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Abstract 

Background Triple-negative breast cancer (TNBC) development may be associated with tumor immune escape. 
This study explores whether the CHI3L1/MAF/CTLA4/S100A4 axis affects immune escape in TNBC through interplay 
with triple-negative breast cancer stem cells (TN-BCSCs).

Objective The aim of this study is to utilize single-cell transcriptome sequencing (scRNA-seq) to uncover the molec-
ular mechanisms by which the CHI3L1/MAF/CTLA4 signaling pathway may mediate immune evasion in triple-nega-
tive breast cancer through the interaction between tumor stem cells (CSCs) and immune cells.

Methods Cell subsets in TNBC tissues were obtained through scRNA-seq, followed by screening differentially 
expressed genes in TN-BCSCs and B.C.s  (CD44+ and  CD24−) and predicting the transcription factor regulated 
by CHI3L1. Effect of CHI3L1 on the stemness phenotype of TNBC cells investigated. Effects of BCSCs-231-derived 
CHI3L1 on CTLA4 expression in T cells were explored after co-culture of BCSCs-231 cells obtained from microsphere 
culture of TN-BCSCs with T cells. BCSCs-231-treated T cells were co-cultured with  CD8+ T cells to explore the resultant 
effect on T cell cytotoxicity. An orthotopic B.C. transplanted tumor model in mice with humanized immune systems 
was constructed, in which the Role of CHI3L1/MAF/CTLA4 in the immune escape of TNBC was explored.

Results Eight cell subsets were found in the TNBC tissues, and the existence of TN-BCSCs was observed in the epi-
thelial cell subset. CHI3L1 was related to the stemness phenotype of TNBC cells. TN-BCSC-derived CHI3L1 increased 
CTLA4 expression in T cells through MAF, inhibiting  CD8+ T cell cytotoxicity and inducing immunosuppression. Fur-
thermore, the  CTLA4+ T cells might secrete S100A4 to promote the stemness phenotype of TNBC cells.

Conclusions TN-BCSC-derived CHI3L1 upregulates CTLA4 expression in T cells through MAF, suppressing the func-
tion of  CD8+ T cells, which promotes the immune escape of TNBC.
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Introduction
Triple-negative breast cancer (TNBC) is a subtype of 
breast cancer in which the expression of E.R. (estro-
gen receptor), P.R. (progesterone receptor), and HER2 
(human epidermal growth factor receptor 2) is nega-
tive [1, 2]. Triple-negative breast cancer stem cells (TN-
BCSCs) exert a critical function in the initiation, therapy 
resistance, and progression of TNBC [3]. Immune escape 
is a crucial process in the malignant development of 
tumors and poses a significant obstacle to immunother-
apy [4]. Immune escape can enable a B.C. cell to form 
recurrence or metastasis [5]. Therefore, it is essential to 
further the understanding of the molecular mechanism 
of immune escape in TNBC.

The cancer stem-like cells (CSCs) possess high self-
renewal ability and tumor-initiating capability, playing a 
crucial role in tumor immune suppression and contrib-
uting to tumor recurrence, metastasis, amplification, 
drug resistance, and relapse [6, 7]. Triple-negative breast 
cancer (TNBC) is prone to metastasis and recurrence 
[8]. Recent research has revealed that tumor stem cells 
in triple-negative breast cancer exhibit increased thera-
peutic tolerance and metastatic ability, thereby facili-
tating TNBC metastasis and recurrence [9]. CTLA-4 
is primarily expressed on activated T cells and can 
restrict the interaction between CD28 and CD80/CD86 
expressed on antigen-presenting cells (APCs) surface 
through competitive binding, thereby leading to immune 
suppression [10]. Numerous studies have shown that 
immune checkpoint blockade of CTLA-4 can unleash T 
cell-mediated therapeutic responses against cancer [11]. 
Furthermore, the Role of CTLA-4 and its immune check-
point in breast cancer treatment has also demonstrated 
potential [12]. Currently, the mechanisms underlying the 
effect of CTLA-4 in triple-negative breast cancer and its 
interaction with TNBC tumor stem cells remain unclear. 
Exploring these underlying mechanisms could be valu-
able in identifying therapeutic targets for triple-negative 
breast cancer.

This study aimed to investigate the potential molec-
ular mechanisms underlying the immune escape of 
triple-negative breast cancer (TNBC) through the inter-
action between tumor stem cell-like cells and immune 
cells, mediated by the CHI3L1/MAF/CTLA4 signaling 
pathway, using single-cell transcriptomic sequencing 
technology. Using annotation and clustering methods, 
various cell subtypes in TNBC tissue were identified, 
and TN-BCSCs were further selected from the CD44 + & 
CD24- cell subpopulation. The final results indicated that 
CHI3L1 derived from TN-BCSCs upregulated CTLA4 
expression in T cells through MAF, leading to CD8 + T 
cell suppression and facilitating TNBC immune eva-
sion. Additionally, this research provides new targets and 

strategies for treating TNBC and holds significance for 
investigating the immune escape mechanisms of various 
tumors, including breast cancer.

Materials and methods
Ethical approval
The study was carried out with the approval of the Eth-
ics Committee of Zhujiang Hospital at Southern Medical 
University. The procedures for the Care and Use of Labo-
ratory Animals, as outlined in the Guide, were followed 
during the animal experiment. Every effort was made to 
minimize the suffering experienced by the experimental 
animals.

scRNA‑seq data acquisition and cell grouping
The scRNA-seq dataset GSE180286 [13] was obtained 
from the GEO database. Two primary TNBC samples, 
GSM5457199 (P1) and GSM5457208 (P4), were analyzed 
using the “Seurat” package in the R software [14]. Qual-
ity control measures were applied to the data, requiring 
nFeature_RNA > 50, nCount_RNA < 20000, and percent.
mt < 20. Genes exhibiting highly variable expression (top 
2000 variance) were selected, and a linear reduction was 
performed using principal component analysis (PCA). 
The resulting PCA was then used to cluster PC_1-PC_20 
with the tSNE algorithm. Cell types were annotated 
using the “SingleR” package in the R software, with “ref_
Human_all” as the reference dataset [15].

Screening and analysis of the differentially expressed 
genes (DEGs)
Differentially Expressed Genes (DEGs) were identified 
using the “limma” package in the R software [16]. DEGs 
were screened in two comparisons: between TN-BCSCs 
and B.C.s with the criteria of |logFC|> 0.3 and FDR < 0.05, 
and between CTLA4 + T and CTLA4- T with the criteria 
of |logFC|> 0.5 and FDR < 0.05. For visual representation, 
the “pheatmap” package was employed. Additionally, the 
“clusterProfiler” package was used for performing Gene 
Ontology (G.O.) enrichment analysis. The "VennDia-
gram" package was utilized to identify genes that inter-
sect between different sets. This package enabled the 
creation of Venn diagrams to visualize the overlapping 
genes.

Cell culture and transfection
Human triple-negative breast cancer cell lines, MDA-
MB-231 (ATCC, HTB-26, USA) and MDA-MB-453 
(ATCC, HTB-131, USA), were cultivated using DMEM-
H (Thermo Fisher, 10100147C, USA) medium supple-
mented with 10% FBS (Thermo Fisher, 11965092, USA). 
Human spleen-derived T cells (MingZhou Bio, 4229, 
Zhejiang, China) along with human  CD8+ T cells were 
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cultured using CTS™ OpTmizer™ T cell expansion SFM 
medium (Thermo Fisher, A1048501, USA). Isolation of 
human  CD8+ T cells from T cells was performed using 
the Dynabeads™ CD8 Positive Isolation Kit (Thermo 
Fisher, 113333D, USA). All cell cultures were supple-
mented with 1% Penicillin–Streptomycin (Thermo Fisher, 
15140163, USA), and the cells were maintained in an 
incubator at 37 °C with a 5% CO2 atmosphere.

A lentivirus-mediated infection protocol was used 
to construct the following cell lines: CHI3L1-overex-
pressed MDA-MB-231 and MDA-MB-453 cell lines (or-
CHI3L1-231 and oe-CHI3L1-453) and their negative 
control (N.C.) cell lines (oe-NC-231 and oe-NC-453), 
MAF-knockdown T cell lines (sh-MAF-1 T and sh-
MAF-2 T) and their N.C. cell lines (sh-NC T). Sangon 
(Shanghai, China) provided plasmid construction and 
lentivirus packaging, and shRNA sequences are detailed 
in Additional file  8: Table  S1. The constructed plasmids 
(oe-NC, oe-CHI3L1, sh-NC, sh-MAF-1, and sh-MAF-2) 
were co-transfected into 293T cells, and packaged len-
tiviruses were obtained after verification, amplification 
and purification. For lentiviral infection, 5 ×  105 cells were 
seeded into 6-well plates. When cell confluency reached 
70–90%, the cells were infected with a medium con-
taining an appropriately packaged lentivirus (MOI = 10; 
working titer: approximately 5 ×  106 TU/mL) and 5 μg/
mL polybrene (TR-1003, Merck KGaA, Darmstadt, 
Germany). After 48 h of infection,1 μg/mL puromycin 
(A1113803, Thermo Fisher Scientific) was used to obtain 
stably infected cell lines. As described above, the fluores-
cence-labeled cells (MDA-MB-231-EGFP and MDA-MB-
453-EGFP) used for the animal experiments were also 
constructed.

Spheroid formation assay
Cells were inoculated into 6-well plates pre-packaged 
with Pol y-HEMA (Merck, P3932, USA) in an inoculum 
quantity of 5 ×  103 cells/well. Cells were treated with B-27 
(1:50, Thermo Fisher, A1895601, USA), 0.4% BSA (Merck, 
A1933, USA), 20 ng/ml EGF (Merck, SRP3027, USA), 20 
ng/ml basic-FGF (PeproTech, 100-18B, USA), 5 μg/ml 
insulin (Merck, I3536, USA), and 1% Penicillin–Strepto-
mycin in DMEM/F-12 (Thermo Fisher, A4192001, USA) 
in culture for approximately 8 days to allow the produc-
tion of mammary microspheres.

CCK‑8 and colony formation assays
CK-8 kit (Biyuntian, C0037, Shanghai, China) was used 
to detect cell proliferation. Logarithmic growth phase 
cells were taken and adjusted to a concentration of 5 ×  104 
cells/mL with DMEM-H medium containing 10% FBS, 
then spread into a 96-well culture plate, 100  μL of cell 
suspension was added to each well and incubated in an 

incubator for 48 h. After the supernatant was quickly dis-
carded, 10 μL of CCK-8 solution was added to each well 
and incubated at 37 °C for 2 h. The absorbance values at 
450 nm (A) were measured using a Multiskan FC enzyme 
marker ( Thermo Fisher, 51119080, USA) to determine 
the absorbance value at 450 nm (A). Three parallel wells 
were set up in each group, and the average values were 
taken.

Cells in the logarithmic growth phase were detached 
and subcultured to make cell suspension. Next, 5 mL 
cell suspension was seeded into the plate with a density 
of 100 cells/plate. After incubation at 37 °C with 5%  CO2 
for 2–3 weeks, methanol was used for fixation for 15 min, 
followed by staining with Giemsa solution for 10 min. 
The number of colonies with greater than 10 cells was 
counted by the naked eye or under a microscope, and the 
colony formation rate was calculated.

Scratch assay to detect cell migration
Previous studies [17] were referenced to conduct the 
scratch assay experiment. The procedure is briefly 
described: horizontal lines were marked on the back 
of a 6-well plate using a marker pen, with 1 cm spac-
ing between each line. Each line was ensured to pass 
through the corresponding sample well. At least 4 lines 
were marked within each sample well. Approximately 
5 ×  105 cells were evenly distributed within each well 
and allowed to adhere for 12 h. Wells showing 100% cell 
confluence were selected for subsequent experiments. 
After incubation for 24 h, a white pipette tip with a 10 μL 
capacity was used to vertically scratch the lines marked 
on the back of the wells. The scratch area was washed 
with PBS to remove detached cells, repeated three times, 
and then replenished with a serum-free culture medium. 
The scratched 6-well plate was placed in a 37 °C, 5%  CO2 
incubator for 24 h, and samples were taken for cell imag-
ing. Cell images were analyzed using ImageJ software to 
calculate the average distance between cells.

Transwell assays for cell migration and invasion
Logarithmic growth phase cells were taken, digested 
and washed once with PBS and serum-free medium 
successively. The cells were suspended with serum-free 
medium, counted, and the concentration was adjusted 
to 2 ×  105 /mL. For the invasion assay, Matrigel gel 
(Corning, 356,237, USA) was removed from −  20  °C 
in the refrigerator at 4  °C overnight. Matrigel gel was 
diluted to 300 μL/mL with serum-free cell culture 
medium at 4  °C, and 100  μL was evenly applied to 
a layer of The cell culture cell was then gently placed 
into the wells of the 24-well plate and placed at 37  °C 
for about 3 h. The cell culture cell was taken out and 
dried on the ultra-clean bench overnight, and the 
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migration experiment was carried out directly in the 
next step. Add 800 μL of conventional medium contain-
ing 10% serum to the lower chamber (i.e., the bottom 
of the 24-well plate) and 150 μL of the cell suspension 
to the upper chamber and continue to incubate in the 
incubator for 24  h. Aspirate and discard the residual 
liquid from the upper and lower chambers, and gently 
wipe away the residual gel and uninvaded cells from 
the upper chamber with a clean cotton swab, paying 
attention to avoid damaging the basement membrane; 
wash the upper and lower chambers with PBS twice, 
and aspirate and discard the PBS; add 0.5 mL 4% par-
aformaldehyde, fixed for 30 min and then aspirated. 
Add 0.5 mL 0.1% crystalline violet, stain for 20 min and 
aspirate, wash 3  times with PBS, then microscopically 
examine and count the number of cells on the lower 
surface of PET membrane, count the middle and sur-
rounding 5 fields of view and take the average.

Cell treatment
First, 0.4 μm Transwell was used to co-culture tumor and 
T cells. T cells were seeded in the Transwell apical cham-
ber (1 ×  105 cells/well), and MDA-MB-231 or BCSCs-231 
cells were seeded in the Transwell basolateral chamber 
(5 ×  104 cells/well). In the CHI3L1 blocking experiment, 
20 μg/mL anti-CHI3L1 (MAB25991, R&D Systems, Min-
neapolis, MN) was added to the basolateral chamber 
with BCSCs-231 cells (BCSCs-231 + anti-CHI3L1). To 
verify MAF’s effect, sh-NC or sh-MAF-1 (T cells) were 
seeded in the Transwell apical chamber and BCSCs-231 
in the basolateral chamber. Cells were harvested after 48 
h for subsequent analysis.

To verify the immunosuppressive effect of  CTLA4+ T 
cells,  CD8+ T cells  (104 cells/96well) were treated with 
untreated T cells (Mock), and MDA-MB-231 or BCSCs-
231 treated T cells (MDA-MB-231-T or BCSCs-231-T, 
 103 cells/96well), respectively, in co-cultured in medium 
containing Dynabeads™ human T activator CD3/CD28 
(Thermo Fisher, 11132D, USA) and hrIL-2 (20 I.U./mL, 
Thermo Fisher, PHC0021, USA). For exogenous treat-
ments, 20 μg/mL anti-CTLA4 ( Bio X Cell, BN13, USA) 
(BCSCs-231-T + anti-CTLA4), 5 μg/mL hrCD86 (MCE, 
HY-P7323, USA) (BCSCs-231-T + hrCD86 and hrCD86) 
were added respectively The cells were collected after 48 
h for Flow cytometric analysis to assess the cytotoxicity 
of  CD8+ T cells.

For other cell treatments, 1  μg/mL hrCHI3L1 (MCE, 
HY-P70030, USA), 20 μg/mL anti-S100A4 (R&D, 
MAB4137, USA), and 2 μg/mL hrS100A4 (MCE, 
HY-P71140, USA) were added to the corresponding cul-
ture systems, respectively The cells were collected after 
48 h of incubation for subsequent analysis.

Flow cytometric analysis and apoptosis detection
Cell samples were washed in PBS and resuspended; tis-
sue samples were digested in PBS containing 0.8 mg/mL 
Collagenase IV ( Merck, C4-BIOC, USA) for 30 min at 
37 °C, the tissue supernatant was collected, centrifuged at 
850 × g for 10 min, washed in PBS, and resuspended using 
Percoll (Merck, P1644, USA) to remove dead cells and 
then resuspended. The EGFP + tumor cells were sorted 
out using flow cytometry before detecting the proportion 
of TN-BCSCs in the tissue samples. When intracellular 
antigen detection was required, cells were permeabi-
lized with 0.5% Tween 20 (Merck, P2287, USA) for 5 min 
before incubation with primary antibody. Samples were 
incubated with the antibody at 4  °C and analyzed using 
flow cytometry (B.D. Bioscience, BD LSRFortessa, 
USA). pe-anti-Human-CD44 (10  μL/106 cells, Abcam, 
ab269300, U.K.) and Alexa  Fluor® 647-Mouse-anti-
Human-CD24 (20 μL/test, B.D. Bioscience, 561644, USA) 
were used to detect the proportion of TN-BCSCs in the 
samples; APC- Mouse-anti-Human-CTLA4 (20  μL/test, 
B.D. Bioscience, 555855, USA) and FITC-anti-Human-
CD3 (1.0  μg/test, Abcam, ab34275, U.K.) were used 
to detect the proportion of surface  CTLA4+ T cells in 
the samples; FITC -Mouse-anti-Human-Granzyme B 
(GzmB) (20  μL/test, B.D. Bioscience, 560211, USA) or 
Alexa Fluor® 488-Mouse-anti-Human-Ki67 (5  μL/test, 
B.D. Bioscience 561165, USA) and APC-Mouse-anti-
Human-CD8 (5  μL/test, B.D. Bioscience, 340584, 
USA) was used to assess the cytotoxicity of  CD8+ T. 
The obtained data were analyzed using BD FACSDiva 
software.

Flow-through apoptosis assays were performed using 
the Pacific Blue™ Membrane Linker V/SYTOX™ AAD-
vanced™ Apoptosis Kit (Thermo, A35136, USA), follow-
ing the protocol provided by the manufacturer.

ELISA
Cell culture supernatants (conditioned medium, CM) 
were collected, and samples were assayed for CHI3L1 
(Thermo Fisher, EHCHI3L1X5, USA) and S100A4 
(Abcam, ab283547, U.K.) expression levels using enzyme-
linked immunosorbent assay (ELISA) kits according to 
the manufacturer’s instructions.) expression levels.

Western blot
Total proteins were extracted from the cells and tis-
sues using the Protein Extraction Kit (BB3101, Best-
bio, Shanghai, China), and protein concentrations were 
quantified by BCA Protein Assay (P0012S, Beyotime). 
Proteins were loaded on SDS-PAGE gels for transfer to 
a PVDF membrane, followed by blockade with TBST 
containing 5% skim milk powder and incubation with the 
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primary antibodies (Additional file 8: Table S2) and then 
with HRP-labeled goat anti-rabbit IgG (1:2000, ab6721, 
Abcam) or HRP-labeled goat anti-mouse IgG (1:2000, 
ab6789, Abcam). β-actin served as the internal reference. 
ECL reaction solution (P0018FS, Beyotime) was used for 
color development.

RNA extraction and RT‑qPCR
Total RNA was extracted using Trizol (16096020, 
Thermo Fisher Scientific) following the manufacturer’s 
guidelines. Next, the RNA was reversely transcribed into 
cDNA using the R.T. reagent Kit (RR047A, Takara, Shiga, 
Japan). Gene expression analysis was performed using 
SYBR® Premix Ex TaqTM II kits (DRR081, Takara) on 
the real-time fluorescence qPCR instrument (ABI 7500, 
Thermo Fisher Scientific). With β-actin as the internal 
reference, gene expression was quantified by the  2−ΔΔCt 
method. The list of primers is provided in Additional 
file 8: Table S3.

Breast cancer in situ transplantation model construction 
and treatment
Forty-eight 4–5-week-old immune system humanized 
female mice weighing 20 ± 2 g were purchased from Bei-
jing Viton Lever Laboratory Animal Technology Co., Ltd 
(408, huPBMC-NOG, Beijing, China). Mice were housed 
in standard feeding cages at a constant room tempera-
ture of 23 ± 1 °C with 12–12 h of light-darkness and free 
access to food and water. The mice were acclimatized for 
one week before the experiment. Our hospital animal 
ethics committee approved this experimental procedure 
and animal use protocol.

Twenty-four mice were randomly selected and divided 
into 3 groups: MDA-MB-231, BCSCs-231 and BCSCs-
231 + anti-CHI3L1, and inoculated with MDA-MB-231-
EGFP or BCSCs-231-EGFP (obtained by enrichment in 
MDA-MB-231-EGFP) in the mammary fat pad of mice, 
respectively. Amount 5 ×  105. BCSCs-231 + anti-CHI3L1 
group was injected with anti-CHI3L1 (0.5  mg/kg) via 
the tail vein twice weekly. Tumour growth was assessed 
weekly using a bioluminescence imaging system (Perki-
nElmer, IVIS Imaging System Xenogen, USA) and plotted 
growth curves. Mice were euthanized 35 days (5 weeks) 
after tumor inoculation, and tissues were taken to detect 
relevant indicators.

The remaining 24 mice were randomly divided into 
3 groups: Mock + sh-NC, hrCHI3L1 + sh-NC, and 
hrCHI3L1 + sh-MAF-1, and inoculated with MDA-
MB-453-EGFP in the mammary fat pad in a quantity of 
5 ×  105. Packaged adenovirus of sh-NC or sh-MAF-1 was 
injected 48 h after injection (AVV-6.  1011 UT, 50 μL, pro-
vided by Bioengineering) once every 2  weeks. Tail vein 
injection of hrCHI3L1 (0.1 mg/kg MCE, HY-P70030, 

USA) was given 48 h after the first injection of sh-NC or 
sh-MAF-1 twice a week. Mice were euthanized 35 days 
(5 weeks) after tumor inoculation, and tissues were taken 
to detect relevant indexes.

Statistical analysis
All statistical analyses of the data in this study were per-
formed using SPSS 26.0 (IBM, USA) statistical software. 
The measurement data were expressed as mean ± stand-
ard deviation. Normality and chi-square tests were first 
performed for conformity to a normal distribution and 
chi-square, unpaired t-tests were used between groups. 
One-way ANOVA or ANOVA of repeated measures 
data was used for comparison between multiple groups. 
p < 0.05 indicated that the differences were statistically 
significant.

Results
CHI3L1 involved in immune evasion of BCSCs
Cancer Stem Cells (CSCs) exhibit remarkable self-
renewal capabilities and possess the capacity to initiate 
tumorigenesis, thus holding a pivotal role in fostering 
tumor immunosuppression [6]. While monoclonal anti-
bodies targeting CTLA4 have found applications in treat-
ing cancers like kidney and lung malignancies [18, 19], 
the connection between Triple-Negative Breast Cancer 
Stem Cells (TN-BCSCs) and CTLA4 remains inade-
quately elucidated.

To identify the target genes that regulate CTLA4 in 
TN-BCSCs, we initially performed tumor tissue clus-
tering in TNBC. To investigate whether TN-BCSCs can 
participate in tumor immune escape via CTLA4, we 
obtained the breast cancer-associated single-cell RNA 
sequencing (scRNA-seq) dataset GSE180286 from Gene 
Expression Omnibus (GEO). We analyzed two primary 
TNBC samples, GSM5457199 (P1) and GSM5457208 
(P4). We first looked at the number of genes (nFea-
ture_RNA), the number of mRNA molecules (nCount_
RNA) and the percentage of mitochondrial genes for 
all cells in the scRNA-seq data, and the results showed 
that most cells with nFeature_RNA < 6000, nCount_
RNA < 20,000, and percent.mt < 25% (Additional file  1: 
Fig. S1A). We filtered the data with nFeature_RNA > 50 & 
nCount_RNA < 20,000 & percent.mt < 20 as criteria, and 
finally obtained the expression matrix of 6676 cells and 
20,854 genes. The sequencing depth correlation calcula-
tion results showed the correlation coefficient r = 0.18 
between nCount_RNA and percent. Mt for the filtered 
data and r = 0.92 between nCount_RNA and nFeature_
RNA (Additional file  1: Fig. S1B) indicated that the fil-
tered cell data were of good quality and could be used in 
the subsequent analysis.
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The gene expression variability in the data was calcu-
lated based on the gene expression variance data, and the 
genes with the top 2000 variance were selected as highly 
variable genes (Additional file  1: Fig. S1C). The central 
genes associated with PC_1-PC_4 obtained through lin-
ear dimension reduction and their expression heatmaps 
are shown in Additional file 1: Fig. S1D, E, and the dis-
tribution of cells in PC_1 and PC_2 is revealed in Addi-
tional file 1: Fig. S1F. The p-value distribution of P.C. _1 
PC_20 was visualized using the JackStrawPlot function 
to obtain the position of P.C.s relative to the uniform dis-
tribution (dashed line) (Fig. 1A). The standard deviation 
of P.C.s was sorted using ElbowPlot (Fig. 1B). The results 
show that PC_1—PC_20 can fully reflect the information 
contained in the selected highly variable genes and have 
good analytical significance (Fig. 1A, B).

A total of 14 clusters (Fig. 1C) were obtained by clus-
tering after dimension reduction of the top 20 P.C.s, 
and the gene expression heatmap of these 14 clusters 

was plotted (Additional file 2: Fig. S2). Subsequently, we 
used the R software “SingleR” package to annotate the 
cell types with "ref_Human_all" as a reference [15], and 
8 cell subsets were obtained (Fig. 1D), including B cells, 
T cells, epithelial cells, macrophages, monocytes, fibro-
blasts, endothelial cells, and tissue stem cells. Specifically, 
clusters 0, 7 and 10 were B cells; clusters 1, 4 and 6 were 
T cells; clusters 2, 8 and 11 were epithelial cells; cluster 
3 indicated macrophages; cluster 5 indicated mono-
cytes; cluster 9 indicated fibroblasts; cluster 12 indicated 
endothelial cells; cluster 13 indicated tissue stem cells.

The above results indicate that triple-negative breast 
cancer tumor tissue can be divided into 14 clusters con-
taining 8 cell subpopulations.

The CTLA4‑related gene CHI3L1 was highly expressed 
in TN‑BCSCs
To screen TN-BCSCs from epithelial cell subsets, we 
obtained the human BCSC marker gene sets from 
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CellMarker [20]. Comparing the expression of the top 10 
marker genes (CD44, CD24, ALDH1, CD133, SOX2, ESA, 
EpCAM, OCT4, ALDH and ALDH1A1) in the scRNA-
seq data, we found that CD44 and CD24 were expressed 
in the Epithelial_cells subpopulation. ALDH1A1 was not 
expressed in the Epithelial_cells subpopulation, while no 
other genes were detected (Additional file 3: Fig. S3A, B). 
 CD44+/CD24− phenotype is reliable for screening BCSCs 
[21], and thus based on the median values of CD44 + and 
CD24- expression, TN-BCSCs  (CD44+ and  CD24−) were 
sorted from the epithelial_cells subset (Additional file 3: 
Fig. S3C). Subsequently, differential analysis was per-
formed using  CD44− &  CD24+ cells (i.e., B.C.s) in the 
Epithelial_cells subpopulation as control samples, and 

35 differentially expressed genes (DEGs) were obtained 
(containing 30 upregulated genes and 5 down-regulated 
genes) (Fig. 2A, Additional file 3: Fig. S3D). G.O. enrich-
ment analysis of the DEGs (Additional file 3: Fig. S3E, F) 
showed that compared to BCs, TN-BCSCs were enriched 
in biological processes such as regulation of intrin-
sic apoptotic signaling pathway by p53 class mediator, 
response to interferon-gamma, and regulation of viral 
entry into the host cell. Meanwhile, there was also a lack 
of genes associated with response to estrogen, interme-
diate filament organization and intermediate filament 
cytoskeleton organization.

CTLA-4 is primarily expressed in T cells, and there 
is a low expression of CTLA-4 in TNBC and TN-BCSC 
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[10]. Our single-cell sequencing analysis further sup-
ports this finding (Additional file  5: Fig. S5A). Further, 
we obtained CTLA4 Gene Term from GeneCards search, 
which contains 4113 CTLA4-related genes. Taking the 
intersection of TN-BCSC DEGs and CTLA4 Gene Term, 
we obtained 13 CTLA4-related candidate genes differ-
entially expressed in TN-BCSCs (PSMB7, TIMP1, CLU, 
ACTA2, FBXO9, CHI3L1, A2M, IFITM2, TNFSF10, 
CD74, MYC (CD44 and IFITM3) (Fig. 2B). We analyzed 
the expression of these 13 genes in 8 cell subpopulations 
and the results showed that FBXO9, CHI3L1 and MYC 
were mainly expressed in Epithelial_cells with reasonable 
specificity (Fig. 2C, D, Additional file 3: Fig. S3G). Subse-
quently, we obtained the expression correlation of these 
three genes with CTLA4 in breast cancer online from 
TIMER2.0 [22]. The results showed that CHI3L1 and 
MYC were significantly and positively correlated with 
CTLA4 expression, with CHI3L1 being the most corre-
lated with CTLA4 (rho = 0.285, p < 0.001) and no signifi-
cant correlation between FBXO9 and CTLA4 (Fig.  2E, 
Additional file 3: Fig. S3H, I).

To verify the expression of CHI3L1 in TN-BCSCs, we 
enriched BCSCs from TNBC cell lines MDA-MB-231 
and MDA-MB-453 using microsphere culture. Identifica-
tion results showed that the enriched BCSCs were micro-
sphere-like in culture with phenotype  CD44+ &  CD24−, 
consistent with the characteristics of BCSCs (Addi-
tional file  3: Fig. S3J-L). Subsequently, we examined the 
expression of CHI3L1 in BCSCs with their parental cells. 
RT-qPCR and Western blot showed that CHI3L1 expres-
sion was significantly higher in TN-BCSCs obtained 
from MDA-MB-231 and MDA-MB-453 enrichment 
than in parental cells (Fig. 2F, G). ELISA results showed 
that The level of CHI3L1 in the supernatant of TN-
BCSCs medium (conditioned medium, CM) was signifi-
cantly higher than that in the CM of their parental cells 
(Fig. 2H).

Collectively, the CTLA4-related gene CHI3L1 was 
upregulated in TN-BCSCs.

CHI3L1 promotes TNBC stemness
Compared with normal breast cells (B.C.s), breast can-
cer stem cells (BCSCs) exhibit increased proliferation, 

migration, invasion, and resistance to apoptosis [23]. Sev-
eral studies have shown that CHI3L1 can promote the 
stem-like properties of ovarian cancer cells, leading to 
poor prognosis [24]. To investigate whether CHI3L1 can 
promote TNBC stemness, we established CHI3L1 over-
expressing cell lines based on MDA-MB-231 and MDA-
MB-453 cell lines. The successful construction of these 
cell lines was confirmed by RT-qPCR, Western blot, 
and ELISA (Additional file  4: Fig. S4A–C). Addition-
ally, sphere formation assay and flow cytometry results 
demonstrated that CHI3L1 overexpression increased 
TN-BCSCs (Fig. 3A–C). To further validate the promo-
tive effect of CHI3L1 on TNBC stemness, we performed 
the following experiments. CCK-8 and colony forma-
tion assays revealed a significant increase in proliferation 
and colony formation ability in oe-CHI3L1-231 and oe-
CHI3L1-453 cells compared to oe-NC-231 and oe-NC-
453 cells (Fig.  3D, E). Scratch and Transwell assays 
showed that overexpression of CHI3L1 significantly 
enhanced the migration and invasion abilities of MDA-
MB-231 and MDA-MB-453 cells (Fig. 3E–H). Moreover, 
flow cytometry analysis demonstrated a lower proportion 
of apoptotic cells in the oe-CHI3L1 group compared to 
the oe-NC group, indicating that CHI3L1 overexpression 
could significantly increase the anti-apoptotic ability of 
MDA-MB-231 and MDA-MB-453 cells ( Fig. 3I).

Taken together, these results indicate that CHI3L1 can 
significantly enhance the stemness of TNBC, character-
ized by an increase in the proportion of CD44 +  and 
CD24- cells, as well as increased proliferation, migration, 
invasion, and resistance to apoptosis.

TN‑BCSCs upregulated CTLA4 expression in T cells 
via the CHI3L1/MAF axis.
CTLA4 is mainly expressed in T cells [10], as demon-
strated by the cited scRNA-seq data (Additional file  5: 
Fig. S5A). Before verifying whether TN-BCSCs can regu-
late CTLA4 expression in T cells via CHI3L1, we exam-
ined the original  CTLA4+ T cell population in T cells 
using flow cytometry, and the results showed that only 
very few CTLA4 + T cells  (CD3+ &  CTLA4+) were pre-
sent in the T cells we used (Additional file  5: Fig. S5B). 
The RT-qPCR and Western blot results showed that the 

(See figure on next page.)
Fig. 3 Effects of CHI3L1 overexpression on the stemness phenotype of TNBC cells. A Representative results of spheroid formation assay to detect 
the stemness phenotype of MDA-MB-231 and MDA-MB-453 cells after CHI3L1 overexpression (left) and the quantitative chart (right). B RT-qPCR 
to detect BCSC markers CD44 and CD24 expression in MDA-MB-231 and MDA-MB-453 cells after CHI3L1 overexpression. C Flow cytometry 
to measure the proportion of BCSCs  (CD44+ and  CD24−) in MDA-MB-231 and MDA-MB-453 cells after CHI3L1 overexpression. D and E, Colony 
formation assay and CCK-8 assay to detect MDA-MB-231 and MDA-MB-453 cell proliferation after CHI3L1 overexpression. F–H Scratch assay 
and Transwell assay to detect MDA-MB-231 and MDA-MB-453 cell migration and invasion abilities after CHI3L1 overexpression. I Flow cytometry 
to measure MDA-MB-231 and MDA-MB-453 cell apoptosis after CHI3L1 overexpression. ns p > 0.05, * p < 0.05, ** p < 0.01, *** p < 0.001. Cell 
experiments were repeated three times
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Fig. 3 (See legend on previous page.)
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expression of CTLA4 in T cells was significantly upregu-
lated after co-culture with BCSCs-231 cells compared 
with that co-culture with MDA-MB-231 cells (Fig.  4A). 
Flow cytometric analysis showed that the percentage of 
surface  CTLA4+ was increased in T cells co-cultured 
with BCSCs-231 (Fig.  4B). With anti-CHI3L1 added to 
the medium, CTLA4 expression was significantly inhib-
ited (Fig. 4A, B), which indicated that TN-BCSCs might 
regulate CTLA4 expression in T cells mainly by secreting 
CHI3L1.

Further, we obtained the transcription factors pre-
dicted to regulate CTLA4 expression from the Cistrome 
D.B. database and later validated the expression of 15 of 
them associated with T Lymphocyte, Th1 and Th2 in the 
scRNA-seq data. The results showed that a total of 13 
transcription factors were expressed in the scRNA-seq 
data (BCL6, BRD4, CDK9, ETS1, FOXP3, GATA3, MAF, 
MYB, POLR2A, PSIP1, RUNX1, STAT5B and TBX21), 

among which ETS1, MAF and PSIP1 were expressed in 
the T_cells subpopulation expression levels were higher 
in the T_cells subpopulation (Fig. 4C, D, Additional file 5: 
Fig. S5C). Using GTRD, the target genes of ETS1, MAF 
and PSIP1 were searched, and only MAF and CTLA4 
were found to have a mutually regulatory relationship. 
Next, the JASPAR database was used to predict binding 
sites between MAF and the CTLA4 promoter region, and 
the potential binding sites with high scores were found 
(Additional file  5: Fig. S5D). Meanwhile, the correlation 
analysis showed a good correlation between MAF and 
CTLA4 in the T cell subset of TNBC scRNA-seq data 
(Fig.  4E, Additional file  5: Fig. S5E). Therefore, MAF in 
TNBC might be a key transcription factor regulating 
CTLA4 expression in T cells.

Based on the RT-qPCR and Western blot results, sh-
MAF-1 and sh-MAF-2 had good knockdown efficiency, 
with sh-MAF-1 having optimal efficiency (Additional 

Fig. 4 Effects of TN-BCSCs on CTLA4 expression in T cells. A RT-qPCR and Western blot to measure CTLA4 expression in T cells after co-culture 
with MDA-MB-231 or BCSCs-231 cells. B Representative results of  CTLA4+ (on the cell surface) T cell proportion changes after co-culture (left) 
and quantitative chart (right). C Scatter plot showing the expression distribution of T cell-related transcription factors of CTLA4 predicted 
through the Cistrome D.B. database in cell subsets. D distribution of the predicted transcription factors of CTLA4 (ETS1, MAF and PSIP1) 
in the scRNA-seq data. E Correlation between MAF and CTLA4 expression in the T cell subset of the scRNA-seq data. F RT-qPCR and Western 
blot to detect CTLA4 expression change after co-culture of T cells with MAF knockdown and BCSCs-231 cells. G Representative results (left) 
and quantitative statistical chart (right) of the change in the proportion of  CTLA4+ T cells after co-culture of T cells with MAF knockdown 
and BCSCs-231 as determined by flow cytometry. ns p > 0.05, * p < 0.05, ** p < 0.01, *** p < 0.001. Cell experiments were repeated three times
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file 5: Fig. S5F, G). The results of RT-qPCR, Western blot 
and Flow cytometry showed that CTLA4 expression in T 
cells was significantly decreased by MAF-1 knockdown 
(Fig.  4F, G), indicating that TN-BCSCs might regulate 
CTLA4 expression in T cells through MAF.

To further validate the Role of CHI3L1 and reduce 
confounding factors, we repeated the above experiments 
using human recombinant CHI3L1 protein (hrCHI3L1) 
instead of BCSCs-231 and obtained the same results: 
CHI3L1 can upregulate CTLA4 expression in T cells, and 
the process may be mediated through MAF (Additional 
file 5: Fig. S5H–J).

The above results suggest that TN-BCSCs can secrete 
CHI3L1 to act on T cells and upregulate CTLA4 expres-
sion in T cells via MAF.

TN‑BCSCs suppress CD8 via  CTLA4+ T  cells+ T cell toxicity.
We co-cultured T cell-treated BCSCs-231 cells (BCSCs-
231-T cells) with  CD8+ T cells to explore the Role of 
TN-BCSCs/CTLA4 axis in tumor immunosuppression. 

We found that compared with co-culture with MDA-
MB-231-T cells, co-culture with BCSCs-231-T cells sig-
nificantly inhibited the expression of cell cytotoxicity 
markers [25] GzmB and Ki67 in  CD8+ T cells (Fig. 5A). 
When anti-CTLA4 was added exogenously, the inhibi-
tory effect of BSCSs-231-T cells on  CD8+ T cells was 
notably reduced (Fig.  5A), indicating that the immuno-
suppression due to TN-BCSCs was mainly mediated by 
 CTLA4+ T cells.

CD80 and CD86 are ligands for CTLA4 and are 
expressed as markers of M2-type macrophages in vari-
ous cancers [26]. In scRNA-seq data, CD86 was highly 
expressed in Macrophage and Monocyte cell subpopula-
tions, while CD80 expression was relatively low (Addi-
tional file 6: Fig. S6A, B). Flow cytometry results further 
showed that the presence of CD86 in the co-culture sys-
tem could significantly inhibit the expression of GzmB 
and Ki67 in  CD8+ T cells. However, there was no sig-
nificant inhibition when CD86 has added alone (Fig. 5B), 
indicating that CD86 acted via CTLA4.

Fig. 5 Effects of BCSCs-231-T on the function of  CD8+ T cells. A Representative results (left) and quantitative statistical chart (right) of flow 
cytometry, showing the effect of BCSCs-231-T on GzmB and Ki67 expression in  CD8+ T cells. B Representative results (left) and quantitative statistical 
chart (right) of the promoting Role of hrCD86 in CD8 + T cell dysfunction caused by BCSCs-231-T as detected by flow cytometry. ns p > 0.05, * 
p < 0.05, ** p < 0.01, *** p < 0.001. Cell experiments were repeated three times
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The above results showed that  CTLA4+ T cells gener-
ated by TN-BCSCs could inhibit the cytotoxicity of  CD8+ 
T cells, and CD86 could enhance this inhibition.

TN‑BCSCs are involved in TNBC immune escape via CHI3L1/
MAF.
To further verify that TN-BCSCs were involved in the 
immune escape of tumors via CHI3L1, we constructed 
an in situ transplantation model of breast cancer in mice 
with a humanized immune system using EGFP-labeled 
MDA-MB-231 and BCSCs-231. The experiments were 
divided into 3 groups: MDA-MB-231, BCSCs-231 and 
BCSCs-231 + anti-CHI3L1. Tumour growth was assessed 

weekly using small animal live imaging to detect biolumi-
nescence intensity (BLI) at the transplantation site. Mice 
were euthanized 35 days after tumor inoculation, and 
tumor tissues were taken to detect relevant indexes. The 
results showed that the tumor growth rate and tumor size 
at the end of the experiment were significantly higher in 
the BCSCs-231 group than in the MDA-MB-231 group.

In comparison, the tumor growth rate and size in the 
BCSCs-231 + anti-CHI3L1 group were significantly 
lower than in the BCSCs-231 group (Fig. 6A). RT-qPCR 
and Western blot results showed that compared with 
the MDA-MB-231 group, CHI3L1, MAF and CTLA4 
expressions were significantly upregulated in tumor 

Fig. 6 In vivo verification of the involvement of TN-BCSCs in immune escape of TNBC through CHI3L1/MAF. A Growth of MDA-MB-231 
and BCSCs-231 orthotopic B.C. transplanted tumors. The tumor growth curve drawn based on the relative bioluminescence intensity is on the 
left. The bioluminescence intensity and tumor size at the end of the experiment are shown on the right side. B and C Detection of CHI3L1, MAF 
and CTLA4 expression in tumor tissues by RT-qPCR and Western blot. D and E, Detection of  CTLA4+ T cell proportion and  CD8+ T cytotoxicity (GzmB 
and Ki67) in tumor tissues by flow cytometry (n = 8). F Growth of MDA-MB-453 orthotopic B.C. transplanted tumor. The tumor growth curve drawn 
based on the relative bioluminescence intensity is on the left. The bioluminescence intensity and tumor size at the end of the experiment are 
shown on the right side (n = 8). G Flow cytometry to detect the proportion of BCSCs in MDA-MB-453 orthotopic B.C. transplanted tumors in mice 
treated with hrCHI3L1 or sh-MAF-1 (n = 8). H and I, Detection of  CTLA4+ T proportion and  CD8+ T cytotoxicity in MDA-MB-453 orthotopic B.C. 
transplanted tumor in mice treated with hrCHI3L1 or sh-MAF-1 by flow cytometry. ns p > 0.05, * p < 0.05, ** p < 0.01, *** p < 0.001
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tissues of BCSCs-231 group, and after exogenous 
administration of anti-CHI3L1, there was no significant 
change in CHI3L1 expression in BCSCs-231 + anti-
CHI3L1 group compared with BCSCs-231 group, 
and MAF and CTLA4 expressions were significantly 
decreased (Fig.  6B, C). The results of Flow cytomet-
ric analysis showed that the proportion of  CTLA4+ T 
cells in tumor tissues was significantly increased in the 
BCSCs-231 group compared with the MDA-MB-231 
group, while the cytotoxicity of  CD8+ T cells was sup-
pressed; the proportion of  CTLA4+ T cells in tumor 
tissues was significantly decreased in the BCSCs-
231 + anti-CHI3L1 group compared with the BCSCs-
231 group, while the cytotoxicity of CD8 T cells was 
suppressed in the BCSCs-231 group compared with the 
MDA-MB-231 group. Meanwhile, the cytotoxicity of 
 CD8+ T cells was significantly increased (Fig. 6D, E).

Furthermore, we constructed a breast cancer in  situ 
transplantation model using MDA-MB-453 (EGFP 
marker) to verify the Role of CHI3L1/MAF in promot-
ing TNBC stemness and participating in immunosup-
pression by exogenously administering hrCHI3L1 or/
and sh-MAF-1. Mice were randomly divided into 3 
treatment groups: Mock + sh-NC, hrCHI3L1 + sh-NC 
and hrCHI3L1 + sh-MAF-1, and tumor growth was 
monitored using small animal live imaging. The results 
showed that the tumor growth rate and size in the 
hrCHI3L1 + sh-NC group were significantly higher 
than those in the Mock + sh-NC group. In comparison, 
the tumor growth rate and size in the hrCHI3L1 + sh-
MAF-1 group were significantly lower than those in the 
hrCHI3L1 + sh-NC group (Fig. 6F). The mice were eutha-
nized 35 days after tumor inoculation. Flow cytometric 
analysis later examined the proportion of BCSCs, the pro-
portion of  CTLA4+ T cells and the cytotoxicity of  CD8+ 
T cells in the tumour tissues. The results showed that 
the proportion of BCSCs and the proportion of CTLA4 
T cells in the tumor tissues of  the+ hrCHI3L1 + sh-NC 
group were significantly increased, and the cytotoxicity 
of  CD8+ T cells was reduced compared with that of the 
Mock + sh-NC group; after the exogenous administration 
of sh-MAF-1 to down-regulate the expression of MAF 
in the tumor tissues, the proportion of BCSCs in the 
hrCHI3L1 + sh-MAF-1 group was significantly increased 
compared with that of the hrCHI3L1 + sh-MAF-1 
group. The ratio was not significantly different from that 
between the hrCHI3L1 + sh-NC group, while the propor-
tion of  CTLA4+ T cells was significantly reduced, and the 
cytotoxicity of  CD8+ T cells was increased (Fig. 6G–I).

The above results suggested that TN-BCSCs promoted 
the expression of CTLA4 in T cells through CHI3L1/
MAF axis, which inhibited the  CD8+ T cell cytotoxicity, 
participating in immunosuppression in TNBC.

TN‑BCSCs‑induced secretion of S100A4 by  CTLA4+ T cells 
promoted the stemness phenotype of TNBC cells
To investigate the possibility that  CTLA4+ T cells in 
TNBC promote tumor cell stemness. We divided the 
T_cells subpopulation into the  CTLA4+ T group and 
 CTLA4− T group according to the presence or absence 
of CTLA4 expression. Subsequently, we performed dif-
ferential gene expression analysis using  CTLA4− T as 
control and obtained 18 DEGs (containing 14 upregu-
lated and 4 down-regulated genes) (Fig. 7A, Additional 
file 7: Fig. S7A). G.O. enrichment analysis of genes up- 
and down-regulated in  CTLA4+ T cells, respectively, 
showed that compared to  CTLA4− T cells,  CTLA4+ T 
cells were more efficient in myeloid dendritic cell acti-
vation, negative regulation of ossification and positive 
regulation of protein-containing complex assembly, and 
lack of response to progesterone, response to calcium 
ion and positive regulation of leukocyte differentiation 
and other functions (Additional file 7: Fig. S7B, C).

In the G.O. enrichment analysis of the  CTLA4+ T 
cell upregulated gene, we found that S100A4 is associ-
ated with epithelial to mesenchymal transition, positive 
regulation of I-kappaB kinase/NF-kappaB signaling, 
and mesenchymal cell differentiation, which are tumor 
stem cell-associated biological processes, and there 
are also related studies suggesting that S100A4 is a 
potential factor in regulating tumor stem cells [27]. To 
verify whether TN-BCSCs-induced  CTLA4+ T could 
promote TNBC cell stemness through S100A4, we 
first examined the changes in S100A4 expression in 
BCSCs-231-treated T cells (BCSCs-231-T). RT-qPCR 
and ELISA results showed that compared with the 
MDA-MB-231 group, BCSCs- 231 significantly upreg-
ulated the level of S100A4 in T cells and their culture 
medium supernatant (CM) (Fig.  7B, C). Subsequently, 
we co-cultured BCSCs-231-T with MDA-MB-453 and 
examined the changes in the expression of breast can-
cer stem cell markers in MDA-MB-453. The results 
of Flow cytometric analysis showed that the propor-
tion of  CD44+ &  CD24− cells in MDA-MB-453 was 
significantly higher in the BCSCs-231-T group than 
in the MDA-MB-231-T group, and exogenous addi-
tion of anti-S100A4 significantly inhibited this change 
(Fig.  7D). Moreover, in comparison with untreated T 
cells, hrS100A4 significantly upregulated the propor-
tion of  CD44+ and  CD24− MDA-MB-231 and MDA-
MB-453 cells (Fig. 7E).

The above results suggested that TN-BCSCs-induced 
 CTLA4+ T cells might promote the stemness pheno-
type of TNBC cells by secreting S100A4.
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Discussion
Immune escape plays a vital role in B.C., and the immune 
silence of B.C. is related to diminished immune recog-
nition and promoted immunosuppression [28]. In this 
study, we used scRNA-seq to reveal the possible molec-
ular mechanism of the CHI3L1/MAF/CTLA4/S100A4 
axis in regulating the immune escape in TNBC. The 
results collectively demonstrated that this axis could pro-
mote immune escape in TNBC by mediating the interac-
tion between TN-BCSCs and immune cells.

In the first place, we found in this study that TNBC tis-
sues mainly contained 8 cell subsets. It was revealed that 

CHI3L1 was highly expressed in one of the cell subsets, 
TN-BCSCs and that CHI3L1 could promote the stemness 
of TNBC cells. Intriguingly, TN-BCSCs have been 
highlighted as essential regulators despite their capac-
ity to induce the aggressiveness of TNBC [29]. Of note, 
CHI3L1 secreted by myeloid-derived suppressor cells 
was reported to augment the function of TN-BCSCs, 
which identified a nonimmunologic role for myeloid-
derived suppressor cells in facilitating the progression 
of TNBC [30]. As previously reported, CHI3L1 could 
induce tumor immune escape in breast cancer by act-
ing on the cytotoxic machinery while preventing granule 

Fig. 7 Effects of  CTLA4+ T cells-secreted S100A4 on the stemness phenotype of TNBC cells. A Heatmap of DEGs in  CTLA4+ T cells. Red represents 
upregulated genes, and green represents downregulated genes. B and C S100A4 expression change in T cells and the culture supernatants of T cells 
after co-culture with MDA-MB-231 or BCSCs-231 cells as detected by RT-qPCR and ELISA. D Flow cytometry to determine the effect of co-culture 
of MDA-MB-231-T or BCSCs-231-T with T cells on the proportion of  CD44+ and  CD24− MDA-MB-453 cells. E Flow cytometry to determine the effect 
of exogenous hrS100A4 on the proportion of  CD44+ and  CD24− MDA-MB-231 and MDA-MB-453 cells. ns p > 0.05, * p < 0.05, ** p < 0.01, *** p < 0.001. 
All cell experiments were repeated three times



Page 15 of 18Ji et al. Journal of Translational Medicine          (2023) 21:721  

polarization [31]. The induction of CHI3L1 expression 
could affect tumor-related immune responses and pro-
mote metastasis in breast cancer [32]. These studies sup-
port our results regarding the promoting Role of CHI3L1 
in TNBC.

Furthermore, TN-BCSCs could secrete CHI3L1, which 
upregulated the expression of CTLA4 in T cells through 
MAF. CHI3L1 could be upregulated in the microenvi-
ronment dysfunction with PD-L1 expression, and block-
ade of PD-L1 could reverse CTLA4 immune checkpoint 
[33]. A high level of CTLA4 was found in  CD69+ Tregs, 
and overexpression of CD69 could stimulate c-MAF 
expression [34]. Besides, increased c-MAF and CTLA4 
expression co-existed in Treg-of-B cells [35]. The results 
of these previous reports suggest that there may be a 
possible interaction between CHI3L1 and CTLA4 and 
between CTLA4 and MAF, despite the absence of dem-
onstration of the direct regulatory relationship between 
them.

It should be noted that the regulatory relationship 
between CHI3L1 and MAF has yet to be reported. It was 
revealed that MAFK, a MAF family member, was abun-
dant in human TNBC and aggressive mouse mammary 
tumor cell lines. MAFK overexpression could induce 
epithelial-mesenchymal transition phenotypes of breast 
cancer cells while facilitating tumor formation [36]. Aug-
mented c-MAF-inducing protein CMIP could negate 
the suppressed growth of TNBC induced by LINC01123 
deficiency. Increased MAF oncogene expression was 
associated with the bone metastasis of BC [37]. Moreo-
ver, MAF amplification could diminish the treatment effi-
cacy with adjuvant zoledronic acid in early BC [38]. Our 
study achieved the Role of CHI3L1 in TNBC through the 
MAF/CTLA4 axis.

We also demonstrated that TN-BCSCs promoted the 
expression of CTLA4 on T cells through CHI3L1/MAF 
axis, inhibited the  CD8+ T cell cytotoxicity, and partici-
pated in TNBC immunosuppression. Immune escape 
is required for tumor progression, and current immune 
checkpoint therapy is based on enhancing  CD8+ T cell 
cytotoxicity to eliminate cancer cells [39]. CTLA4-acti-
vated-like tumors manifested a conditional immune state 
resembling a cancer cell-exploited escape phenotype, 
and there existed meaningful interaction between tumor 
CLTA4-induced portraits and immune-infiltrating cells 
[40]. Interestingly, anti-CTLA4 combined with anti-PD-
L1 could suppress tumor growth and increase survival 
in a TNBC model. This antitumor effect was achieved by 
recruiting  CD8+ T and T memory cells to regulate the 
tumor microenvironment [41].

Moreover, anti-CTLA4 induced significant antitumor 
effects by promoting the infiltration of  CD8+ T cells in 
TRAMP-C2-bearing C57BL/6j mice [42]. Increased 

cytotoxicity of  CD8+ T cells was induced by simvasta-
tin treatment, accompanied by downregulated CTLA4 
expression [43]. Treatment of anti-CTLA4 in combina-
tion with cisplatin and anti-PD-1 enhanced antitumor 
immunity in TNBC, involved with activation of tumor-
infiltrating cytotoxic CD8 and CD4 T cells [44]. The pre-
sent study demonstrated that the CHI3L1/MAF/CTLA4 
axis could inhibit  CD8+ T cell cytotoxicity and induce 
TNBC immunosuppression.

Another critical finding obtained in this study was 
that TN-BCSCs-induced  CTLA4+ T cells could secrete 
S100A4, which promoted the stemness phenotype of 
TNBC cells. S100A4 can appeal to T cells in primary and 
pre-metastatic tumors [45]. A previous study has shown 
exclusive expression of S100A4 by memory T cells of 
 CD4+/CD8+ subsets [46]. Increased S100A4 expression 
was found in intraepithelial CD3-positive T lympho-
cytes [47]. Intriguingly, S100A4 was found to be directly 
bound by amlexanox, an azoxanthone drug that could 
exert anticancer functions through collaboration with 
anti-CTLA4 antibodies [48]. Prior research unfolded 
that activated S100A4 signaling due to PCDH7-regulated 
tumor-astrocyte interaction could retain the self-renewal 
of TN-BCSCs and modulate their adaptation and coloni-
zation [49]. Moreover, the S100A4 signaling was unveiled 
to enhance the invasive and intravasation capacities in 
geminin-overexpressing TNBC cells by promoting their 
stemness and epithelial-to-mesenchymal phenotypes 
[50]. However, these previous studies do not discuss the 
interaction between CTLA4 + T cells and S100A4 in the 
tumor microenvironment of TNBC.

To conclude, TNBC mainly contained 8 cell subsets, 
among which TN-BCSCs existed in the epithelial cell 
subgroup. As a characteristic gene expressed in TN-
BCSCs, CHI3L1 was related to TNBC cell stemness. It 
upregulated the expression of CTLA4 in T cells through 
MAF, thereby inhibiting  CD8+ T cell cytotoxicity and 
inducing immunosuppression.  CTLA4+ T cells pro-
moted the stemness phenotype of TNBC cells by secret-
ing S100A4 through positive feedback (Fig. 8). This study 
preliminarily revealed the molecular mechanism of 
BCSCs participating in TNBC immune escape through 
CHI3L1/MAF/CTLA4 axis and molecular target for 
basic research and clinical treatment of TNBC. However, 
the interaction between cells in the tumor microenviron-
ment is quite complex, and this study only discusses a 
potential interaction mode between BCSCs and T cells. 
In addition, the specific molecular mechanisms of the 
interaction between CHI3L1 and MAF, the inhibition of 
 CD8+ T cell function by  CTLA4+ T cells, and the regula-
tion of S100A4 on the stemness phenotype of TNBC cells 
remain elusive, which require further research.
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Additional file 1: Figure S1. TNBC scRNA-seq data quality control and 
PCA dimension reduction. A, Numbers of genes (nFeature_RNA) and 
mRNA molecules (nCount_RNA), and percentage of mitochondrial genes 
(percent. mt) per cell in the TNBC scRNA-seq data. B, Scatter plot of the 
correlation between nCount_RNA and percent.mt, nCount_RNA and 
nFeature_RNA in filtered data. C, ANOVA was performed to screen highly 
variable genes. Red represents the top 2000 highly variable genes, and 
black represents low variable genes. The gene names of the top 10 highly 
variable genes are marked. D, Top 30 related genes in PC_1 and PC_4 in 
PCA. E, Expression heatmap of top 30 related genes in PC_1 PC_4 in PCA. 
Yellow indicates the upregulated expression, and purple indicates the 
downregulated expression. F, distribution of cells in PC_1 and PC_2. Each 
dot represents one cell.

Additional file 2: Figure S2. Expression heatmap of top 10 DEGs in the 
13 clusters obtained from tSNE clustering. Yellow color indicates upregula-
tion, and purple color indicates downregulation.

Additional file 3: Figure S3. Expression of CTLA4-related genes in 
TN-BCSCs and enrichment identification of BCSCs. A & B, Scatter plots 
(A) and violin plots (B) showing the distribution of human breast BCSCs 
markers in cell subsets. C, Distribution of CD44 and CD24 expression in 
epithelial cell subsets. In the wireframe, TN-BCSCs  (CD44+ and  CD24-) have 

positive CD44 and CD24 expression at the median: D, Volcano plot of the 
expression of DEGs between TN-BCSCs and B.C.s. The red color represents 
the upregulated genes, and the green represents the downregulated 
genes. E & F, G.O. enrichment analysis results of upregulated genes (E) and 
downregulated genes (F) in the differential analysis between B.C.s and 
TN-BCSCs. G, Violin plot of the expression distribution of the CTLA4-related 
DEGs (PSMB7, TIMP1, CLU, ACTA2, A2M, IFITM2, TNFSF10, CD74, CD44, and 
IFITM3) in TN-BCSCs in each cell subset. H & I, The correlation of MYC with 
FBXO9 and CTLA4 expression in B.C. was analyzed through the TIMER2.0 
database. The result is corrected by tumor purity. J, The morphological 
display of the BCSCs obtained from spheroid formation assay and their 
parental cells. K & L, Phenotypic identification of BCSCs obtained from 
spheroid formation assay and their parental cells. ns p > 0.05, * p < 0.05, ** 
p < 0.01, *** p < 0.001. Cell experiments were repeated three times.

Additional file 4: Figure S4. Validation of CHI3L1 overexpression in 
the TNBC cell lines. A & B, RT-qPCR (A) and Western blot (B) to verify the 
CHI3L1 overexpression in MDA-MB-231 and MDA-MB-453 cells. C, ELISA to 
detect CHI3L1 expression in the supernatant of the conditioned medium 
after CHI3L1 overexpression. ns p > 0.05, * p < 0.05, ** p < 0.01, *** p < 
0.001. Cell experiments were repeated three times.

Additional file 5: Figure S5. Screening for the transcription factors of 
CTLA4 in T cells. A, Distribution of CTLA4 in scRNA-seq. B, Detection of the 
proportion of  CTLA4+ untreated T cells by flow cytometry. C, Detection 
of the predicted transcription factors of CTLA4 in the scRNA-seq. D, MAF 
binding sequence identification map (left) obtained from the JASPAR 
website and predicted binding sites between MAF and CTLA4 promoter 
region (right). E, Correlation between ETS1, PSIP1 and CTLA4 expression 
in T cell subset in scRNA-seq. F & G, RT-qPCR and Western blot to verify 
the MAF knockdown efficiency in T cells. H & I, RT-qPCR and Western blot 
to detect changes in CTLA4 expression in T cells with MAF knockdown 
after hrCHI3L1 treatment. J, Representative results (left) and quantitative 
statistical chart (right) of changes in the proportion of  CTLA4+ T cells with 
MAF knockdown after hrCHI3L1 treatment as detected by flow cytometry. 
ns p > 0.05, * p < 0.05, ** p < 0.01, *** p < 0.001. Cell experiments were 
repeated three times.

Fig. 8 Schematic illustration of the molecular mechanism by which TN-BCSC-derived CHI3L1 promotes immune escape of TNBC via the MAF/
CTLA4 axis. TNBC mainly contains 8 cell subsets, among which TN-BCSCs exist in the epithelial cell subgroup. As a characteristic gene expressed 
in TN-BCSCs, CHI3L1 is related to TNBC cell stemness. It upregulates the expression of CTLA4 in T cells through MAF, thereby inhibiting 
the cytotoxicity of  CD8+ T cells and producing immunosuppression.  CTLA4+ T cells promote the stemness phenotype of TNBC cells by secreting 
S100A4 through positive feedback

https://doi.org/10.1186/s12967-023-04532-6
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Additional file 6: Figure S6. The expression distribution of CD80 and 
CD86 in scRNA-seq. A & B, The expression distribution of CD80 and CD86 
in the scRNA-seq, respectively.

Additional file 7: Figure S7. DEGs in  CTLA4+ T cells and G.O. enrichment 
analysis. A Volcano map of DEGs in  CTLA4+ T cells. Red represents upregu-
lated genes, and green represents downregulated genes. B & C, G.O. 
enrichment analysis results of upregulated genes (B) and downregulated 
genes (C) in  CTLA4+ T cells.

Additional file 8: Table S1. shRNA sequences. Table S2. Manufacturer 
information of primary antibodies. Table S3. Primer sequences for 
RT-qPCR.

Acknowledgements
Not applicable.

Author contributions
SJ, HY and DZ wrote the paper and conceived and designed the experiments; 
XF, YD and YT analyzed the data; ML and GS collected and provided the 
sample for this study. All authors have read and approved the final submitted 
manuscript.

Funding
This study was supported by Guangdong Provincial Medical Science and 
Technology Research Fund in 2021 (No. A2021039), Natural Science Founda-
tion of Guangdong Province in 2022 (No. 2022A1515012183), National 
Natural Science Foundation of China in 2023 (No. 82272968) and The “XINRUI” 
Project of Cancer Supportive Care and Treatment Research in 2022 (No. 
cphcf-2022–088).

Availability of data and materials
The data supporting this study’s findings are available on request from the 
corresponding author.

Declarations

Ethics approval and consent to participate
The study was conducted with the approval of the Ethics Committee of 
Zhujiang Hospital of Southern Medical University. The Guide conducted all 
procedures for the Care and Use of Laboratory Animals in the animal experi-
ment. Great efforts were made to minimize the suffering of the experimental 
animals.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Special Medical Service Center, General Surgery, Zhujiang Hospital of South-
ern Medical University, No. 253, Middle Gongye Avenue, Haizhu District, 
Guangzhou 510280, Guangdong, People’s Republic of China. 2 Department 
of Breast Surgery, The First People’s Hospital of Foshan, Foshan 528000, Peo-
ple’s Republic of China. 3 Department of Breast Surgery, Maternity and Chil-
dren’s Healthcare Hospital of Foshan, Foshan 528000, People’s Republic 
of China. 

Received: 15 April 2023   Accepted: 17 September 2023

References
 1. Yin L, Duan JJ, Bian XW, Yu SC. Triple-negative breast cancer molecular 

subtyping and treatment progress. Breast Cancer Res. 2020;22:61. https:// 
doi. org/ 10. 1186/ s13058- 020- 01296-5.

 2. Llinas-Arias P, Iniguez-Munoz S, McCann K, Voorwerk L, Orozco JIJ, 
Ensenyat-Mendez M, et al. Epigenetic regulation of immunotherapy 
response in triple-negative breast cancer. Cancers. 2021. https:// doi. org/ 
10. 3390/ cance rs131 64139.

 3. Ehmsen S, Ditzel HJ. Signaling pathways essential for triple-negative 
breast cancer stem-like cells. Stem Cells. 2021;39:133–43. https:// doi. org/ 
10. 1002/ stem. 3301.

 4. Zhang Z, Huang Q, Yu L, Zhu D, Li Y, Xue Z, et al. The role of miRNA in 
tumor immune escape and miRNA-based therapeutic strategies. Front 
Immunol. 2021;12:807895. https:// doi. org/ 10. 3389/ fimmu. 2021. 807895.

 5. Samanta D, Park Y, Ni X, Li H, Zahnow CA, Gabrielson E, et al. Chemo-
therapy induces enrichment of CD47(+)/CD73(+)/PDL1(+) immune 
evasive triple-negative breast cancer cells. Proc Natl Acad Sci USA. 
2018;115:E1239–48. https:// doi. org/ 10. 1073/ pnas. 17181 97115.

 6. Romano S, Tufano M, D’Arrigo P, Vigorito V, Russo S, Romano MF. Cell 
stemness, epithelial-to-mesenchymal transition, and immunoeva-
sion: Intertwined aspects in cancer metastasis. Semin Cancer Biol. 
2020;60:181–90. https:// doi. org/ 10. 1016/j. semca ncer. 2019. 08. 015.

 7. Najafi M, Farhood B, Mortezaee K. Cancer stem cells (CSCs) in cancer pro-
gression and therapy. J Cell Physiol. 2019;234:8381–95. https:// doi. org/ 10. 
1002/ jcp. 27740.

 8. Jin C, Li R, Deng T, Li J, Yang Y, Li H, et al. Identification and validation of a 
prognostic prediction model of m6A regulator-related LncRNAs in hepa-
tocellular carcinoma. Front Mol Biosci. 2021;8:784553. https:// doi. org/ 10. 
3389/ fmolb. 2021. 784553.

 9. Qiao X, Zhang Y, Sun L, Ma Q, Yang J, Ai L, et al. Association of human 
breast cancer CD44(-)/CD24(-) cells with delayed distant metastasis. Elife. 
2021. https:// doi. org/ 10. 7554/ eLife. 65418.

 10. Rowshanravan B, Halliday N, Sansom DM. CTLA-4: a moving target 
in immunotherapy. Blood. 2018;131:58–67. https:// doi. org/ 10. 1182/ 
blood- 2017- 06- 741033.

 11. Chang HY, Liu CY, Lo YL, Chiou SH, Lu KH, Lee MC, et al. Cytotoxic 
T-lymphocyte antigen 4 polymorphisms and breast cancer susceptibil-
ity: evidence from a meta-analysis. J Chin Med Assoc. 2023;86:207–19. 
https:// doi. org/ 10. 1097/ JCMA. 00000 00000 000851.

 12. Ghahremani Dehbokri S, Alizadeh N, Isazadeh A, Baghbanzadeh A, 
Abbaspour-Ravasjani S, Hajiasgharzadeh K, et al. CTLA-4: as an immu-
nosuppressive immune checkpoint in breast cancer. Curr Mol Med. 
2023;23:521–6. https:// doi. org/ 10. 2174/ 15665 24022 66622 06100 94716.

 13. Xu K, Wang R, Xie H, Hu L, Wang C, Xu J, et al. Single-cell RNA sequenc-
ing reveals cell heterogeneity and transcriptome profile of breast cancer 
lymph node metastasis. Oncogenesis. 2021;10:66. https:// doi. org/ 10. 
1038/ s41389- 021- 00355-6.

 14. Hao Y, Hao S, Andersen-Nissen E, Mauck WM 3rd, Zheng S, Butler A, et al. 
Integrated analysis of multimodal single-cell data. Cell. 2021;184(3573–
87):e29. https:// doi. org/ 10. 1016/j. cell. 2021. 04. 048.

 15. Aran D, Looney AP, Liu L, Wu E, Fong V, Hsu A, et al. Reference-based 
analysis of lung single-cell sequencing reveals a transitional profibrotic 
macrophage. Nat Immunol. 2019;20:163–72. https:// doi. org/ 10. 1038/ 
s41590- 018- 0276-y.

 16. Ritchie ME, Phipson B, Wu D, Hu Y, Law CW, Shi W, et al. limma powers dif-
ferential expression analyses for RNA-sequencing and microarray studies. 
Nucleic Acids Res. 2015;43:e47. https:// doi. org/ 10. 1093/ nar/ gkv007.

 17. Wang X, Hu Y, Cui J, Zhou Y, Chen L. Coordinated targeting of MMP-2/
MMP-9 by miR-296-3p/FOXCUT exerts tumor-suppressing effects in cho-
roidal malignant melanoma. Mol Cell Biochem. 2018;445:25–33. https:// 
doi. org/ 10. 1007/ s11010- 017- 3248-x.

 18. Szostak B, Machaj F, Rosik J, Pawlik A. CTLA4 antagonists in phase I and 
phase II clinical trials, current status and future perspectives for cancer 
therapy. Expert Opin Investig Drugs. 2019;28:149–59. https:// doi. org/ 10. 
1080/ 13543 784. 2019. 15592 97.

 19. Chen D, Menon H, Verma V, Guo C, Ramapriyan R, Barsoumian H, et al. 
Response and outcomes after anti-CTLA4 versus anti-PD1 combined with 
stereotactic body radiation therapy for metastatic non-small cell lung 
cancer: retrospective analysis of two single-institution prospective trials. J 
Immunother Cancer. 2020. https:// doi. org/ 10. 1136/ jitc- 2019- 000492.

 20. Zhang X, Lan Y, Xu J, Quan F, Zhao E, Deng C, et al. Cell marker: a manually 
curated resource of cell markers in human and mouse. Nucleic Acids Res. 
2019;47:D721–8. https:// doi. org/ 10. 1093/ nar/ gky900.

https://doi.org/10.1186/s13058-020-01296-5
https://doi.org/10.1186/s13058-020-01296-5
https://doi.org/10.3390/cancers13164139
https://doi.org/10.3390/cancers13164139
https://doi.org/10.1002/stem.3301
https://doi.org/10.1002/stem.3301
https://doi.org/10.3389/fimmu.2021.807895
https://doi.org/10.1073/pnas.1718197115
https://doi.org/10.1016/j.semcancer.2019.08.015
https://doi.org/10.1002/jcp.27740
https://doi.org/10.1002/jcp.27740
https://doi.org/10.3389/fmolb.2021.784553
https://doi.org/10.3389/fmolb.2021.784553
https://doi.org/10.7554/eLife.65418
https://doi.org/10.1182/blood-2017-06-741033
https://doi.org/10.1182/blood-2017-06-741033
https://doi.org/10.1097/JCMA.0000000000000851
https://doi.org/10.2174/1566524022666220610094716
https://doi.org/10.1038/s41389-021-00355-6
https://doi.org/10.1038/s41389-021-00355-6
https://doi.org/10.1016/j.cell.2021.04.048
https://doi.org/10.1038/s41590-018-0276-y
https://doi.org/10.1038/s41590-018-0276-y
https://doi.org/10.1093/nar/gkv007
https://doi.org/10.1007/s11010-017-3248-x
https://doi.org/10.1007/s11010-017-3248-x
https://doi.org/10.1080/13543784.2019.1559297
https://doi.org/10.1080/13543784.2019.1559297
https://doi.org/10.1136/jitc-2019-000492
https://doi.org/10.1093/nar/gky900


Page 18 of 18Ji et al. Journal of Translational Medicine          (2023) 21:721 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 21. Bakhshinyan D, Adile AA, Qazi MA, Singh M, Kameda-Smith MM, Yelle N, 
et al. Introduction to cancer stem cells: past, present, and future. Methods 
Mol Biol. 2018;1692:1–16. https:// doi. org/ 10. 1007/ 978-1- 4939- 7401-6_1.

 22. Li T, Fu J, Zeng Z, Cohen D, Li J, Chen Q, et al. TIMER2.0 for analysis of 
tumor-infiltrating immune cells. Nucleic Acids Res. 2020;48:509–14. 
https:// doi. org/ 10. 1093/ nar/ gkaa4 07.

 23. Peiris-Pages M, Martinez-Outschoorn UE, Pestell RG, Sotgia F, Lisanti MP. 
Cancer stem cell metabolism. Breast Cancer Res. 2016;18:55. https:// doi. 
org/ 10. 1186/ s13058- 016- 0712-6.

 24. Lin HW, Chiang YC, Sun NY, Chen YL, Chang CF, Tai YJ, et al. CHI3L1 results 
in poor outcome of ovarian cancer by promoting properties of stem-
like cells. Endocr Relat Cancer. 2019;26:73–88. https:// doi. org/ 10. 1530/ 
ERC- 18- 0300.

 25. Yan Y, Cao S, Liu X, Harrington SM, Bindeman WE, Adjei AA, et al. CX3CR1 
identifies PD-1 therapy-responsive CD8+ T cells that withstand chemo-
therapy during cancer chemoimmunotherapy. JCI Insight. 2018. https:// 
doi. org/ 10. 1172/ jci. insig ht. 97828.

 26. Fang J, Ou Q, Wu B, Li S, Wu M, Qiu J, et al. TcpC inhibits M1 but promotes 
M2 macrophage polarization via regulation of the MAPK/NF-kappaB and 
Akt/STAT6 pathways in urinary tract infection. Cells. 2022. https:// doi. org/ 
10. 3390/ cells 11172 674.

 27. Li Y, Wang J, Song K, Liu S, Zhang H, Wang F, et al. S100A4 promotes hepa-
tocellular carcinogenesis by intensifying fibrosis-associated cancer cell 
stemness. Oncoimmunology. 2020;9:1725355. https:// doi. org/ 10. 1080/ 
21624 02X. 2020. 17253 55.

 28. Bates JP, Derakhshandeh R, Jones L, Webb TJ. Mechanisms of immune 
evasion in breast cancer. BMC Cancer. 2018;18:556. https:// doi. org/ 10. 
1186/ s12885- 018- 4441-3.

 29. Park SY, Choi JH, Nam JS. Targeting cancer stem cells in triple-negative 
breast cancer. Cancers. 2019. https:// doi. org/ 10. 3390/ cance rs110 70965.

 30. Kumar S, Wilkes DW, Samuel N, Blanco MA, Nayak A, Alicea-Torres K, 
et al. DeltaNp63-driven recruitment of myeloid-derived suppressor 
cells promotes metastasis in triple-negative breast cancer. J Clin Invest. 
2018;128:5095–109. https:// doi. org/ 10. 1172/ JCI99 673.

 31. Darwich A, Silvestri A, Benmebarek MR, Mouries J, Cadilha B, Melacarne 
A, et al. Paralysis of the cytotoxic granule machinery is a new cancer 
immune evasion mechanism mediated by chitinase 3-like-1. J Immu-
nother Cancer. 2021. https:// doi. org/ 10. 1136/ jitc- 2021- 003224.

 32. Steenbrugge J, Breyne K, Demeyere K, De Wever O, Sanders NN, Van Den 
Broeck W, et al. Anti-inflammatory signaling by mammary tumor cells 
mediates prometastatic macrophage polarization in an innovative intra-
ductal mouse model for triple-negative breast cancer. J Exp Clin Cancer 
Res. 2018;37:191. https:// doi. org/ 10. 1186/ s13046- 018- 0860-x.

 33. Xu-Monette ZY, Xiao M, Au Q, Padmanabhan R, Xu B, Hoe N, et al. 
Immune profiling and quantitative analysis decipher the clinical role of 
immune-checkpoint expression in the tumor immune microenviron-
ment of DLBCL. Cancer Immunol Res. 2019;7:644–57. https:// doi. org/ 10. 
1158/ 2326- 6066. CIR- 18- 0439.

 34. Yu L, Yang F, Zhang F, Guo D, Li L, Wang X, et al. CD69 enhances immu-
nosuppressive function of regulatory T-cells and attenuates colitis by 
prompting IL-10 production. Cell Death Dis. 2018;9:905. https:// doi. org/ 
10. 1038/ s41419- 018- 0927-9.

 35. Chien CH, Yu HC, Chen SY, Chiang BL. Characterization of c-Maf(+)
Foxp3(-) regulatory T cells induced by repeated stimulation of antigen-
presenting B cells. Sci Rep. 2017;7:46348. https:// doi. org/ 10. 1038/ srep4 
6348.

 36. Okita Y, Kimura M, Xie R, Chen C, Shen LT, Kojima Y, et al. The transcription 
factor MAFK induces EMT and malignant progression of triple-negative 
breast cancer cells through its target GPNMB. Sci Signal. 2017. https:// doi. 
org/ 10. 1126/ scisi gnal. aak93 97.

 37. Pavlovic M, Arnal-Estape A, Rojo F, Bellmunt A, Tarragona M, Guiu M, et al. 
Enhanced MAF oncogene expression and breast cancer bone metastasis. 
J Natl Cancer Inst. 2015;107:djv256. https:// doi. org/ 10. 1093/ jnci/ djv256.

 38. Coleman R, Hall A, Albanell J, Hanby A, Bell R, Cameron D, et al. Effect of 
MAF amplification on treatment outcomes with adjuvant zoledronic acid 
in early breast cancer: a secondary analysis of the international, open-
label, randomised, controlled, phase 3 AZURE (BIG 01/04) trial. Lancet 
Oncol. 2017;18:1543–52. https:// doi. org/ 10. 1016/ S1470- 2045(17) 30603-4.

 39. Fang Y, Wang L, Wan C, Sun Y, Van der Jeught K, Zhou Z, et al. MAL2 drives 
immune evasion in breast cancer by suppressing tumor antigen presen-
tation. J Clin Invest. 2021. https:// doi. org/ 10. 1172/ JCI14 0837.

 40. Navarrete-Bernal MGC, Cervantes-Badillo MG, Martinez-Herrera JF, 
Lara-Torres CO, Gerson-Cwilich R, Zentella-Dehesa A, et al. Biological land-
scape of triple negative breast cancers expressing CTLA-4. Front Oncol. 
2020;10:1206. https:// doi. org/ 10. 3389/ fonc. 2020. 01206.

 41. Zhang H, Xie W, Zhang Y, Dong X, Liu C, Yi J, et al. Oncolytic adenoviruses 
synergistically enhance anti-PD-L1 and anti-CTLA-4 immunotherapy by 
modulating the tumour microenvironment in a 4T1 orthotopic mouse 
model. Cancer Gene Ther. 2022;29:456–65. https:// doi. org/ 10. 1038/ 
s41417- 021- 00389-3.

 42. Pai CS, Simons DM, Lu X, Evans M, Wei J, Wang YH, et al. Tumor-condi-
tional anti-CTLA4 uncouples antitumor efficacy from immunotherapy-
related toxicity. J Clin Invest. 2019;129:349–63. https:// doi. org/ 10. 1172/ 
JCI12 3391.

 43. Yuan W, Ren X, Zhu J, Huang J, Zhang W, Zhang C, et al. Single-intraos-
seous simvastatin injection suppresses cancers via activating CD8(+) T 
cells. Biomed Pharmacother. 2022;155:113665. https:// doi. org/ 10. 1016/j. 
biopha. 2022. 113665.

 44. Nolan E, Savas P, Policheni AN, Darcy PK, Vaillant F, Mintoff CP, et al. 
Combined immune checkpoint blockade as a therapeutic strategy for 
BRCA1-mutated breast cancer. Sci Transl Med. 2017. https:// doi. org/ 10. 
1126/ scitr anslm ed. aal49 22.

 45. Grum-Schwensen B, Klingelhofer J, Beck M, Bonefeld CM, Hamerlik P, 
Guldberg P, et al. S100A4-neutralizing antibody suppresses spontane-
ous tumor progression, pre-metastatic niche formation and alters T-cell 
polarization balance. BMC Cancer. 2015;15:44. https:// doi. org/ 10. 1186/ 
s12885- 015- 1034-2.

 46. Weatherly K, Bettonville M, Torres D, Kohler A, Goriely S, Braun MY. Func-
tional profile of S100A4-deficient T cells. Immun Inflamm Dis. 2015;3:431–
44. https:// doi. org/ 10. 1002/ iid3. 85.

 47. Cunningham MF, Docherty NG, Burke JP, O’Connell PR. S100A4 expres-
sion is increased in stricture fibroblasts from patients with fibrostenosing 
Crohn’s disease and promotes intestinal fibroblast migration. Am J Physiol 
Gastrointest Liver Physiol. 2010;299:G457–66. https:// doi. org/ 10. 1152/ 
ajpgi. 00351. 2009.

 48. Bailly C. The potential value of amlexanox in the treatment of cancer: 
Molecular targets and therapeutic perspectives. Biochem Pharmacol. 
2022;197:114895. https:// doi. org/ 10. 1016/j. bcp. 2021. 114895.

 49. Ren D, Zhu X, Kong R, Zhao Z, Sheng J, Wang J, et al. Targeting brain-
adaptive cancer stem cells prohibits brain metastatic colonization of 
triple-negative breast cancer. Cancer Res. 2018;78:2052–64. https:// doi. 
org/ 10. 1158/ 0008- 5472. CAN- 17- 2994.

 50. Ryan D, Koziol J, ElShamy WM. Targeting AXL and RAGE to prevent gemi-
nin overexpression-induced triple-negative breast cancer metastasis. Sci 
Rep. 2019;9:19150. https:// doi. org/ 10. 1038/ s41598- 019- 55702-w.

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

https://doi.org/10.1007/978-1-4939-7401-6_1
https://doi.org/10.1093/nar/gkaa407
https://doi.org/10.1186/s13058-016-0712-6
https://doi.org/10.1186/s13058-016-0712-6
https://doi.org/10.1530/ERC-18-0300
https://doi.org/10.1530/ERC-18-0300
https://doi.org/10.1172/jci.insight.97828
https://doi.org/10.1172/jci.insight.97828
https://doi.org/10.3390/cells11172674
https://doi.org/10.3390/cells11172674
https://doi.org/10.1080/2162402X.2020.1725355
https://doi.org/10.1080/2162402X.2020.1725355
https://doi.org/10.1186/s12885-018-4441-3
https://doi.org/10.1186/s12885-018-4441-3
https://doi.org/10.3390/cancers11070965
https://doi.org/10.1172/JCI99673
https://doi.org/10.1136/jitc-2021-003224
https://doi.org/10.1186/s13046-018-0860-x
https://doi.org/10.1158/2326-6066.CIR-18-0439
https://doi.org/10.1158/2326-6066.CIR-18-0439
https://doi.org/10.1038/s41419-018-0927-9
https://doi.org/10.1038/s41419-018-0927-9
https://doi.org/10.1038/srep46348
https://doi.org/10.1038/srep46348
https://doi.org/10.1126/scisignal.aak9397
https://doi.org/10.1126/scisignal.aak9397
https://doi.org/10.1093/jnci/djv256
https://doi.org/10.1016/S1470-2045(17)30603-4
https://doi.org/10.1172/JCI140837
https://doi.org/10.3389/fonc.2020.01206
https://doi.org/10.1038/s41417-021-00389-3
https://doi.org/10.1038/s41417-021-00389-3
https://doi.org/10.1172/JCI123391
https://doi.org/10.1172/JCI123391
https://doi.org/10.1016/j.biopha.2022.113665
https://doi.org/10.1016/j.biopha.2022.113665
https://doi.org/10.1126/scitranslmed.aal4922
https://doi.org/10.1126/scitranslmed.aal4922
https://doi.org/10.1186/s12885-015-1034-2
https://doi.org/10.1186/s12885-015-1034-2
https://doi.org/10.1002/iid3.85
https://doi.org/10.1152/ajpgi.00351.2009
https://doi.org/10.1152/ajpgi.00351.2009
https://doi.org/10.1016/j.bcp.2021.114895
https://doi.org/10.1158/0008-5472.CAN-17-2994
https://doi.org/10.1158/0008-5472.CAN-17-2994
https://doi.org/10.1038/s41598-019-55702-w

	Cancer stem cell-derived CHI3L1 activates the MAFCTLA4 signaling pathway to promote immune escape in triple-negative breast cancer
	Abstract 
	Background 
	Objective 
	Methods 
	Results 
	Conclusions 

	Introduction
	Materials and methods
	Ethical approval
	scRNA-seq data acquisition and cell grouping
	Screening and analysis of the differentially expressed genes (DEGs)
	Cell culture and transfection
	Spheroid formation assay
	CCK-8 and colony formation assays
	Scratch assay to detect cell migration
	Transwell assays for cell migration and invasion
	Cell treatment
	Flow cytometric analysis and apoptosis detection
	ELISA
	Western blot
	RNA extraction and RT-qPCR
	Breast cancer in situ transplantation model construction and treatment
	Statistical analysis

	Results
	CHI3L1 involved in immune evasion of BCSCs
	The CTLA4-related gene CHI3L1 was highly expressed in TN-BCSCs
	CHI3L1 promotes TNBC stemness
	TN-BCSCs upregulated CTLA4 expression in T cells via the CHI3L1MAF axis.
	TN-BCSCs suppress CD8 via CTLA4+ T cells+ T cell toxicity.
	TN-BCSCs are involved in TNBC immune escape via CHI3L1MAF.
	TN-BCSCs-induced secretion of S100A4 by CTLA4+ T cells promoted the stemness phenotype of TNBC cells

	Discussion
	Anchor 34
	Acknowledgements
	References


