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GATA4 regulates the transcription of MMP9 to suppress the
invasion and migration of breast cancer cells via HDAC1-
mediated p65 deacetylation
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GATA-binding protein 4 (GATA4) is recognized for its significant roles in embryogenesis and various cancers. Through
bioinformatics and clinical data, it appears that GATA4 plays a role in breast cancer development. Yet, the specific roles and
mechanisms of GATA4 in breast cancer progression remain elusive. In this study, we identify GATA4 as a tumor suppressor in the
invasion and migration of breast cancer. Functionally, GATA4 significantly reduces the transcription of MMP9. On a mechanistic
level, GATA4 diminishes MMP9 transcription by interacting with p65 at the NF-κB binding site on the MMP9 promoter. Additionally,
GATA4 promotes the recruitment of HDAC1, amplifying the bond between p65 and HDAC1. This leads to decreased acetylation of
p65, thus inhibiting p65’s transcriptional activity on the MMP9 promoter. Moreover, GATA4 hampers the metastasis of breast cancer
in vivo mouse model. In summary, our research unveils a novel mechanism wherein GATA4 curtails breast cancer cell metastasis by
downregulating MMP9 expression, suggesting a potential therapeutic avenue for breast cancer metastasis.
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INTRODUCTION
Breast cancer is a predominant health risk for women globally,
with alarming incidence and mortality rates [1]. The diverse nature
of metastasis in breast cancer primarily contributes to its grim
prognosis [2]. Notably, post primary tumor treatment, 20-30% of
breast cancer patients experience metastasis [3], with a 5-year
overall survival rate exceeding 80% for patients without metastasis
[4]. However, tumor metastasis is a multi-step process with
epithelial-to-mesenchymal transition (EMT) being pivotal in
initiating cancer cell migration [5]. Due to existing diagnostic
and therapeutic limitations, many breast cancer patients in the
early metastatic stages do not receive optimal treatment.
Numerous reports suggest GATA4’s pivotal involvement in

various cancer biological processes, including apoptosis, prolifera-
tion, and metastasis [6–8]. GATA4, belongs to the GATA transcrip-
tion factor family. It possesses the distinct zinc-finger DNA binding
domains that specifically recognize or bind the GATA response
element (A/T) GATA (A/G) on gene promoters [9]. Concurrently,
GATA4’s role in regulating ERα-mediated transcription highlights a
potential link with breast cancer progression [10]. Supporting this,
immunohistochemistry has shown that GATA4 status serves as a
potential prognostic indicator for patient survival, pointing to
GATA4’s possible influence on breast cancer progression [11].
Nevertheless, the molecular mechanisms detailing GATA4’s effect
on breast cancer metastasis remain largely uncharted.

Typically, the microenvironment of tumors comprises the
extracellular matrix (ECM), basement membrane, and vessels
[12]. As a pivotal stage in cancer metastasis, a fundamental step of
EMT is the degradation of the ECM by matrix metalloproteinases
(MMPs). This process enables cancer cells to breach the basement
membrane, promoting tumor cell invasion and movement [13].
Type IV collagen is the mainstay of the ECM [14, 15].
Among the MMPs, MMP2 and MMP9 stand out for their role in

degrading type IV collagen. Specifically, the expression and
activity of MMP9 hold significant relevance to breast cancer
metastasis and tumor malignancy [16–18], and elevated MMP9
levels increased the malignancy of breast tumor [19, 20]. The
region that close to the transcription-start-site of the MMP9
encompasses vital gene regulatory response elements, including
transcription factors AP-1, NF-κB, Sp1 and ETS-1. It’s established
that the NF-κB response element oversees MMP9’s regulation via
p65 and other transcriptional mediators [21]. Notably, the
proximal AP-1 binding site collaborates with the NF-κB site to
optimize MMP9 expression [22]. In this context, NF-κB’s role is
paramount in MMP9 expression, with MMP9 also being a direct
downstream target of NF-κB [18].
There’s evidence to suggest that the NF-κB pathway is an

activated oncogenic pathway in both breast cancer cells and
tumor tissues [23] and is intricately linked to facilitate breast
cancer progression, including proliferation, apoptosis, metastasis
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and inflammation [24]. P65, which belongs to the NF-κB
transcription factor family, forms p65/p50 complex that carries
out transcriptional activation functions to modulate downstream
genes and is considered an oncogenic factor in breast cancer
[25, 26]. This pathway governs a myriad of target genes, such as
c-Myc, VEGF, and MMPs [27]. Additionally, NF-κB-mediated
transcriptional activity can be further modulated by other
transcription regulators, either amplifying or dampening its effects
[28, 29]. Furthermore, post-translational modifications, like the
acetylation of p65, play a role in guiding NF-κB-mediated
transcriptional actions [30, 31]. Hence, the influence of NF-κB
signaling in cancer progression is both broad and multifaceted.
In our research, we revealed that GATA4 inhibits the invasion

and migration of breast cancer cells by downregulating MMP9
expression. We’ve outlined a potential mechanism wherein GATA4
inhibits the transcriptional activation of p65 on the MMP9
promoter via interaction with p65. Moreover, GATA4 seems to
curtail p65’s transcriptional activity by strengthening the bond
between p65 and HDAC1, leading to reduced acetylation of p65.
Our insights into the unique molecular interplay of the GATA4/NF-
κB/MMP9 pathway shed new light on potential therapeutic
avenues for breast cancer.

MATERIALS AND METHODS
Plasmids and cells
The plasmids were previously described [21], as follows: pMMP9 luciferase
reporter construct, truncated pMMP9 luciferase reporter construct, mutant
pMMP9 luciferase reporter construct, Flag-p65, GFP-p65, Myc-HDAC1, HA-
p300. Flag-GATA4 was kindly provided from Dr. Baohua Liu (Shenzhen
University Health Science Center); HA-HDAC1 was kindly provided from Dr.
Tieshan Tang (State Key Laboratory of Membrane Biology, Institute of
Zoology, Chinese Academy of Sciences); Myc-GATA4-△ZF1, Myc-GATA4-
△ZF2, and Myc-GATA4-△ZF1&△ZF2 were kindly provided form Dr.
Liang Chen (Guangdong Province Key Laboratory of Bioengineering
Medicine, Jinan University). Sh-GATA4 and GFP-GATA4 were constructed
from our lab. The GST-p65 and GST-GATA4 were amplified by PCR and
cloned into pGEX-4T-3 vector. The primers about the amplification and
RNAi were listed in supplementary Table 1. T47D, MCF7, ZR-75-1, BT474,
MCF10A, MDA-MB-231, HEK293T, 4T1 cells were previously described [32];
HCC1187 was cultured in Roswell Park Memorial Institute (RPMI)
-1640 supplemented with 10% (v/v) fetal bovine serum (FBS); SKBR-3
was cultured in Dulbecco’s Modified Eagle Medium (DMEM) supplemented
with 10% FBS; MDA-MB-453 was cultured in Leibovitz’s L-15 Medium
supplemented with 10% FBS; cells were grown at 37 °C in a humidified 5%
CO2 atmosphere.

Transfection, antibodies and chemicals
HEK293T cells were transfected with polyethylenimine (PEI); MCF7, T47D,
HCC1187 and MDA-MB-231 cells were transfected with Lipofectamine
3000 (Invitrogen, Auckland, New Zealand). Antibodies were used in our
research were described in supplementary Table 2. TNF-α (a potent NF-kB
pathway activator) was purchased from Selleck (Selleck, Houston, TX, USA)
and used at final concentrations of 5 μM for 1 h; Isoginkgetin (a specific
MMP9 inhibitor) was purchased from Selleck (Selleck, Houston, TX, USA)
and used at final concentrations of 10 μM for 24 h.

Western blot, immunoprecipitation, GST pull-down and
immunofluorescence
Western blot, immunoprecipitation, GST pull-down and immunofluores-
cence assays were previously described [32]. For western blot and
immunoprecipitation, total cellular proteins were extracted by TNE lysis
buffer (Tris-HCl pH 7.4 20mM, NaCl 100mM, EDTA 1mM, NP-40 0.5%,
Glycerol and complete protease inhibitor 10%); Flag-affinity magnetic
beads (P2115) were purchased from BeyoGold (Beyotime, Shanghai,
China), and Protein A/G magnetic beads (B23201) were purchased from
Selleck (Selleck, Houston, TX, USA). For GST-pull down, fusion proteins with
GST-tag were expressed in E. coli BL21; GST-GATA4 and GST-p65 were
induced with 0.08mM Isopropyl β-D-Thiogalactoside IPTG (Solaribo, I8070)
for 4 h at 30 °C while shaking; total cellular proteins were extracted by GST
lysis buffer (NaCl pH 7.3 140mM, KCl 2.7 mM, Na2HPO4 10mM, KH2PO4

1.8 mM) and the next assay was described in BeyoGold GST-tag Purification
Resin (BeyoGold, P2250).

Cell scratch wound-healing and transwell assay
For scratch wound-healing assay, cells were transfected with indicated
plasmids and plated in 6-well plate: 1 × 105 cells per well in medium with
2% FBS for avoiding the effects of cell proliferation. For transwell assay,
cells transfected with indicated plasmids were plated in transwell apical
chamber, and the transwell apical chambers for invasion evaluation were
pre-packaged with matrigel: 1 × 104 cells per chamber in medium
without FBS for invasion and migration. Next assays were previous
described [32].

Luciferase reporter assay
Cells were plated into a 24-well plate, and transfected with indicated
plasmids; 24 h later, cells were lysed by lysis buffer: (pH 7.8, Glycine
2.5 mM, EGTA 4 mM, MgSO4 15 mM, DTT 1 mM, TritonX -100 1%). The
luciferase activity assay was measured by Centro LB 960 and described
previously [21].

Gelatin zymography
Gelatin zymography assay was performed as previously described [21].
Cells were transfected indicated plasmids and incubated in medium with
10% FBS; after 24 h, cells were washed with PBS and incubated in serum-
free medium for 24 h. Supernatants were collected and electrophoresed on
10% SDS-polyacrylamide gel containing 1% gelatin. According to MMP
Zymography Assay Kit (GEMIC, XF-P17750), the gel was stained and
distained after incubation.

Chromatin immunoprecipitation
Chromatin immunoprecipitation (ChIP) assay was performed as previously
described [33]. Cells were transfected with indicated plasmids and plated
in 100mm plate. The primers used in the ChIP PCR analysis for MMP9
promoter were listed in supplementary Table 1.

Mice metastasis model
Mice metastasis model was performed as previously described [21]. Female
BALB/C mice (5–6 weeks old, 16–18 g) were purchased from Liaoning
Changsheng Biotechnology and maintained under specific pathogen-free
(SPF) conditions. Mice were divided into three groups randomly. Each
group of mice were implanted with 100 μl PBS buffer, or 4T1 cells (1 × 106

cells in 100 μl PBS buffer), or GATA4 transfected-4T1 cells (1 × 106 cells in
100 μl PBS buffer) by tail intravenous injection respectively. Mice weights
of each group were recorded every day after injection. After 10 days, mice
were euthanized with CO2, and their lungs were harvested for weighing
and imaging purposes and stored in formalin or liquid nitrogen for
subsequent analysis. All animal experiments were approved by the Ethics
Committee for Biology and Medical Science of Dalian University of
Technology.

Quantification of lung metastasis in mice
Hematoxylin and eosin (H&E) staining of mice metastasis lungs was
performed as previously described [34]. Histopathological analysis was
performed using ImageJ software to determine the percentage of
metastatic area to total area in lungs; the number of metastatic nodules
was counted in the lungs of the mice.

RNA isolation, RT-PCR and qPCR
Total RNA was extracted by Takara RNAiso Reagent (Takara, 9109). The
PrimeScript™ RT Master Mix (Takara, RR036A) was used for RT-PCR (Reverse
Transcription). The SYBR® Premix Ex Taq™ II (Takara, RR820A) was used for
qPCR (quantitative Real-time). The mRNA levels were measured by ABI
Prism 7500 sequence detection system. The specific primers for real-time
PCR were listed in supplementary Table 3.

Statistical analysis
GraphPad Prism 9 software was used for data analysis, and data were
showed as means ± SDs from at least three independent experiments. An
unpaired t-test was used when the results from two groups were
compared. Experimental data is considered to be significant when
p < 0.05. *p < 0.05, **p < 0.01, ***p < 0.001.

Y. Yang et al.

2

Cell Death and Disease          (2024) 15:289 



RESULTS
GATA4 inhibits the invasion and migration of breast
cancer cells
Existing clinical data indicate that GATA4 seems to exhibit
association with breast cancer progression [11, 35], though the
exact molecular mechanism remains to be defined. Our initial step
was to evaluate the pan-cancer expression of GATA4 using
TIMER2.0. This analysis showed that GATA4 expression was
elevated in certain tumors, including breast cancer, prostate
adenocarcinoma, and thyroid carcinoma, compared to their
adjacent normal tissues (Fig. S1A). Diving deeper into breast
cancer, our analysis revealed that GATA4 mRNA levels were
notably higher in breast carcinoma tissues compared to normal
tissues and similarly in breast cancer paired tissues (Fig. 1A, B). The
specific role of GATA4 in tumorigenesis and progression was still
controversial. Therefore, we further analyzed whether the expres-
sion of GATA4 changes along with the progression of Tumor-
Metastasis-Node stages in breast cancer. Notably, GATA4 expres-
sion was substantially reduced in stage M1 compared to M0,
suggesting lower GATA4 expression in cancer tissues with
metastasis (Fig. 1C). Moreover, the variation of GATA4 expression
among breast cancer subtypes was analyzed by UALCAN, and this
analysis showed that GATA4 expression tends to be lower in
subtypes with more malignant character (Fig. S1B).
To better understand GATA4’s role in metastasis, we undertook

a biological process enrichment analysis via Metascape. The genes
associated with GATA4 (Table S4) played a part in regulating EMT,
cell motility (positive regulation of response to wounding) and
ECM (NABA MATRISOME ASSOCIATED) pathway. Since these
processes are pivotal to cancer cell metastasis, it points to the
potential influence of GATA4 on the EMT by possibly modulating
the ECM (Fig. 1D, E). The expression of GATA4 did not have a
significant correlation with the survival of breast cancer patients as
expected (Fig. S1C), so we speculated that GATA4 is a potential
metastatic marker in breast cancer. Collectively, this suggests that
GATA4 might function as a metastatic regulator in breast cancer.
To further delve into this hypothesis, we firstly assessed GATA4’s
expression in various breast cancer cell lines. We observed that
GATA4 expression appeared lower in cell lines with mesenchymal
or aggressive characters (except HCC1187) and higher in cell lines
with epithelial character (except MCF7) (Fig. 2A). To pinpoint
GATA4’s function in breast cancer metastasis, we conducted cell
scratch wound-healing and transwell assays in MCF7 and T47D
cells or MDA-MB-231 and HCC1187 cells to eliminate possible
effects by different breast cancer subtypes. Our findings showed
that silencing GATA4 augmented the migratory and invasive
capabilities of the cancer cells (Fig. 2B and D, Fig. S2B, D and F). On
the flip side, cells with GATA4 expression displayed decreased
migration and invasion tendencies (Fig. 2C and E, Fig. S2A, C and
E). Consequently, our data support the idea that GATA4 acts as a
suppressor of breast cancer cell migration and invasion.

GATA4 decreases the expression of MMP9 in breast
cancer cells
Prior research highlighted GATA4’s potential to reduce MMP2
expression in breast cancer cells [6]. Given that MMP2 and MMP9
play important roles in degrading type IV collagen with MMP9
being particularly influential in breast cancer metastasis, we
sought to determine if GATA4 might also counteract breast cancer
metastasis by modulating MMP9. Our findings indicated that
augmenting GATA4 expression led to a decline in MMP9 mRNA
levels, while inhibiting GATA4 increased MMP9 expression (Fig.
3A). Consistent with earlier studies, our data also revealed that
GATA4 inhibited MMP2 expression (Fig. 3A). Furthermore, elevat-
ing GATA4 levels reduced MMP9 protein amounts (Fig. 3B). To
discern whether GATA4 could transcriptionally govern MMP9
expression, we employed luciferase reporter assays to assess
GATA4’s impact on MMP9’s promoter. Our observations

demonstrated that amplifying GATA4 diminished the activity of
MMP9-Luc. Conversely, suppressing GATA4 bolstered the activity
of MMP9-Luc (Fig. 3C). Intriguingly, GATA4 appeared to curtail
MMP9-Luc activity in a dose-responsive manner (Fig. 3D). This
collective evidence suggests that GATA4 likely suppresses MMP9
expression at the transcriptional stage.

Determination of GATA4 binding elements on MMP9
promoter
To delve deeper into the mechanism by which GATA4 suppresses
MMP9 expression, we used a luciferase reporter linked to
truncated versions of the MMP9 promoter (Fig. 4A, left). As shown
in Fig. 4A, the full-length MMP9 promoter displayed the most
pronounced inhibition by GATA4. This inhibitory effect waned
when the promoter was shortened to -587 bp, implying GATA4’s
influence on the NF-κB response element situated between
-795 bp and -587 bp. Further shortening to -84 bp further reduced
GATA4’s inhibitory impact, suggesting a potential influence on the
AP-1 response element found between -292 bp and -84 bp. Given
that the MMP9 promoter lacks conventional GATA4 binding sites,
it seems plausible that GATA4 serves more as a transcriptional
modulator rather than a direct transcription factor for MMP9.
Subsequent experiments utilized mutated luciferase reporters
linked to the MMP9 promoter: NF-κB-mut-Luc, AP-1-mut-Luc, and
dual-mut-Luc (Fig. S3A). Both individual mutations showed
repression by GATA4, with the dual mutation revealing even
stronger repression (Fig. 4B). This confirms GATA4’s inhibitory via
both NF-κB and AP-1 elements of the MMP9 promoter. Further
pinpointing GATA4’s active regions on the MMP9 promoter, we
employed chromatin immunoprecipitation (ChIP) and identified a
predominant enrichment of GATA4 in the NF-κB response element
of MMP9 promoter, with no noticeable association in the other
two regions (Fig. 4C). These findings suggest that GATA4 likely
constrains MMP9 expression predominantly via the NF-κB
response element but not AP-1, utilizing both direct and indirect
regulatory strategies. GATA4 is characterized by two distinct zinc-
finger domains: zinc-finger 1 (ZF1) and zinc-finger 2 (ZF2), which
facilitate its interactions with DNA or proteins [9, 36]. Comparing
the effects of the full-length GATA4 and versions lacking the zinc-
finger domains on MMP9 showed that while the intact GATA4 had
the most potent repressive effect on the MMP9 promoter, omitting
either ZF1 or ZF2 tempered this suppression (Fig. 4D, E). When
both ZF1 and ZF2 were excluded, GATA4’s repression significantly
diminished, and increasing the expression of this truncated GATA4
didn’t restore the inhibitory effect (Fig. 4E, F). This highlights that
GATA4’s transcriptional regulation of MMP9 largely depends on
ZF1 and ZF2 domains. In summary, GATA4 dampens the
expression of MMP9 on the transcriptional level by binding
directly to the NF-κB response element and exerting an indirect
effect on the AP-1 element.

GATA4 interacts with p65
To investigate the potential interplay between GATA4 and NF-κB
pathway in MMP9 regulation, particularly given the absence of a
GATA4-binding motif on the MMP9 promoter, we hypothesized
that GATA4 might work in tandem with other transcription factors
at the NF-κB response element of the MMP9 promoter. Within the
NF-κB signaling, p65/p50 is known to directly bind to the MMP9
promoter’s NF-κB response element, playing an essential role in
controlling MMP9 expression in breast cancer [37]. Our luciferase
reporter assays revealed that p65/p50 overexpression significantly
enhanced the activity of MMP9-Luc. Interestingly, the combined
addition of both GATA4 and p65/p50 had a profoundly
suppressive effect on this activity (Fig. 5A). This observation was
further buttressed by findings showing the GATA4-mediated
repression of the MMP9 promoter via p65 was contingent upon
the NF-κB response element (Fig. 5B). These results underscore the
notion that GATA4 can counteract the transcriptional activation
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Fig. 1 Bioinformatics analysis of GATA4 and associated genes in breast cancer. A GATA4 expression of adjacent normal tissues in breast
cancer. (The gene expression data and clinical data of breast cancer patient were obtained from TCGA database and analyzed with R Studio.
Normal: n= 72; Tumor: n= 728). B GATA4 expression of paired adjacent normal tissues in breast cancer. (The data of 72 breast cancer cases with
tumor and normal tissues were obtained from TCGA database and analyzed with R Studio. Normal: n= 72; Tumor: n= 72). C GATA4 expression
in different TMN (Tumor-Metastasis-Node) stages in breast cancer. (The gene expression data of breast cancer patient with TMN stage data
were obtained from TCGA database and analyzed with R Studio). D, E GO enrichment analysis (D) and cluster analysis (E) of biological processes
of GATA4 positively associated genes (Pearson Correlation Coefficient > 0.1) in breast cancer by Metascape (http://metascape.org/). (NABA
MATRISOME ASSOCIATED: Nidogen-1 and 2, Agrin, Perlecan, and Basement membrane components extracellular matrix).
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driven by p65/p50, leading to a reduction in MMP9 expression. To
dissect the potential interaction between GATA4 and p65, we
embarked on co-immunoprecipitation experiments. Notably, both
endogenous and overexpressed GATA4 displayed robust interac-
tion with p65 (Fig. 5C, D). The GST-pull-down added another layer
of evidence by confirming a direct, physical interaction between
GATA4 and p65 (Fig. 5E). Additionally, through immunofluores-
cence, we visualized the co-localization of GATA4 and p65 within

T47D cells (Fig. 5F and S3B). The interaction between GATA4 and
p65 may be modulated by GATA4’s structural components.
Deletion experiments demonstrated that while removing either
the ZF1 or ZF2 domain from GATA4 attenuated its interaction with
p65, the interaction was completely obliterated when both zinc-
finger domains were absent (Fig. 5G). Since the transcriptional
inhibition of GATA4 on MMP9 promoter relies on the interaction
with p65, GATA4 without the zinc-finger domains does not have

Fig. 2 GATA4 inhibits breast cancer cells motility, invasion. A GATA4 expression in normal breast cell and different types of breast cancer
cells. (The relative expression of GATA4 was normalized by β-actin with gray level analysis by ImageJ). B, C Scratch wound-healing assay
showed the effect of GATA4 knockdown in T47D cells (B) and overexpression in MCF7 cells (C), data are the means ± SDs from three
determinations. **p < 0.01; western blot tested the effect of GATA4 knockdown with shRNAs and overexpression with Flag-GATA4.
D, E Transwell assay showed the effect of GATA4 knockdown in T47D cells (D) and overexpression in MCF7 cells (E), data are the means ± SDs
from three determinations. **p < 0.01; ***p < 0.001.
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significant inhibitory effects. This establishes that the synergy
between GATA4 and p65 is contingent on the integrity of GATA4’s
zinc-finger domains. In summation, our findings elucidate a novel
interplay in breast cancer cells, where GATA4 curtails the influence
of the p65/p50 complex on MMP9 expression by interacting
with p65.

GATA4 facilitates HDAC1-mediated deacetylation of p65
Transcriptional activation mediated by NF-κB can be modulated
by various factors to either amplify or suppress its effects [28].
Given that p65’s influence on transcription largely hinges on its
acetylation [30], we assessed the acetylation of p65 in the
presence of added GATA4 using western blot. Enhanced expres-
sion of GATA4 was observed to inhibit p65 acetylation (Fig. 6A),
whereas reducing GATA4 amplified the acetylation of p65 (Fig.
6B). Notably, when treated with TNFα, GATA4’s inhibitory impact
on p65 acetylation was still pronounced, suggesting GATA4’s
potential to suppress p65 acetylation, especially when the NF-κB
pathway is active (Fig. 6C). This infers that GATA4 might advance
the deacetylation of p65, thereby repressing MMP9 transcription.
Previous research has indicated that TNFα diminishes HDAC1’s
association with NF-κB binding sites on the MMP9 promoter,
leading to increased MMP9 expression. HDAC1 has also been
noted to engage with p65, downregulating gene expression via
p65 deacetylation [38, 39]. Luciferase reporter assays demon-
strated that amplifying either GATA4 or HDAC1 markedly
suppressed MMP9-Luc activity, with a combined elevation of
GATA4 and HDAC1 producing an even stronger inhibitory
outcome (Fig. 6D). Moreover, interactions between GATA4 and

HDAC1 were both endogenously and exogenously confirmed (Fig.
6E, F). To ascertain a direct interaction between GATA4 and
HDAC1, we utilized a GST-pull-down assay involving GST-GATA4
and HA-HDAC1. Our findings illustrated that GATA4 can directly
interact with HDAC1 (Fig. 6G). Immunofluorescence assays further
verified the co-localization of GATA4 and HDAC1 in T47D cells (Fig.
6H and S3C). In addition, relative to the overexpression of HDAC1
alone, a diminished acetylation pattern of p65 was evident when
both HDAC1 and GATA4 were jointly overexpressed (Fig. 6I).
Recognizing GATA4’s capacity to decrease p65 acetylation led us
to investigate if GATA4 might influence the liaison between p65
and HDAC1. Co-immunoprecipitation indicated a more robust
interaction between HDAC1 and p65 in GATA4’s presence
compared to its absence (Fig. 6J). Considering that GATA4-
mediated repression of the MMP9 promoter via p65 relied on the
NF-κB response element (Fig. 5B), we also detected the down-
regulation of several NF-κB target genes mRNA levels (VEGFA,
TNFα, and uPA) in MCF7 cells with GATA4 overexpression (Fig.
S3D). This underscores GATA4’s role in bolstering the affinity
between HDAC1 and p65. In sum, GATA4 appears to increase
HDAC1’s recruitment to p65 and enhances HDAC1-driven
deacetylation of p65, leading to a reduction in p65’s transcrip-
tional activity on the MMP9 promoter.

GATA4 inhibits the metastasis of breast cancer cells
Previously, GATA4 was identified as a tumor suppressor in breast
cancer [6]. Given the critical role of MMP9 in breast cancer
metastasis and the inhibitory effect of GATA4 on MMP9
transcription, we sought to further assess the influence of GATA4

Fig. 3 GATA4 inhibits the expression of MMP9 in breast cancer cells. A PCR assay showed the effect of GATA4 knockdown in T47D cells and
overexpression in MCF7 cells on the mRNA expression of MMP2 and MMP9; the medium from cells was collected for gelatin zymography (the
last line). (The relative expression of MMP9 and MMP2 was normalized by GAPDH). B Western blot assay showed the effect of GATA4
overexpression in MCF7 cells on the protein expression of MMP9. C The luciferase reporter assay showed the effect of GATA4 overexpression
and knockdown in HEK293T cells on MMP9 promoter. Data are the means ± SDs from three determinations. *p < 0.05. D The luciferase reporter
assay showed the effect of GATA4 overexpression (0 ng, 200 ng, 400 ng, 600 ng) in HEK293T cells on MMP9 promoter. Data are the means ± SDs
from three determinations. **p < 0.01.
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on breast cancer metastasis. Utilizing cell scratch wound-healing
and transwell assays, we observed that, relative to the control
group, cells with GATA4 knockdown exhibited enhanced migra-
tion and invasion capabilities. Notably, the introduction of a
specific MMP9 inhibitor (Isoginkgetin [21]) substantially mitigated
the heightened migration and invasion triggered by the absence
of GATA4 (Fig. 7A, B). This indicates that GATA4’s suppression of
breast cancer cell metastasis operates chiefly through its
regulation of MMP9. 4T1 cell line, which is highly tumorigenic

and invasive, is considered as a suitable experimental model for
breast cancer [40]. To delve into GATA4’s role in a live setting, 4T1
cells with stable GATA4 expression were administered to 5-week-
old BALB/C mice (Fig. 7C). Cells producing GATA4 manifested
reduced metastatic tendencies, as evidenced by the lung size and
weight (Fig. 7D), mice’s weight (Fig. 7F), and lung metastatic-
nodules (Fig. 7G, H). In contrast, cells containing the control vector
were more proficient in fostering tumor metastasis. Examination
of the expression level of Flag-GATA4 in the lungs showed that
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Fig. 4 Determination of GATA4 binding sites on MMP9 promoter. A HEK293T cells were respectively co-transfected with a series of 5’-
deletion constructs of human MMP9 promoter reporter plasmids, and either Flag-GATA4 or control vector for 24 h, and luciferase activities
were measured. Data are the means ± SDs from three determinations. *p < 0.05; **p < 0.01; ns, no significance. B HEK293T cells were
respectively co-transfected with wild-type and mutant of human MMP9 promoter (mutant of NF-κB response element and AP-1 response
element) reporter plasmids, and either Flag-GATA4 or control vector for 24 h, and luciferase activities were measured. Data are the
means ± SDs from three determinations. *p < 0.05; **p < 0.01; ns, no significance. C Chromatin immunoprecipitation assay showed the binding
region of GATA4 on MMP9 promoter. Top, schematic illustration of PCR-amplified fragments of MMP9 promoter; bottom, ChIP assay was
screened for Flag-GATA4-bound MMP9 promoter regions in HEK293T cells. D Western blot assay showed the expression of GATA4 truncated
constitutions in HEK293T cells. Top, schematic illustration of truncated constitutions of GATA4; bottom, the expression of GATA4 truncated
constitutions. E The luciferase reporter assay showed the effect of GATA4 truncated constitutions in HEK293T cells on MMP9 promoter. Data
are the means ± SDs from three determinations. *p < 0.05; **p < 0.01. F The luciferase reporter assay showed the effect of GATA4 and its
truncated constitutions (0 ng, 200 ng, 400 ng, 600 ng) in HEK293T cells on MMP9 promoter. Data are the means ± SDs from three
determinations. *p < 0.05.

Fig. 5 The interaction between p65 and GATA4. A The luciferase reporter assay showed the effect of p50/p65 in HEK293T cells on MMP9
promoter with or without GATA4. Data are the means ± SDs from three determinations. **p < 0.01. B The luciferase reporter assay showed the
effect of p65 in HEK293T cells on NF-κB response element of MMP9 promoter with or without GATA4. Data are the means ± SDs from three
determinations. *p < 0.05; **p < 0.01. C Lysates in T47D cells were immunoprecitated using anti-p65 Ab. Purified cell extracts were tested by
western blot with anti-GATA4 Ab. D HEK293T cells were co-transfected with GFP-p65 and Flag-GATA4, and lysates were immunoprecitated
using anti-GFP Ab. Purified cell extracts were tested by western blot with anti-Flag Ab. E GST-pulldown assay showed the purified GST-p65 in
E. coli BL21 had physical interaction with Flag-GATA4 in HEK293T cells. F T47D cells were stained with an anti-GATA4 (green) and an anti-p65
(red). Nuclei were stained with DAPI (blue), followed by visualization with confocal microscopy. G HEK293T cells were co-transfected with Myc-
GATA4 or GATA4 truncated constitutions with GFP-p65, and lysates were immunoprecitated using anti-Myc Ab. Purified cell extracts were
tested by western blot with anti-GFP Ab.
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Flag-GATA4 was successfully expressed in the lungs and the level
of MMP9 in the lungs was also down-regulated (Fig. 7E). In
conjunction with our prior molecular mechanism analysis and
validation, these findings compellingly argue for GATA4’s role in
curtailing breast cancer metastasis.

DISCUSSION
While the GATA4 serves many roles in various cells and tissues, our
study centered on investigating its potential as a specific
therapeutic target for cancer. Our findings highlight GATA4’s
inhibitory on MMP9 and delve into its unique mechanism in

Fig. 6 GATA4 facilitates HDAC1-mediated deacetylation of p65 by enhancing the interaction between p65 and HDAC1. A, B HEK293T cells
were transfected with indicated plasmids, followed by immunoprecipitation with anti-Flag affinity magnetic beads and western blot with anti-
AcK Ab. C HEK293T cells were transfected with indicated plasmids, and incubated with or without TNFα (5 μM for 1 h), followed by
immunoprecipitation with anti-Flag affinity magnetic beads and western blot with anti-AcK Ab. D The luciferase reporter assay showed the
effect of HDAC1 in HEK293T cells on MMP9 promoter with or without GATA4. Data are the means ± SDs from three determinations. *p < 0.05.
E Lysates in T47D cells were immunoprecitated using anti-GATA4 Ab. Purified cell extracts were tested by western blot with anti-HDAC1 Ab.
F HEK293T cells were co-transfected with HA-HDAC1 and Flag-GATA4, and lysates were immunoprecitated using anti-Flag affinity magnetic
beads. Purified cell extracts were tested by western blot with anti-HA Ab. G GST-pulldown assay showed the purified GST-GATA4 in E. coli BL21
had physical interaction with HA-HDAC1 in HEK293T cells. H T47D cells were stained with an anti-GATA4 Ab (green) and an anti-HDAC1 Ab
(red). Nuclei were stained with DAPI (blue), followed by visualization with confocal microscopy. I HEK293T cells were transfected with
indicated plasmids, followed by immunoprecipitation with anti-Flag affinity magnetic beads and western blot with anti-AcK Ab.
J HEK293T cells were co-transfected with HA-HDAC1, GFP-p65, and Flag-GATA4, and lysates were immunoprecitated using anti-GFP Ab.
Purified cell extracts were tested by western blot with anti-HA and anti-Flag Ab.
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counteracting breast cancer invasion and metastasis. By analyzing
clinical breast cancer samples from TCGA, we discerned the
downregulation of GATA4 in metastatic breast cancer tissues.
Genes related to GATA4 predominantly function in cancer

metastasis pathways (Fig. 1). Concurrently, we established that
GATA4 impedes breast cancer cell invasion and metastasis (Fig. 2).
Furthermore, we unveiled that GATA4 recruits HDAC1 to diminish
p65 acetylation, leading to a suppression of MMP9 transcription

Fig. 7 GATA4 inhibits the metastasis of breast cancer. A Scratch wound-healing assay showed the effect of GATA4 knockdown in T47D cells
with or without MMP9 inhibitor (Isoginkgetin: 10 μM for 24 h). Bottom, data are the means ± SDs from three determinations. *p < 0.05.
B Transwell assay showed the effect of GATA4 knockdown in T47D cells with or without MMP9 inhibitor (Isoginkgetin). Bottom, data are the
means ± SDs from three determinations. *p < 0.05; **p < 0.01. C Western blot showed the Flag-GATA4 expression when overexpressed Flag-
GATA4 into 4T1 cells. These cells were used to inject into BALB/C mice. D Image showed the lungs metastasis of BALB/C mice (left). Scatter
plots image showed the lung weight of BALB/C mice (right). Data are the means ± SDs from five determinations. **p < 0.01. E Western blot
analysis of the expression of Flag-GATA4 and MMP9 in 4T1-Ctrl and 4T1-GATA4 lungs. F The line graph shows the quantitative measure of the
weight of mice. Data are the means ± SDs from five determinations. **p < 0.01. G H&E staining evaluating the lung metastasis of the three
groups (NS; 4T1-Ctrl; and 4T1-GATA4). Arrows point to metastatic nodules. H Percent lung metastatic area in the three groups (left). Number of
metastatic lung nodules in the three groups (right). Data are the means ± SDs from three determinations. **p < 0.01.
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(Figs. 3–6). Mice model validated GATA4’s inhibitory stance on
breast cancer cell metastasis (Fig. 7). This research accentuates
GATA4’s role in curtailing breast cancer metastasis, offering fresh
insights into GATA4’s tumor suppressive function during breast
cancer progression, and underscores its potential as a therapeutic
focal point for metastatic breast cancer. However, there are several
limitations and issues in our study that we need to discuss and
prospect.
Past studies identified GATA4’s inhibitory influence on hepato-

cellular carcinoma, colorectal cancer, and lung cancer via the
modulation of pathways like Wnt/β-catenin [36], NOTCH/IRG1 [41]
and TGFβ [42], while GATA4 acts as a cancer booster on acute
lymphocytic leukemia by MDM2/p53 pathway. Our research
revealed the inhibitory effect on breast cancer of GATA4 via NF-
κB pathway. These findings indicate that the activation of the
different signaling pathways is linked to different cancer cells, and
this may be the reasons for different functions of GATA4 come
into play. For another, the differential expression of GATA4 may
also modulate cell differentiation. Earlier studies have intimated
that GATA4 downregulates the expression of EMT markers in
breast cancer cells, it’s plausible that GATA4 might be a significant
inhibitor of EMT during breast cancer metastasis [6]. Especially as
the expression of GATA4 in breast cancer inversely correlates with
the adverse prognostic marker ERBB2 [35]. However, our analysis
of breast cancer patients in the TCGA database showed that the
expression level of GATA4, a tumor suppressor, was higher in
carcinoma than in adjacent tissue, and this phenomenon was also
observed in pancreatic cancer [8]. Previous studies have indicated
that the mutation at the Y38 and P103 sites of GATA4 affect its
transcriptional activity [43]. Based on these findings, we hypothe-
sized that mutations in GATA4 within cancer tissues may account
for its high expression yet inability to perform its tumor suppressor
function, like the tumor suppressor protein p53 [44]. In addition,
the SUMOylation of GATA4 at the K366 site has been shown to
augment its transcriptional activity [45], suggesting that the
SUMOylation of GATA4 could be another determinant of its tumor
suppressive effect.
Some heterogeneous populations of cancer cells formed

tumor cell heterogeneity in tumor tissues, and ECM is
considered one of the important inducements for intratumor
heterogeneity in the tumor microenvironment [46]. Our results
showed that GATA4 expression appeared lower in cell lines with
mesenchymal and aggressive characters (except HCC1187) and
higher in cell lines with epithelial character (except MCF7), and
repressed cell invasion and metastasis ability. We hypothesize
that there are cell populations in breast tumors that are
responsible for secreting MMPs, which set the stage for the
invasion and metastasis of cancer cells with stronger cell
mobility by changing the state of ECM in the tumor micro-
environment, to promote the occurrence of metastatic breast
cancer. Thus, we believe that the differential expression of
GATA4 across various breast cancer cell lines, and its regulated
expression of MMP9, could contribute to intratumor hetero-
geneity. In addition, we verified other NF-κB downstream genes
(VEGFA, TNFα, and uPA) which involved in the regulation of
tumor microenvironment and found that GATA4 can also down-
regulate their mRNA levels, suggesting that GATA4 may be a
potential factor in the regulation of tumor microenvironment.
GATA4 comprises two highly conserved zinc-finger domains, ZF1

and ZF2 [9]. ZF2 distinctively identifies and attaches to the (A/T) GATA
(A/G) sequence, while ZF1 ensures stability in DNA-protein or protein-
protein bindings [47]. Moreover, previous reports suggest that ZF1 and
ZF2 facilitate GATA4’s protein interactions [36]. Our analysis revealed
that both ZF1 and ZF2 curtail MMP9 transcription by bolstering the
GATA4-p65 interaction. However, the role of TAD and NLS domains in
maintaining the GATA4-p65 interaction warrants further exploration.
Our research asserted that GATA4 mitigates breast cancer cell
metastasis through the downregulation of MMP9 transcription. Upon

examining the human MMP9 promoter sequence, we pinpointed
GATA4 as a potential regulator of NF-κB and AP-1 response elements.
Notably, while the NF-κB response element emerged as a GATA4
binding site, AP-1 did not. The AP-1 response element, located ~70 bp
upstream of the MMP9 promoters, is believed to be vital for activating
the transcription of MMP9 [33]. Given that c-Jun, an AP-1 family
member, has been known to synergize with GATA transcription factors
on the GATA or AP-1 response elements [48], we speculate that
GATA4’s indirect regulation of the MMP9 promoter could be
orchestrated by the c-Jun/AP-1 response element. Further studies are
warranted to elucidate this potential indirect regulation of the AP-1
response element by GATA4.
A key mechanism through which the NF-κB pathway

encourages tumor invasion and metastasis is by elevating
MMP9 expression [18]. Despite GATA4’s specific affinity for the
(A/T) GATA (A/G) sequence, there isn’t a discernible GATA4-
binding motif within the MMP9 promoter. This led us to postulate
that GATA4 might be ushered to the MMP9 promoter via other
molecules. Within the NF-κB signaling cascade, the p65/p50 duo
attaches to the NF-κB response element on target gene
promoters to stimulate transcription [27]. Our investigations
revealed a direct interaction between GATA4 and p65, resulting
in diminished MMP9 expression. This suggests that GATA4 might
modulate the transcriptional activity of the p65/p50 complex.
Interestingly, removal of the ZF1 and ZF2 domains disrupted the
GATA4-p65 connection, underscoring the importance of these
domains for GATA4 to exert its influence on MMP9 via p65.
Transcriptional amplification steered by p65/p50 is open to
further modulation by other transcription factors or post-
translational modifications. Notable factors in this regulatory
framework include coactivators like CBP/p300 [30], and repres-
sors such as HDAC1, HDAC2, and HDAC3 [29, 49]. Upon activation
by TNFα, the NF-κB pathway promotes p65 acetylation by
facilitating the recruitment of p300 and simultaneously releasing
HDAC1 [39]. In our study, we showcased that GATA4 bolsters the
association between HDAC1 and p65, consequently reducing the
acetylation level of p65 and curbing MMP9 expression. Never-
theless, it’s crucial to acknowledge that GATA4 might also lure
other NF-κB-linked repressors or vie with coactivators. Hence, the
complete spectrum of ways GATA4 might influence the NF-κB
pathway merits deeper exploration. While our research zoomed
in on the impact of GATA4 on p65, owing to its role in the
transcriptional activation of the p65/p50 complex, the dynamics
between GATA4 and p50 remain an enigma, warranting further
scrutiny.
GATA4’s influence extends to more than justMMP9 in breast cancer.

Prior research has highlighted GATA4’s capability to reduce MMP2 and
MMP3 expression in breast cancer [6]. MMP3’s regulation by NF-κB
mirrors that of MMP9: p65 can directly bind to the NF-κB response
element on the MMP3 promoter [50]. Likewise, MMP1 and MMP10 are
also the downstream gene of p65 with NF-κB response element on the
promoter [50, 51]. Given this resemblance, it’s plausible to suggest that
GATA4 may regulate these MMPs expression akin to its modulation of
MMP9. Yet, the relationship between NF-κB and MMP2 is mediated
through MT1-MMP [52]. Furthermore, studies have hinted that GATA4
might reduce p65 at the mRNA level. However, the intricacies of this
mechanism remain veiled [6]. While GATA4’s diversemodulation of the
NF-κB pathway is evident, it’s pivotal to bolster these observations with
more concrete evidence.
In summary, our research has unearthed a probable mechanism

wherein GATA4, in tandem with HDAC1, diminishes MMP9
expression by curbing the acetylation of p65. Zooming in, we
discerned that GATA4’s interaction with p65 curtails MMP9
expression. Additionally, GATA4 recruits HDAC1 to the GATA4/
p65 complex, leading to decreased acetylation of p65 (Fig. 8). This
underpins GATA4’s role in thwarting breast cancer metastasis.
Given these insights, the GATA4/p65/HDAC1 complex emerges as
a promising therapeutic target for breast cancer.
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Reporting summary
Further information on research design is available in the Nature
Research Reporting Summary linked to this article.

DATA AVAILABILITY
The data that support the findings of this study are available from the corresponding
author upon request.

REFERENCES
1. Siegel RL, Miller KD, Wagle NS, Jemal A. Cancer statistics, 2023. CA Cancer J Clin.

2023;73:17–48.
2. Liang Y, Zhang H, Song X, Yang Q. Metastatic heterogeneity of breast cancer: molecular

mechanism and potential therapeutic targets. Semin Cancer Biol. 2020;60:14–27.
3. The Cancer Genome Atlas Network. Comprehensive molecular portraits of

human breast tumours. Nature. 2012;490:61–70.
4. Allemani C, Matsuda T, Di Carlo V, Harewood R, Matz M, Nikšić M, et al. Global

surveillance of trends in cancer survival 2000-14 (CONCORD-3): analysis of indi-
vidual records for 37 513 025 patients diagnosed with one of 18 cancers from 322
population-based registries in 71 countries. Lancet. 2018;391:1023–75.

5. Thiery JP, Acloque H, Huang RY, Nieto MA. Epithelial-mesenchymal transitions in
development and disease. Cell. 2009;139:871–90.

6. Han X, Tang J, Chen T, Ren G. Restoration of GATA4 expression impedes breast
cancer progression by transcriptional repression of ReLA and inhibition of NF-κB
signaling. J Cell Biochem. 2019;120:917–27.

7. Kang C, Xu Q, Martin TD, Li MZ, Demaria M, Aron L, et al. The DNA damage
response induces inflammation and senescence by inhibiting autophagy of
GATA4. Science. 2015;349:aaa5612.

8. Gong Y, Zhang L, Zhang A, Chen X, Gao P, Zeng Q. GATA4 inhibits cell differ-
entiation and proliferation in pancreatic cancer. PLoS One. 2018;13:e0202449.

9. Lentjes MH, Niessen HE, Akiyama Y, de Bruïne AP, Melotte V, van Engeland M. The
emerging role of GATA transcription factors in development and disease. Expert
Rev Mol Med. 2016;18:e3.

10. Miranda-Carboni GA, Guemes M, Bailey S, Anaya E, Corselli M, Peault B, et al.
GATA4 regulates estrogen receptor-alpha-mediated osteoblast transcription. Mol
Endocrinol. 2011;25:1126–36.

11. Takagi K, Moriguchi T, Miki Y, Nakamura Y, Watanabe M, Ishida T, et al. GATA4
immunolocalization in breast carcinoma as a potent prognostic predictor. Cancer
Sci. 2014;105:600–7.

12. Wilkinson L, Gathani T. Understanding breast cancer as a global health concern.
Br J Radiol. 2022;95:20211033.

13. Jabłońska-Trypuć A, Matejczyk M, Rosochacki S. Matrix metalloproteinases
(MMPs), the main extracellular matrix (ECM) enzymes in collagen degradation, as
a target for anticancer drugs. J Enzyme Inhib Med Chem. 2016;31:177–83.

14. Fata JE, Ho ATV, Leco KJ, Moorehead RA, Khokha R. Cellular turnover and extra-
cellular matrix remodeling in female reproductive tissues: functions of metallo-
proteinases and their inhibitors. Cell Mol Life Sciences CMLS. 2000;57:77–95.

15. Lebeau A, Nerlich AG, Sauer U, Lichtinghagen R, Löhrs U. Tissue distribution of
major matrix metalloproteinases and their transcripts in human breast carcino-
mas. Anticancer Res. 1999;19:4257–64.

16. Joseph C, Alsaleem M, Orah N, Narasimha PL, Miligy IM, Kurozumi S, et al. Ele-
vated MMP9 expression in breast cancer is a predictor of shorter patient survival.
Breast Cancer Res Treatment. 2020;182:267–82.

17. Kessenbrock K, Plaks V, Werb Z. Matrix metalloproteinases: regulators of the
tumor microenvironment. Cell. 2010;141:52–67.

18. Tai KY, Shieh YS, Lee CS, Shiah SG,WuCW. Axl promotes cell invasion by inducingMMP-9
activity through activation of NF-kappaB and Brg-1. Oncogene. 2008;27:4044–55.

19. Dong H, Diao H, Zhao Y, Xu H, Pei S, Gao J, et al. Overexpression of matrix
metalloproteinase-9 in breast cancer cell lines remarkably increases the cell
malignancy largely via activation of transforming growth factor beta/SMAD sig-
nalling. Cell Prolif. 2019;52:e12633.

20. Mon NN, Senga T, Ito S. Interleukin-1β activates focal adhesion kinase and Src to
induce matrix metalloproteinase-9 production and invasion of MCF-7 breast
cancer cells. Oncol Lett. 2017;13:955–60.

21. Bai XY, Li S, Wang M, Li X, Yang Y, Xu Z, et al. Krüppel-like factor 9 down-regulates
matrix metalloproteinase 9 transcription and suppresses human breast cancer
invasion. Cancer Lett. 2018;412:224–35.

22. Sato H, Kita M, Seiki M. v-Src activates the expression of 92-kDa type IV collagenase gene
through the AP-1 site and the GT box homologous to retinoblastoma control elements.
A mechanism regulating gene expression independent of that by inflammatory cyto-
kines. J Biol Chem. 1993;268:23460–8.

23. Yao C, Yu KP, Philbrick W, Sun BH, Simpson C, Zhang C, et al. Breast cancer-associated
gene 3 interacts with Rac1 and augments NF-κB signaling in vitro, but has no effect on
RANKL-induced bone resorption in vivo. Int J Mol Med. 2017;40:1067–77.

Fig. 8 Graphic overview. A graphic overview depicts that GATA4/p65/HDAC1 axis inhibits the metastasis of breast cancer cells. The specific
interaction between GATA4 and p65 weakened the activated role of p65 on the MMP9 promoter by facilitating HDAC1-mediated deacetylation
of p65.

Y. Yang et al.

12

Cell Death and Disease          (2024) 15:289 



24. Perkins ND. The diverse and complex roles of NF-κB subunits in cancer. Nat Rev
Cancer. 2012;12:121–32.

25. Hayden MS, Ghosh S. NF-κB, the first quarter-century: remarkable progress and
outstanding questions. Genes Dev. 2012;26:203–34.

26. Lee ST, Li Z, Wu Z, Aau M, Guan P, Karuturi RK, et al. Context-specific regulation of NF-κB
target gene expression by EZH2 in breast cancers. Mol Cell. 2011;43:798–810.

27. Pahl HL. Activators and target genes of Rel/NF-kappaB transcription factors.
Oncogene. 1999;18:6853–66.

28. Perkins ND. Integrating cell-signalling pathways with NF-kappaB and IKK func-
tion. Nat Rev Mol Cell Biol. 2007;8:49–62.

29. Ashburner BP, Westerheide SD, Baldwin AS Jr. The p65 (RelA) subunit of NF-
kappaB interacts with the histone deacetylase (HDAC) corepressors HDAC1 and
HDAC2 to negatively regulate gene expression. Mol Cell Biol. 2001;21:7065–77.

30. Quivy V, Van Lint C. Regulation at multiple levels of NF-kappaB-mediated
transactivation by protein acetylation. Biochem Pharmacol. 2004;68:1221–9.

31. Chen LF, Williams SA, Mu Y, Nakano H, Duerr JM, Buckbinder L, et al. NF-kappaB
RelA phosphorylation regulates RelA acetylation. Mol Cell Biol. 2005;25:7966–75.

32. Yang Y, Zhao B, Lv L, Yang Y, Li S, Wu H. FBXL10 promotes EMT and metastasis of
breast cancer cells via regulating the acetylation and transcriptional activity of
SNAI1. Cell Death Discov. 2021;7:328.

33. Aman S, Li Y, Cheng Y, Yang Y, Lv L, Li B, et al. DACH1 inhibits breast cancer cell
invasion and metastasis by down-regulating the transcription of matrix metal-
loproteinase 9. Cell Death Discov. 2021;7:351.

34. Cooke VG, LeBleu VS, Keskin D, Khan Z, O’Connell JT, Teng Y, et al. Pericyte
depletion results in hypoxia-associated epithelial-to-mesenchymal transition
and metastasis mediated by met signaling pathway. Cancer Cell.
2012;21:66–81.

35. Hua G, Zhu B, Rosa F, Deblon N, Adélaïde J, Kahn-Perlès B, et al. A negative
feedback regulatory loop associates the tyrosine kinase receptor ERBB2 and the
transcription factor GATA4 in breast cancer cells. Mol Cancer Res.
2009;7:402–14.

36. Lu F, Zhou Q, Liu L, Zeng G, Ci W, Liu W, et al. A tumor suppressor enhancing
module orchestrated by GATA4 denotes a therapeutic opportunity for GATA4
deficient HCC patients. Theranostics. 2020;10:484–97.

37. Sancéau J, Boyd DD, Seiki M, Bauvois B. Interferons inhibit tumor necrosis factor-
alpha-mediated matrix metalloproteinase-9 activation via interferon regulatory
factor-1 binding competition with NF-kappa B. J Biol Chem. 2002;277:35766–75.

38. Liu Y, Smith PW, Jones DR. Breast cancer metastasis suppressor 1 functions as a
corepressor by enhancing histone deacetylase 1-mediated deacetylation of RelA/
p65 and promoting apoptosis. Mol Cell Biol. 2006;26:8683–96.

39. Chen Y-J, Chang L-S. NFκB- and AP-1-mediated DNA looping regulates matrix
metalloproteinase-9 transcription in TNF-α-treated human leukemia U937 cells.
Biochimica et Biophysica Acta (BBA) Gene Regul Mech. 2015;1849:1248–59.

40. Pulaski BA, Ostrand-Rosenberg S. Mouse 4T1 breast tumor model. Curr Protoc
Immunol. 2001;20:Unit 20.2.

41. Scheurlen KM, Chariker JH, Kanaan Z, Littlefield AB, George JB, Seraphine C, et al.
The NOTCH4-GATA4-IRG1 axis as a novel target in early-onset colorectal cancer.
Cytokine Growth Factor Rev. 2022;67:25–34.

42. Gao L, Hu Y, Tian Y, Fan Z, Wang K, Li H, et al. Lung cancer deficient in the tumor
suppressor GATA4 is sensitive to TGFBR1 inhibition. Nat Commun. 2019;10:1665.

43. Wang J, Sun Y-M, Yang Y-Q. Mutation spectrum of the GATA4 gene in patients
with idiopathic atrial fibrillation. Mol Biol Rep. 2012;39:8127–35.

44. Muller PA, Vousden KH. Mutant p53 in cancer: new functions and therapeutic
opportunities. Cancer Cell. 2014;25:304–17.

45. Wang J, Feng X-H, Schwartz RJ. SUMO-1 modification activated GATA4-
dependent cardiogenic gene activity. J. Biol Chem. 2004;279:49091–8.

46. Lawson DA, Kessenbrock K, Davis RT, Pervolarakis N, Werb Z. Tumour hetero-
geneity and metastasis at single-cell resolution. Nat Cell Biol. 2018;20:1349–60.

47. Trainor CD, Ghirlando R, Simpson MA. GATA zinc finger interactions modulate
DNA binding and transactivation. J Biol Chem. 2000;275:28157–66.

48. Martin LJ, Bergeron F, Viger RS, Tremblay JJ. Functional cooperation between GATA
factors and cJUN on the star promoter in MA-10 Leydig cells. J Androl. 2012;33:81–7.

49. Kiernan R, Brès V, Ng RW, Coudart MP, El Messaoudi S, Sardet C, et al. Post-
activation turn-off of NF-kappa B-dependent transcription is regulated by acet-
ylation of p65. J Biol Chem. 2003;278:2758–66.

50. Lu Y-E, Chen Y-J. Resveratrol inhibits matrix metalloproteinase-1 and -3 expres-
sion by suppressing of p300/NFκB acetylation in TNF-α-treated human dermal
fibroblasts. Chem-Biol Inter. 2021;337:109395.

51. Rothgiesser KM, Fey M, Hottiger MO. Acetylation of p65 at lysine 314 is important
for late NF-κB-dependent gene expression. BMC Genomics. 2010;11:22.

52. Han YP, Tuan TL, Wu H, Hughes M, Garner WL. TNF-alpha stimulates activation of
pro-MMP2 in human skin through NF-(kappa)B mediated induction of MT1-MMP.
J Cell Sci. 2001;114:131–9.

ACKNOWLEDGEMENTS
We thank Dr. Baohua Liu (Shenzhen University Health Science Center) for kindly
providing Flag-GATA4; we thank Dr. Tieshan Tang (State Key Laboratory of
Membrane Biology, Institute of Zoology, Chinese Academy of Sciences) for kindly
providing HA-HDAC1; we thank Dr. Liang Chen (Guangdong Province Key Laboratory
of Bioengineering Medicine, Jinan University) for kindly providing Myc-GATA4-△ZF1,
Myc-GATA4-△ZF2, and Myc-GATA4-△ZF1&△ZF2. We also thank the Cell Resource
Center of Northeast Normal University for providing BT474, HCC1187, HEK293T,
MCF7, MCF10A, MDA-MB-231, MDA-MB-453, SKBR-3, T47D and ZR-75-1 cells.

AUTHOR CONTRIBUTIONS
Conceptualization, HW, TY, and JS; methodology, YY, SS, and SL; validation, YY, SS, SL,
and YL; formal analysis, YY, SS and JK; investigation, YY, SL, and YD; resources, NZ, DY,
and FQ; writing-original draft preparation, YY, SS, and SL; writing-review and editing,
JK, YL, and YD; visualization, SL, and JS; supervision, HW and TY; funding acquisition,
HW. All authors have read and agreed to the published version of the manuscript.

FUNDING
This work was supported by the National Natural Science Foundation of China
(81872263 to HW).

COMPETING INTERESTS
The authors declare no competing interests.

ETHICS APPROVAL
All animal experiments were approved by the Ethics Committee for Biology and
Medical Science of Dalian University of Technology.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-024-06656-z.

Correspondence and requests for materials should be addressed to Jing Sun, Tao Yu
or Huijian Wu.

Reprints and permission information is available at http://www.nature.com/
reprints

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

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium 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 Author(s) 2024

Y. Yang et al.

13

Cell Death and Disease          (2024) 15:289 

https://doi.org/10.1038/s41419-024-06656-z
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	GATA4 regulates the transcription of MMP9 to suppress the invasion and migration of breast cancer cells via HDAC1-mediated p65 deacetylation
	Introduction
	Materials and methods
	Plasmids and�cells
	Transfection, antibodies and chemicals
	Western blot, immunoprecipitation, GST pull-down and immunofluorescence
	Cell scratch wound-healing and transwell�assay
	Luciferase reporter�assay
	Gelatin zymography
	Chromatin immunoprecipitation
	Mice metastasis�model
	Quantification of lung metastasis in�mice
	RNA isolation, RT-PCR and�qPCR
	Statistical analysis

	Results
	GATA4 inhibits the invasion and migration of breast cancer�cells
	GATA4 decreases the expression of MMP9 in breast cancer�cells
	Determination of GATA4 binding elements on MMP9 promoter
	GATA4 interacts with�p65
	GATA4 facilitates HDAC1-mediated deacetylation�of p65
	GATA4 inhibits the metastasis of breast cancer�cells

	Discussion
	Reporting summary

	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Ethics approval
	ADDITIONAL INFORMATION




