34 putative cis-regulatory transcrip-
tion factor (TF) binding sites for 17 different transcription
factors including the two well-known AARE sites (AARE2:
bases − 778 to 770; AARE1: bases − 310 to − 302) and the
two ERSE elements (bases − 103 to − 76) in reversed orienta-
tions [14, 15, 22–25] (Fig. 2a and Online Resource 2, Fig. S3).
To investigate the transcriptional regulation of the human
CHOP gene, five different fragments of the CHOP promoter
were amplified by PCR. Figure 2a–e shows the schematics of
the five amplified promoter fragments with their respective
regulatory elements. We were particularly interested in the
4th and 5th fragment (Fig. 2d, e), as these did not include
any ERSE and AARE elements. Further, we performed re-
porter gene assays in the presence of the ER-stress-inducing
agent tunicamycin (TM), because it revealed Atf4/Atf6 re-
sponses similar to TG, but more robust Chop induction as
compared to TG (Online Resource 2, Fig. S4a).

Reporter gene assays in lung epithelial A549 andMLE12 as
well as in kidney HEK293T cells, which all showed Chop
induction in response to TM treatment (Online Resource 2,
Fig. S5a–f), revealed a high transcriptional activity for the 1st
and 2nd promoter fragment (containing both ERSE and AARE
elements) in nonstressed cells. This activity was greatly en-
hanced upon stimulation with TM, as compared to an irrelevant
ACTB promoter fragment and empty vector transfection serving
as negative controls (Fig. 3a and Online Resource 2, Fig. S5g
and Fig. S5h). In contrast, the 3rd (containing AARE2) and the
5th fragments (with no ERSE or AARE elements) displayed a
weak promoter activity comparable to the negative controls.
Importantly, the 4th promoter fragment, lacking the ERSE
and AARE elements, showed a significant increase in promoter
activity in all three epithelial cell lines (Fig. 3a and Online
Resource 2, Fig. S5g and Fig. S5h). These results suggested
that some of the TF binding sites of the 4th fragment of the
human CHOP promoter may significantly contribute to the
transcriptional regulation of the CHOP gene upon ER stress.

AP-1 and c-Ets-1 concomitantly regulate CHOP
expression in lung epithelial cells

To identify the transcriptionally relevant TF binding sites present
in the 4th fragment, we performed a serial deletion analysis of the
4th fragment of the human CHOP promoter. In each construct,
one of the TF binding sites was deleted from 5′ to 3′ (constructs
4.1–4.5 in Fig. 3b) or from 3′ to 5′ direction (constructs 4.6–4.10
in Fig. 3b). Luciferase activity of the different deletion constructs
indicated the importance of AP-1 (bases − 246 to − 240) and
ETS1/c-Ets-1 (bases − 205 to − 199) binding sites (which lie in
juxtaposition with each other on the 4th fragment) in regulating
Luciferase activity. In contrast, the SP-1 andMZF-1 binding sites
did not affect promoter activity (see constructs 4.3 and 4.6–4.10
in Fig. 3b). Based on these results, we hypothesized that AP-1
and c-Ets-1 TFs physically interact with each other to bind to the
4th fragment of the human CHOP promoter under severe ER
stress conditions. Following the treatment of MLE12 cells with
TM, AP-1 and c-Ets-1 were significantly upregulated together
with the ER stress markers Atf4, Atf6, Chop, and spliced Xbp1
(Fig. 4a–g), confirming that maladaptive ER stress resulted in
overexpression of AP-1 and c-Ets-1. A similar ER stress re-
sponse was observed in primary mouse AECII in response to
TM treatment (Online Resource 2, Fig. S6). It should also be
noted that, according to our transcriptome analysis, Jun (AP-1)
and Ets1 (c-Ets-1) were not induced in response to single Atf4,
Atf6, or sXbp1 overexpression as compared to TG-treated cells
(Online Resource 2, Fig. S7).

The collaborative action of AP-1 and c-Ets-1 on the human
CHOP promoter was then confirmed by different, complemen-
tary approaches: first, by the decreased CHOP promoter activ-
ity in response to site-directed mutagenesis of the AP-1 and/or
c-Ets-1 TF binding sites in the 4th fragment, thereby indicating

�Fig. 3 Analysis of distinct CHOP promoter constructs by Luciferase
reporter gene assays. a Luciferase reporter gene assays of cloned
promoter constructs containing five different fragments of the human
CHOP promoter or one ACTB promoter fragment. All fragments
including pGL4-Hygro empty vector (EV) were transiently transfected
together with a vector containing a β-Galactosidase reporter gene into
MLE12 cells, followed by tunicamycin (2 μg/ml) or vehicle (0.02%
DMSO) treatment 24 h after transfection. After 2 h, Luciferase and β-
Galactosidase assays were performed as described in the “Materials and
methods” section. Results are presented as normalized Luciferase activity.
Means ± SD are shown, from n = 3 independent experiments, with
analysis by Bonferroni’s multiple comparison test. *P < 0.05,
**P < 0.01, NS = nonsignificant. b Deletion analysis of the 4th
fragment of the human CHOP promoter: In each construct, one of the
TF binding sites was deleted from 5′ to 3′ direction (constructs 4.1–4.5)
and from 3′ to 5′ direction (constructs 4.6–4.10) in the 4th fragment of the
human CHOP promoter. All small genomic DNA fragments were
generated by PCR amplification using the whole DNA sequence of the
4th fragment as template. Cloned fragments including pGL4-Hygro
empty vector (EV) were then transiently transfected together with a
vector containing a β-Galactosidase reporter gene into MLE12 cells,
followed by tunicamycin (2 μg/ml) or vehicle (0.02% DMSO)
treatment 24 h after transfection. After 2 h, Luciferase and β-
Galactosidase assays were performed as described in the “Materials
and methods” section. Results are presented as normalized Luciferase
activity. Means ± SD are shown, from n = 3 independent experiments,
with analysis by Bonferroni’s multiple comparison test. *P < 0.05,
**P < 0.01, ***P < 0.001, NS = nonsignificant
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the most severe impairment in Luciferase activity when both
AP-1 and c-Ets-1 DNA binding sites were mutated (Fig. 5a);
second, by the increased promoter activity upon combined ver-
sus single overexpression of AP-1 and c-Ets-1 together with the
4th promoter fragment (Fig. 5b); third, by the stronger induc-
tion of endogenous Chop protein expression upon the com-
bined overexpression of AP-1 and c-Ets-1 compared to the

single overexpressions (Fig. 6a, b), even in the absence of
ER-stress-inducing agents; fourth, by the ChIP analysis of
AP-1 and c-Ets-1 binding to the 4th fragment of the murine
Chop promoter under ER stress conditions (Fig. 6c). Further,
we observed that RNAi-mediated silencing of Jun (AP-1) re-
sulted in significant reduction of endogenous Chop mRNA
level (Fig. 6d–g). Together these experiments in MLE12 cells

Fig. 4 AP-1 and c-Ets-1 are
upregulated under ER stress
conditions. a–fMLE12 cells were
treated with 0.02% DMSO
(vehicle) or 2 μg/ml tunicamycin
for the indicated time periods.
Protein lysates were subjected to
western blotting for indicated
antibodies. a The protein levels
for Atf4 (b), Atf6 (c), AP-1 (d), c-
Ets-1 (e), and Chop (f) were
densitometrically quantified by
using ImageJ software. For
normalization, β-actin expression
was used as a control. All data are
expressed as means ± SD, from
n = 3 independent experiments,
with analysis by unpaired
Student’s t test. *P < 0.05,
**P < 0.01, NS = nonsignificant.
g Expression of spliced Xbp1
mRNA in MLE12 cells in
response to 2 μg/ml tunicamycin.
The Actb gene was used as
reference gene. Data are
expressed as means ± SD, from
n = 3 independent experiments,
with analysis by unpaired
Student’s t test. *P < 0.05,
**P < 0.01, NS = nonsignificant.
Data information: Pos. contr. =
positive control, 24 h treatment of
MLE12 cells with 1 μg/ml of
tunicamycin
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Fig. 5 Requirement of AP-1 and c-Ets-1 binding sites for activation of
the humanCHOP promoter. a Impaired reporter gene activity in response
to mutated AP-1 (ΔAP-1) and/or c-Ets-1 (ΔETS1) transcription factor
binding sites in the 4th fragment of the CHOP promoter. All constructs
including pGL4-Hygro empty vector (EV) were transiently transfected
together with a vector containing a β-Galactosidase reporter gene into
MLE12 cells, followed by tunicamycin (2 μg/ml) or vehicle (0.02%
DMSO) treatment 24 h after transfection. After 2 h, Luciferase and β-
Galactosidase assays were performed as described in the “Materials and
methods” section. Results are presented as normalized Luciferase activity.
Means ± SD are shown, from n = 3 independent experiments, with
analysis by Bonferroni’s multiple comparison test. *P < 0.05,
**P < 0.01, NS = nonsignificant. b Effects of overexpression of SP-1,
MZF-1, AP-1, and c-Ets-1 on promoter activity of the 4th fragment of the

human CHOP promoter. Expression plasmids encoding c-myc-tagged
SP-1, MZF-1, AP-1, or c-Ets-1 were co-transfected into MLE12 cells
with the 4th fragment-CHOP-Luc-promoter construct and a vector
containing a β-Galactosidase reporter gene, followed by tunicamycin
(2 μg/ml) or vehicle (0.02% DMSO) treatment 24 h after transfection.
After 2 h, Luciferase and β-Galactosidase assays were performed as
described in the “Materials and methods” section. As a negative
control, the c-myc-tag empty vector was co-transfected together with
the pGL4-Hygro empty vector (EV) and the plasmid containing the β-
Galactosidase reporter gene. Results are presented as normalized
Luciferase activity. Means ± SD are shown, from n = 3 independent
experiments, with analysis by Bonferroni’s multiple comparison test.
*P < 0.05, **P < 0.01, ***P < 0.001, NS = nonsignificant
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suggest that simultaneous binding of AP-1 and c-Ets-1 is im-
portant for the regulation of Chop/CHOP gene activity in vitro.
As CHOP and the other UPR compounds are reported to be
highly upregulated in AECII in IPF lungs [8–10], we investi-
gated the expression of AP-1 and c-Ets-1 in IPF versus donor
lungs. Indeed, JUN, ETS1, and CHOP expression were signif-
icantly upregulated on mRNA level in IPF compared to donor
lungs (Fig . 7a) . By immunohis tochemis t ry and

immunofluorescence, we observed an accumulation of both
AP-1 and c-Ets-1 together with CHOP predominantly in
proSP-C-expressing AECII of IPF lung tissues, as compared
to donor lungs. These showed low to moderate expression of
AP-1/c-Ets-1 and minimal immunostaining for CHOP in
AECII (Fig. 7b, c, Online Resource 2, Figs. S8–S10).
Importantly, AP-1, c-Ets-1, and CHOP were not pronounced
in interstitial and alveolar macrophages of IPF lungs, as
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compared to IPF-AECII. Alveolar macrophages of donor lungs
showed low tomoderate expression of AP-1 and c-Ets-1 and no
immunostaining for CHOP (Fig. 7b, c, Online Resource 2,
Figs. S8–S10). In summary, these results suggest that AP-1
and c-Ets-1 are involved in ER-stress-induced CHOP regula-
tion in the AECII during fibrosis development.

Epithelial Chop overexpression in vitro results
in apoptosis and fibroproliferative signaling

To investigate the impact of Chop on apoptosis of AECII, we
overexpressed it conditionally in stably transfected epithelial
MLE12 cells, by using an inducible “Tetracycline-On” vector
system. As compared to stably transfected MLE12/pBI-L emp-
ty vector cells, stably transfected MLE12/pBI-L-CHOP cell
lines conditionally expressed Chop in response to doxycycline
(Dox+) treatment (Fig. 8a, b). Increased levels of cleaved
caspase-3 were already detected 6 h after Chop overexpression
in MLE12, thus indicating a rapid, apoptotic response of the
AECII in response to Chop induction (Fig. 8a, c). Accordingly,
extracellular lactate dehydrogenase (LDH) was found to be
significantly increased 6 h after Chop overexpression (Fig.
8d). The proapoptotic signaling response elicited by Chop over-
expression was also verified by synchronous, upregulated ex-
pression of Chop targets Gadd34 (growth arrest and DNA
damage-34) [20] and Dr5 [15, 18] in stably transfected
MLE12/pBI-L-CHOP cells after (Dox+) treatment, as com-
pared to noninduced (Dox−) conditions and MLE12/pBI-L
empty vector cells (Online Resource 2, Fig. S11a–c).

Taking into consideration that intensive fibroblast prolifera-
tion and collagen deposition is a hallmark of lung fibrosis, we
investigated the profibrotic/proproliferative signal of condi-
tioned media (CM) from Chop expressing MLE12 on cultured
Mlg lung fibroblasts. Conditioned media from Dox+-treated

MLE12 cells overexpressing Chop, but not from (Dox−) cells
or empty vector (EV) controls, induced collagen 1 protein ex-
pression and mouse lung fibroblast proliferation, as shown by
immunoblotting (Fig. 8e, f) and WST1 assay or BrdU incorpo-
ration (Fig. 8g, h), respectively. Moreover, overexpression of
Chop in primary mouse AECII by adenoviral gene transfer also
resulted in AECII apoptosis and consecutive profibrotic re-
sponses in lung fibroblasts, as compared to adenoviral empty-
vector-infected cells (Online Resource 2, Fig. S12a–h).

Discussion

The proapoptotic, ER-stress-related transcription factor CHOP is
present at low levels under physiological conditions but is highly
upregulated in response to ER stress [15, 21], hypoxia [26, 27],
or DNA damage [28], which may also lead to misfolded protein
accumulations and UPR activation [26–28]. CHOP expression is
mainly regulated at the transcriptional level [29]. In our study, we
could show that, besides the previously reported ERSE and
AARE elements, two adjacent TF binding sites, namely the
AP-1 (bases − 246 to − 240) and c-Ets-1 (bases − 205 to − 199)
binding sites, act in concert and are essential for ER-stress-
induced CHOP gene activation. In agreement, we also observed
that combined overexpression of AP-1 and c-Ets-1 in MLE12
cells alone in the absence of ER stress inducers was sufficient to
induce Chop protein expression.

The transcriptional control of the CHOP promoter via AP-
1 and c-Ets-1 is interesting, because singular or combined
overexpression of the main ER stress transducers Atf4,
p50Atf6, and sXbp1 was not sufficient to induce Chop
mRNA in our experiments. Also, these three highly conserved
TFs failed to induce substantial Ets1 and Jun expression in
MLE12 cells in comparison to thapsigargin treatment, as
shown by our transcriptome analysis. The existence of addi-
tional AP-1 and c-Ets-1 regulated elements in the CHOP pro-
moter thus offers a plausible explanation for the seemingly
negligible Chop expression in response to overexpression of
“conventional” UPR transducers alone.

It had been previously suggested that the AP-1 binding site
of the CHOP promoter contributes to CHOP gene activation
in response to oxidative stress [30], brefeldin A treatment [31],
and in mitochondrial unfolded protein response [32]. Our data
suggest that the CHOP transcriptional activity is, next to the
conventional signaling via AARE and ERSE, regulated by the
concomitant activation of the AP-1 and c-Ets-1 elements in
response to TM. In agreement, MLE12 cells as well as prima-
ry AECII induced and overexpressed AP-1 and c-Ets-1 in
response to TM, concomitantly with the upregulation of the
ER stress markers Atf4, p50Atf6, sXbp1, and Chop.

Others reported that ETS1/c-Ets-1 upregulation upon ER
stress (induced by TM) was mediated by the IRE1α/XBP1
branch and inhibited in cell lines deficient in IRE1α or

�Fig. 6 AP-1 and c-Ets-1 regulate the human CHOP promoter. a, b Effect
of AP-1 and c-Ets-1 overexpression on Chop expression. MLE12 cells
were transfected with AP-1-c-myc, c-Ets-1-c-myc expression plasmid or
both for indicated time points, followed by immunoblot analysis for
Chop. b The protein level for Chop was densitometrically quantified by
using ImageJ software. For normalization,β-actin expression was used as
a control. Data are expressed as means ± SD, from n = 3 independent
experiments, with analysis by Bonferroni’s multiple comparison test.
*P < 0.05, NS = nonsignificant. c ChIP assays were done on untreated,
DMSO (0.02%) and tunicamycin (2 μg/ml)-treated MLE12 cells. The
extracted chromatin was immunoprecipitated with anti-AP-1 or anti-c-
Ets-1 antibodies or with a nonspecific IgG. Immunoprecipitated DNA
was analyzed by PCR with primers spanning the 4th fragment of the
murine Chop promoter; the PCR for a Gapdh promoter fragment served
as negative control. d–g Effect of Jun (AP-1) knockdown on Chop
expression. MLE12 cells were transfected with 100 nM nontargeting
control siRNA, 100 nM Jun-targeting siRNA, or left untreated (ut). At
24 h after transfection, cells were analyzed for Jun (d, e), Ets1 (d, f), and
Chop mRNA expression (d, g) by RT-PCR. B2m served as reference
gene. Data are expressed as means ± SD, from n = 3 independent
experiments, with analysis by Bonferroni’s multiple comparison test.
***P < 0.001
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XBP1 [33], suggesting the importance of the spliced XBP1-
TF in activating ETS1 expression. This is not necessarily in
contradiction to the lack of an increase in Ets1 in AECII-like
MLE12 cells in response to overexpression of sXbp1, as ob-
served in our study. Spliced XBP1 may require additional
factors to activate ETS1 expression.

C-Ets-1 is a member of the E26 transformation-specific (Ets)
transcription factor family. It is involved in oncogenic transfor-
mation, angiogenesis, differentiation, and apoptosis [34–36]. C-
Ets-1 can be activated by extracellular signal-regulated kinase 1/2
(ERK1/2) [35, 36]. In mice with diabetic cardiomyopathy, high
mobility group box 1 protein (HMGB1) mediates
hyperglycemia-induced cardiomyocyte apoptosis via ERK/c-
Ets-1 signaling pathway [36]. The proapoptotic function of c-
Ets-1 is also supported by studies fromTeruyama and coworkers,
where overexpression of c-Ets-1 in human umbilical vein endo-
thelial cells (HUVECs) induced apoptosis under serum-deprived
conditions, which could be blocked by caspase inhibitors [37].
C-Ets-1 upregulated various proapoptotic genes, including BID
(BH3-interacting domain death agonist) andCASP4 (caspase-4),
and downregulated anti-apoptotic genes such as DIAP2 (death-
associated inhibitor of apoptosis-2) in serum-deprived HUVECs
[37]. However, it is not clear from this study whether c-Ets-1
directly activates these genes [37]. Additionally, caspase-1
(CASP1) has been reported as a direct target gene of c-Ets-1 in
cancer cells [38]. C-Ets-1 also induces CTGF (connective tissue
growth factor) expression in dermal and cardiac fibroblasts,
which is consistent with a role in tissue fibrotic remodeling [39,
40]. These observations indicate that c-Ets-1 signaling is not
always proapoptotic and appears to be cell context specific.

Atanelishvili et al. [41] showed that primary AECII or A549
activate CHOP expression through a c-Ets-1-dependent path-
way in response to thrombin exposure, which was associated
with consequent apoptosis in both cell types. On the contrary,
thrombin decreased tunicamycin-induced CHOP expression in
lung fibroblasts through a Myc-dependent mechanism and

protected these cells from apoptosis [41]. Thus, regulation of
CHOP expression by thrombin may contribute to persistent
fibroproliferation in fibrotic lung diseases, in which thrombin
activates c-Ets-1 and CHOP driving AECII apoptosis while
promoting survival of lung fibroblasts.

Similar to c-Ets-1, dual roles have also been reported for AP-
1/c-Jun. It has been demonstrated in various kidney fibrosis
models that AP-1 promotes transcription of profibrotic genes
(e.g., COL1A1, FN) in fibroblastic cell populations [42].
Wernig et al. have recently described that systemic ubiquitous
induction of c-Jun in mice resulted in the development of fibro-
sis in various organs, including the lung, and that the
proproliferative and profibrotic effects of c-Jun were mainly
restricted to fibroblastic cell populations [43]. Further, they ob-
served AP-1/c-Jun expression in myofibroblasts as well as in
cytokeratin-7 (KRT7)-positive epithelial cells of patients with
IPF. KRT7 is a marker for epithelial cells, including AECI+II,
Club cells, and ciliated bronchial cells. Because AECII apopto-
sis is a hallmark of IPF, AP-1 induction may be associated with
programmed cell death in the IPF-AECII, but with increased
proliferation and ECM production in IPF fibroblasts.

In line with the CHOP induction and apoptotic cell death in
alveolar epithelium of IPF lungs [8], we found both AP-1 and
c-Ets-1 to be overexpressed in AECII of IPF lungs, but not in
donor AECIIs. Further, we observed only faint to moderate
immunostaining for AP-1 and c-Ets-1 in the interstitium of
IPF lungs, with no immunoreactivity for CHOP. We, there-
fore, suggest that AP-1 and c-Ets-1 are upregulated in IPF-
AECII upon injury caused by maladaptive ER stress in order
to promote expression of CHOP and AECII apoptosis.

We showed that CHOP overexpression in AECII-like
MLE12 cells induced Gadd34 and Dr5, which have been re-
ported to execute Chop-mediated apoptosis [15, 18, 20]. In
addition, CHOP has been described as a multifunctional tran-
scription factor, being involved in induction of many other
proapoptotic genes, such as ATF5 (activating transcription
factor-5) [44], TRB3 (tribbles homolog 3) [45], or CASP11
(caspase-11) [46, 47], but also of inflammatory cytokines
IL1B (interleukin-1β) [48] and IL6 (interleukin-6) [49], there-
by perpetuating cell injury and death.

The molecular mechanisms leading to fibrogenesis in re-
sponse to AECII death are still incompletely resolved, but
may be based on soluble mediators released from injured
AECIIs such as profibrotic cytokines, growth factors, or other
mediators [7, 50]. Supernatants of Chop-overexpressing
AECII and MLE12 cells on cultured lung fibroblasts in vitro
enhanced the proliferation and collagen production in fibro-
blasts. Thus, our results suggest that overexpression of Chop
in AECII alone without any other triggers is capable to induce
both AECII apoptosis and consecutive profibrotic responses
in lung fibroblasts.

ER-stress-mediated cell death involving Chop-induced ap-
optosis has been documented in various pathological

�Fig. 7 AP-1 and c-Ets-1 are induced in AECII from patients with IPF. a
Gene expression analysis via qPCR analysis for JUN, ETS1, CHOP, and
SFTPC in human IPF (n = 4) and healthy donor lung tissues (n = 4), each
done in triplicate. The ACTB gene was used as reference gene. Means ±
SD are shown, with analysis by unpaired Student’s t test. *P < 0.05,
* *P < 0 . 0 1 , * **P < 0 . 0 0 1 , NS = non s i g n i f i c a n t . b , c
Immunohistochemical staining of serial sections of IPF (b) and normal
donor lung tissues (c) for CD68 (macrophage marker), c-Ets-1, proSP-C
(AECII-marker), AP-1, HOPX (AECI-and AECII marker), and CHOP.
(b) In IPF, proSP-C expressing AECII indicated robust overexpression of
c-Ets-1 and AP-1 in the nucleus and cytoplasm (indicated by arrows), and
co-localized with induced CHOP expression. CD68-positive interstitial
(IM) and alveolar macrophages (AM) of IPF lungs indicated faint or
moderate expression of c-Ets-1 and AP-1 and no notable expression of
CHOP. c In normal donor lungs, AP-1 and c-Ets-1 were expressed at low
basal or moderate level in AEC and AM. Minimal or no immunostaining
for CHOP was observed in any cells of donor lungs. Results are
representative for n = 6 IPF patients and n = 3 organ donors. Further
IHC and IF images can be found in Online Resource 2, Figs. S8–S10
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conditions, including inflammatory bowel disease [46], myo-
cardial and renal ischemia–reperfusion injury [51, 52], type 2
diabetes [15, 53], steatohepatitis [54], and organ fibrosis in-
volving the liver, kidney, and lung [26, 54–57]. Accordingly,
deletion of the Chop/CHOP gene in a variety of cell lines
in vitro has been shown to protect from ER-stress-induced
apoptosis [15, 16], and full Chop deficiency in homozygous

Chop(−/−) knockout (ko) mice has been shown to prevent or
attenuate the abovementioned disorders [26, 46, 51–57].

Moreover, development of lung fibrosis in response to
bleomycin, which is accompanied by UPR activation, nuclear
Chop induction, and apoptosis in the AECII of treated mice
[26, 56], has been observed by three independent groups to be
abolished in homozygous Chop(−/−) ko mice [26, 56, 57].
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However, one contrary report also exists by Ayaub and co-
workers, describing that full blockade of Chop by the use of
Chop(−/−) ko mice did not protect from bleomycin-induced
fibrosis, and even wild-type mice were better protected [58].
The authors described that Chop-mediated macrophage apo-
ptosis is protective toward bleomycin-induced fibrosis in
wild-type mice. In contrast, Chop(−/−) ko mice were unable
to activate ER-stress-induced apoptosis in macrophages in
response to bleomycin treatment, which led to increased in-
flammation, interstitial fibrosis, and abnormally high levels of
(nonapoptotic) macrophages, especially of the profibrotic M2
phenotype, both in the BALF and in the lung parenchyma of
the knockout mice [58]. However, these results stand in
marked contrast with the work of Yao and coworkers describ-
ing that Chop deficiency in Chop(−/−) ko mice protected
against bleomycin-induced lung injury and fibrosis, paradox-
ically by attenuating M2 macrophage production [57]. In ad-
dition, Burman et al. have recently reported that Chop(−/−) ko
mice were even protected in the repetitive intratracheal
bleomycin-fibrosis model, and this was due to significantly
reduced AECII apoptosis [26]. Further, the authors described
that relevant differences were not detected in the numbers of
interstitial and alveolar macrophages in the lungs of wild-type
versus Chop(−/−) ko mice. However, Chop(−/−) ko mice were
not protected from lung fibrosis in response to single-dose
intratracheal bleomycin; but the explanation for this phenom-
enon is very different from that by Ayaub et al. Burman and
colleagues observed that single intratracheal bleomycin was

not sufficient to induce robust Chop upregulation in wild-type
mice thus offering a potential reason why Chop deletion was
not protective in this model [26].

In regard to human IPF, we could show that CHOP and its
regulators AP-1 and c-Ets-1 do not play a pivotal role in mac-
rophages, whereas they are dominant in the IPF-AECII. Taken
together, our and the data from other groups indicate that the
pathomechanistic role of CHOP is AECII specific under con-
ditions of lung fibrosis.

In summary, our study suggests that AP-1 and c-Ets-1 rep-
resent important transcriptional regulators of the CHOP gene,
possibly explaining the differences between adaptive ER
stress caused by activation of the conventional UPR branches
PERK, ATF6, and IRE1α/XBP1, without induction of CHOP,
and the “maladaptive” proapoptotic ER stress characterized
by CHOP induction through additional activation of the AP-
1 and c-Ets-1 TF binding sites within theCHOP promoter. We
propose that CHOP activation by AP-1 and c-Ets-1 plays a
key role in AECII maladaptive ER stress responses and con-
secutive fibrosis, offering new therapeutic prospects in IPF.

Acknowledgements We are grateful to Susanna Ziegler (UGMLC) for
her help with transcriptome data analysis.

Authors’ contributions MKandAG developed the project. OK,MK, and
AG designed the study and analyzed and interpreted the data. OK, MH,
RW, CR, IH, SH, KG, IS, CR, and PM performed the experiments. JW
performed transcriptome analyses. MK and OKwrote the paper. MK and
AG revised the paper. CS provided valuable suggestions and comments
on the study design and critically read, revised, and edited the manuscript.
MK, AG, and WS supervised the study. All authors approved the final
version of the manuscript.

Funding These studies were supported by grants from the German
Center for Lung Research (DZL) and from the German Research
Council (KO-4965/2-1).

Compliance with ethical standards The study protocol was
approved by the Ethics Committee of the Justus-Liebig-University
Giessen (Nos. 111/08 and 58/15).

Conflict of interest The authors declare that they have no conflict of
interest.

Open Access This article is distributed under the terms of the Creative
Commons At t r ibut ion 4 .0 In te rna t ional License (h t tp : / /
creativecommons.org/licenses/by/4.0/), which permits unrestricted use,
distribution, and reproduction in any medium, provided you give
appropriate credit to the original author(s) and the source, provide a link
to the Creative Commons license, and indicate if changes were made.

References

1. King TE Jr, Pardo A, Selman M (2011) Idiopathic pulmonary fi-
brosis. Lancet 378:1949–1961

�Fig. 8 Effect of Chop overexpression on apoptosis of epithelial cells and
lung fibroblast phenotype in vitro. a–c Stably transfected MLE12/pBI-L-
EV (empty vector control) and MLE12/pBI-L-CHOP cells were treated
with 1 μg/ml doxycycline (Dox+, for transgene induction) or left
untreated (Dox−, control) for indicated time points, followed by
quantitative immunoblot analyses for Chop and cleaved caspase-3. The
protein levels for Chop (b) and cleaved caspase-3 (c) were
densitometrically quantified by using ImageJ software. For
normalization, β-actin expression was used as a control. Data
information: Untreated = untreated MLE12 cells; Pos. contr. = positive
control, MLE12 cells treated either with 1 μg/ml tunicamycin (24 h) or
1 μM/ml staurosporine (8 h). d LDH assay quantifyingMLE12 cell death
in response to doxycycline (Dox+)-induced conditional Chop
overexpression in MLE12/pBI-L-CHOP cells, as compared to (Dox+)-
treated MLE12/pBI-L-EV cells and (Dox−) conditions. e, f Conditioned
medium (CM) from stably transfected MLE12/pBI-L-EV (empty vector
control) and MLE12/pBI-L-CHOP cells in the presence (Dox+) or
absence of doxycycline (Dox−) was applied to cultured Mlg lung
fibroblasts, followed by reincubation for 24 h and assessment of
collagen synthesis in fibroblasts by quantitative immunoblotting for
collagen 1. The protein levels for collagen 1 (f) were densitometrically
quantified by using ImageJ software. For normalization, β-actin
expression was used as a control. g, h Proliferation of Mlg lung
fibroblasts by WST-1 assay (g) or BrdU incorporation (h) in response
to culture with conditioned media (CM) of stably transfected MLE12/
pBI-L-EV and MLE12/pBI-L-CHOP cells in the presence (Dox+) or
absence of doxycycline (Dox−). All data are expressed as means ± SD,
from n = 3 independent experiments, with analysis by unpaired Student’s
t test. *P < 0.05, **P < 0.01, NS = nonsignificant

J Mol Med (2019) 97:973–990 987



2. Raghu G, Collard HR, Egan JJ, Martinez FJ, Behr J, Brown KK,
Colby TV, Cordier JF, Flaherty KR, Lasky JA, Lynch DA, Ryu JH,
Swigris JJ, Wells AU, Ancochea J, Bouros D, Carvalho C, Costabel
U, Ebina M, Hansell DM, Johkoh T, Kim DS, King TE Jr, Kondoh
Y, Myers J, Muller NL, Nicholson AG, Richeldi L, Selman M,
Dudden RF, Griss BS, Protzko SL, Schunemann HJ (2011) An
official ATS/ERS/JRS/ALAT statement: idiopathic pulmonary fi-
brosis: evidence-based guidelines for diagnosis and management.
Am J Respir Crit Care Med 183:788–824

3. King TE Jr, Noble PW, Bradford WZ (2014) Treatments for idio-
pathic pulmonary fibrosis. N Engl J Med 371:783–784

4. Selman M, Pardo A (2004) Idiopathic pulmonary fibrosis: misun-
derstandings between epithelial cells and fibroblasts? Sarcoidosis
Vasc Diffuse Lung Dis 21:165–172

5. Myers JL, Katzenstein AL (1988) Epithelial necrosis and alveolar
collapse in the pathogenesis of usual interstitial pneumonia. Chest
94:1309–1311

6. Uhal BD, Joshi I, Hughes WF, Ramos C, Pardo A, Selman M
(1998) Alveolar epithelial cell death adjacent to underlying
myofibroblasts in advanced fibrotic human lung. Am J Phys 275:
L1192–L1199

7. Barbas-Filho JV, Ferreira MA, Sesso A, Kairalla RA, Carvalho CR,
Capelozzi VL (2001) Evidence of type II pneumocyte apoptosis in
the pathogenesis of idiopathic pulmonary fibrosis (IFP)/usual inter-
stitial pneumonia (UIP). J Clin Pathol 54:132–138

8. Korfei M, Ruppert C, Mahavadi P, Henneke I, Markart P, Koch M,
Lang G, Fink L, Bohle RM, Seeger W, Weaver TE, Guenther A
(2008) Epithelial endoplasmic reticulum stress and apoptosis in
sporadic idiopathic pulmonary fibrosis. Am J Respir Crit Care
Med 178:838–846

9. Lawson WE, Crossno PF, Polosukhin VV, Roldan J, Cheng DS,
Lane KB, Blackwell TR, Xu C, Markin C, Ware LB, Miller GG,
Loyd JE, Blackwell TS (2008) Endoplasmic reticulum stress in
alveolar epithelial cells is prominent in IPF: association with altered
surfactant protein processing and herpesvirus infection. Am J
Physiol Lung Cell Mol Physiol 294:L1119–L1126

10. Cha SI, Ryerson CJ, Lee JS, Kukreja J, Barry SS, Jones KD, Elicker
BM, Kim DS, Papa FR, Collard HR, Wolters PJ (2012) Cleaved
cytokeratin-18 is a mechanistically informative biomarker in idio-
pathic pulmonary fibrosis. Respir Res 13:105

11. Thomas AQ, Lane K, Phillips J 3rd, Prince M, Markin C, Speer M,
Schwartz DA, Gaddipati R, Marney A, Johnson J, Roberts R,
Haines J, Stahlman M, Loyd JE (2002) Heterozygosity for a sur-
factant protein C gene mutation associated with usual interstitial
pneumonitis and cellular nonspecific interstitial pneumonitis in
one kindred. Am J Respir Crit Care Med 165:1322–1328

12. Mulugeta S, Nguyen V, Russo SJ, Muniswamy M, Beers MF
(2005) A surfactant protein C precursor protein BRICHOS domain
mutation causes endoplasmic reticulum stress, proteasome dys-
function, and caspase 3 activation. Am J Respir Cell Mol Biol 32:
521–530

13. Maitra M, Wang Y, Gerard RD, Mendelson CR, Garcia CK (2010)
Surfactant protein A2 mutations associated with pulmonary fibrosis
lead to protein instability and endoplasmic reticulum stress. J Biol
Chem 285:22103–22113

14. Wang S, Kaufman RJ (2012) The impact of the unfolded protein
response on human disease. J Cell Biol 197:857–867

15. Yoshida H (2007) ER-stress and diseases. FEBS J 274:630–658
16. Zinszner H, Kuroda M, Wang X, Batchvarova N, Lightfoot RT,

Remotti H, Stevens JL, Ron D (1998) CHOP is implicated in pro-
grammed cell death in response to impaired function of the endo-
plasmic reticulum. Genes Dev 12:982–995

17. Puthalakath H, O’Reilly LA, Gunn P, Lee L, Kelly PN, Huntington
ND, Hughes PD, Michalak EM,McKimm-Breschkin J, Motoyama
N,Gotoh T, Akira S, Bouillet P, Strasser A (2007) ER-stress triggers

apoptosis by activating BH3-only protein Bim. Cell 129:1337–
1349

18. Yamaguchi H, Wang HG (2004) CHOP is involved in endoplasmic
reticulum stress-induced apoptosis by enhancing DR5 expression in
human carcinoma cells. J Biol Chem 279:45495–45502

19. McCullough KD, Martindale JL, Klotz LO, Aw TY, Holbrook NJ
(2001) Gadd153 sensitizes cells to endoplasmic reticulum stress by
down-regulating Bcl2 and perturbing the cellular redox state. Mol
Cell Biol 21:1249–1259

20. Marciniak SJ, Yun CY, Oyadomari S, Novoa I, Zhang Y, Jungreis
R, Nagata K, Harding HP, Ron D (2004) CHOP induces death by
promoting protein synthesis and oxidation in the stressed endoplas-
mic reticulum. Genes Dev 18:3066–3077

21. Kitamura M (2008) Endoplasmic reticulum stress in the kidney.
Clin Exp Nephrol 12:317–325

22. Bruhat A, Averous J, Carraro V, Zhong C, Reimold AM, Kilberg
MS, Fafournoux P (2002) Differences in the molecular mechanisms
involved in the transcriptional activation of the CHOP and aspara-
gine synthetase genes in response to amino acid deprivation or
activation of the unfolded protein response. J Biol Chem 277:
48107–48114

23. Averous J, Bruhat A, Jousse C, Carraro V, Thiel G, Fafournoux P
(2004) Induction of CHOP expression by amino acid limitation
requires both ATF4 expression and ATF2 phosphorylation. J Biol
Chem 279:5288–5297

24. Yoshida H, Okada T, Haze K, Yanagi H, Yura T, NegishiM,Mori K
(2000) ATF6 activated by proteolysis binds in the presence of NF-Y
(CBF) directly to the cis-acting element responsible for the mam-
malian unfolded protein response. Mol Cell Biol 20:6755–6767

25. Donati G, Imbriano C, Mantovani R (2006) Dynamic recruitment
of transcription factors and epigenetic changes on the ER-stress
response gene promoters. Nucleic Acids Res 34:3116–3127

26. Burman A, Kropski JA, Calvi CL, Serezani AP, Pascoalino BD,
Han W, Sherrill T, Gleaves L, Lawson WE, Young LR, Blackwell
TS, Tanjore H (2018) Localized hypoxia links ER stress to lung
fibrosis through induction of C/EBP homologous protein. JCI
Insight 3(16)

27. Delbrel E, Soumare A, Naguez A, Label R, Bernard O, Bruhat A,
Fafournoux P, Tremblais G, Marchant D, Gille T, Bernaudin JF,
Callard P, Kambouchner M, Martinod E, Valeyre D, Uzunhan Y,
Planes C, Boncoeur E (2018) HIF-1alpha triggers ER stress and
CHOP-mediated apoptosis in alveolar epithelial cells, a key event
in pulmonary fibrosis. Sci Rep 8(1):17939

28. Eymin B, Dubrez L, Allouche M, Solary E (1997) Increased
gadd153 messenger RNA level is associated with apoptosis in hu-
man leukemic cells treated with etoposide. Cancer Res 57:686–695

29. Oyadomari S, Mori M (2004) Roles of CHOP/GADD153 in endo-
plasmic reticulum stress. Cell Death Differ 11:381–389

30. Guyton KZ, Xu Q, Holbrook NJ (1996) Induction of the mamma-
lian stress response gene GADD153 by oxidative stress: role of AP-
1 element. Biochem J 314(Pt 2):547–554

31. Kwok SC, Daskal I (2008) Brefeldin A activates CHOP promoter at
the AARE, ERSE and AP-1 elements. Mol Cell Biochem 319:203–
208

32. Horibe T, Hoogenraad NJ (2007) The chop gene contains an ele-
ment for the positive regulation of the mitochondrial unfolded pro-
tein response. PLoS One 2:e835

33. DongL, Jiang CC, Thorne RF, Croft A, Yang F, LiuH, de BockCE,
Hersey P, Zhang XD (2011) Ets-1 mediates upregulation of Mcl-1
downstream of XBP-1 in human melanoma cells upon ER-stress.
Oncogene 30:3716–3726

34. Sharrocks AD (2001) The ETS-domain transcription factor family.
Nat Rev Mol Cell Biol 2:827–837

35. Rottinger E, Besnardeau L, Lepage T (2004) A Raf/MEK/ERK
signalling pathway is required for development of the sea urchin

988 J Mol Med (2019) 97:973–990



embryo micromere lineage through phosphorylation of the tran-
scription factor Ets. Development 131:1075–1087

36. Wang WK, Lu QH, Zhang JN, Wang B, Liu XJ, An FS, Qin WD,
Chen XY, Dong WQ, Zhang C, Zhang Y, Zhang MX (2014)
HMGB1mediates hyperglycaemia-induced cardiomyocyte apopto-
sis via ERK/Ets-1 signalling pathway. J Cell Mol Med 18:2311–
2320

37. Teruyama K, Abe M, Nakano T, Iwasaka-Yagi C, Takahashi S,
Yamada S, Sato Y (2001) Role of transcription factor Ets-1 in the
apoptosis of human vascular endothelial cells. J Cell Physiol 188:
243–252

38. Pei H, Li C, Adereth Y, Hsu T, Watson DK, Li R (2005) Caspase-1
is a direct target gene of ETS1 and plays a role in ETS1-induced
apoptosis. Cancer Res 65:7205–7213

39. Nakerakanti SS, Kapanadze B, Yamasaki M, Markiewicz M,
Trojanowska M (2006) Fli1 and Ets1 have distinct roles in connec-
tive tissue growth factor/CCN2 gene regulation and induction of
the profibrotic gene program. J Biol Chem 281:25259–25269

40. Hao G, Han Z, Meng Z, Wei J, Gao D, Zhang H, Wang N (2015)
Ets-1 upregulation mediates angiotensin II-related cardiac fibrosis.
Int J Clin Exp Pathol 8:10216–10227

41. Atanelishvili I, Liang J, Akter T, Spyropoulos DD, Silver RM,
Bogatkevich GS (2014) Thrombin increases lung fibroblast surviv-
al while promoting alveolar epithelial cell apoptosis via the endo-
plasmic reticulum stress marker, CCAATenhancer-binding homol-
ogous protein. Am J Respir Cell Mol Biol 50:893–902

42. Grynberg K, Ma FY, Nikolic-Paterson DJ (2017) The JNK signal-
ing pathway in renal fibrosis. Front Physiol 8:829

43. Wernig G, Chen SY, Cui L, Van Neste C, Tsai JM, Kambham N,
Vogel H, NatkunamY, GillilandDG, Nolan G,Weissman IL (2017)
Unifying mechanism for different fibrotic diseases. Proc Natl Acad
Sci U S A 114:4757–4762

44. Teske BF, Fusakio ME, Zhou D, Shan J, McClintick JN, Kilberg
MS, Wek RC (2013) CHOP induces activating transcription factor
5 (ATF5) to trigger apoptosis in response to perturbations in protein
homeostasis. Mol Biol Cell 24:2477–2490

45. Ohoka N, Yoshii S, Hattori T, Onozaki K, Hayashi H (2005) TRB3,
a novel ER-stress-inducible gene, is induced via ATF4-CHOP path-
way and is involved in cell death. EMBO J 24:1243–1255

46. Namba T, Tanaka K, Ito Y, Ishihara T, Hoshino T, Gotoh T, Endo
M, Sato K, Mizushima T (2009) Positive role of CCAAT/enhancer-
binding protein homologous protein, a transcription factor involved
in the endoplasmic reticulum stress response in the development of
colitis. Am J Pathol 174:1786–1798

47. Endo M, Mori M, Akira S, Gotoh T (2006) C/EBP homologous
protein (CHOP) is crucial for the induction of caspase-11 and the
pathogenesis of lipopolysaccharide-induced inflammation. J
Immunol 176:6245–6253

48. SuyamaK, OhmurayaM, HirotaM, Ozaki N, Ida S, EndoM, Araki
K, Gotoh T, Baba H, Yamamura K (2008) C/EBP homologous
protein is crucial for the acceleration of experimental pancreatitis.
Biochem Biophys Res Commun 367:176–182

49. Hattori T, Ohoka N, Hayashi H, Onozaki K (2003) C/EBP homol-
ogous protein (CHOP) up-regulates IL-6 transcription by trapping
negative regulating NF-IL6 isoform. FEBS Lett 541:33–39

50. Bouros E, Filidou E, Arvanitidis K, Mikroulis D, Steiropoulos P,
Bamias G, Bouros D, Kolios G (2017) Lung fibrosis-associated
soluble mediators and bronchoalveolar lavage from idiopathic pul-
monary fibrosis patients promote the expression of fibrogenic fac-
tors in subepithelial lung myofibroblasts. Pulm Pharmacol Ther 46:
78–87

51. Miyazaki Y, Kaikita K, Endo M, Horio E, Miura M, Tsujita K,
Hokimoto S, Yamamuro M, Iwawaki T, Gotoh T, Ogawa H, Oike
Y (2011) C/EBP homologous protein deficiency attenuates myo-
cardial reperfusion injury by inhibiting myocardial apoptosis and
inflammation. Arterioscler Thromb Vasc Biol 31:1124–1132

52. Chen BL, Sheu ML, Tsai KS, Lan KC, Guan SS, Wu CT, Chen LP,
Hung KY, Huang JW, Chiang CK, Liu SH (2015) CCAAT-
enhancer-binding protein homologous protein deficiency attenuates
oxidative stress and renal ischemia-reperfusion injury. Antioxid
Redox Signal 23:1233–1245

53. Oyadomari S, Koizumi A, Takeda K, Gotoh T, Akira S, Araki E,
Mori M (2002) Targeted disruption of the Chop gene delays endo-
plasmic reticulum stress-mediated diabetes. J Clin Invest 109:525–
532

54. Toriguchi K, Hatano E, Tanabe K, Takemoto K, Nakamura K,
Koyama Y, Seo S, Taura K, Uemoto S (2014) Attenuation of
steatohepatitis, fibrosis, and carcinogenesis in mice fed a
methionine-choline deficient diet by CCAAT/enhancer-binding
protein homologous protein deficiency. J Gastroenterol Hepatol
29:1109–1118

55. Zhang M, Guo Y, Fu H, Hu S, Pan J, Wang Y, Cheng J, Song J, Yu
Q, Zhang S, Xu JF, Pei G, Xiang X, Yang P,Wang CY (2015) Chop
deficiency prevents UUO-induced renal fibrosis by attenuating fi-
brotic signals originated from Hmgb1/TLR4/NFkappaB/IL-1beta
signalling. Cell Death Dis 6:e1847

56. Tanaka Y, Ishitsuka Y, HayasakaM, Yamada Y,Miyata K, EndoM,
Kondo Y, Moriuchi H, Irikura M, Tanaka K, Mizushima T, Oike Y,
Irie T (2015) The exacerbating roles of CCAAT/enhancer-binding
protein homologous protein (CHOP) in the development of
bleomycin-induced pulmonary fibrosis and the preventive effects
of tauroursodeoxycholic acid (TUDCA) against pulmonary fibrosis
in mice. Pharmacol Res 99:52–62

57. Yao Y, Wang Y, Zhang Z, He L, Zhu J, Zhang M, He X, Cheng Z,
Ao Q, Cao Y, Yang P, Su Y, Zhao J, Zhang S, Yu Q, Ning Q, Xiang
X, XiongW,Wang CY, Xu Y (2016) Chop deficiency protects mice
against bleomycin-induced pulmonary fibrosis by attenuating M2
macrophage production. Mol Ther 24:915–925

58. Ayaub EA, Kolb PS, Mohammed-Ali Z, Tat V, Murphy J, Bellaye
PS, Shimbori C, Boivin FJ, Lai R, Lynn EG, Lhotak S, Bridgewater
D, Kolb MR, Inman MD, Dickhout JG, Austin RC, Ask K (2016)
GRP78 and CHOP modulate macrophage apoptosis and the devel-
opment of bleomycin-induced pulmonary fibrosis. J Pathol 239:
411–425

Publisher’s note Springer Nature remains neutral with regard to
jurisdictional claims in published maps and institutional affiliations.

J Mol Med (2019) 97:973–990 989



Affiliations

Oleksiy Klymenko1,2
&Martin Huehn1,2

& Jochen Wilhelm1,2
& Roxana Wasnick1,2 & Irina Shalashova1,2 &

Clemens Ruppert1,2,3 & Ingrid Henneke1,2
& Stefanie Hezel1,2 & Katharina Guenther1,2 & Poornima Mahavadi1,2 &

Christos Samakovlis1,2,3,4 &Werner Seeger1,2,3,5 & Andreas Guenther1,2,3,6,7 &Martina Korfei1,2

1 Department of Internal Medicine, Justus-Liebig-University Giessen,

Klinikstrasse 36, 35392 Giessen, Germany

2 German Center for Lung Research (DZL), Universities of Giessen

and Marburg Lung Center (UGMLC), 35392 Giessen, Germany

3 Excellence Cluster Cardiopulmonary System (ECCPS),

35392 Giessen, Germany

4 Department of Molecular Biosciences, The Wenner-Gren Institute,

Stockholm University, SE-106 91 Stockholm, Sweden

5 Department of Lung Development and Remodeling, Max-Planck-

Institute for Heart and Lung Research, 61231 Bad

Nauheim, Germany

6 European IPF Network and European IPF Registry,

Giessen, Germany

7 Agaplesion Lung Clinic Waldhof-Elgershausen,

35753 Greifenstein, Germany

990 J Mol Med (2019) 97:973–990

http://orcid.org/0000-0002-2187-0975

	Regulation and role of the ER stress transcription factor CHOP in alveolar epithelial type-II cells
	Abstract
	Abstract
	Abstract
	Introduction
	Materials and methods
	Cell culture experiments
	Bioinformatic analysis of the CHOP promoter
	Cloning, vector constructs, and mutagenesis
	Luciferase assay
	Standard methodology
	Microarray analysis
	Human lung tissue
	Statistics

	Results
	Overexpression of ER stress transducers Atf6, Atf4, and sXbp1 is not sufficient to upregulate Chop
	CHOP promoter can be activated in the absence of ERSE and AARE elements
	AP-1 and c-Ets-1 concomitantly regulate CHOP expression in lung epithelial cells
	Epithelial Chop overexpression in�vitro results in apoptosis and fibroproliferative signaling

	Discussion
	References


