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The feedback loop between MTA1 and MTA3/TRIM21
modulates stemness of breast cancer in response to estrogen
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The metastasis-associated protein (MTA) family plays a crucial role in the development of breast cancer, a common malignancy with
a high incidence rate among women. However, the mechanism by which each member of the MTA family contributes to breast
cancer progression is poorly understood. In this study, we aimed to investigate the roles of MTA1, MTA3, and tripartite motif-
containing 21 (TRIM21) in the proliferation, invasion, epithelial-mesenchymal transition (EMT), and stem cell-like properties of breast
cancer cells in vivo and in vitro. The molecular mechanisms of the feedback loop between MTA1 and MTA3/TRIM21 regulated by
estrogen were explored using Chromatin immunoprecipitation (ChIP), luciferase reporter, immunoprecipitation (IP), and
ubiquitination assays. These findings demonstrated that MTA1 acts as a driver to promote the progression of breast cancer by
repressing the transcription of tumor suppressor genes, including TRIM21 and MTA3. Conversely, MTA3 inhibited MTA1
transcription and TRIM21 regulated MTA1 protein stability in breast cancer. Estrogen disrupted the balance between MTA1 and
MTA3, as well as between MTA1 and TRIM21, thereby affecting stemness and the EMT processes in breast cancer. These findings
suggest that MTA1 plays a vital role in stem cell fate and the hierarchical regulatory network of EMT through negative feedback
loops with MTA3 or TRIM21 in response to estrogen, supporting MTA1, MTA3, and TRIM21 as potential prognostic biomarkers and
MTA1 as a treatment target for future breast cancer therapies.
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INTRODUCTION
Breast cancer seriously affects the health of women worldwide,
which accounts for 31% of female malignancies and 15% of
female deaths from malignancies [1]. Tumor metastasis is an
imperative reason of poor survival in breast cancer. Cancer
stemness and epithelial-mesenchymal transition (EMT) in malig-
nant tumors are important factors influencing tumor metastasis
[2]. However, the exact molecular mechanisms underlying tumor
metastasis remain poorly understood.
EMT, a multistep dynamic process, plays a crucial role in the

progression of malignant tumors. The transcription factors
regulating EMT, including snail family transcriptional repressor 1
(SNAI1), twist family bhlh transcription factor 1 (Twist1), zinc finger
e-box binding homeobox 1 (ZEB1) and ZEB2, regulate cancer
migration, invasion, and metastasis [3]. EMT drives the stemness of
cancer cells, and there is a pronounced overlap in the
transcriptomic profiles of cells that undergo EMT and cancer
stem cells [4–6]. Cancer cells acquire stemness by promoting EMT
to allow invasive metastasis through epigenetic modulation [7].

Previous studies have reported that epithelial cell adhesion
molecule (EpCAM) promotes cancer cell self-renewal and bone
metastasis [8, 9].
Nucleosome remodeling deacetylase complex (NuRD) and

histone deacetylase (HDAC) act as chromatin remodeling com-
plexes that repress transcription by regulating histone deacetyla-
tion [10]. The MTA family, including MTA1, MTA2, and MTA3,
regulates the transcription of downstream genes that are essential
components of the NuRD complex [11]. The N-terminal regions of
MTA1, MTA2, and MTA3 are highly homologous, whereas the
C-terminal contains a unique proline-rich region only in MTA1.
Differences in the C-terminus are responsible for the different
roles of MTA1 and MTA3 in tumors [12, 13]. Unlike MTA1 and
MTA3, little change has been reported in MTA2 expression during
tumorigenesis [14]. Recent studies have revealed that MTA1 is
overexpressed in various tumors, including breast, prostate,
cervical, and liver cancers [15–18]. MTA1 is involved in various
steps of the malignant transformation, containing invasion, EMT,
DNA damage, angiogenesis, inflammation, metastasis, and drug
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Fig. 1 MTA1 is upregulated in breast cancer and promotes the proliferation of breast cancer cells. A Analysis of MTA family expression
using the GEO dataset indicated that MTA1 was increased and MTA3 was decreased in breast cancer samples compared to normal tissues.
B Survival analysis demonstrated that high expression of MTA1 indicates a good prognosis, and high expression of MTA3 indicates a poor
prognosis. CMTA1 expression was negatively correlated with MTA3 expression using the analysis of public datasets. D The expression of MTA1
and MTA3 was analyzed by qRT-PCR using total RNA extracted from paired samples of 12 breast cancer tissues and adjacent normal breast
tissues. E Lysates of different human breast cancer cell lines were subjected to western blotting to examine MTA1 and MTA3 protein
expression levels. F Growth curve analysis of MCF-7 and MDA-MB-231 cells after overexpression or knockdown of MTA1 or MTA3. G EdU assays
in MCF-7 and MDA-MB-231 cells transfected with vector, MTA1, MTA3, shSCR, shMTA1, or shMTA3. H Colony formation experiments after
transfection with vector, MTA1, MTA3, shSCR, shMTA1, and shMTA3 in MCF-7 and MDA-MB-231. Error bars represent the minimum to
maximum in A and the mean ± SD in D, F–H. *p < 0.05, **p < 0.01, ***p < 0.001; two-tailed unpaired t-test.
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Fig. 2 MTA1 promotes migration, invasion, EMT, and stemness in breast cancer cells, whereas MTA3 exerts the opposite effects.
A Transwell invasion assays performed in MCF-7 and MDA-MB-231 cells after overexpression or knockdown of MTA1 or MTA3, respectively.
B mRNA and protein expression levels of epithelial and mesenchymal markers, as determined by RT-qPCR and western blotting, respectively,
after overexpression of MTA1 or knockdown of MTA3 in MCF-7 cells, knockdown of MTA1, or overexpression of MTA3 in MDA-MB-231 cells.
C Representative images of spheroid formation in suspension culture after 15 days of MTA1 overexpression or MTA3 knockdown in MCF-7
cells. The number of spheres per field and the diameters of the spheres were statistically analyzed. D Flow cytometry results of EpCAM-stained
MDA-MB-231 cells stably overexpressing of MTA1 or knockdown of MTA3. E RT-qPCR and western blotting to determine the mRNA and
protein expression levels of stem cell markers (SOX2, OCT-4, c-MYC, and NANOG) after knockdown or overexpression of MTA1 or MTA3. Error
bars represent the mean ± SD in A–E. *p < 0.05, **p < 0.01; two-tailed unpaired t-test.
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resistance. It exerts transcriptional repression by binding to the
NuRD complex and blocks estrogen receptor 1 (ESR1) transcription
stimulated by estrogen [19].
MTA3 exerts transcriptional repression mainly through the

NuRD complex to suppress cancer cell stemness and metastasis

and ultimately inhibit tumorigenesis [16, 20]. Our previous study
demonstrated that the MTA3/GATA binding protein 3 (GATA3)/
G9A complex can transcriptionally repress the transcription factor
zinc finger e-box binding homeobox 2 (ZEB2) to suppress breast
carcinogenesis [16]. However, the mechanisms by which MTA1
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and MTA3 play important roles in stem cell-like properties and
EMT in breast cancer remain poorly understood.
In this study, we investigated whether MTA1 is overexpressed in

breast cancer tissues and whether it correlates with poor survival
in patients with breast cancer. MTA3 expression is progressively
downregulated in breast cancer, and the absence of MTA3
promotes disease progression in breast cancer. We found that
MTA1 and MTA3 are recognized by specific transcription factors
and play opposing roles in breast cancer.

RESULTS
Upregulation of MTA1 expression or downregulation of MTA3
expression correlates with breast cancer progression
Gene Expression Omnibus (GEO) datasets analysis indicated that
MTA1 expression was upregulated in breast cancer, MTA3
expression was decreased in breast cancer (Fig. 1A and
Supplementary Fig. 1A). Patients with high MTA1 expression-
breast cancer had poor prognosis. In contrast, patients with high
MTA3 expression showed longer-term survival (Fig. 1B). MTA1
expression was significantly negatively correlated and MTA3
expression in breast cancer (Fig. 1C and Supplementary Fig. 1B).
The results demonstrated that MTA1 expression was significantly
increased in breast cancer tissues, while MTA3 expression was
higher in adjacent tissues (Fig. 1D).
The protein expression level of MTA1 was low in MCF-7 cells

and high in MDA-MB-231 cells. Conversely, the protein expression
level of MTA3 was high in MCF-7 cells and low in MDA-MB-231
cells (Fig. 1E). MCF-7 and MDA-MB-231 cells were transfected with
corresponding lentiviruses to generate MTA1 overexpression or
knockdown cells and MTA3 overexpression or knockdown cells
(Supplementary Fig. 1C). Growth curve analysis showed that MTA1
significantly promoted breast cancer cell growth, whereas MTA3
inhibited cell growth (Fig. 1F). The 5-ethynyl-2′-deoxyuridine (EdU)
results showed that MTA1 knockdown or MTA3 overexpression
caused a significant decrease in EdU-labeled breast cancer cells,
and MTA1 overexpression or MTA3 knockdown caused the
opposite effect (Fig. 1G and Supplementary Fig. 1D, E). MTA1
overexpression or MTA3 knockdown increased colony numbers
with the comparison of vector group or shScramble (shSCR),
whereas MTA1 knockdown or MTA3 gain-of-function decreased
this effect in breast cancer cells (Fig. 1H). These results suggest
that MTA1 stimulates the proliferation of breast cancer cells,
whereas MTA3 exerts an opposite effect.

MTA1 and MTA3 regulate breast cancer cell invasion and
stemness in opposite ways
To verify the tumorigenic function of MTA1 and MTA3 in breast
cancer cells, Transwell and wound healing assays were carried out.
MTA1 overexpression or MTA3 knockdown promoted breast
cancer invasion, whereas knockdown of MTA1 or MTA3 over-
expression had the opposite effect (Fig. 2A). Migration assays
revealed that MTA1 overexpression or MTA3 knockdown resulted

into an increase in the migration of breast cancer cells, whereas
MTA1 knockdown or MTA3 overexpression induced the opposite
effect (Supplementary Fig. 2A). Real-time quantitative PCR (RT-
qPCR) and western blotting showed that MTA1 overexpression or
MTA3 knockdown downregulated the expression of epithelial
markers, containing E-cadherin, α- and γ-catenin, and upregulated
the expression of mesenchymal markers fibronectin, N-cadherin,
and vimentin. MTA1 knockdown and MTA3 overexpression had
opposite effects on the expression of EMT markers (Fig. 2B). These
findings confirm that MTA1 is essential for controlling EMT and
promoting breast cell invasion.
Overexpression of MTA1 or MTA3 knockdown led to a

significant increase of sphere-forming efficiency and sphere
diameter compared to the control group, whereas MTA1 knock-
down or overexpression of MTA3 reduced these levels (Fig. 2C and
Supplementary Fig. 2B). Flow cytometry assays identified that
EpCAM-positive cells increased after MTA1 overexpression or
MTA3 knockdown (Fig. 2D). RT-qPCR and western blotting
identified that the expression of stem cell markers sry-box
transcription factor 2 (SOX2), pou class 5 homeobox 1 (OCT4),
myc proto-oncogene, bhlh transcription factor (c-MYC), and nanog
homeobox (NANOG) were upregulated by MTA1 overexpression
or MTA3 knockdown in breast cancer cells. MTA1 knockdown and
MTA3 overexpression had the opposite effects (Fig. 2E). These
results determine that MTA1 promotes breast cancer cell
migration, invasion, and stemness in vitro and that the role of
MTA3 in these phenotypes was the opposite of that of MTA1.

Genome-wide transcription targets for MTA1 and MTA3
We conducted RNA-seq on MCF-7 cells with MTA1 knockdown to
investigate its role in regulating breast cancer malignancy. Our
analysis identified 1117 upregulated and 341 downregulated
differentially expressed genes (DEGs) in the cancer cells compared
to control cells (Supplementary Fig. 3A). Kyoto Encyclopedia of
Genes and Genomes (KEGG) pathway analysis of DEGs showed
that the upregulated DEGs were mainly enriched in the cytokine
receptor interaction, Toll-like receptor, nuclear factor kappa B (NF-
κB), and tumor necrosis factor (TNF) pathways, which are
important for tumorigenesis and progression. The downregulated
DEGs were mainly related to the cell cycle, cyclic adenosine 3’,5’-
monophosphate (cAMP), AMP-activated protein kinase (AMPK),
and especially the pathway of EMT and focal adhesion pathways,
which are related to cancer metastasis (Supplementary Fig. 3B, C).
The DEGs were strongly enriched in EMT- and stem cell-related
genes (Fig. 3A) and included multiple tumor suppressors. The
mRNA expression levels of tumor suppressors MTA3, TRIM21, unc-
51 like autophagy activating kinase 1 (ULK1), lif receptor subunit
alpha (LIFR), protein kinase cAMP-activated catalytic subunit beta
(PRKACB), TNF, ATPase H+ transporting V0 subunit D2 (ATP6V0D2),
brain abundant membrane attached signal protein 1 (BASP1),
diacylglycerol o-acyltransferase 2 (DGAT2), and integrin subunit
alpha 7 (ITGA7) were upregulated in MTA1 knockdown cells, and
the mRNA expression levels of these genes were in a decrease

Fig. 3 MTA1 regulates tumor suppressor, EMT, and stemness pathways. A Heatmap of known EMT-associated-and tumor stemness-
associated genes from differential gene analysis of shMTA1 and shSCR cells RNA sequencing. B RT-qPCR analysis of selected tumor suppressor
genes (MTA3, TRIM21, ULK1, LIFR, PRKACB, TNF, ATP6V0D2, BASP1, DGAT2, and ITGA7) after overexpression of MTA1 in MCF-7 cells or knockdown
of MTA1 in MDA-MB-231 cells. mRNA expression levels of the target genes were normalized to that of GAPDH levels. C qChIP analysis of
indicated genes in MDA-MB-231 cells. GAPDH was used as internal control. D MDA-MB-231 cells were infected with shSCR and shMTA1
lentiviruses. qChIP analysis of tumor transcription factor recruitment was performed using an MTA1 antibody, with GAPDH as an internal
control. E Western blotting demonstrated that overexpression MTA1 downregulated MTA3 and TRIM21 protein expression levels in MCF-7
cells. The protein expression levels of MTA3 and TRIM21 increase in MDA-MB-231 cells after stably transfected with shMTA1. F Primer pairs
#1–8 were synthesized to cover the promoter region of MTA1, and a qChIP-based promoter walking experiment was performed using MCF-7
cells (up). Primer pairs #1–8 were synthesized to cover the promoter region of MTA3, and a qChIP-based promoter walking experiment was
performed using MDA-MB-231 cells (bottom). G Western blotting results for epithelial, mesenchymal, and stemness markers after the
simultaneous knockdown of MTA1 and MTA3 in MDA-MB-231 and MCF-7 cells. H Schematic overview of the transcriptionally regulatory
between MTA1 and MTA3. Error bars represent the mean ± SD in B–D, F. *p < 0.05, **p < 0.01; two-tailed unpaired t-test.
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after overexpression MTA1 (Fig. 3B). Chromatin immunoprecipita-
tion (ChIP) assay was used to identify that MTA1 was enriched in
the promoters of the MTA3, TRIM21, LIFR, PRKACB and ULK1 to
inhibit the transcription of these genes (Fig. 3C). The recruitment
of MTA1 to these tumor suppressors was attenuated when MTA1

was knocked down (Fig. 3D). The protein expression levels of
MTA3 and TRIM21 increased after MTA1 knockdown, whereas they
decreased after MTA1 overexpression (Fig. 3E). Quantitative ChIP
(qChIP)-based promoter walk results showed significant enrich-
ment of MTA3 in three promoter upstream from −2500 to −1700
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in the promoter of MTA1. MTA1 was enriched in the MTA3
promoter upstream from −2500 to −1200 bp (Fig. 3F). These
results recommend that MTA1 hinders the expression of tumor
suppressor genes, including MTA3 and TRIM21, and influences the
EMT and stem cells.
After MTA3 knockdown, 524 DEGs were upregulated and 245 DEGs

were downregulated (Supplementary Fig. 3D). The DEGs were
significantly enriched in pathways such as oxidative phosphorylation,
the estrogen signaling pathway, aging, and metabolism (Supplemen-
tary Fig. 3E). Gene set enrichment analysis (GSEA) showed that the
DEGs were enriched in EMT and focal adhesion pathways
(Supplementary Fig. 3F). MTA1 expression decreased after MTA3
knockdown but increased after MTA3 overexpression (Supplementary
Fig. 1C). Together, these results suggest that MTA1 promotes EMT and
stemness in breast cancer, while MTA3 exerts an opposite effect.
Knockdown of MTA3 upregulated the expression of mesench-

ymal and stemness markers and repressed the expression of
epithelial markers. These effects were restored by the simulta-
neous MTA1 knockdown in breast cancer cells. Knockdown of
MTA1 improved the expression levels of epithelial markers and
declined the expression levels of mesenchymal and stemness
markers, whereas concurrent knockdown of MTA1 and MTA3
rescued the expression levels of these markers (Fig. 3G). These
findings suggest a mutual transcriptional regulation between
MTA1 and MTA3, indicating a negative feedback crosstalk
mechanism (Fig. 3H).

MTA1 promotes breast cancer stemness in vivo
The results of limited-dilution tumorigenic assays in NOD/SCID
mice indicated that the overexpression of MTA1 significantly
improved tumor initiation. The frequency of breast cancer stem
cells was obviously higher in the MTA1 overexpression group with
the comparison of control group (Fig. 4A, B). The tumor growth
speed of mice in MTA1 overexpression group was significantly
faster and the volume and weight of tumor in this group were
significantly larger and heavier with the comparison of control
group (Fig. 4C and Supplementary Fig. 4A). MTA1 knockdown
decreased the frequency of tumor-initiating cells (Fig. 4D, E) and
significantly inhibited the growth of breast cancer (Fig. 4F and
Supplementary Fig. 4B).
Mice tumors were collected for immunohistochemical staining

to detect the protein expression levels of MTA1, MTA3, TRIM21,
and Ki67. The protein expression levels of MTA3 and TRIM21 were
significantly increased in the tumors of mice in the shRNA-MTA1
group compared to the control group (Fig. 4G). These results
suggest that MTA1 plays a crucial role in inducing stemness in
breast cancer and promoting tumorigenesis in vivo.

TRIM21 inhibits proliferation, invasiveness, EMT, and stem-
like properties of breast cancer
To explore the role of TRIM21 in breast cancer, we performed cell
count assays, which revealed that increased breast cancer cell

proliferation after TRIM21 knockdown, whereas overexpression of
TRIM21 decreased their proliferation (Fig. 5A and Supplementary
Fig. 5A). Furthermore, EdU assays revealed that TRIM21 over-
expression significantly decreased the percentage of EdU-positive
cells, whereas TRIM21 knockdown increased the proportion
compared with that observed in control cells (Fig. 5B and
Supplementary Fig. 5B). TRIM21 overexpression inhibited inva-
siveness, whereas knockdown of TRIM21 promoted invasiveness
in breast cancer cells (Fig. 5C). Western blotting revealed that
TRIM21 overexpression upregulated the expression levels of
epithelial markers and downregulated the expression levels of
mesenchymal markers. TRIM21 knockdown reduced the expres-
sion of epithelial markers and upregulated that of mesenchymal
markers (Fig. 5D). Flow cytometry assays showed that after TRIM21
knockdown, the proportion of EpCAM-positive cells increased
significantly (Fig. 5E). Overexpression of TRIM21 resulted in a
significant reduction in the protein expression levels of the
stemness markers SOX2, OCT4, c-MYC, and NANOG, whereas
TRIM21 knockdown had the opposite effect (Fig. 5F). Breast cancer
patients with high TRIM21 expression have favorable relapse free
survival (RFS) and overall survival (OS) compared with those with
low TRIM21 expression (Fig. 5G). The same results apply to rectum
adenocarcinoma, stomach adenocarcinoma, and endometrial
cancer (Supplementary Fig. 5C, D). These results showed that
TRIM21 functions as a tumor suppressor in breast cancer to
regulate the proliferation, invasiveness, EMT, and stem-like
properties.

MTA1 promotes the proliferation, invasion, and cancer
stemness of breast cancer cells through hindering MTA3/
TRIM21 expression
The EdU assays in breast cancer cells showed that the decrease in
proliferation mediated by MTA1 knockdown was reversed by
MTA3 or TRIM21 knockdown (Fig. 5H). MTA1-overexpression
promoted the invasiveness of breast cancer cells, while over-
expression of MTA3 or TRIM21 restored it to normal levels. MTA1
loss-of-function in MDA-MB-231 cells decreased invasiveness,
which was partly restored through co-knockdown of MTA3 or
TRIM21(Fig. 5I, J). These results revealed that MTA1 promotes the
proliferation, invasiveness, and stemness of breast cancer cells, in
part by inhibiting MTA3 expression.

TRIM21 regulates MTA1 degradation
Previous studies have shown that TRIM21 is an E3 ligase [21]. To
unravel the mechanism underlying the relationship of TRIM21 and
MTA1, we further explored whether TRIM21 could affect the
ubiquitination and protein stability of MTA1. Western blotting
showed that overexpression of TRIM21 in breast cancer cells
caused a diminishing in the protein level of MTA1, whereas
TRIM21 knockdown increased it (Fig. 6A). Immunoprecipitation (IP)
assays revealed that TRIM21 co-immunoprecipitated with MTA1
(Fig. 6B and Supplementary Fig. 6A). Further IP assays in HEK293T

Fig. 4 MTA1 promotes the growth of breast cancer xenografts in NOD/SCID mice by promoting the development of cancer stemness.
A The limited-dilution tumorigenic assay in mice showed that MTA1 promotes breast cancer stemness. Stable overexpression of MTA1 and the
control group were constructed in MCF-7 cells. MTA1-overexpressing and vector cells were injected into the fourth pair of mammary fat pads
of NOD/SCID female mice (n= 10 per group). B ELDA analysis indicates that the frequency of cancer stem cells increased after overexpression
of MTA1. C Tumor growth curves of different numbers (105, 104, 1000) of MTA1-overexpressing and vector cells over the indicated time
periods. Endpoint tumor volume of mice with different cell numbers in the overexpression MTA1 group and vector groups. D MTA1
knockdown suppressed the stemness of breast cancer in vivo. MDA-MB-231 cells stably transfected with shSCR and shMTA1 were injected into
the fourth pair of mammary fat pads of NOD/SCID female mice (n= 10 per group). E ELDA analysis indicated that MTA1 knockdown reduced
the frequency of cancer stem cells at different dilutions (1 000, 200, 50, and 20) of MDA-MB-231-shSCR and MDA-MB-231-shMTA1 cells (n= 10
per group). F Tumor growth curves of NOD/SCID mice injected with MDA-MB-231-shSCR or MDA-MB-231-shMTA1 tumors with different cell
numbers. Tumor volume with different numbers of MDA-MB-231-shSCR or MDA-MB-231-shMTA1 cells at the endpoint. G MTA1, Ki67, MTA3,
and TRIM21 staining was performed by immunohistochemistry on sections of shSCR and shMTA1 mice from tumor initiation in vitro
experiments. Error bars represent the mean ± SEM in C and F, and min to max in G. *p < 0.05, **p < 0.01, ***p < 0.001; two-tailed unpaired t-
test.
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cells showed that FLAG-tagged MTA1 was pulled down by MYC-
tagged TRIM21, and vice versa (Fig. 6C). The overexpression of
wild-type TRIM21 with HA-ubiquitin and FLAG-MTA1 markedly
promoted MTA1 ubiquitination (Fig. 6D, E). In contrast, TRIM21
knockdown inhibited MTA1 ubiquitination (Fig. 6F and

Supplementary Fig. 6B). The half-life of MTA1 was prolonged by
knocking down TRIM21 and inhibiting protein synthesis by
cycloheximide (CHX) treatment (Fig. 6G). These results indicate
that TRIM21 regulates the protein stability of MTA1 by affecting
MTA1 ubiquitination.
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Estrogen receptor α and MTA1 regulate TRIM21 transcription
Our previous results indicated MTA1 and estrogen receptor α (ERα)
mutually inhibit each other’s expression [22, 23]. TRIM21 is down-
regulated by MTA1 and plays a vital role in breast cancer. Therefore,
the relationship between TRIM21 and ERαmakes us curious to further
explore. The expression of TRIM21 and MTA3 was diminished after E2
treatment, whereas MTA1 expression was upregulated by E2
treatment (Fig. 6H). Transfection of FLAG-ERα contributed to the
upregulated expression of TRIM21 and MTA3 and led to the
decreased expression of MTA1 in breast cancer cells (Fig. 6I). ChIP
experiments showed that ERα was enriched in the promoter regions
of TRIM21 and MTA3 (Fig. 6J). qChIP-dependent promoter walk
experiments showed that, in breast cancer cells, ERα was mainly
enriched in the−800 to−200 section of the TRIM21 promoter (Fig. 6K
and Supplementary Fig. 6C), MTA1 was mainly enriched in the−1 400
to −500 region of the TRIM21 promoter (Fig. 6K). Furthermore, the
luciferase activity of the TRIM21 reporter containing its promoter
(−2000 to +100) was significantly activated by E2 treatment or
transfection of FLAG-ERα, and this activation is inhibited when MTA1
is overexpressed (Fig. 6M, N). TRIM21 or MTA3 expression had good
predictive ability for the survival of patients with ER-positive breast
cancer, however, no significant difference was observed in survival in
patients with ER-negative breast cancer (Supplementary Fig. 6D, E).
These results indicated that MTA1 and ERα can bind to the promoter
of TRIM21. The promoter region of TRIM21 binding to MTA1 led to a
reduction of its expression, whereas ERα binding transcriptionally
activated it expression (Fig. 6O).

MTA1 upregulation is a marker for poor prognosis, whereas
MTA3 and TRIM21 are correlated with good prognosis in
multiple cancers
To further explore the predictive performance of MTA1, MTA3, and
TRIM21 in the prognosis of patients with breast cancer, we performed
immunohistochemical staining. The findings indicated that MTA1
expression was significantly upregulated in breast cancer tissues
compared to that in normal tissues, whereas MTA3 and TRIM21 were
the opposite. MTA1 expression was positively correlated with cancer
histological grade, whereas those of MTA3 and TRIM21 were the
opposite (Fig. 7A, B). MTA1 expression negatively correlated with
MTA3 and TRIM21 expression (Fig. 7C). Kaplan–Meier survival analysis
displayed that higher MTA1 expression level is detrimental to RFS and
OS in breast cancer patients (Fig. 7D and Supplementary Fig. 7A). This
also applies to cervical squamous cell carcinoma, liver hepatocellular
carcinoma, and sarcoma (Supplementary Fig. 7B, C).
Analysis of the GSE58812 dataset found that the stratification of

patients based on the converse expression of MTA1/MTA3 or
MTA1/TRIM21 improved the predictive power of MTA1 (Fig. 7E).
These findings suggest that MTA1, MTA3, and TRIM21 are
potential biomarkers for breast cancer.

DISCUSSION
This study revealed negative regulatory relationships between
MTA1 and MTA3/TRIM21. The crosstalk between MTA1 and MTA3

regulates the malignancy of breast cancer cells, including
proliferation, invasion, EMT, and stemness. Additionally, this study
also suggests that TRIM21 influences the stability of MTA1. The
regulatory mechanisms of MTA1, MTA3, and TRIM21 affecting
breast cancer progression via EMT and stem cell properties is
shown in Fig. 7F.
Cancer stem cells with unlimited growth potential to increase in

value are closely associated with the processes of tumor
metastasis, recurrence, and drug resistance [24]. Breast cancer
stem cells are involved in multistep of breast cancer development
containing invasion and metastasis [25]. Cancer stem cell
production is mediated by the EMT, which promotes cellular
depolarization and self-renewal to promote tumorigenesis [4, 26].
Our study identified multiple regulators of breast cancer stemness
and showed that MTA1 influences the cancer stem-like state by
interacting with EMT and inhibiting the expression of MTA3 and
TRIM21.
Studies have shown that the expression of MTA1 is regulated by

multiple genes, including MUC1-C/MYC [27, 28]. MTA1 is
ubiquitinated by the E3 ubiquitin ligase COP1 [29, 30]. MTA1
expression is also inhibited by stilbenes, thereby disrupting the
MTA1/histone deacetylase complex [31]. In this study, MTA3 and
TRIM21 were found to restrict the expression of MTA1 in different
ways. MTA3 formed a transcriptional repression complex in the
promoter region of MTA1, hindering the transcription of MTA1.
TRIM21 affected the protein stability of MTA1 by
ubiquitinating MTA1.
Additionally, the transcription of MTA1 is also activated by the

clock circadian regulator basic helix-loop-helix arnt like 1 (CLOCK-
BMAL1) heterodimer [32]. Furthermore, a bacterial lipopolysac-
charide has been shown to activate MTA1, leading to increased
expression of transglutaminase 2, thereby modulating the
inflammatory response [33]. Our findings showed that the
hyperactivation of MTA1 in breast cancer cells drives EMT and
cancer stemness.
The NuRD complex is an important transcriptional regulator

with a crucial role in tumors via transcriptional repression [34]. The
NuRD (MTA1) complex promotes EMT through transcriptional
repression of peroxisome proliferator-activated receptor α (PPARα)
and superoxide dismutase 2 (SOD2) in breast cancer [35]. MTA1 is
involved in a variety of malignancies by regulating the EMT
process, involving multiple pathways [36–42]. The NuRD (MTA1)
complex influences cancer EMT by modulating E-cadherin
expression, thereby promoting cancer invasiveness and metastasis
[17]. Our qChIP results showed that MTA1 transcriptionally
regulates tumor suppressors, including MTA3 and TRIM21. Our
previous study showed that NuRD (MTA1) and NuRD (MTA3) form
an antagonism that potentially regulates breast cancer develop-
ment and progression [16, 23]. In this study, we discovered that
MTA1 is significantly enriched in the promoter region of MTA3 to
inhibit the transcription of MTA1, whereas MTA3 is relatively
enriched in the MTA1 promoter to hinder its transcription.
TRIM21 consists of a zinc finger coiled-coil, and RING structural

domains for E3 ubiquitin ligation [43]. Meanwhile, TRIM21 inhibits

Fig. 5 TRIM21 suppresses proliferation, invasion, EMT and stemness of breast cancer cells. A Cell counting assays indicated that TRIM21
inhibits breast cancer cell growth in MCF-7 cells. Knockdown of TRIM21 actives breast cancer cell growth. B EdU assays performed on MCF-7
and MDA-MB-231 cells transfected with TRIM21, siCtrl, siTRIM21-1, or siTRIM21-2. siCtrl, siControl. C Transwell assays indicated that TRIM21
inhibits invasion in MCF-7 and MDA-MB-231 cells with overexpression it and actives invasion in TRIM21 knockdown cells. siCtrl, siControl.
D Western blot results for the expression of epithelial and mesenchymal markers after overexpression or knockdown of TRIM21 in MCF-7 and
MDA-MB-231 cells. E Percentage of EpCAM-positive cells assessed by flow cytometry were increased after TRIM21 knockdown in MDA-MB-231
cells. F Protein expression levels of the stemness markers SOX2, OCT4, NANOG, and c-MYC in MCF-7 and MDA-MB-231 cells overexpression or
knockdown of TRIM21. G RFS and OS analyses demonstrated that breast cancer patients with high TRIM21 expression had a better prognosis
than those with low expression in. H Proliferative ability of MDA-MB-231 cells transfected with siRNA and shRNA viruses determined using the
EdU assays. I The invasive phenotype was detected in MCF-7 cells transfected with the Vector, MTA1, MTA3, and TRIM21. J Transwell assays to
identify the invasiveness of MDA-MB-231 cells transfected with siRNA and shRNA viruses. Error bars represent the mean ± SD in A–C, E, H–J.
*p < 0.05, **p < 0.01; two-tailed unpaired t-test.
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the transcription of runx family transcription factor 2 (RUNX2) by
regulating the degradation of set domain containing 7/9 (SET7/9),
thereby inhibiting the malignant phenotype in breast cancer [44].
In breast cancer cells, TRIM21 regulates the EMT process by
affecting the proteasomal degradation of SNAI1. Low expression

of TRIM21 positively correlates with poor prognosis of patients
with breast cancer [45]. TRIM21-mediated degradation of inter-
feron gamma inducible protein 16 (IFI16) and hu-antigen R (HuR)
inhibits radiation therapy resistance in stemness of gliomas [46].
TRIM21 inhibits the stemness of gastric cancer cells and functions
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as a sensitizer to apatinib treatment [47]. It can be affected by
both SUMOylation and cop9 signalosome subunit 6 (CSN6)-
mediated ubiquitination in colon cancer [48, 49]. Our results
revealed that TRIM21 hindered proliferation, invasion, EMT, and
stemness in breast cancer.
TRIM21 regulates the ubiquitination of several proteins [44, 50–52].

This study is the first to demonstrate that TRIM21 interacts with MTA1
to regulate the ubiquitination of its proteins and attenuate the protein
expression level of MTA1. TRIM21 is involved in the progression of
cancers, mainly metabolism, immune regulation, and cancer therapy
[43, 53–55]. TRIM21 mediates the degradation of branched-chain
amino acid transaminase 2 (BCAT2) to inhibit the formation and
progression of pancreatic ductal adenocarcinoma [56]. TRIM21
mediates the degradation of the autophagic lysosomal pathway of
cyclin-dependent kinase 2 (CDK2) to inhibit the proliferation of acute
myeloid leukemia [57]. Our findings revealed that TRIM21 affects the
stability of MTA1 to hinder breast cancer proliferation, invasion, EMT,
and cancer stemness and synergizes with MTA3 to maintain epithelial
homeostasis.
In conclusion, our research provides mechanistic understand-

ings that the negative feedback loops between MTA1 and MTA3,
MTA1, and TRIM21 in response to estrogen are initiated to
regulate cancer stem cell fate and EMT in breast cancer. MTA1
exerts negative regulation through transcriptional inhibition of
MTA3 and TRIM21. Conversely, MTA3 inhibits MTA1 mRNA
expression through transcriptional regulation, and TRIM21 influ-
ences the stability of MTA1. Our results add to sights of the
complexity of EMT and stemness regulatory networks and suggest
that MTA1 is a potential biomarker for breast cancer diagnosis and
prospective therapeutic target. MTA3 and TRIM21 are potential
prognostic biomarkers for breast cancer.

MATERIALS AND METHODS
Antibodies and reagents
Antibodies were purchased MTA1(5647, 5646), E-Cadherin (3195), α-N-
Cadherin (3240), γ-Catenin (2309), N-Cadherin (13116), Vimentin (5741),
NANOG (4903), SOX2 (3579), c-MYC (18583) from Cell Signaling
Technology (Danvers, MA, USA); HA (ab9110) and OCT4 (ab19857) from
Abcam (Cambridge, UK); fibronectin (F3648), FLAG (F1408) from Sigma-
Aldrich (St. Louis, MO, USA); and MTA3 (sc-81325), TRIM21 (sc-25351) from
Santa Cruz Biotechnology (Dallas, TX, USA) and. The short interfering RNAs
(siRNAs) and small hairpin RNAs (shRNAs) were obtained from Gene-
Pharma (Shanghai, China). MG132 and cycloheximide (CHX) were bought
from Sigma-Aldrich. Matrigel (354248 & 354262) was purchased from
Corning Inc. (NY, USA).

Cell culture and transfection
The American Type Culture Collection (ATCC, Manassas, VA, USA) provided
the cell lines including MDA-MB-231, MCF-7, HEK293T, T-47D, BT-474, and

SK-BR-3. The Asterand Bioscience (Detroit, Michigan, USA) provided
SUM159. Dulbecco’s modified Eagle’s medium (DMEM) (Biological
Industries, Kibbutz Beit-Haemek, Israel) supplemented with 10% fetal
bovine serum (FBS) (Biological Industries, Kibbutz Beit-Haemek, Israel) and
1% penicillin–streptomycin (Thermo Fisher Scientific, Waltham, MA, USA)
was used to cultivate MDA-MB-231, MCF-7, and HEK293T cells. T-47D, BT-
474, SK-BR-3, and SUM159 cells were maintained at 37 °C and 5% CO2 in
RPMI 1640 medium with 10% FBS and 1% penicillin–streptomycin. Before
T-47D and MCF-7 were treated with 17β-estradiol (E2) or FLAG-ERα
transfection, they were cultured using phenol red-free medium over 72 h.
Transfections were performed using polyethyleneimine (Polysciences,
Warrington, PA, USA), TurboFect Transfection Reagent (Thermo Fisher
Scientific), and Lipofectamine RNAiMAX Reagent (Thermo Fisher Scientific),
as per the requirements of the manufacturer. Three or more repetitions of
each experiment were conducted. Supplementary Tables 1 and 2,
respectively, contain the siRNA and shRNA sequences used in this study.

5-ethynyl-2′-deoxyuridine assay
Ten to twenty unfilled Petri dish wells were injected with cells. Following
cell apposition, the cells underwent the EdU assay in accordance with the
5-ethynyl-2′-deoxyuridine assay (EdU) kit’s instructions (Ribobio, Guangz-
hou, China). Using a fluorescent microscope, pictures of the cells
were taken.

Wound-healing assay
Cells were inoculated in culture dishes and cultured with DMEM medium
with 10% FBS to 90% confluence, after which scratches were produced
using a 200 μL pipette tip, followed by 3 gentle rinses with phosphate-
buffered saline (PBS). After that, the cells were incubated for 36 hours at
37 °C in new media devoid of serum. Under a microscope, cells in a 6-well
plate were captured on camera.

Cell invasion assay
Matrigel™ was considered for covering Transwell chambers. The Transwell’s
upper chamber was filled with cells cultured in a serum-free medium. The
lower chamber contained medium containing 10% FBS. After the removal
of upper chamber, the cells were stored for 10minutes with 1 mL
methanol and stained with 1 mL crystal violet for ten minutes. After the
cells were fixed and stained, they were photographed using microscope.

Spheroid-forming assay
Trypsin treatment was administered to cells in the logarithmic growth
phase, followed by a 5-min centrifugation at 200×g and resuspension in
MammoCult™ medium (StemCell Technologies, Vancouver, BC, Canada,
#05620). Cells were incubated in low adsorption 6-well plates containing
MammoCult™ medium at 37 °C with 5% CO2. Every 3 days, the medium
was replaced, and on day fifteen, the outcomes were presented under a
microscope.

Mouse xenograft model
After being gathered, cells in the logarithmic growth phase underwent 3 PBS
washes. After that, the cells were resuspended in PBS along with Matrigel and

Fig. 6 MTA1 expression is regulated by TRIM21-mediated ubiquitination, and ERα promotes TRIM21 transcriptional activation. A TRIM21
hinders MTA1 expression in MCF-7 and MDA-MB-231 cells. The protein expression of MTA1 was detected after overexpression or knockdown
of TRIM21 cells. B MTA1 interacts with TRIM21. Whole cell lysates of MDA-MB-231 cells overexpressing MTA1 were immunoprecipitated with
control IgG or FLAG antibodies, followed by western blotting with the indicated antibodies. C HEK293T cells were transfected with FLAG-MTA1
alone or together with MYC-TRIM21 for 36 h, then immunoprecipitated with anti-FLAG and anti-MYC antibodies, followed by western blotting.
D, E HEK293T (D) and MCF-7 (E) cells were transfected with FLAG-tagged MTA1, HA-tagged Ub, and MYC-tagged TRIM21 alone or together for
24 h and treated with 20 μM MG132 for 8 h. The cell lysate was immunoprecipitated with an anti-FLAG antibody and western blotting was
performed with the corresponding antibody. F TRIM21 affects the protein stability of MTA1. MDA-MB-231 cells were transfected with control
or TRIM21 siRNA for 40 h and then treated with MG132 (20 μM) for 8 h. Cell lysates were immunoprecipitated with MTA1 antibody, and
western blotting was performed using the corresponding antibodies. GWestern blotting revealed that TRIM21 affected the protein stability of
MTA1. MDA-MB-231 cells transfected with control or TRIM21 siRNA were treated with CHX (50 μg/ml) for 0 h, 8 h, 16 h, and 24 h. H, I qRT-PCR
and western blot results show that E2 treatment (H) or FLAG-ERα transfection (I) promotes the expression of MTA3 and TRIM21 and inhibits
the expression of MTA1 in MCF-7 and T-47D cells. J ChIP assays showed that ERα binds in the promoter region of MTA3 and TRIM21.
K, L Primer pairs #1–7 were synthesized to cover the promoter region of TRIM21, and a qChIP-based promoter walking experiment was
performed using ERα antibody (K) or MTA1 (L) antibodies. M, N Luciferase activity of TRIM21 promoter (−2000 to +100) reporters in MDA-MB-
231 cells with E2 treatment (M) or FLAG-ERα (N) transfection after transfection with vector and MTA1. O The proposed regulatory mechanisms
of ERα, MTA3, MTA1, and TRIM21. Error bars represent the mean ± SD in H–N. *p < 0.05, **p < 0.01; two-tailed unpaired t-test.
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injected into the fourth pair of mammary fat pads of 4-week-old non-obese
diabetic/server combined immune-deficiency (NOD/SCID) mice, which are
randomly numbered and grouped. The size of tumors was monitored weekly.
Length × width2/2 is the formula to calculate tumor volume. The frequency of
cancer stem cells was detected using the software Extreme Limiting Dilution
Analysis (ELDA) (https://bioinf.wehi.edu.au/software/elda/index.html).

Flow cytometry
After being resuspended, the cells were mixed with 1% bovine serum
albumin (Solarbio, Beijing, China) in phosphate-buffered saline (PBS), along
with the addition of the appropriate antibody following instructions before
incubation at 4 °C for 45minutes, sheltered from light. After that, the cells
were cleaned 3 times using PBS containing 1% BSA. BD BioSciences,
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Franklin Lakes, NJ, USA, provided the FlowJo software 10.4.0, which was
used for data analysis and cell assay.

Real-time quantitative PCR
Based on the instructions of manufacturer, cellular RNA was isolated with
the help of RNA-Quick Purification Kit (Esunbio, Shanghai, China).
PrimeScriptTM RT Master Mix (TaKaRa Bio, Kusatsu, Shiga, Japan) was
used to produce cDNA. Real-time quantitative transcripts were assayed
using ABI QuantStudio5 and analyzed using the comparative Ct method,
with GAPDH as an internal reference. Supplementary Table 3 contains a list
of primer sequences utilized in this investigation.

Immunoprecipitation and western blotting
Cells were prepared by washing 3 times by using PBS at 4 °C and collecting
in tube by centrifugation at 200 × g for 5 min at 4 °C. The cells were lysed
with lysis buffer (0.005M Tris-HCl, pH 7.5, 0.15 M NaCl, 1 mM EDTA, 0.5%
NP-40, 0.25% sodium deoxycholate, with adding protease inhibitor
cocktail) for 30min at 4 °C, followed by centrifugation at 12 000 × g for
10min. The 500 μg proteins was added to the appropriate (2–3 µg)
antibody and incubated overnight at 4 °C. Protein A/G Sepharose CL-4B
(Life Technologies, Carlsbad, CA, USA) beads were then included and the
samples were gestated for 1–2 h at 4 °C. After washing the solution six
times, the beads were mixed with 1 × loading buffer boiling 10min at
95 °C to separate the proteins. Western blotting was then performed. 10%
Sodium dodecyl sulfate - polyacrylamide gel electrophoresis (SDS-PAGE)
electrophoresis was conducted, after which gel was transferred onto
polyvinylidene difluoride (PVDF) membrane. Primary antibody incubation
and secondary antibody incubation were performed next. Enhanced
chemiluminescence (ECL System, Thermo Scientific) based on the
instructions by the manufacturers. Raw images are shown in original
western blots–Supplementary file 1.

Chromatin immunoprecipitation and quantitative ChIP
ChIP experiments were accomplished using breast cancer cells. Cells with
100% confluent 15 cm cell culture dish were prepared to wash 3 times
using room temperature PBS at 37 °C. Next, cells were incubated with 1%
formaldehyde diluted with PBS at 37 °C. The lysis solution was then added
after the cells had been cleaned 3 times with 4 °C PBS. The supernatant
was obtained by centrifugation at 2 000 × g for 10min. Next, the samples
were incubated overnight with 2–3 μg of antibody at 4 °C. The samples
were incubated with Protein A/G Sepharose CL-4B beads (Life Technolo-
gies, Carlsbad, CA, USA) 4 h at 4 °C before washing five times using
washing buffers at 4 °C. The DNA was then eluted with PCR Purification Kit
(Macherey-Nagel, Duren, Germany) and used for subsequent PCR or RT-
qPCR experiments. In Supplementary Tables 4 and 5, the primer sequences
used in this investigation are displayed.

Luciferase reporter assay
48 hours after transfection, cells were lysed using the lysis solution after
being transfected with the matching plasmids. The luciferase activity test
was performed on the lysates in accordance with the Luciferase Reporter
Kit’s (Promega, Madison, WI, USA) instructions.

Tissue specimens and immunohistochemistry
The samples were fixed overnight in 4% paraformaldehyde before
embedding in paraffin and cutting 8 µm sections. The sections were
dewaxed, and the primary antibody added before incubating overnight at
4 °C. After 2 h of secondary antibody incubation, the samples were stained
with diaminobenzidine. The samples were obtained in compliance with
the ethical protocol was authorized by the Chinese Academy of Medical

Sciences’ Cancer Hospital Ethics Committee, and all patients provided
informed consent.

Bioinformatical and statistical analysis
Differential genes obtained by RNA-seq were used for KEGG analysis by
using the DAVID (Database for Annotation, Visualization, and Integrated
Discovery) online (https://david.ncifcrf.gov/). Gene expression profiles from
RNA sequencing were used for Gene Set Enrichment Analysis (GSEA)
analysis utilizing the GSEA app. The findings were assessed with the help
of SPSS version 22 (IBM Corp., Armonk, NY, USA) and GraphPad Prism 8
(GraphPad Software, Boston, MA, USA) and are presented as mean ± SD.
Tumor datasets were downloaded from https://www.ncbi.nlm.nih.gov/
geo/, and the GSE numbers are shown in the text. Kaplan–Meier survival
analyses were performed using http://kmplot.com/analysis/.

DATA AVAILABILITY
The datasets used in the current study are available from the corresponding author
on reasonable request. All data generated or analyzed during this study are included
in this article and its supplementary information files. The full length uncropped
original western blots were uploaded as original western blots.

REFERENCES
1. Siegel RL, Miller KD, Fuchs HE, Jemal A. Cancer statistics, 2022. CA Cancer J Clin.

2022;72:7–33.
2. Jayachandran A, Dhungel B, Steel JC. Epithelial-to-mesenchymal plasticity of

cancer stem cells: therapeutic targets in hepatocellular carcinoma. J Hematol
Oncol. 2016;9:74.

3. Saitoh M. Transcriptional regulation of EMT transcription factors in cancer. Semin
Cancer Biol. 2023;97:21–29.

4. Lambert AW, Weinberg RA. Linking EMT programmes to normal and neoplastic
epithelial stem cells. Nat Rev Cancer. 2021;21:325–38.

5. Verstappe J, Berx G. A role for partial epithelial-to-mesenchymal transition in
enabling stemness in homeostasis and cancer. Semin Cancer Biol. 2023;90:15–28.

6. Lytle NK, Barber AG, Reya T. Stem cell fate in cancer growth, progression and
therapy resistance. Nat Rev Cancer. 2018;18:669–80.

7. Li J, Qi D, Hsieh TC, Huang JH, Wu JM, Wu E. Trailblazing perspectives on tar-
geting breast cancer stem cells. Pharm Ther. 2021;223:107800.

8. Osta WA, Chen Y, Mikhitarian K, Mitas M, Salem M, Hannun YA, et al. EpCAM is
overexpressed in breast cancer and is a potential target for breast cancer gene
therapy. Cancer Res. 2004;64:5818–24.

9. Lin SC, Chou YT, Jiang SS, Chang JL, Chung CH, Kao YR, et al. Epigenetic switch
between SOX2 and SOX9 regulates cancer cell plasticity. Cancer Res.
2016;76:7036–48.

10. Bracken AP, Brien GL, Verrijzer CP. Dangerous liaisons: interplay between SWI/
SNF, NuRD, and Polycomb in chromatin regulation and cancer. Genes Dev.
2019;33:936–59.

11. Zhou W, Slingerland JM. Links between oestrogen receptor activation and pro-
teolysis: relevance to hormone-regulated cancer therapy. Nat Rev Cancer.
2014;14:26–38.

12. Millard CJ, Fairall L, Schwabe JW. Towards an understanding of the structure and
function of MTA1. Cancer Metastasis Rev. 2014;33:857–67.

13. Sen N, Gui B, Kumar R. Physiological functions of MTA family of proteins. Cancer
Metastasis Rev. 2014;33:869–77.

14. Zhang H, Stephens LC, Kumar R. Metastasis tumor antigen family proteins during
breast cancer progression and metastasis in a reliable mouse model for human
breast cancer. Clin Cancer Res. 2006;12:1479–86.

15. Levenson AS, Kumar A, Zhang X. MTA family of proteins in prostate cancer:
biology, significance, and therapeutic opportunities. Cancer Metastasis Rev.
2014;33:929–42.

Fig. 7 MTA1 is upregulated in breast cancer and is a potential cancer biomarker. A Immunohistochemical analysis of MTA1, MTA3, and
TRIM21 in breast cancer and adjacent normal tissues (n= 10). N adjacent normal tissue, T tumor tissue. B Immunohistochemical staining of
normal breast tissue and tumors (histological grades I, II, and III) for MTA1. Representative images of each grade are shown. The percentage of
positively stained nuclei (percentage) in the grouped samples was analyzed using a two-tailed unpaired t-test. C Correlation analysis shows
negative correlations between the expression levels of MTA1 and MTA3, MTA1 and TRIM21 were negatively correlated in expression. D RFS
survival analysis showed that breast cancer patients with high MTA1 expression have a good prognosis. E Survival analysis of clinical data on
the relationship between survival time and MTA1/MTA3 and MTA1/TRIM21 expression signatures in breast cancer. Survival curves were
calculated using the Kaplan–Meier curves. F Schematic representation of regulatory mechanisms for MTA1, MTA3 and TRIM21 in promoting
breast cancer development. Error bars represent the minimum to maximum in B. *p < 0.05, **p < 0.01, ***p < 0.001; two-tailed unpaired t-test.

J. Zhang et al.

13

Cell Death and Disease          (2024) 15:597 

https://david.ncifcrf.gov/
https://www.ncbi.nlm.nih.gov/geo/
https://www.ncbi.nlm.nih.gov/geo/
http://kmplot.com/analysis/


16. Si W, Huang W, Zheng Y, Yang Y, Liu X, Shan L, et al. Dysfunction of the reciprocal
feedback loop between GATA3- and ZEB2-nucleated repression programs con-
tributes to breast cancer metastasis. Cancer Cell. 2015;27:822–36.

17. Gao J, Liu R, Feng D, Huang W, Huo M, Zhang J, et al. Snail/PRMT5/NuRD complex
contributes to DNA hypermethylation in cervical cancer by TET1 inhibition. Cell
Death Differ. 2021;28:2818–36.

18. Li Y, Liu C, Kao J, Lin L, Tu H, Wang C. et al. Metastatic tumor antigen 1 contributes
to hepatocarcinogenesis posttranscriptionally through RNA-binding function.
Hepatology. 2023;77:379–94.

19. Mazumdar A, Wang R, Mishra S, Adam L, Bagheri-Yarmand R, Mandal M, et al.
Transcriptional repression of oestrogen receptor by metastasis-associated protein
1 corepressor. Nat Cell Biol. 2001;3:30–37.

20. Du L, Wang L, Gan J, Yao Z, Lin W, Li J, et al. MTA3 represses cancer stemness by
targeting the SOX2OT/SOX2 axis. iScience. 2019;22:353–68.

21. Chen X, Yong H, Chen M, Deng C, Wang P, Chu S, et al. TRIM21 attenuates renal
carcinoma lipogenesis and malignancy by regulating SREBF1 protein stability. J
Exp Clin Cancer Res. 2023;42:34.

22. Kumar R. Another tie that binds the MTA family to breast cancer. Cell.
2003;113:142–3.

23. Huang W, Zhang J, Huo M, Gao J, Yang T, Yin X, et al. CUL4B promotes breast
carcinogenesis by coordinating with transcriptional repressor complexes in
response to hypoxia signaling pathway. Adv Sci (Weinh). 2021;8:2001515.

24. Xiao D, Zhang Y, Wang R, Fu Y, Zhou T, Diao H, et al. Emodin alleviates cardiac
fibrosis by suppressing activation of cardiac fibroblasts via upregulating metas-
tasis associated protein 3. Acta Pharm Sin B. 2019;9:724–33.

25. Zhang R, Tu J, Liu S. Novel molecular regulators of breast cancer stem cell
plasticity and heterogeneity. Semin Cancer Biol. 2022;82:11–25.

26. Chou CH, Yang NK, Liu TY, Tai SK, Hsu DS, Chen YW, et al. Chromosome instability
modulated by BMI1-AURKA signaling drives progression in head and neck can-
cer. Cancer Res. 2013;73:953–66.

27. Zhang XY, DeSalle LM, Patel JH, Capobianco AJ, Yu D, Thomas-Tikhonenko A,
et al. Metastasis-associated protein 1 (MTA1) is an essential downstream effector
of the c-MYC oncoprotein. Proc Natl Acad Sci USA. 2005;102:13968–73.

28. Hata T, Rajabi H, Takahashi H, Yasumizu Y, Li W, Jin C, et al. MUC1-C activates the
NuRD complex to drive dedifferentiation of triple-negative breast cancer cells.
Cancer Res. 2019;79:5711–22.

29. Song Y, Liu Y, Pan S, Xie S, Wang ZW, Zhu X. Role of the COP1 protein in cancer
development and therapy. Semin Cancer Biol. 2020;67:43–52.

30. Li DQ, Ohshiro K, Reddy SD, Pakala SB, Lee MH, Zhang Y, et al. E3 ubiquitin ligase
COP1 regulates the stability and functions of MTA1. Proc Natl Acad Sci USA.
2009;106:17493–8.

31. Levenson AS. Metastasis-associated protein 1-mediated antitumor and anticancer
activity of dietary stilbenes for prostate cancer chemoprevention and therapy.
Semin Cancer Biol. 2022;80:107–17.

32. Li DQ, Pakala SB, Reddy SD, Peng S, Balasenthil S, Deng CX, et al. Metastasis-
associated protein 1 is an integral component of the circadian molecular
machinery. Nat Commun. 2013;4:2545.

33. Ghanta KS, Pakala SB, Reddy SD, Li DQ, Nair SS, Kumar R. MTA1 coregulation of
transglutaminase 2 expression and function during inflammatory response. J Biol
Chem. 2011;286:7132–8.

34. Reid XJ, Low JKK, Mackay JP. A NuRD for all seasons. Trends Biochem Sci.
2023;48:11–25.

35. Yin X, Teng X, Ma T, Yang T, Zhang J, Huo M, et al. RUNX2 recruits the
NuRD(MTA1)/CRL4B complex to promote breast cancer progression and bone
metastasis. Cell Death Differ. 2022;29:2203–17.

36. Chen WH, Cai MY, Zhang JX, Wang FW, Tang LQ, Liao YJ, et al. FMNL1 mediates
nasopharyngeal carcinoma cell aggressiveness by epigenetically upregulating
MTA1. Oncogene. 2018;37:6243–58.

37. Zhang Z, Liu T, Yu M, Li K, Li W. The plant alkaloid tetrandrine inhibits metastasis
via autophagy-dependent Wnt/β-catenin and metastatic tumor antigen 1 sig-
naling in human liver cancer cells. J Exp Clin Cancer Res. 2018;37:7.

38. Cao JM, Li GZ, Han M, Xu HL, Huang KM. MiR-30c-5p suppresses migration,
invasion and epithelial to mesenchymal transition of gastric cancer via targeting
MTA1. Biomed Pharmacother. 2017;93:554–60.

39. Deng L, Tang J, Yang H, Cheng C, Lu S, Jiang R, et al. MTA1 modulated by miR-30e
contributes to epithelial-to-mesenchymal transition in hepatocellular carcinoma
through an ErbB2-dependent pathway. Oncogene. 2017;36:3976–85.

40. Xu C, Hua F, Chen Y, Huang H, Ye W, Yu Y, et al. MTA1 promotes metastasis of
MPM via suppression of E-cadherin. J Exp Clin Cancer Res. 2015;34:151.

41. Zhu W, Cai MY, Tong ZT, Dong SS, Mai SJ, Liao YJ, et al. Overexpression of EIF5A2
promotes colorectal carcinoma cell aggressiveness by upregulating MTA1
through C-myc to induce epithelial-mesenchymaltransition. Gut. 2012;61:562–75.

42. Pakala SB, Singh K, Reddy SD, Ohshiro K, Li DQ, Mishra L, et al. TGF-β1 signaling
targets metastasis-associated protein 1, a new effector in epithelial cells. Onco-
gene. 2011;30:2230–41.

43. Chen X, Cao M, Wang P, Chu S, Li M, Hou P, et al. The emerging roles of TRIM21 in
coordinating cancer metabolism, immunity and cancer treatment. Front Immu-
nol. 2022;13:968755.

44. Si W, Zhou J, Zhao Y, Zheng J, Cui L. SET7/9 promotes multiple malignant pro-
cesses in breast cancer development via RUNX2 activation and is negatively
regulated by TRIM21. Cell Death Dis. 2020;11:151.

45. Jin Y, Zhang Y, Li B, Zhang J, Dong Z, Hu X, et al. TRIM21 mediates ubiquitination
of Snail and modulates epithelial to mesenchymal transition in breast cancer
cells. Int J Biol Macromol. 2019;124:846–53.

46. Gao Z, Xu J, Fan Y, Zhang Z, Wang H, Qian M, et al. ARPC1B promotes
mesenchymal phenotype maintenance and radiotherapy resistance by blocking
TRIM21-mediated degradation of IFI16 and HuR in glioma stem cells. J Exp Clin
Cancer Res. 2022;41:323.

47. Ping M, Wang S, Guo Y, Jia J. TRIM21 improves apatinib treatment in gastric
cancer through suppressing EZH1 stability. Biochem Biophys Res Commun.
2022;586:177–84.

48. Qin B, Zou S, Li K, Wang H, Wei W, Zhang B, et al. CSN6-TRIM21 axis instigates
cancer stemness during tumorigenesis. Br J Cancer. 2020;122:1673–85.

49. Du L, Li YJ, Fakih M, Wiatrek RL, Duldulao M, Chen Z, et al. Role of SUMO
activating enzyme in cancer stem cell maintenance and self-renewal. Nat Com-
mun. 2016;7:12326.

50. Jin Y, Zhao X, Zhang Q, Zhang Y, Fu X, Hu X, et al. Cancer-associated mutation
abolishes the impact of TRIM21 on the invasion of breast cancer cells. Int J Biol
Macromol. 2020;142:782–9.

51. Liu Q, Sun H, Liu Y, Li X, Xu B, Li L, et al. HTR1A inhibits the progression of triple-
negative breast cancer via TGF-β canonical and noncanonical pathways. Adv Sci
(Weinh). 2022;9:e2105672.

52. Grandinetti KB, Stevens TA, Ha S, Salamone RJ, Walker JR, Zhang J, et al. Over-
expression of TRIB2 in human lung cancers contributes to tumorigenesis through
downregulation of C/EBPα. Oncogene. 2011;30:3328–35.

53. Espinosa A, Dardalhon V, Brauner S, Ambrosi A, Higgs R, Quintana FJ, et al. Loss of
the lupus autoantigen Ro52/Trim21 induces tissue inflammation and systemic
autoimmunity by disregulating the IL-23-Th17 pathway. J Exp Med.
2009;206:1661–71.

54. Bottermann M, James LC. Intracellular antiviral immunity. Adv Virus Res.
2018;100:309–54.

55. Wang L, Li D, Su X, Zhao Y, Huang A, Li H, et al. AGO4 suppresses tumor growth
by modulating autophagy and apoptosis via enhancing TRIM21-mediated ubi-
quitination of GRP78 in a p53-independent manner. Oncogene. 2022;42:1–16.

56. Li JT, Yin M, Wang D, Wang J, Lei MZ, Zhang Y, et al. BCAT2-mediated BCAA
catabolism is critical for development of pancreatic ductal adenocarcinoma. Nat
Cell Biol. 2020;22:167–74.

57. Zhang J, Gan Y, Li H, Yin J, He X, Lin L, et al. Inhibition of the CDK2 and Cyclin A
complex leads to autophagic degradation of CDK2 in cancer cells. Nat Commun.
2022;13:2835.

ACKNOWLEDGEMENTS
The mechanistic scheme of this study was drawn using Biorender
(www.biorender.com). This work was supported by grants from National Natural
Science Foundation of China (41931291, 42125707, 82273403), Major State Basic
Research Development Program of China (2022YFA1103402), Non-profit Central
Research Institute Fund of Chinese Academy of Medical Sciences (2021-RC310-006),
Chinese Academy of Medical Sciences Innovation Fund for Medical Sciences (2021-I2M-
1-018, 2021-I2M-1-014), Beijing Hope Run Special Fund of Cancer Foundation of China
(LC2022R02).

AUTHOR CONTRIBUTIONS
WH, BX, and YW conceived this project. JYZ, YNW, JJZ, XW, JL, MH, TH, TM, DZ, YL, CG,
YY, and MZ conducted experiments. JYZ, BY, HQ, XT, TG, XH, and HY analyzed data.
JYZ, WH, BX, and YW wrote and revised the manuscript.

COMPETING INTERESTS
The authors declare no competing interests.

ETHICAL APPROVAL
Animal handling and procedures were approved by the Experimental Animal Ethics
Committee of the Institute of Cancer, Cancer Hospital, Chinese Academy of Medical
Sciences (NCC2021A285). All human tissues were operated in accordance with
protocols approved by the Ethics Committee of the American Cancer Hospital. The
samples were sourced from the Cancer Hospital of the Chinese Academy of Medical
Sciences.

J. Zhang et al.

14

Cell Death and Disease          (2024) 15:597 

http://www.biorender.com


INFORMED CONSENT
Informed consent was obtained from all patients.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-024-06942-w.

Correspondence and requests for materials should be addressed to Wei Huang,
Binghe Xu or Yan Wang.

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

J. Zhang et al.

15

Cell Death and Disease          (2024) 15:597 

https://doi.org/10.1038/s41419-024-06942-w
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	The feedback loop between MTA1 and MTA3/TRIM21 modulates stemness of breast cancer in response to estrogen
	Introduction
	Results
	Upregulation of MTA1 expression or downregulation of MTA3 expression correlates with breast cancer progression
	MTA1 and MTA3 regulate breast cancer cell invasion and stemness in opposite ways
	Genome-wide transcription targets for MTA1 and MTA3
	MTA1 promotes breast cancer stemness in vivo
	TRIM21 inhibits proliferation, invasiveness, EMT, and stem-like properties of breast cancer
	MTA1 promotes the proliferation, invasion, and cancer stemness of breast cancer cells through hindering MTA3/TRIM21 expression
	TRIM21 regulates MTA1 degradation
	Estrogen receptor α and MTA1 regulate TRIM21 transcription
	MTA1 upregulation is a marker for poor prognosis, whereas MTA3 and TRIM21 are correlated with good prognosis in multiple cancers

	Discussion
	Materials and methods
	Antibodies and reagents
	Cell culture and transfection
	5-ethynyl-2&#x02032;-deoxyuridine assay
	Wound-healing assay
	Cell invasion assay
	Spheroid-forming assay
	Mouse xenograft model
	Flow cytometry
	Real-time quantitative PCR
	Immunoprecipitation and western blotting
	Chromatin immunoprecipitation and quantitative ChIP
	Luciferase reporter assay
	Tissue specimens and immunohistochemistry
	Bioinformatical and statistical analysis

	References
	Acknowledgements
	Author contributions
	Competing interests
	Ethical approval
	ACKNOWLEDGMENTS
	Informed consent
	ADDITIONAL INFORMATION




