
R E S E A R C H Open Access

© The Author(s) 2024. Open Access  This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, 
sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and 
the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material is not included 
in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/. The 
Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdomain/zero/1.0/) applies to the data made available 
in this article, unless otherwise stated in a credit line to the data.

Cirillo et al. Journal of Translational Medicine          (2024) 22:450 
https://doi.org/10.1186/s12967-024-05269-6

Journal of Translational 
Medicine

*Correspondence:
Céline Gérard
cgerard@mithra.com
Rosamaria Lappano
rosamaria.lappano@unical.it
1Department of Pharmacy, Health and Nutritional Sciences, University of 
Calabria, Rende 87036, Italy

2Department of Physics, CNR-NANOTEC, SS Rende (CS), University of 
Calabria, Rende, CS 87036, Italy
3Institute of Biocomputation and Physics of Complex Systems (BIFI), 
University of Zaragoza, Zaragoza 50018, Spain
4Mithra Pharmaceutical, Rue Saint-Georges 5, Liège 4000, Belgium

Abstract
Background Estetrol (E4) is a natural estrogen produced by the fetal liver during pregnancy. Due to its favorable 
safety profile, E4 was recently approved as estrogenic component of a new combined oral contraceptive. E4 is a 
selective ligand of estrogen receptor (ER)α and ERβ, but its binding to the G Protein-Coupled Estrogen Receptor 
(GPER) has not been described to date. Therefore, we aimed to explore E4 action in GPER-positive Triple-Negative 
Breast Cancer (TNBC) cells.

Methods The potential interaction between E4 and GPER was investigated by molecular modeling and binding 
assays. The whole transcriptomic modulation triggered by E4 in TNBC cells via GPER was explored through high-
throughput RNA sequencing analyses. Gene and protein expression evaluations as well as migration and invasion 
assays allowed us to explore the involvement of the GPER-mediated induction of the plasminogen activator inhibitor 
type 2 (SERPINB2) in the biological responses triggered by E4 in TNBC cells. Furthermore, bioinformatics analysis was 
aimed at recognizing the biological significance of SERPINB2 in ER-negative breast cancer patients.

Results After the molecular characterization of the E4 binding capacity to GPER, RNA-seq analysis revealed that the 
plasminogen activator inhibitor type 2 (SERPINB2) is one of the most up-regulated genes by E4 in a GPER-dependent 
manner. Worthy, we demonstrated that the GPER-mediated increase of SERPINB2 is engaged in the anti-migratory 
and anti-invasive effects elicited by E4 in TNBC cells. In accordance with these findings, a correlation between 
SERPINB2 levels and a good clinical outcome was found in ER-negative breast cancer patients.

Conclusions Overall, our results provide new insights into the mechanisms through which E4 can halt migratory and 
invasive features of TNBC cells.
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Background
Estrogens are the main drivers of the development and 
regulation of female reproduction [1]. In addition, these 
steroids exhibit pleiotropic effects on non-reproductive 
tissues including the cardiovascular, neuroendocrine, 
skeletal, hepatic, and immune systems [1]. Dysregulated 
estrogen levels are also associated with an increased inci-
dence of diverse tumors including breast cancer [2–4]. 
The predominant circulating estrogen in the human body 
is 17β-estradiol (E2), which is the most biologically active 
estrogen produced by the ovaries during the reproductive 
years [5]. Estriol (E3) and estetrol (E4) are mainly pro-
duced during pregnancy, whereas estrone (E1) increases 
during menopause [5].

The effects of estrogens are mainly mediated by the 
nuclear estrogen receptor (ER)α and ERβ, which act as 
transcription factors toward the regulation of target genes 
[6]. Aside from the aforementioned signaling, which is 
referred to as the genomic pathway, estrogens can elicit 
rapid responses by engaging membrane-initiated signal-
ing [7–9]. In this regard, the G Protein-Coupled Estro-
gen Receptor (GPER) has recently been enrolled among 
the mediators of rapid estrogen action in diverse normal 
and neoplastic cells, including in breast cancer [10–12]. 
To date, GPER signaling has been shown to trigger intra-
cellular molecular events leading to the transcription of 
genes implicated in cell proliferation, invasion, metasta-
sis, angiogenesis, and tumor-promoting inflammation 
[12–17]. In addition, GPER activation has been demon-
strated to induce calcium mobilization, cAMP synthesis, 
the cleavage of matrix metalloproteinases, the transacti-
vation of epidermal growth factor receptor (EGFR), and 
the activation of the PI3K and MAPK transduction path-
ways [8, 12]. Estrogens, phyto- and xeno-estrogens can 
bind and activate GPER [18], albeit E3 may act as a GPER 
antagonist in breast cancer cells [19].

E4 is a weak natural estrogen produced by the fetal liver 
during pregnancy [20]. A constant increase of E4 during 
pregnancy in maternal plasma has been reported and, at 
term, fetal E4 levels are substantially higher than mater-
nal levels [21]. E4 was approved recently as the estro-
genic component of a new combined oral contraceptive 
and offers an improved safety profile compared to other 
estrogens. E4 also entered late-stage clinical studies for 
use as menopausal hormone therapy (MHT) [22, 23].

E4 exhibits a selective binding affinity for ERα and ERβ, 
with a 4 to 5-fold higher affinity for ERα [24]. The binding 
affinity of E4 as well as its estrogenic potency are lower 
compared with E2. In the context of breast cancer, E4 has 
been described to exhibit mixed agonist and antagonist 
actions with the capacity to antagonize E2-induced pro-
liferation and migration in ER-positive breast cancer cells 
both in vitro and in vivo [25, 26]. Moreover, E4 exhibited 
pro-apoptotic properties in endocrine-resistant breast 

cancer cells [27, 28]. E4 was also shown to trigger rapid 
non-genomic effects regardless of ERα, like the activation 
of the MAPK ERK1/2 and PI3K/AKT pathways in breast 
cancer cells [25] as well as the GPER-mediated phos-
phorylation of the focal adhesion kinase (FAK) in endo-
thelial cells [25, 29].

To gain novel insights into this intricate scenario, in 
the present study we have dissected the transcriptional 
and biological changes prompted by E4 through GPER 
in the aggressive triple-negative breast cancer (TNBC) 
cells. Of note, we have disclosed that GPER mediates the 
induction of the plasminogen activator inhibitor type 
2 (SERPINB2) by E4 toward anti-migratory and anti-
invasive effects elicited in TNBC cells. Nicely fitting with 
these data, bioinformatics analysis from a large cohort 
of patients assessed that high SERPINB2 levels correlate 
with an improved outcome in ER-negative breast tumors. 
Overall, these findings provide novel insights into the 
potential of E4 to exert through GPER anti-tumor effects 
in TNBC cells. Nevertheless, further studies are war-
ranted to understand the action of E4 in TNBC cells.

Methods
Molecular docking
Molecular docking and all-atom molecular dynamics 
(MD) simulation were performed by following a pre-
viously described protocol for modeling GPER-ligand 
complexes [30]. In brief, the structure of GPER was 
modeled using the GPCR-I-TASSER server [31], which 
is specific for G protein-coupled receptors. The result-
ing seven-helix transmembrane bundle was considered 
(residues 50–375), whereas the disordered extracellular 
N-terminal region (residues 1–49) was neglected. An ini-
tial prediction of the binding location of the ligand (E4) 
was obtained through molecular docking, carried out by 
using the software AutoDock Vina, version 1.1.2 [32]. .

Up to this point, the molecular system including both 
GPER and E4 was modeled with apolar hydrogens sub-
sumed into carbon atoms. The compound was placed 
in the binding pocket open to the extracellular protein 
region, by performing a search in a volume of 32 Å × 44 Å 
× 54 Å, at very high (16 times the default value) exhaus-
tiveness in the exploration [33]. Subsequently, apolar 
hydrogen was added, as well as explicit water and coun-
terions, and the system was relaxed by performing an 
MD simulation with the GROMACS package [34]. The 
AMBER ff99SB-ILDN and GAFF force fields were used 
for the protein and ligand, respectively, and other simu-
lation conditions (including integration of the equation 
of motions, treatment of electrostatic and van der Waals 
forces, modeling of long-range London dispersion inter-
actions, and coupling with a barostat and thermostat) 
were as previously described for other similar protein-
ligand complexes [35]. Equilibration of the system was 
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carried out in the isobaric-isothermal ensemble for 5 ns. 
At the end of the MD simulation, the binding affinity of 
the ligand was evaluated by re-using the AutoDock Vina 
scoring function. In parallel to E4, the anchoring mode in 
the same binding cavity of two reference GPER ligands, 
i.e. the agonist 17β-estradiol (E2) and the antagonist G15, 
was assessed.

Reagents
Estetrol (E4) was provided by Mithra Pharmaceu-
ticals (Liège, Belgium). 17β-Estradiol (E2) was pur-
chased from Merck (Milan, Italy). The GPER agonist 
G1 (1-[4-(-6-bromobenzol [1, 3] diodo-5-yl)-3a,4,5,9b-
tetrahidro3H5cyclopenta[c]quinolin-8yl]-ethanone) and 
antagonist G15 (3aS,4R,9bR)-4-(6-Bromo-1, 3-benzodi-
oxol-5-yl)-3a,4,5,9b-3  H-cyclopenta[c]quinolone) were 
purchased from Tocris Bioscience (Merck, Milan, Italy). 
The MEK inhibitor trametinib was obtained from Med-
ChemExpress (DBA, Milan, Italy). All compounds were 
dissolved in DMSO, except E2 and E4, which were solu-
bilized in ethanol.

Cell cultures
MDA-MB-231 and MDA-MB-468 cells were obtained 
from ATCC (Manassas, VA, USA) and maintained in 
DMEM/F-12 (Thermo Fisher Scientific, Life Technolo-
gies, Milan, Italy), supplemented with 5% fetal bovine 
serum (FBS) and 100 µg/ml penicillin/streptomycin. Cells 
were used less than six months after resuscitation and 
mycoplasma negativity was tested monthly. GPER knock-
out (KO) MDA-MB-231 cells were generated by employ-
ing CRISPR-Cas9 gene-editing system and maintained as 
previously reported [36]. All cells were grown in a 37 °C 
incubator with 5% CO2 and switched to a medium with-
out serum and phenol red the day before treatments to 
be processed for immunoblot and RT-PCR assays.

Ligand binding assay
MDA-MB-231 cells were grown in 10-cm cell culture 
dishes, washed two times, and incubated with 1 nM 
[2,4,6,7–3  H]E2 (89 Ci/mmol; Ge Healthcare, Milan, 
Italy) in the presence or absence of an increasing concen-
tration of unlabeled competitors (E2, G1 and E-4). Then, 
cells were incubated for two hours at 37  °C and washed 
three times with ice-cold PBS; the radioactivity collected 
by 100% ethanol extraction was measured by liquid scin-
tillation counting. Competitor binding was expressed as a 
percentage of maximal specific binding. Each point is the 
mean of three observations.

Gene silencing experiments
Cells were plated into 10-cm dishes, maintained in 
serum-free medium for 24 h, and then transfected for an 
additional 48 h before treatments using X-tremeGENE 9 

(according to the manufacturer’s recommendations) and 
control vector (shRNA) or shGPER (Merck, Milan, Italy).

Gene expression studies
Total RNA was extracted and cDNA was synthesized by 
reverse transcription as described in our previous work 
[37]. The expression of selected genes was quantified by 
real-time PCR using the platform Quant Studio7 Flex 
Real-Time PCR System (Thermo Fisher Scientific, Milan, 
Italy). Gene-specific primers were designed using Primer 
Express version 2.0 software (Applied Biosystems) and 
are as follows: 5′- A A G C C A C C C C A C T T C T C T C T A A-3′ 
(ACTB forward) and 5′- C A C C T C C C C T G T G T G G A C T 
T-3′ (ACTB reverse); 5′- A T G A G G A G G G C A C T G A A G 
C A-3′ (SERPINB2 forward) and 5′- T G T C C A G T T C T C C 
T G T C A T A C A-3′ (SERPINB2 reverse). Assays were per-
formed in triplicate and the results were normalized for 
actin beta (ACTB) expression and then calculated as fold 
induction of RNA expression.

RNA-seq pipeline
Total RNA from MDA-MB-231 cells was extracted 
using a RNeasy mini kit according to the manufactur-
er’s instructions (Qiagen, Bioset s.r.l., Catanzaro, Italy). 
RNA integrity for library preparation was determined 
by analysis of extracted total RNA using a 2100 Bioana-
lyzer (Agilent Technologies) with RNA 6000 NanoChip. 
RNA concentrations were measured using the Qubit 
RNA Assay Kit. Libraries were prepared from total RNA 
according to manufacturer instructions with Illumina 
Stranded mRNA Prep kit. Libraries quality was evalu-
ated by size analysis on 2100 Bioanalyzer (Chip DNA 
HS) and concentrations were determined using a Qubit 
DNA HS assay kit (Thermo Fisher Scientific). Sequenc-
ing was performed on Illumina Novaseq 6000 in the 
100PE format. Reads preprocessing was performed by 
using fastp v0.20.0 [38], applying specific parameters 
to remove residual adapter sequences and to keep only 
high-quality data (qualified_quality_phred = 20, unquali-
fied_percent_limit = 30, average_qual = 25, low_com-
plexity_filter = True, complexity_threshold = 30). The 
percentage of uniquely mapped reads resulted high 
with mean value of 84% (mean value for sample: 60 mil-
lion total reads, unmapped reads 7%, quality base > q30 
94%). Then, passing filter reads were mapped to the 
human genome reference (version GRCh38) using STAR 
v2.7.0 [39] with standard parameters, except for sjd-
bOverhang option set on read length. Genome and tran-
scripts annotation provided as input were downloaded 
from v99 of Ensembl repository. Alignments were then 
elaborated by RSEM v1.3.3 [40] to estimate transcript 
abundances. Subsequently, the sample-specific gene-
level abundances were merged into a single raw expres-
sion matrix by applying a dedicated RSEM command 
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(rsem-generate-data-matrix). Genes with at least 10 
counts in 50% of samples were then selected. Differen-
tial expression (pairwise comparisons) was computed 
by edgeR [41] from raw counts in each comparison. Re-
annotation of previously differentially expressed genes 
(DEGs) was performed using the bioMart package [42] 
into R 3.6, querying available Ensembl Gene IDs and 
retrieving Gene Names and Entrez gene IDs.

Data collection
Data from the TCGA and Affymetrix datasets were used 
in the current study. mRNA expression data (RNA Seq 
V2 RSEM) and associated clinical information reported 
in the Invasive Breast Cancer Cohort of the TCGA 
project were retrieved from UCSC Xena (https://xen-
abrowser.net/) on the 19th of July 2023. The gene expres-
sion levels and clinical information of the Affymetrix 
cohort were retrieved from 17 integrated Affymetrix 
gene expression datasets, as previously described [43]. 
In brief, the Raw.cel files from 17 Affymetrix U133A/
plus two gene expression datasets of primary breast 
tumors were retrieved from NCBI GEO (GSE12276, 
GSE21653, GSE3744, GSE5460, GSE2109, GSE1561, 
GSE17907, GSE2990, GSE7390, GSE11121, GSE16716, 
GSE2034, GSE1456, GSE6532, GSE3494), summarized 
with Ensembl alternative CDF, and then normalized with 
RMA, before their integration using ComBat to elimi-
nate dataset-specific bias [43]. Breast cancer patients of 
both TCGA and Affymetrix were classified based on the 
presence or the absence of the estrogen receptor (ER). 
Gene expression and clinical information were filtered 
for missing values. TCGA samples were also filtered by 
“sample type” in order to separate tumor tissues from the 
adjacent normal tissues. All of the bioinformatics analy-
ses were carried out using R Studio (version 4.1.3).

Survival analysis
The survival analysis was performed using the SERPINB2 
gene expression levels of the Affymetrix ER-negative 
breast cancer patients along with the distant metasta-
sis-free survival (DMFS) data. The survival analysis on 
SERPINB2 expression has been performed using the sur-
vivALL package bioRxiv 208,660 through which Cox pro-
portional hazards for all possible points-of‐separation 
(low‐high cut‐points) were examined. Therefore, samples 
with high (n = 90) and low (n = 80) SERPINB2 expression 
levels were separated according to the most significant 
cut-point. The Kaplan Meier survival curves were gener-
ated using the survival and the survminer R packages.

Pathway enrichment analysis
To investigate the biological significance of the differen-
tially expressed genes (DEGs) arising from the RNA-seq 
analysis, the Reactome package [44] was employed in R 

Studio to assess the signaling pathway enrichment anal-
ysis. The following parameters were used: organism = 
“human”, p-value cut-off = 0.05, q-value cut-off = 0.2.

Western blotting analysis
Cells were grown in 10-cm dishes, exposed to treatments 
where required, and then lysed in 500 µl RIPA buffer with 
protease inhibitors (1.7  mg/ml aprotinin, 1  mg/ml leu-
peptin, 200 mmol/l phenylmethylsulfonyl fluoride, 200 
mmol/l sodium orthovanadate, and 100 mmol/l sodium 
fluoride). Samples were then centrifuged at 13,000  rpm 
for 10 min and protein concentrations were determined 
using BCA protein assay according to the manufactur-
er’s instructions (Thermo Fisher Scientific, Milan, Italy). 
Equal amounts of whole-protein extract were resolved on 
10% SDS polyacrylamide gels and transferred to nitro-
cellulose membranes (Merck Life Science, Milan, Italy), 
which were probed with primary antibodies against 
SERPINB2 (ab47742), GPER (ab137479) (Abcam, DBA, 
Milan, Italy), p-ERK1/2 (E-4), ERK2 (C-14) and β-actin 
(AC-15) (Santa Cruz Biotechnology, DBA, Milan, Italy). 
Proteins were detected by horseradish peroxidase-linked 
secondary antibodies (Bio-Rad, Milan, Italy) and then 
revealed using the chemiluminescent substrate for west-
ern blotting Clarity Western ECL Substrate (Bio-Rad, 
Milan, Italy). Densitometric analysis was performed using 
the freeware software ImageJ that allowed the quantifica-
tion of the band intensity of the protein of interest with 
respect to the band intensity of the loading control.

Phalloidin staining
Cells were exposed to treatments for 15 h washed twice 
with PBS, fixed in 4% paraformaldehyde in PBS for 
10  min, washed briefly with PBS, then incubated with 
Phalloidin-Fluorescent Conjugate (Santa Cruz Biotech-
nology, DBA, Milan, Italy). The images were obtained 
using the Cytation 3 Cell Imaging Multimode reader 
(BioTek, AHSI, Milan Italy) and analyzed by the Gen5 
software (BioTek, AHSI, Milan Italy).

Migration and invasion assays
Transwell 8  μm polycarbonate membranes (Costar, 
Merck Life Science) were used to evaluate in vitro cell 
migration and invasion. 5 × 104 cells in 300 µL serum-
free medium were seeded in the upper chamber coated 
with (invasion assay) or without (migration assay) Corn-
ing® Matrigel® Growth Factor Reduced (GFR) Basement 
Membrane Matrix (Merck Life Science) (diluted with a 
serum-free medium at a ratio of 1:3). Medium containing 
2.5% FBS and treatments was added to the bottom cham-
bers. 6 h after seeding, cells on the upper surface of the 
membrane were then removed by wiping with Q-tip, and 
migrated or invaded cells were fixed with 100% methanol, 
stained with Giemsa (Merck Life Science), photographed 

https://xenabrowser.net/
https://xenabrowser.net/
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using an inverted phase contrast microscope and counted 
using the WCIF ImageJ software.

Statistical analysis
Statistical analyses were performed using t-tests or 
ANOVA followed by Newman-Keuls’ test to determine 
differences in means. The heatmap was drawn with the 
pheatmap R package, bar plots, and volcano plot were 
performed with the R tidyverse package. Box plots 
were performed with the R tidyverse package and the 
related statistical analyses were calculated using the Wil-
coxon test. p-values < 0.05 were considered statistically 
significant.

Results
Molecular modeling and binding assays suggest that E4 
binds to GPER
Considering that E4 has gained attention as a potential 
therapeutic agent in diverse conditions, including con-
traception and menopause, useful evidence may be pro-
vided dissecting its action and biological effects mediated 
by GPER. Therefore, we began our study by perform-
ing molecular docking and molecular dynamics (MD) 
simulations as well as ligand binding assays to evaluate 
the ability of E4 to bind to GPER. We used a 3-dimen-
sional model of GPER that we have previously modeled 
to investigate the binding mode of this protein to sev-
eral ligands [30, 45]. Molecular docking was carried out 
on a selected region of GPER, which includes the whole 
binding pocket common to any of its ligands [33]. The 
simulation led to an anchoring mode of E4 with a bind-
ing affinity of ‒7.0  kcal/mol. Such a starting prediction 
was later refined by performing an MD simulation of the 
protein-ligand complex for 5 ns. In this way, E4 was left 
free to accommodate within the binding pocket of GPER, 
taking also into account the dynamics of the whole pro-
tein. At the end of the MD simulation, the binding affin-
ity of the ligand in the anchoring geometry obtained was 
re-evaluated. The docking in the same binding pocket of 
two ligands of GPER, the agonist E2 and the antagonist 
G15, was evaluated as well. The results shown in Fig.  1 
(panels A-B) indicate that E4, E2, and G15 are all able 
to accommodate in the same binding site, and with evi-
dent similarities in their binding modes. In particular, 
E4 interacts with key residues of GPER that were previ-
ously identified to be involved in the association of other 
ligands. The interactions that mainly contributed to the 
binding energy include the formation of a hydrogen bond 
established with the side chain of protein residue His300 
as acceptor, as well as hydrophobic interactions formed 
with the side chain of Tyr55. Other charged (e.g., Arg299) 
and aromatic residues (e.g., Tyr123 and Phe206) also par-
ticipate in the binding (Fig. 1C). The binding energy of E4 
in this position, evaluated with a redocking in score-only 

mode [32], was ‒6.9 kcal/mol. This value is almost iden-
tical to the one previously found with the starting dock-
ing procedure, although the two situations differ because 
during the MD simulation, both the ligand and the inter-
acting protein residues may not rest in an ideal geometry, 
due to their dynamics. The uncertainty on the calculated 
binding affinity, estimated by sampling different struc-
tures of the protein-ligand complex in the last 100 ps of 
simulation, was found to be in the order of 0.5 kcal/mol.

Under similar conditions, the binding energies calcu-
lated for E2 and G15 were ‒7.5 and ‒7.2 kcal/mol, respec-
tively, which are values slightly more favorable than the 
one found for E4 if the uncertainty in the docking score 
algorithm (~ 0.3  kcal/mol) is considered, and roughly 
within the same range if thermal agitation effects at room 
temperature (~ 0.6 kcal/mol) are taken also into account. 
It is important to note that all these values underestimate 
the experimental binding affinity, which is expected to be 
in the order of a nanomolar dissociation constant for E2 
[46]. In conclusion, E4 shows a behavior towards the tar-
get protein not only similar to E2 and G15, but also to 
that previously observed for other known GPER ligands 
subjected both to computational modeling and to valida-
tion of the results through in vitro studies [33]. Overall, 
these findings support the ability of E4 to interact with 
GPER. To further corroborate these data by competitive 
binding assays, we used as a model system MDA-MB-231 
cells that endogenously express GPER but lack ERα and 
ERβ, as previously reported [36, 47]. E4 displaced radio-
labeled E2, which was used as a tracer, with quite simi-
lar affinities with respect to E2 and the GPER agonist G1 
(Fig. 1D). Cumulatively, the aforementioned results pro-
vide comprehensive findings on the ability of E4 to bind 
to GPER.

Transcriptome analysis discloses that E4 up-regulates 
SERPINB2 expression through GPER in TNBC cells
The aforementioned data prompted us to further inves-
tigate the biological responses elicited by E4 through 
GPER in the context of breast cancer. We characterized 
the yet unexplored transcriptomic profile triggered by 
E4 through GPER in TNBC cells. In this vein, we per-
formed RNA sequencing (RNA-seq) analysis in MDA-
MB-231 cells treated with E4 in the presence or absence 
of the GPER antagonist G15. Figure  2 (panel A) shows 
the volcano plot of the differentially expressed genes 
(DEGs) in MDA-MB-231 cells treated with E4. In par-
ticular, 85 genes were found up-regulated (log2FC ≥ 0.26, 
p < 0.05) and 43 genes were found down-regulated 
(log2FC ≤ -0.26, p < 0.05) in MDA-MB-231 cells exposed 
to E4 compared to vehicle-treated cells. As it concerns 
the gene expression changes mediated by GPER, we 
found that G15 inhibits the expression of 60 DEGs up-
regulated by E4 and rescues the expression of 30 DEGs 
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inhibited by E4, as shown in the heatmap of Fig. 2 (panel 
B). To assess the biological significance of the aforemen-
tioned genes regulated by E4 through GPER, we per-
formed Reactome pathway analysis that revealed the 
pathway patterns shown in Fig.  2 (panels C-D). Then, 
we focused on the plasminogen activator inhibitor type 
2 (SERPINB2), which is one of most induced genes by 
E4 in MDA-MB-231 cells (Fig.  2B). Of note, SERPINB2 
has been shown to contribute to diverse physiological 
processes like blood coagulation, fibrinolysis, inflam-
mation, complement activation, cell survival, differ-
entiation, motility and adhesion [48, 49]. Initially, we 
aimed to further ascertain the induction of SERPINB2 

by E4 at both mRNA (Fig. 3A) and protein (Fig. 3B) lev-
els in MDA-MB-231 cells. Nicely fitting with these data, 
similar responses were also observed in MDA-MB-468 
TNBC cells (Fig. 3C-D). Contrary to E4, E2 was not able 
to regulate SERPINB2 expression in both MDA-MB-231 
(Fig. 3A-B) and MDA-MB-468 (Fig. 3C-D) cells.

To corroborate the involvement of GPER in the up-
regulation of SERPINB2 by E4, we turned to GPER 
KO MDA-MB-231 cells that we generated through 
the CRISPR/Cas9 genome editing technology [36]. A 
matched cell line harboring the empty vector (WT cells) 
was also generated and used as a control. Worthy, E4 was 
no longer able to stimulate SERPINB2 protein expression 

Fig. 1 E4 acts as a ligand of GPER. (A) Superimposed binding modes of E4 (magenta), E2 (cyan) and G15 (yellow) in the GPER binding site. The sole seven-
helix transmembrane structure of GPER (residues 50–375) is shown. (B) Magnification of the conformations of the three ligands in the binding pocket. 
(C) Detail of the binding mode of E4, with the interacting protein residues evidenced. (D) Ligand binding assay in MDA-MB-231 cells. Competition curves 
at increasing concentrations of E2, G1 and E4 expressed as a percentage of maximum specific [3 H] E2 binding. Each point represents the mean ± SD of 
three separate experiments performed in triplicate
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Fig. 2 (See legend on next page.)

 



Page 8 of 15Cirillo et al. Journal of Translational Medicine          (2024) 22:450 

in GPER KO MDA-MB-231 cells, contrary to MDA-
MB-231 WT cells (Fig. 3E-F). In line with these results, 
the up-regulation of SERPINB2 by E4 was abolished 
silencing the expression of GPER in MDA-MB-468 cells 
(Fig. 3G-H).

Aiming to assess the transduction pathway involved in 
the induction of SERPINB2 by E4, we determined that E4 
triggers ERK activation in both MDA-MB-231 (Fig. 4A) 
and MDA-MB-468 (Fig. 4B) cells. Next, we demonstrated 
that the MEK inhibitor trametinib inhibits the SERPINB2 
protein increase by E4 in both TNBC cell lines used 
(Fig.  4C-D), suggesting that E4 up-regulates SERPINB2 
expression through the GPER/ERK signaling in TNBC 
cells.

SERPINB2 is involved in the inhibitory effects elicited by E4 
on the TNBC cell motility
To appreciate the clinical significance of SERPINB2 
in breast cancer, we performed comprehensive bioin-
formatics analyses on a large cohort of breast tumor 
patients. In ER-negative breast tumors, we found that 
high SERPINB2 levels are associated with a low tumor 
stage (Fig.  5A) and an improved distant metastasis-free 
survival (DMFS) (Fig. 5B-C). Overall, these findings sug-
gest that SERPINB2 expression may contribute to halting 
the development of ER-negative breast cancer. Next, we 
wondered what the biological significance of SERPINB2 
increase by E4 might be. On the basis of previous data 
showing that SERPINB2 can impair cancer cell migra-
tion, invasion, and metastasis [50–52], we investigated 
whether E4 was able to regulate the motile phenotype 
of TNBC cells through SERPINB2 induction. In this 
regard, we first investigated the potential of E4 to modify 
filamentous actin (F-actin), which has been reported to 
influence cancer cell motility [53]. Of note, a reduction 
in F-actin was observed MDA-MB-231 (Fig.  6A) and 
MDA-MB-468 (Fig.  6B) cells exposed to E4. Consistent 
with these findings, E4 reduced the migration (Fig. 6C, E) 
and invasion (Fig. 6D, F) of these TNBC cells. To deter-
mine whether SERPINB2 might be involved in the afore-
mentioned effects, we used an anti-SERPINB2 antibody 
(Ab SERPINB2) that rescued the inhibitory action of E4 
on cell migration (Fig.  6C, E) and invasion (Fig.  6D, F). 
Taken together, these data indicate that the GPER/SER-
PINB2 axis may be considered as a novel mediator of the 
inhibitory action elicited by E4 on the motility of TNBC 
cells.

Discussion
Estrogens are mainly involved in female reproductive 
functions; however, they also contribute to regulating 
skeletal maturation and homeostasis, lipid and carbohy-
drate metabolism, cardiovascular, immune and central 
nervous systems activities, electrolyte balance and skin 
integrity [54–56]. Estrogen levels drop during menopause 
leading to uncomfortable symptoms and increased risk 
of heart disease, osteoporosis, and fractures [57]. In this 
context, numerous studies have demonstrated the ben-
eficial effects of estrogen-based hormone replacement 
therapy (HRT) in the management of menopause-related 
symptoms [54, 57, 58]. However, randomized trials of the 
Women’s Health Initiative (WHI) have uncovered the 
potential risks associated with estrogen-based HRT as 
well as with contraceptives, which have been both associ-
ated with an increased probability of stroke, pulmonary 
embolism, gallbladder disease, and urinary incontinence 
[59–62]. In addition, it should be mentioned that an aug-
mented risk of invasive breast cancer has been observed 
in women who undergo menopausal HRT or utilize 
estrogen-containing contraceptives [60, 63]. In this intri-
cate scenario, the Food and Drug Administration (FDA) 
has recently approved the use of E4 in combination with 
drospirenone (DRSP) as a new combined oral contracep-
tive due to its efficacy, safety, and user tolerability [64]. E4 
is also under development for use as HRT.

As it concerns breast cancer, E4 was shown to exhibit 
dual agonist/antagonist effects and a specific profile of 
ERα activation [26, 65]. In this regard, previous stud-
ies have shown that E4 exhibits antagonistic properties 
toward the growth and migration prompted by E2 in ER-
positive breast cancer cells [25, 26], whereas it can stimu-
late a proliferative response in ER-positive breast cancer 
cells and tumors at concentration doses exceeding those 
used for therapeutic purposes in menopausal women 
[25, 66]. In agreement with these findings, E4 has dem-
onstrated anti-tumor effects, along with a safe profile, in 
postmenopausal patients with advanced and/or meta-
static breast tumors resistant to anti-estrogen treatments 
[67].

Based on the aforementioned data, the present study 
aimed to focus on a novel route through which E4 may 
trigger a relevant action in breast cancer. In particular, the 
potential involvement of the membrane estrogen recep-
tor GPER in mediating the effects of E4 in TNBC cells 
was disclosed. In this regard, the compelling evidence to 

(See figure on previous page.)
Fig. 2 RNA-seq based transcriptomic profiling of MDA-MB-231 cells exposed to E4 through GPER//RNA-seq based transcriptomic profiling of E4-treated 
MDA-MB-231 cells via GPER. (A) Volcano plot showing the differentially expressed genes (DEGs) in MDA-MB-231 cells treated for 8 h with 100 nM of E4, as 
assessed by RNA-seq analysis. (B) Heat map depicting genes up-regulated by E4 and inhibited in the presence of 100 nM of G15 (n = 60) as well as genes 
down-regulated by E4 and rescued in the presence of G15 (n = 30). (C) Clustering of the genes induced by E4 and inhibited by G15 in MDA-MB-231 cells, 
as ascertained by Reactome pathway analysis. (D) Clustering of genes down-regulated by E4 and rescued in the presence of G15 in MDA-MB-231 cells, 
as evaluated by Reactome pathway analysis. The − log10 p-values are displayed on x-axis, while the different Reactome pathways are shown on y‐axis. 
p < 0.05 was considered statistically significant
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explore the role of E4/GPER axis arise from: (i) the estab-
lished capacity of this receptor to mediate estrogenic 
signals in both normal and tumor cells, including breast 
cancer [12]; (ii) the opposite functions that antiestrogens 
and certain estrogens (i.e. E3) can elicit through ERα and 
GPER [13, 18, 19]; (iii) the intriguing question concerning 
the role played by E4 in ER-negative breast cancer such 
as TNBC cells. Of note, molecular docking simulations 
and binding assays allowed us to establish the ability of 
E4 to bind to GPER. Thereafter, genome-wide RNA-seq 
studies assessed the GPER-mediated transcriptomic 
landscape of TNBC cells exposed to E4. Interestingly, we 

also ascertained that E4 stimulates the expression of SER-
PINB2 in TNBC cells through the GPER/ERK transduc-
tion pathway.

The urokinase plasminogen activator (uPA) system 
comprises the serine protease uPA, its inhibitors PAI-1 
(plasminogen activator inhibitor type-1, SERPINE1) 
and PAI-2 (plasminogen activator inhibitor type-2, SER-
PINB2) as well as the receptor known as uPAR [68]. This 
system has been widely involved in the invasion and 
metastatic spread of cancer cells as well as in tumor cell 
proliferation, adhesion, and neo-angiogenesis [69, 70]. In 
this vein, it should be mentioned that uPA is implicated 

Fig. 3 GPER is involved in the up-regulation of SERPINB2 by E4 in TNBC cells. mRNA (A, C) and protein (B,D) expression of SERPINB2 in MDA-MB-231 (A-B) 
and MDA-MB-468 (C-D) treated for 8 h with vehicle (-) or 100 nM of E2 and E4, as ascertained by real-time PCR and immunoblotting experiments, respec-
tively. In RNA experiments, values are normalized to the actin beta (ACTB) expression and shown as fold changes of SERPINB2 mRNA expression upon E2 
and E4 compared to vehicle-exposed cells. (E) Immunoblot of SERPINB2 from wild type (WT) and GPER knockout (KO) MDA-MB-231 cells treated for 8 h 
with vehicle (-) or 100 nM of E4. (F) Efficacy of GPER silencing in GPER KO MDA-MB-231 cells, which were generated by CRISPR/Cas9-mediated genome 
editing. (G) SERPINB2 protein levels in MDA-MB-468 cells transfected with shGPER for 36 h and then exposed to 8 h with vehicle (-) or 100 nM of E4. (H) 
Efficacy of GPER silencing in MDA-MB-468. Side panels show densitometric analysis of the blots normalized to β-actin, which served as a loading control. 
Values represent the mean ± SD of three independent experiments. (*) indicates p < 0.05
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in the conversion of inactive plasminogen to active plas-
min, which is a serine protease triggering the degradation 
of the extracellular matrix (ECM) and therefore allowing 
the malignant cells to locally invade and metastasize [71].

SERPINE1 and SERPINB2 negatively regulate the uPA/
uPAR pathway acting as uPA naturally occurring inhibi-
tors. By binding to uPA, they block the conversion of 
plasminogen into plasmin, thus playing a crucial role in 
regulating the balance between clot formation and dis-
solution, tissue remodeling, and cell migration [72, 73]. 
SERPINB2 shows a higher affinity constant for uPA with 
respect to SERPINE1 and appears to be a true protease 
inhibitor [74]. Numerous experimental evidence dem-
onstrated that high levels of SERPINB2 may inhibit the 
stimulatory effects induced by uPA in diverse types of 
tumors [50–52, 75–77]. Clinical observations nicely cor-
roborate these aforementioned data by indicating that 
high SERPINB2 levels are associated with extended sur-
vival, reduced metastasis, and the inhibition of tumor 
growth, contrary to SERPINE1 that has been correlated 
with a poor prognosis and metastatic progression [51, 
69, 78–81]. Worthy, SERPINB2 expression has been sig-
nificantly associated with prolonged survival, decreased 
metastasis, or decreased tumor size in patients with 
breast cancer [69, 74, 78, 80]. In line with these discover-
ies, we have found that high levels of SERPINB2 are asso-
ciated with a low tumor stage and an improved distant 
metastasis-free survival (DMFS) in ER-negative breast 
tumors. Reinforcing these data, we have demonstrated 
that E4 through GPER up-regulates SERPINB2 leading 

to anti-migratory and anti-invasive responses in TNBC 
cells.

Conclusions
Overall, the inhibitory actions triggered by E4 through 
the GPER/ERK/SERPINB2 pathway in TNBC cells 
(Fig. 7) may provide novel insights concerning the biolog-
ical effects of E4 in the aggressive breast tumor subtype 
namely TNBC. Furthermore, our data shed new light 
regarding the regulation of SERPINB2 and support its 
tumor-suppressive action in TNBC. Nevertheless, addi-
tional studies are warranted to better define the molec-
ular mechanisms and the biological responses to E4 in 
breast cancer.

Fig. 4 ERK1/2 signaling is required for the E4-induced increase of SERPINB2 in TNBC cells. ERK1/2 phosphorylation in MDA-MB-231 (A) and MDA-MB-468 
(B) cells induced upon exposure to 100 nM of E4 for 20 min. Immunoblots showing SERPINB2 protein expression in MDA-MB-231 (C) and MDA-MB-468 
(D) cells treated for 8 h with vehicle (–) or 100 nM of E4, either alone or in the presence of 100 nM of the MEK inhibitor trametinib. Side panels show 
densitometric analysis of the blots normalized to the loading controls, as indicated. Values represent the mean ± SD of three independent experiments. 
(*) indicates p < 0.05
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Fig. 5 SERPINB2 expression correlates with favorable clinical features in ER-negative breast cancer patients. (A) Boxplot depicting the mRNA levels of 
SERPINB2 in ER-negative breast cancer patients of the TCGA cohort according to tumor stage. p-values are shown in the panels. (B) PlotALL function cal-
culating hazard ratio (HR) for all the possible SERPINB2 cut-point to be examined in ER-negative breast cancer patients of the Affymetrix dataset. The color 
bar gradient stands for the range of the most significant points-of‐separation of the population (low‐high significance = blue‐yellow gradient) based on 
SERPINB2 expression and distant metastasis-free survival (DMFS) of each patient. The x‐axis represents the patients ordered by the increasing expression 
of SERPINB2. (C) Kaplan-Meier curves showing the correlation between SERPINB2 expression and DMFS in Affymetrix ER-negative breast tumor patients. 
(*) indicates p < 0.05
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Fig. 6 E4 inhibits TNBC cell motility through SERPINB2 induction. MDA-MB-231 (A) and MDA-MB-468 (B) cells, treated for 24 h with vehicle or 100 nM of 
E4, were stained with FITC-phalloidin to detect F-actin stress fibers (green) and DAPI to detect nuclei (blue). The number of stress fibers/cell was quanti-
fied based on F-actin staining in 20 random fields for each condition; results are expressed as fold change of relative fluorescence units (RFU) (side panel). 
Data shown represent the mean ± SD of three independent experiments performed in triplicate. Scale bar: 100 µM. Transwell migration (C-D) and invasion 
(E-F) assays in MDA-MB-231 and MDA-MB-468 cells treated for 6 h with vehicle or 100 nM E4, either alone or in combination with 100 ng/mL SERPINB2 
antibody. Cells were counted in at least 10 random fields in three independent experiments performed in triplicate, as quantified in the side panels. Scale 
bar: 200 μm. (*) indicates p < 0.05

 



Page 13 of 15Cirillo et al. Journal of Translational Medicine          (2024) 22:450 

Abbreviations
ACTB  Actin beta
DEGs  differentially expressed genes
DMEM/F-12  Dulbecco’s modified Eagle’s medium
DMFS  distant metastasis-free survival
DMSO  Dimethyl sulfoxide
DRSP  drospirenone
E1  Estrone
E2  17β-Estradiol
E3  Estriol
E4  Estetrol
ECM  Extracellular Matrix
EGFR  Epidermal Growth Factor Receptor
ER  Estrogen receptor
FBS  Fetal bovine serum
FDA  Food and Drug Administration
FAK  focal adhesion kinase
GPER  G protein-coupled estrogen receptor
HRT  hormone replacement therapy
MD  molecular dynamics
MHT  menopausal hormone therapy
PAI-1  plasminogen activator inhibitor type-1
PAI-2  (plasminogen activator inhibitor type-2
TCGA  The Cancer Genome Atlas
TNBC  Triple-negative breast cancer
uPA  urokinase plasminogen activator
WHI  Women’s Health Initiative

Acknowledgements
Not applicable.

Author contributions
FC, MM and RL conceived and designed the study. FC, AS, MT, DS and MFS 
performed the experiments. MM, CG and RL analyzed data. MT performed 
bioinformatics analysis. FG and BR performed molecular docking and 
molecular dynamics simulations. MM, CG and RL wrote the manuscript, 

supervised the research and interpreted results. All authors read and approved 
the final manuscript.

Funding
This research was funded by Mithra Pharmaceuticals. Moreover, Fondazione 
AIRC supported RL (IG n. 27386) and MM (IG n. 21322), Ministero della Salute 
(Italy) supported RL and MM (RF-2019-12368937), Ministero dell’Università 
e Ricerca supported RL and MM (PRIN 2022 and PRIN PNRR 2022). This work 
was also supported by: (1) The Next Generation EU - Italian NRRP, Mission 
4, Component 2, Investment 1.5 (Directorial Decree n. 2021/3277) - project 
Tech4You - Technologies for climate change adaptation and quality of life 
improvement, n. ECS0000009; (2) The National Plan for NRRP Complementary 
Investments (Directorial Decree n. 931 of 06-06-2022) - project n. 
PNC0000003 - AdvaNced Technologies for Human-centrEd Medicine (project 
acronym: ANTHEM); (3) Ministero della Salute (Italy) POS “Radioamica” (CUP: 
H53C22000650006).

Data availability
All data that were generated or analyzed during our study have been included 
in this article.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
Céline Gérard is an employee of Mithra Pharmaceuticals. The funders had no 
role in the design of the study and in the decision to publish the results.

Received: 8 April 2024 / Accepted: 1 May 2024

Fig. 7 Schematic representation of the anti-migratory asnd anti-invasive effects elicited by E4 in TNBC cells via the GPER-mediated induction of SERPINB2.

 



Page 14 of 15Cirillo et al. Journal of Translational Medicine          (2024) 22:450 

References
1. Hamilton KJ, Hewitt SC, Arao Y, Korach KS. Estrogen hormone Biology. Curr 

Top Dev Biol. 2017;125:109–46.
2. Liang J, Shang Y. Estrogen and cancer. Annu Rev Physiol. 2013;75:225–40.
3. Shi L, Feng Y, Lin H, Ma R, Cai X. Role of estrogen in hepatocellular carcinoma: 

is inflammation the key? J Transl Med. 2014;12:93.
4. Zhang W, Wang J, Liu C, Li Y, Sun C, Wu J, et al. Crosstalk and plasticity driving 

between cancer-associated fibroblasts and tumor microenvironment: signifi-
cance of breast cancer metastasis. J Transl Med. 2023;21:827.

5. Fuentes N, Silveyra P. Estrogen receptor signaling mechanisms. Adv Protein 
Chem Struct Biol. 2019;116:135–70.

6. Yager JD, Davidson NE. Estrogen carcinogenesis in breast cancer. N Engl J 
Med. 2006;354:270–82.

7. Mauvais-Jarvis F, Lange CA, Levin ER. Membrane-initiated estrogen, andro-
gen, and progesterone receptor signaling in Health and Disease. Endocr Rev. 
2022;43:720–42.

8. Barton M, Filardo EJ, Lolait SJ, Thomas P, Maggiolini M, Prossnitz ER. Twenty 
years of the G protein-coupled estrogen receptor GPER: historical and per-
sonal perspectives. J Steroid Biochem Mol Biol. 2018;176:4–15.

9. Chiu J-H, Wen C-S, Wang J-Y, Hsu C-Y, Tsai Y-F, Hung S-C, et al. Role of estrogen 
receptors and Src signaling in mechanisms of bone metastasis by estrogen 
receptor positive breast cancers. J Transl Med. 2017;15:97.

10. Talia M, De Francesco EM, Rigiracciolo DC, Muoio MG, Muglia L, Belfiore A et 
al. The G Protein-Coupled Estrogen Receptor (GPER) Expression Correlates 
with Pro-Metastatic Pathways in ER-Negative Breast Cancer: A Bioinformatics 
Analysis. Cells [Internet]. 2020;9. https://doi.org/10.3390/cells9030622.

11. Rouhimoghadam M, Lu AS, Salem AK, Filardo EJ. Therapeutic perspectives 
on the modulation of G-Protein coupled estrogen receptor, GPER, function. 
Front Endocrinol. 2020;11:591217.

12. Prossnitz ER, Barton M. The G protein-coupled oestrogen receptor GPER in 
health and disease: an update. Nat Rev Endocrinol. 2023;19:407–24.

13. Pandey DP, Lappano R, Albanito L, Madeo A, Maggiolini M, Picard D. Estro-
genic GPR30 signalling induces proliferation and migration of breast cancer 
cells through CTGF. EMBO J. 2009;28:523–32.

14. De Francesco EM, Pellegrino M, Santolla MF, Lappano R, Ricchio E, Abonante 
S, et al. GPER mediates activation of HIF1α/VEGF signaling by estrogens. 
Cancer Res. 2014;74:4053–64.

15. Lappano R, Talia M, Cirillo F, Rigiracciolo DC, Scordamaglia D, Guzzi R, et al. 
The IL1β-IL1R signaling is involved in the stimulatory effects triggered by 
hypoxia in breast cancer cells and cancer-associated fibroblasts (CAFs). J Exp 
Clin Cancer Res. 2020;39:153.

16. De Marco P, Lappano R, De Francesco EM, Cirillo F, Pupo M, Avino S, et al. 
GPER signalling in both cancer-associated fibroblasts and breast cancer cells 
mediates a feedforward IL1β/IL1R1 response. Sci Rep. 2016;6:24354.

17. Tao S, He H, Chen Q. Estradiol induces HOTAIR levels via GPER-mediated miR-
148a inhibition in breast cancer. J Transl Med. 2015;13:131.

18. Arterburn JB, Prossnitz ER. G protein-coupled estrogen receptor GPER: 
molecular pharmacology and therapeutic applications. Annu Rev Pharmacol 
Toxicol. 2023;63:295–320.

19. Lappano R, Rosano C, De Marco P, De Francesco EM, Pezzi V, Maggiolini 
M. Estriol acts as a GPR30 antagonist in estrogen receptor-negative breast 
cancer cells. Mol Cell Endocrinol. 2010;320:162–70.

20. Stanczyk FZ, Archer DF. Biosynthesis of estetrol in human pregnancy: poten-
tial pathways. J Steroid Biochem Mol Biol. 2023;232:106359.

21. Coelingh Bennink F, Holinka CF, Visser M, Coelingh Bennink HJT. Maternal and 
fetal estetrol levels during pregnancy. Climacteric. 2008;11(Suppl 1):69–72.

22. Gérard C, Foidart J-M, Estetrol. From preclinical to clinical pharmacology and 
advances in the understanding of the molecular mechanism of action. Drugs 
R D. 2023;23:77–92.

23. Gallez A, Dias Da Silva I, Wuidar V, Foidart J-M, Péqueux C. Estetrol and 
Mammary Gland: friends or foes? J Mammary Gland Biol Neoplasia. 
2021;26:297–308.

24. Visser M, Foidart J-M, Coelingh Bennink HJT. In vitro effects of estetrol on 
receptor binding, drug targets and human liver cell metabolism. Climacteric. 
2008;11(Suppl 1):64–8.

25. Gérard C, Mestdagt M, Tskitishvili E, Communal L, Gompel A, Silva E, et al. 
Combined estrogenic and anti-estrogenic properties of estetrol on breast 
cancer may provide a safe therapeutic window for the treatment of meno-
pausal symptoms. Oncotarget. 2015;6:17621–36.

26. Giretti MS, Montt Guevara MM, Cecchi E, Mannella P, Palla G, Spina S, et al. 
Effects of Estetrol on Migration and Invasion in T47-D breast Cancer cells 
through the actin cytoskeleton. Front Endocrinol. 2014;5:80.

27. Abderrahman B, Maximov PY, Curpan RF, Hanspal JS, Fan P, Xiong R, et al. 
Pharmacology and Molecular mechanisms of clinically relevant Estrogen 
Estetrol and Estrogen Mimic BMI-135 for the treatment of endocrine-resistant 
breast Cancer. Mol Pharmacol. 2020;98:364–81.

28. Singer CF, Bennink HJTC, Natter C, Steurer S, Rudas M, Moinfar F, et al. 
Antiestrogenic effects of the fetal estrogen estetrol in women with estrogen-
receptor positive early breast cancer. Carcinogenesis. 2014;35:2447–51.

29. Dama A, Baggio C, Trevisi L, Bolego C, Cignarella A. Regulation of human 
endothelial cell migration by oral contraceptive estrogen receptor ligands. 
Eur J Pharmacol. 2023;945:175591.

30. Lappano R, Mallet C, Rizzuti B, Grande F, Galli GR, Byrne C et al. The Peptide 
ERα17p Is a GPER Inverse Agonist that Exerts Antiproliferative Effects in Breast 
Cancer Cells. Cells [Internet]. 2019;8. https://doi.org/10.3390/cells8060590.

31. Zhang J, Yang J, Jang R, Zhang Y, GPCR-I-TASSER:. A Hybrid Approach to G 
protein-coupled receptor structure modeling and the application to the 
Human Genome. Structure. 2015;23:1538–49.

32. Trott O, Olson AJ. AutoDock Vina: improving the speed and accuracy of dock-
ing with a new scoring function, efficient optimization, and multithreading. J 
Comput Chem. 2010;31:455–61.

33. Grande F, Occhiuzzi MA, Lappano R, Cirillo F, Guzzi R, Garofalo A, et al. 
Computational approaches for the Discovery of GPER Targeting compounds. 
Front Endocrinol. 2020;11:517.

34. GROMACS. High performance molecular simulations through multi-level 
parallelism from laptops to supercomputers. SoftwareX. 2015;1–2:19–25.

35. Pantusa M, Bartucci R, Rizzuti B. Stability of trans-resveratrol associated with 
transport proteins. J Agric Food Chem. 2014;62:4384–91.

36. Cirillo F, Talia M, Santolla MF, Pellegrino M, Scordamaglia D, Spinelli A, et al. 
GPER deletion triggers inhibitory effects in triple negative breast cancer 
(TNBC) cells through the JNK/c-Jun/p53/Noxa transduction pathway. Cell 
Death Discov. 2023;9:353.

37. Scordamaglia D, Cirillo F, Talia M, Santolla MF, Rigiracciolo DC, Muglia L, et 
al. Metformin counteracts stimulatory effects induced by insulin in primary 
breast cancer cells. J Transl Med. 2022;20:263.

38. Ran FA, Hsu PD, Wright J, Agarwala V, Scott DA, Zhang F. Genome engineer-
ing using the CRISPR-Cas9 system. Nat Protoc. 2013;8:2281–308.

39. Chen S, Zhou Y, Chen Y, Gu J. Fastp: an ultra-fast all-in-one FASTQ preproces-
sor. Bioinformatics. 2018;34:i884–90.

40. Li B, Dewey CN. RSEM: accurate transcript quantification from RNA-Seq data 
with or without a reference genome. BMC Bioinformatics. 2011;12:323.

41. McCarthy DJ, Chen Y, Smyth GK. Differential expression analysis of multifactor 
RNA-Seq experiments with respect to biological variation. Nucleic Acids Res. 
2012;40:4288–97.

42. Durinck S, Spellman PT, Birney E, Huber W. Mapping identifiers for the inte-
gration of genomic datasets with the R/Bioconductor package biomaRt. Nat 
Protoc. 2009;4:1184–91.

43. Moleirinho S, Chang N, Sims AH, Tilston-Lünel AM, Angus L, Steele A, et al. 
KIBRA exhibits MST-independent functional regulation of the Hippo signaling 
pathway in mammals. Oncogene. 2013;32:1821–30.

44. Yu G, He Q-Y. ReactomePA: an R/Bioconductor package for reactome path-
way analysis and visualization. Mol Biosyst. 2016;12:477–9.

45. Cirillo F, Lappano R, Bruno L, Rizzuti B, Grande F, Guzzi R, et al. AHR and GPER 
mediate the stimulatory effects induced by 3-methylcholanthrene in breast 
cancer cells and cancer-associated fibroblasts (CAFs). J Exp Clin Cancer Res. 
2019;38:335.

46. Thomas P, Alyea R, Pang Y, Peyton C, Dong J, Berg AH. Conserved estrogen 
binding and signaling functions of the G protein-coupled estrogen receptor 
1 (GPER) in mammals and fish. Steroids. 2010;75:595–602.

47. Giovannelli P, Di Donato M, Auricchio F, Castoria G, Migliaccio A. Androgens 
induce invasiveness of Triple negative breast Cancer cells through AR/Src/
PI3-K Complex Assembly. Sci Rep. 2019;9:4490.

48. Medcalf RL, Stasinopoulos SJ. The undecided serpin. The ins and outs of 
plasminogen activator inhibitor type 2. FEBS J. 2005;272:4858–67.

49. Schroder WA, Le TTT, Major L, Street S, Gardner J, Lambley E, et al. A physi-
ological function of inflammation-associated SerpinB2 is regulation of adap-
tive immunity. J Immunol. 2010;184:2663–70.

50. Laug WE, Cao XR, Yu YB, Shimada H, Kruithof EK. Inhibition of invasion of 
HT1080 sarcoma cells expressing recombinant plasminogen activator inhibi-
tor 2. Cancer Res. 1993;53:6051–7.

51. Mueller BM, Yu YB, Laug WE. Overexpression of plasminogen activator inhibi-
tor 2 in human melanoma cells inhibits spontaneous metastasis in scid/scid 
mice. Proc Natl Acad Sci U S A. 1995;92:205–9.

https://doi.org/10.3390/cells9030622
https://doi.org/10.3390/cells8060590


Page 15 of 15Cirillo et al. Journal of Translational Medicine          (2024) 22:450 

52. Praus M, Wauterickx K, Collen D, Gerard RD. Reduction of tumor cell migration 
and metastasis by adenoviral gene transfer of plasminogen activator inhibi-
tors. Gene Ther. 1999;6:227–36.

53. Carlier M-F, Pantaloni D. Control of actin assembly dynamics in cell motility. J 
Biol Chem. 2007;282:23005–9.

54. Nilsson S, Gustafsson J-Å. Estrogen receptors: therapies targeted to receptor 
subtypes. Clin Pharmacol Ther. 2011;89:44–55.

55. Lang JT, McCullough LD. Pathways to ischemic neuronal cell death: are sex 
differences relevant? J Transl Med. 2008;6:33.

56. Heinen A, Behmenburg F, Aytulun A, Dierkes M, Zerbin L, Kaisers W, et al. The 
release of cardioprotective humoral factors after remote ischemic precondi-
tioning in humans is age- and sex-dependent. J Transl Med. 2018;16:112.

57. Davis SR, Baber RJ. Treating menopause - MHT and beyond. Nat Rev Endocri-
nol. 2022;18:490–502.

58. Guidelines for counseling postmenopausal women about preventive 
hormone therapy. American College of Physicians. Ann Intern Med. 1992. p. 
1038–41.

59. Anderson GL, Limacher M, Assaf AR, Bassford T, Beresford SAA, Black H, et al. 
Effects of conjugated equine estrogen in postmenopausal women with hys-
terectomy: the women’s Health Initiative randomized controlled trial. JAMA. 
2004;291:1701–12.

60. Manson JE, Chlebowski RT, Stefanick ML, Aragaki AK, Rossouw JE, Prentice RL, 
et al. Menopausal hormone therapy and health outcomes during the inter-
vention and extended poststopping phases of the women’s Health Initiative 
randomized trials. JAMA. 2013;310:1353–68.

61. Gurney EP, Nachtigall MJ, Nachtigall LE, Naftolin F. The women’s Health 
Initiative trial and related studies: 10 years later: a clinician’s view. J Steroid 
Biochem Mol Biol. 2014;142:4–11.

62. Lidegaard Ø, Løkkegaard E, Svendsen AL, Agger C. Hormonal contracep-
tion and risk of venous thromboembolism: national follow-up study. BMJ. 
2009;339:b2890.

63. Mørch LS, Skovlund CW, Hannaford PC, Iversen L, Fielding S, Lidegaard Ø. 
Contemporary hormonal contraception and the risk of breast Cancer. N Engl 
J Med. 2017;377:2228–39.

64. Creinin MD, Westhoff CL, Bouchard C, Chen MJ, Jensen JT, Kaunitz AM, et al. 
Estetrol-drospirenone combination oral contraceptive: north American phase 
3 efficacy and safety results. Contraception. 2021;104:222–8.

65. Abot A, Fontaine C, Buscato M, Solinhac R, Flouriot G, Fabre A, et al. The uter-
ine and vascular actions of estetrol delineate a distinctive profile of estrogen 
receptor α modulation, uncoupling nuclear and membrane activation. EMBO 
Mol Med. 2014;6:1328–46.

66. Gallez A, Blacher S, Maquoi E, Konradowski E, Joiret M, Primac I et al. Estetrol 
Combined to Progestogen for Menopause or Contraception Indication Is 
Neutral on Breast Cancer. Cancers [Internet]. 2021;13. https://doi.org/10.3390/
cancers13102486.

67. Schmidt M, Lenhard H, Hoenig A, Zimmerman Y, Krijgh J, Jansen M, et al. 
Tumor suppression, dose-limiting toxicity and wellbeing with the fetal estro-
gen estetrol in patients with advanced breast cancer. J Cancer Res Clin Oncol. 
2021;147:1833–42.

68. Andreasen PA, Kjøller L, Christensen L, Duffy MJ. The urokinase-type 
plasminogen activator system in cancer metastasis: a review. Int J Cancer. 
1997;72:1–22.

69. Duffy MJ. The urokinase plasminogen activator system: role in malignancy. 
Curr Pharm Des. 2004;10:39–49.

70. Zhai B-T, Tian H, Sun J, Zou J-B, Zhang X-F, Cheng J-X, et al. Urokinase-type 
plasminogen activator receptor (uPAR) as a therapeutic target in cancer. J 
Transl Med. 2022;20:135.

71. Sidenius N, Blasi F. The urokinase plasminogen activator system in cancer: 
recent advances and implication for prognosis and therapy. Cancer Metasta-
sis Rev. 2003;22:205–22.

72. Declerck PJ, Gils A. Three decades of research on plasminogen activator 
inhibitor-1: a multifaceted serpin. Semin Thromb Hemost. 2013;39:356–64.

73. Dear AE, Medcalf RL. The cellular and molecular biology of plasminogen 
activator inhibitor type-2. Fibrinolysis. 1995;9:321–30.

74. Bouchet C, Spyratos F, Martin PM, Hacène K, Gentile A, Oglobine J. Prognostic 
value of urokinase-type plasminogen activator (uPA) and plasminogen 
activator inhibitors PAI-1 and PAI-2 in breast carcinomas. Br J Cancer. 
1994;69:398–405.

75. Fernández-Soria V, Lleonart ME, Diaz-Fuertes M, Villuendas R, Sánchez-Prieto 
R, Fabra A, et al. Adenovirus E1A orchestrates the urokinase-plasminogen 
activator system and upregulates PAI-2 expression, supporting a tumor sup-
pressor effect. Int J Oncol. 2006;28:143–8.

76. Guan M, Jiang H, Xu C, Xu R, Chen Z, Lu Y. Adenovirus-mediated PEDF expres-
sion inhibits prostate cancer cell growth and results in augmented expres-
sion of PAI-2. Cancer Biol Ther. 2007;6:419–25.

77. Shimizu T, Sato K, Suzuki T, Tachibana K, Takeda K. Induction of plasminogen 
activator inhibitor-2 is associated with suppression of invasive activity in TPA-
mediated differentiation of human prostate cancer cells. Biochem Biophys 
Res Commun. 2003;309:267–71.

78. Croucher DR, Saunders DN, Lobov S, Ranson M. Revisiting the biological roles 
of PAI2 (SERPINB2) in cancer. Nat Rev Cancer. 2008;8:535–45.

79. Cerami E, Gao J, Dogrusoz U, Gross BE, Sumer SO, Aksoy BA, et al. The cBio 
cancer genomics portal: an open platform for exploring multidimensional 
cancer genomics data. Cancer Discov. 2012;2:401–4.

80. Foekens JA, Peters HA, Look MP, Portengen H, Schmitt M, Kramer MD, et 
al. The urokinase system of plasminogen activation and prognosis in 2780 
breast cancer patients. Cancer Res. 2000;60:636–43.

81. Look MP, van Putten WLJ, Duffy MJ, Harbeck N, Christensen IJ, Thomssen C, 
et al. Pooled analysis of prognostic impact of urokinase-type plasminogen 
activator and its inhibitor PAI-1 in 8377 breast cancer patients. J Natl Cancer 
Inst. 2002;94:116–28.

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

https://doi.org/10.3390/cancers13102486
https://doi.org/10.3390/cancers13102486

	Estetrol/GPER/SERPINB2 transduction signaling inhibits the motility of triple-negative breast cancer cells
	Abstract
	Background
	Methods
	Molecular docking
	Reagents
	Cell cultures
	Ligand binding assay
	Gene silencing experiments
	Gene expression studies
	RNA-seq pipeline
	Data collection
	Survival analysis
	Pathway enrichment analysis
	Western blotting analysis
	Phalloidin staining
	Migration and invasion assays
	Statistical analysis

	Results
	Molecular modeling and binding assays suggest that E4 binds to GPER
	Transcriptome analysis discloses that E4 up-regulates SERPINB2 expression through GPER in TNBC cells
	SERPINB2 is involved in the inhibitory effects elicited by E4 on the TNBC cell motility

	Discussion
	Conclusions
	References


