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Simple Summary: The high expression of signal-induced proliferation-associated 1 (SIPA1) in breast
cancer could aggravate cancer cell metastasis, but how the tumour microenvironment is involved in
this incident is unknown. In this study, we investigated whether breast cancer cells with high SIPA1
expression recruited macrophages into the tumour microenvironment. We also found that extracellu-
lar vesicles (EVs) derived from MDA-MB-231 cells significantly enhanced macrophage migration,
compared with that from SIPA1-knockdown MDA-MB-231 cells both in vitro and in vivo. In terms
of the mechanism, SIPA1 in cancer cells modulated the key protein myosin-9 in EVs and promoted
macrophage infiltration via EVs. We confirmed that either down-regulating SIPA1 expression or
blocking myosin-9 by its inhibitor, blebbistatin, led to the suppression of macrophage infiltration.
These findings contribute to a deep understanding of how SIPA1 regulates the tumour microenvi-
ronment in breast cancer to facilitate tumour metastasis and provide a basis for the development of
therapeutics against breast cancer metastasis.

Abstract: Tumour cell metastasis can be genetically regulated by proteins contained in cancer cell-
derived extracellular vesicles (EVs) released to the tumour microenvironment. Here, we found
that the number of infiltrated macrophages was positively correlated with the expression of signal-
induced proliferation-associated 1 (SIPA1) in invasive breast ductal carcinoma tissues and MDA-
MB-231 xenograft tumours. EVs derived from MDA-MB-231 cells (231-EVs) significantly enhanced
macrophage migration, compared with that from SIPA1-knockdown MDA-MB-231 cells (231/si-EVs)
both in vitro and in vivo. We revealed that SIPA1 promoted the transcription of MYH9, which encodes
myosin-9, and up-regulated the expression level of myosin-9 in breast cancer cells and their EVs.
We also found that blocking myosin-9 by either down-regulating SIPA1 expression or blebbistatin
treatment led to the suppression of macrophage infiltration. Survival analysis showed that breast
cancer patients with high expression of SIPA1 and MYH9 molecules had worse relapse-free survival
(p = 0.028). In summary, SIPA1high breast cancer can enhance macrophage infiltration through EVs
enriched with myosin-9, which might aggravate the malignancy of breast cancer.
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1. Introduction

Extracellular vesicles (EVs) are nanoscale lipid bilayer-enclosed particles in extracellu-
lar spaces secreted from numerous cell types [1,2]. Tumour cell-derived EVs play pivotal
roles in the intercellular communication that occurs in the tumour microenvironment,
promoting angiogenesis and metastasis [3,4], exhibiting immunomodulatory effects [5,6],
and remodelling surrounding parenchymal tissues [7,8].

Breast cancer metastasis, which accounts for 90% of cancer deaths, is a multi-stage
process culminating in colonisation in a remote environment [9,10]. EVs secreted by breast
cancer cells contain tumour antigens and immunosuppressive factors and can inhibit
tumour antigen-specific immune responses by regulating the function of macrophages and
dendritic cells [11,12].

Tumour-associated macrophages (TAMs) are involved in the migration, invasion, and
metastasis of tumour cells [13], and bring about the development of various malignant
solid tumours, such as breast cancer [14]. Linde et al. demonstrated that subpopulations of
cancer cells require macrophages for pre-dissemination and metastasis [15]. Pulmonary
metastases were not observed in macrophage-deficient mice [16]. Hoshino et al. reported
that exosomes expressing ITGαvβ5 specifically bound to Kupffer cells and mediated
liver tropism [17]. Tumour-secreted EVs contain proteins, nucleic acids, and lipids, which
contributes to intercellular communication [18,19]. However, it is not clear which molecules
are mainly involved in breast cancer metastasis.

Signal-induced proliferation-associated 1 (SIPA1) is markedly expressed in MDA-
MB-231, a highly metastatic human breast cancer cell line [20]. SIPA1 could be a key
factor for tumour metastasis and recurrence in breast [21], colorectal [22], prostate [23],
and lung cancer [24]. SIPA1 is involved in many aspects of malignancy, such as breast
cancer cell metastasis [20,25], maintenance of stemness, and drug resistance [26]. Recent
studies have reported that SIPA1 locates in the nucleus of breast cancer cells, and could
interact with the promoter of genes, such as ITGB1, CD44, and EPAS1, and upregulate their
transcription [20,26–28]. In this study, we set out to clarify the effect of high expression of
SIPA1 in breast cancer cells on macrophage recruitment in the tumour microenvironment.
We demonstrated that SIPA1 could interact with the MYH9 promoter, increasing myosin-9
accumulation in EVs. Moreover, SIPA1 increased macrophage infiltration and led to cancer
metastasis via myosin-9-enriched EVs. These results suggest that the SIPA1-regulated EVs
from cancer cells may be an important regulator of cancer metastasis.

2. Materials and Methods
2.1. Cell Lines and Breast Cancer Tissues

Human cell lines MDA-MB-231, MCF7, THP1, and HEK293T were purchased from
the China Center for Type Culture Collection (Wuhan, China). BT549 and RAW264.7 were
purchased from Procell (Wuhan, China). Cells were maintained following the previous
study [27,29,30]. Breast cancer tissue microarray (TMA) slides (HBreD090PG01), including
65 cases of invasive ductal carcinoma, were provided by Shanghai Outdo Biotech Co., Ltd
(Shanghai, China). (Ethics approval number: SHYJS-CP-1910006).

2.2. Plasmid and Cell Line Construction

The plasmid pcDNA3-SIPA1 was constructed as previously described [20]. SIPA1 and
MYH9 shRNA sequences are provided in Table S1. pLKO.1-GFP shRNA constructs for the
knockdown of SIPA1 and MYH9 were prepared as lentivirus. Plasmids of psPAX2, pMD2.G,
and pRL-TK were purchased from Addgene (Watertown, MA, USA). The stable knockdown
cell lines MDA-MB-231/sh-SIPA1 (abbreviated as 231/si), BT549/sh-SIPA1, and MDA-MB-
231/sh-MYH9 (abbreviated as 231/sh-MYH9) were established following the previous
study [28]. An SIPA1-overexpressing MCF7 cell line (MCF7/SIPA1) was established as
previously described [26]. The expression plasmid pCMV7.1-MYH9 (MiaoLingBio, Wuhan,
China) was transfected into 231/si cells using Lipofectamine 2000 (Thermo Fisher Scientific,
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Waltham, MA, USA). The plasmid of pGL4-MYH9 containing a −1000/+313-bp MYH9
promoter region was constructed as previously described [31].

2.3. Animal Experiments

Animal experiments were processed following the guidelines of Laboratory Animal
Care formulated by the National Society of Medical Research and those for the US National
Institutes of Health. The protocol was approved by the Animal Care and Use Committee of
Huazhong University of Science and Technology (Ethic Code: S797).

The MDA-MB-231 and 231/si cell subcutaneous xenograft mouse models were estab-
lished as previously described [26]. The orthotopic MDA-MB-231 tumour model for EV
treatments was established as below. MDA-MB-231 cells (5 × 106) were injected into the
fourth mammary fat pad of 5-week-old female specific-pathogen-free BALB/c nude mice
(Liaoning Changsheng Biotechnology Co., Ltd., Shenyang, China), and tumour-bearing
mice were grouped randomly. From day 5 post tumour inoculation, EVs were injected
intratumorally (25 µg/tumour) every 2 days [32]. The tumour size was measured by using
a digital calliper and the volume was calculated using the formula volume (mm3) = [width
(mm)]2 × [length (mm)]/2 [33]. On day 20, the MDA-MB-231 tumours were carefully
excised with scissors and the skin was sutured to maintain the animals for an additional
2 weeks. The mice were sacrificed on day 35. Lung tissues were fixed with Bouin’s fluid,
and the numbers of metastatic tumour colonies were counted [34]. After fixation, tissue
slides were stained with haematoxylin and eosin (H&E).

2.4. Isolation and Characterisation of EVs

EVs were isolated following a previously described sequential ultracentrifugation
method [35]. Briefly, breast cancer cells plated in 10 mm cell culture dishes were incubated
in the serum-free RPMI1640 medium for 24 h at 37 ◦C with 5% CO2. The culture supernatant
was collected and centrifuged at 500× g for 10 min, and then at 2000× g for 30 min to remove
cell debris. Next, the supernatant was filtered through a 0.22 µm Millipore membrane
and centrifuged at 100,000× g for 120 min to collect the pellet. The pellet was washed in
ice-cold phosphate-buffered saline (PBS) and subjected to ultracentrifugation at 100,000 × g
for 120 min. The centrifugation process was performed at 4 ◦C. Finally, the pellets (EVs
fraction) were re-suspended in 100 µL PBS. The EVs were stored at −80 ◦C and used
within 2 weeks. The protein concentration in the EVs was measured using the BCA protein
assay kit (Thermo). The quality of the EVs was confirmed by imaging with a HITACHI
HT770 transmission electron microscope (TEM) (HITACHI, Tokyo, Japan) and conducting
nanoparticle tracking analysis (NTA) with a ZetaView PMX-120 video microscope (Particle
Metrix, Meerbusch, Germany) and ZETAVIEW software [36]. The expression of the EV
typical marker proteins CD63, TSG101, Alix, and syntenin-1 were determined by Western
blotting, in which syntenin-1 was used as the internal control [36].

2.5. Mass Spectrometry

Proteomics analysis of EV samples was processed on a liquid chromatography electro-
spray ionisation tandem mass spectrometer (LC-ESI MS/MS, Shanghai Applied Protein
Technology Co., Ltd., Shanghai, China) as previously reported [37]. After EVs (equivalent
to 30 µg total proteins) were treated with trypsin digestion, the peptides were collected and
loaded onto the Easy-nLC1000 system equipped with the orbitrap Q Exactive MS (Thermo).
The LC-ESI MS/MS full-scan signals were acquired within the range of the precursor ion
from 300 to 1800 m/z, and original files were imported into Mascot software (version 2.2,
Matrix Science, London, UK) for protein candidate identification and characterisation. The
reference database was uniprot_Homo_sapiens_173343_20191014.fasta (173,343 protein
sequences, download date of 14 October 2019).
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2.6. Immunofluorescence Staining and Immunohistochemistry

Immunofluorescence staining was performed on TMA sections [38]. The primary
and secondary antibodies are listed in Table S2. Nuclei were counterstained with 4′,6-
diamidino-2-phenylindole (200 ng/mL, Sigma Aldrich, St. Louis, MO, USA). The TMA
was visualised using a digital slide scanner (Pannoramic P250, 3DHISTECH, Budapest,
Hungary) and at least three fields per sample were acquired from randomly selected fields
of view. The fluorescence images were analysed using ImageJ software [39]. For immuno-
histochemistry, the sections were incubated with the primary antibodies at 4 ◦C overnight,
and then with secondary antibodies at 25 ◦C for 1 h. The signals were visualised by a DAB
kit (Servicebio, Wuhan, China) and counterstained with haematoxylin (Servicebio). The
antibodies are listed in Table S2. Images were acquired using StrataFAXS (TissueGnos-
tics, Vienna, Austria); the percentage of positive cells was determined using StrataQuest
software (TissueGnostics) [40].

2.7. Western Blotting Analysis and Quantitative Real-Time PCR (qRT-PCR)

Western blotting analysis was performed after cell lysates and EV samples were
prepared in RIPA buffer as previously described [41]. The signals were visualised using an
ECL Western blotting substrate (Thermo). The antibodies are listed in Table S2. qRT-PCR
was conducted as previously described [42] and the primers are listed in Table S1. The
relative expression of each gene was calculated using the 2−∆∆CT method from triplicate
reactions, in which GAPDH was used for normalisation.

2.8. Chromatin Immunoprecipitation Assays

Chromatin immunoprecipitation (ChIP) assays were performed as previously de-
scribed [43]. Briefly, protein-DNA samples of MDA-MB-231 were cross-linked with
formaldehyde treatment (1.42% final concentration) and treated with an anti-SIPA1 anti-
body (Table S2). The SIPA1-binding DNA was purified using a DNA recovery kit (Tiangen
Biotech, Beijing, China); the MYH9 promoter fragment was amplified through PCR using
the specific primers (Table S1).

2.9. Dual-Luciferase Reporter Gene Assay

Reporter assays were performed using HEK293T cells transfected with the indicated
plasmids and analysed using a Dual-Luciferase Reporter Assay kit (Promega, Madison, WI,
USA). The luciferase activity was measured by a GloMax 20/20 luminometer (Promega).
The expression levels were normalised with respect to those for cells co-transfected with
pRL-TK plasmid.

2.10. Cell Migration Assay

THP1 cells were treated with 10 ng/mL phorbol 12-myristate 13-acetate (PMA, Beijing
Solarbio Science & Technology Co., Ltd., Beijing, China) to induce the differentiation of
the cells to macrophages [44]. The THP1-derived macrophages (1 × 104 cells) were seeded
onto an upper chamber of an 8 µm-pore transwell 24-well plate (BD Biosciences, NJ, USA),
and supernatants or EVs (200 µg/mL) derived from different cells were added to the lower
chamber. After incubation at 37 ◦C with 5% CO2 for 24 h, the THP1-derived macrophages
that migrated across the membranes were fixed with methanol, stained with 0.1% crystal
violet solution, and counted under a Nikon 80i microscope (Minato-ku, Tokyo, Japan) [45].

2.11. EV Uptake Assay

EVs were labelled using Dil red dye (Beyotime, Shanghai, China) following the in-
structions. Briefly, EVs were incubated with Dil (1:500 dilutions in PBS) at 4 ◦C for 30 min
and isolated using the Total Exosome Isolation kit (Invitrogen, Carlsbad, CA, USA). After
being incubated with Dil-labeled EVs at 37 ◦C for 24 h, the macrophages were imaged
using an Olympus FV1000 laser confocal microscope (Olympus, Tokyo, Japan).
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2.12. Bioinformatic Analysis

The tumour and immune system interactions database (TISIDB) (http://cis.hku.hk/
TISIDB/, accessed on 28 January 2022) was used to deduce the functions of candidate genes,
especially their roles in tumour–immune system interactions through high-throughput
data analysis and literature mining [46]. Differentially expressed protein candidates were
obtained by comparing two EVs datasets (231-EVs vs. 231/si-EVs), and gene ontology (GO)
annotation and enrichment analysis was carried out using Metascape 3.5 (http://metascape.
org/, accessed on 8 December 2020) to identify functional candidates [47]. A Venn diagram
was drawn using an online Venn tool (https://bioinfogp.cnb.csic.es/tools/venny/index.
html, accessed on 10 December 2020) [48]. The mRNA expressional correlation between
SIPA1 and MYH9 in the breast-invasive carcinoma (TCGA, Firehose Legacy) study (n = 1100)
was surveyed using the cBioPortal platform (www.cbioportal.org, accessed on 24 January
2022) [49,50]. Kaplan–Meier survival analysis of both breast cancer (n = 4929) and TNBC
(n = 392) was performed using publicly available gene chip datasets in the Kaplan–Meier
(KM) plotter (www.kmplot.com, accessed on 29 January 2022) [51]. The patients were
divided into high vs. low expressors based on the median value for MYH9 gene.

2.13. Statistical Analyses

Statistical analyses were carried out using Graphpad Prism (version 8.0, San Diego,
CA, USA) software. The two-tailed Student’s t-test was used for comparison between
treatment and control groups. For multiple comparisons, the one-way ANOVA plus two-
sided Tukey test was applied. Correlation analyses were performed using the Spearman
correlation test. All values are expressed as the mean ± SD unless otherwise indicated, and
p < 0.05 was considered significant. * p < 0.05; ** p < 0.01; *** p < 0.001; **** p < 0.0001; ns,
not significant (p > 0.05).

3. Results
3.1. SIPA1-Expressing Breast Cancer Cells Recruit Macrophages into the Tumour Milieu

To analyse the correlation between the expression level of SIPA1 in breast cancer cells
and the macrophages that infiltrated the tumour microenvironment, we examined the TMA
slide with breast cancer samples for the expression of SIPA1 and that of CD68, a human
macrophage-specific marker (Figure 1A, upper panels) with H&E staining (Figure 1A, lower
panels). The macrophages markedly infiltrated the breast cancer tissues expressing a high
level of SIPA1, whereas only a few macrophages were observed in the tissues expressing a
low level of SIPA1. The quantitative analysis of the average fluorescence intensity of SIPA1
and the ratio of CD68-positive cells in the tumour milieu revealed that the expression level
of SIPA1 in breast cancer positively correlated with the ratio of infiltrated macrophages
in invasive ductal carcinoma samples (Figure 1B). By analysing the transcriptome data of
1100 Breast Invasive Carcinoma (BRCA) samples in The Cancer Genome Atlas Program
(TCGA) database, we found that the mRNA expression level of SIPA1 positively correlated
with macrophage abundance and pan-macrophage marker CD68 (Figure 1C,D). MDA-
MB-231 cells express a high level of SIPA1 and MCF7 cells express a marginal level of
SIPA1 (Figure S1A, left panel), which was consistent with the reports [20,28]. Next, we
established a 231/si cell line with stable knockdown of SIPA1 in the MDA-MB-231 cell
(Figure S1A, right panel). Hence, we established parental MDA-MB-231 cells and 231/si
cells in xenograft mouse models. As shown in Figure 1E, we visualised the pan-macrophage
marker F4/80, a mouse macrophage marker, in the tumour microenvironment and found
that more macrophages infiltrated the tumour milieu in the MDA-MB-231 xenograft tumour
than those in the 231/si xenograft tumour. The mRNA expression level of F4/80 in the
231/si xenograft tumour was much lower than that in the parental MDA-MB-231 xenograft
tumour (Figure 1F). Moreover, the M1 macrophage marker CD86 and the M2 macrophage
marker molecule CD206 in the MDA-MB-231 xenograft tumour were higher than those in
the 231/si xenograft tumour (Figure S1B). It was most likely that breast cancer cells with a
high level of SIPA1 expression recruited macrophages into the tumour microenvironment.

http://cis.hku.hk/TISIDB/
http://cis.hku.hk/TISIDB/
http://metascape.org/
http://metascape.org/
https://bioinfogp.cnb.csic.es/tools/venny/index.html
https://bioinfogp.cnb.csic.es/tools/venny/index.html
www.cbioportal.org
www.kmplot.com
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Figure 1. Correlation between SIPA1 expression level in breast cancer tissues and macrophage
abundance in tumour microenvironment. (A) Immunohistochemical staining of CD68 (red), SIPA1
(green), and 4′,6-diamidino-2-phenylindole (blue) of the representative breast cancer tissues (upper
panels), along with the collative haematoxylin and eosin images (lower panels). Case 1# to Case3#:
Grade II; Case 4#: Grade III. Scale bar: 50 µm. (B) The correlation between the percentage of CD68-
positive cells (positive cells/total cells, %) and average fluorescence intensity of SIPA1 in tissue
microarray (n = 65). (C) The correlation between SIPA1 expression and macrophage abundance based
on the TISIDB database. (D) Co-expression analysis of SIPA1 and CD68 in breast cancer via cBioPortal
platform (n = 1100). (E) Immunohistochemical analysis (left panel) and quantitative analysis (right
panel) of the macrophage marker F4/80 in MDA-MB-231 or 231/si cell xenograft tumours. Scale bar:
50 µm; ** p < 0.01. (F) Determination of F4/80 mRNA levels, normalised to GAPDH, in MDA-MB-231
or SIPA1-knockdown MDA-MB-231 (231/si) cell xenograft tumours by quantitative real-time PCR
(qRT-PCR, n = 3); **** p < 0.0001.
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3.2. EVs Derived from SIPA1-Expressing Breast Cancer Cells Promote Macrophage Migration

To detect the effect of the breast cancer cells with variable SIPA1-expressing levels on
macrophage infiltration, we first examined the effect of culture supernatants on the migra-
tion of macrophages. The supernatants of MDA-MB-231 and MCF7 cells were collected
and treated on PMA-differentiated THP1 macrophages. The number of THP1-derived
macrophages transmigrated through the membrane into the wells supplemented with the
MDA-MB-231 culture supernatant was significantly higher than that with the culture super-
natant of MCF7 shown in Figure 2A. Next, we isolated EVs from the culture supernatants
of MDA-MB-231 and MCF7, following the procedures illustrated in Figure S2A. NTA re-
vealed that the size of MDA-MB-231 cell-derived EVs (231-EVs) and MCF7 cell-derived EVs
(MCF7-EVs) mainly ranged from 30–200 nm, with an average size of 132.5 and 138.1 nm,
respectively (Figure 2B). TEM images showed that the size and morphology of the vesicles
were characteristic of conventional EVs (Figure 2C). Consistent with the physicochemical
properties [52,53], three EV marker proteins, CD63, TSG101, and Alix were all detected
positively in breast cancer cell-derived vesicles through Western blotting analysis, whereas
calnexin as a negative EV marker was not detected in the EV fractions (Figure 2D). These
vesicles prepared from breast cancer cells were consistent with the EV definition in the
guidelines by the International Society of Extracellular Vesicles [1]. Moreover, we examined
the effect of EVs derived from breast cancer cells on the migration of macrophages. When
THP1-derived macrophages were treated with Dil-labelled EVs, they were efficiently en-
gulfed by the macrophages (Figure 2E). It is noteworthy that 231-EVs significantly promoted
the migration of THP1-derived macrophages at a concentration of 200 µg/mL (Figure S2B).
Then, we compared the migrating capabilities of macrophages by a transwell assay after
the cells were stimulated with 231-EVs and MCF7-EVs, respectively. The results revealed
that the migrated macrophages treated with EVs of SIPA1 high-expressing MDA-MB-231
are much more than those treated with EVs of SIPA1 low-expressing MCF7 (Figure 2F).

To investigate whether high-expressing SIPA1 in breast cancer cells is involved with
the migration of macrophages, we treated THP1-derived macrophages with MDA-MB-
231 culture supernatant as well as the culture supernatant of 231/si and found that the
number of THP1-derived macrophages transmigrated through the membrane into the
wells supplemented with the MDA-MB-231 culture supernatant was significantly higher
than that with the culture supernatant of 231/si (Figure 2G). Compared with 231-EVs,
EVs derived from SIPA1-knockdown MDA-MB-231 cells failed to promote macrophage
infiltration (Figure 2H). Next, we established an MCF7/SIPA1 cell line with the stable high-
expressing SIPA1 (Figure S3A). On the contrary, macrophage migration was significantly
enhanced by the treatment with MCF7/SIPA1-derived EVs (MCF7/SIPA1-EVs), whereas
the treatment with MCF7-EVs at the same concentration failed to promote macrophage
migration (Figure 2I). These results strongly suggested that the migration of THP1-derived
macrophages was enhanced by EVs derived from breast cancer cells expressing a high level
of SIPA1. The physicochemical properties of 231/si-EVs were characterised by performing
Western blotting, NTA, TEM, and confocal analysis (Figure S3B,E). Next, we established a
BT549/sh-SIPA1 cell line with the stable knockdown of SIPA1 (Figure S3F). Compared with
BT549-derived EVs, EVs derived from BT549/sh-SIPA1 cells failed to promote macrophage
infiltration (Figure S3G). In addition to the THP1-derived macrophages, the migration of
RAW264.7, a mouse macrophage cell line, was also significantly enhanced by treatment
with 231-EVs, whereas 231/si-EVs failed to induce the migration of RAW264.7 (Figure S3H).
These results indicated that EVs derived from SIPA1-expressing breast cancer cells could
facilitate the migration of macrophages.
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Figure 2. Extracellular vesicles (EVs) derived from SIPA1high breast cancer cells enhance
macrophage migration. (A) Representative images (left panel) and quantitative analysis (right
panel, n = 3) of the migrated macrophages treated with the culture supernatant (Sup) of MCF7 or
MDA-MB-231 cells by transwell assay. Scale bar: 100 µm; ** p < 0.01. (B) The diameter measurement of
EVs by nanoparticle tracking analysis. (C) Representative transmission electron microscopy images of
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231-EVs and MCF7-EVs. Scale bar: 200 nm. (D) Detection of CD63, TSG101, Alix, and calnexin by
Western blotting in whole-cell and EV lysates. (E) Confocal microscopic imaging of the internalisation
of EVs into THP1-derived macrophages. The fluorescence of Dil-stained EVs shown in red. Scale bar:
20 µm. (F) Representative images (upper panel) and quantitative analysis (lower panel, n = 3) of the
migrated macrophages treated with the EVs (200 µg/mL) isolated from MCF7 and MDA-MB-231
cells by transwell assay. Scale bar: 100 µm; **** p < 0.0001. (G) Representative images (left panel)
and quantitative analysis (right panel, n = 3) of the migration of THP1-derived macrophages after
the treatment with MDA-MB-231- or 231/si-derived supernatants. Scale bar: 100 µm; * p < 0.05.
(H) Representative images (left panel) and quantitative analysis (right panel, n = 3) of the migration
of THP1-derived macrophages after the treatment with the EVs (200 µg/mL) derived from MDA-MB-
231 and 231/si cells, respectively. Scale bar: 100 µm; * p < 0.05. (I) Representative images (left panel)
and quantitative analysis (right panel, n = 3) of the migration of THP1-derived macrophages after the
treatment with the EVs (200 µg/mL) derived from MCF7 and MCF7/SIPA1 cells, respectively. Scale
bar: 100 µm; * p < 0.05.

3.3. SIPA1-Expressing Breast Cancer Cell-Derived EVs Promote Macrophage Infiltration In Vivo
and Tumour Metastasis

To examine the effect of EVs derived from SIPA1-expressing breast cancer cells on
the infiltration of macrophages in vivo, we employed an animal model based on MDA-
MB-231 orthotopic mice and treated mice with 231-EVs (n = 6), 231/si-EVs (n = 6), or
PBS (n = 6) as control. The orthotopic experimental workflow is presented in Figure 3A.
There were no statistically significant differences in the tumour volume (on day 19) and
body weight among the three groups of orthotopic mice model (Figures 3B,C and S4A).
However, based on the results of the immunohistochemical analysis, it is worthy of note
that a significant number of F4/80-positive cells infiltrated the tumour milieu (Figure 3D),
and the mRNA and protein levels of F4/80 in orthotopic tumours treated with 231-EVs
were higher than those with 231/si-EVs or PBS (Figure 3E,F). Furthermore, immunohisto-
chemical staining showed that the expression levels of CD86 and CD206 were also higher
in orthotopic tumours treated with 231-EVs than those with 231/si-EVs or PBS (Figure S4B).
The results demonstrated that 231-EVs promoted the infiltration of mouse macrophages
into the tumour microenvironment, whereas 231/si-EVs could not influence macrophage
infiltration. It has been reported that the accumulation of TAMs contributes to tumour
metastasis [54,55]; hence, we examined the effect of EVs derived from SIPA1-expressing
breast cancer cells on the metastasis of orthotopic tumours. After the mice were sacrificed,
lung tissues were carefully excised for the observation of metastatic lesions. The average
number of metastatic tumour nodules on the surface of lung tissues in mice treated with
231-EVs was around 13, which was significantly higher than that in mice treated with
231/si-EVs or PBS (Figure 3G). Representative microscopic images of the H&E-stained
lungs are shown in Figure 3H. It indicated that EVs derived from breast cancer cells express-
ing a high level of SIPA1 could recruit macrophages into the tumour milieu and promoted
tumour metastasis.
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growth curves of MDA-MB-231 cell orthotopic mice treated with EVs from day 5 to 19. Tumour
growth is presented as the mean of tumour volume± SEM (n = 6 mice/group). Data of tumour
volumes on day 19 were analysed by one-way ANOVA. Ctrl, control group; ns, not significant.
(C) Images of the tumours excised from orthotopic mice. (D) Immunohistochemical imaging (left
panel) and quantitative analysis (right panel, n = 3) of F4/80-positive macrophages in orthotopic
tumour after treatment with different EVs. Scale bar: 100 µm; ns, not significant; * p < 0.05. (E) De-
tection of F4/80 mRNA level in xenograft tumours treated with EVs by qRT-PCR (n = 3); ns, not
significant; * p < 0.05. (F) The expression level (left panel) and quantitative results (right panel) of
F4/80 protein in orthotopic tumours. Data are shown as the means ± SEM (n = 6 mice/group); ns,
not significant; *** p < 0.001; **** p < 0.0001. (G) Representative images (left panel) and quantitative
analysis (right panel) of lung tissue with metastatic tumour nodules on the surface (the red arrows
indicated the tumour lesions). Data are presented as means± SEM (n = 6 mice/group); * p < 0.05.
(H) Representative images of the H&E-stained lung tissues. The blue-dash line box indicates the area
of the metastatic tumour. Scale bar: 1 mm.

3.4. SIPA1 Upregulates MYH9 Expression in Breast Cancer Cells and Facilitates the Accumulation
of Myosin-9 in EVs

To identify the components of EVs that might be involved in the regulation of
macrophage migration, we applied an LC-ESI MS/MS spectrometer for proteomics analysis
and compared the protein profiles of 231-EVs and 231/si-EVs. As shown in Figure S5A, a
total of 307 proteins and 188 proteins were identified in the 231-EVs and 231/si-EVs, respec-
tively. Next, we selected 158 proteins preferentially or selectively expressed in 231-EVs and
analysed the protein candidates by conducting a GO enrichment analysis of the biological
process. Among the top 20 GO biological process terms (Figure 4A), four terms were re-
lated to cell motility: “Spindle Organisation”, “Positive Regulation of Cellular Component
Biogenesis”, “Cell Morphogenesis Involved in Differentiation”, and “Regulation of Cell
Adhesion” (marked with asterisks in Figure 4A). As shown in Figure 4B, myosin-9 encoded
by MYH9 was the only candidate present in all four terms. Additionally, myosin-9 was the
only candidate that matched over 20 unique peptides among the 158 protein candidates
identified by MS, strongly suggesting that myosin-9 in the 231-EVs was involved in the
regulation of macrophage migration (Table S3).

Myosin-9 promotes gastric cancer cell invasion and metastasis [56–58] and facilitates
cell growth and metastasis in colorectal and pancreatic cancers [59,60]. As shown in
Figure 4C, myosin-9 was highly expressed in 231-EVs, whereas the expression of myosin-9
was marginal in 231/si-EVs. When it comes to the expression levels of myosin-9 in breast
cancer cells, MDA-MB-231 cells showed a higher expression of myosin-9 than 231/si cells
(Figure 4D), and the mRNA expression of MYH9 in 231/si cells was significantly lower
than that in MDA-MB-231 cells (Figure 4E). We also confirmed that the overexpression of
SIPA1 upregulated myosin-9 expression in MCF7 cells (Figure S5B). These results suggest
that a high expression of SIPA1 leads to the upregulation of MYH9 transcription in breast
cancer cells.

Our previous study reported that SIPA1 was located in the nucleus of MDA-MB-231
cells and induced the promoter activity of integrin β1, which led to the aggravation of
metastasis [25]. The ChIP-PCR assay revealed that SIPA1 interacted with the promoter
region of the MYH9 gene in MDA-MB-231 cells (Figure 4F). Luciferase reporter gene
assay and Western blotting analysis further confirmed that SIPA1 could activate MYH9
transcription and enhance endogenous MYH9 expression in HEK293T cells (Figure 4G).
These results strongly suggested that SIPA1 could bind to the MYH9 promoter region and
induced its transcriptional activity in breast cancer cells, resulting in an increase in the
myosin-9 level in EVs.



Biology 2022, 11, 543 12 of 20Biology 2022, 11, x FOR PEER REVIEW 12 of 21 
 

 

 
Figure 4. SIPA1 upregulates MYH9 expression in breast cancer cells and facilitates the accumula-
tion of myosin-9 in EVs. (A) Gene ontology (GO) analysis of 158 protein candidates exclusively in 
231-EVs. The top twenty terms in the GO analysis are depicted as a bar graph. (B) Venn diagram 
of the four GO terms related to cell motility. (C) Detection of myosin-9, CD63, TSG101, and 
syntenin-1 by Western blotting in EVs. (D) Detection of myosin-9 and SIPA1 by Western blotting 
in MDA-MB-231 and 231/si cells. (E) Detection of MYH9 mRNA levels in MDA-MB-231 and 231/si 
cells by qRT-PCR (n = 3); *** p < 0.001. (F) Chromatin immunoprecipitation (ChIP) PCR analyses 
for the interaction between SIPA1 and the MYH9 promoter region. NC: Negative controls. M: 
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Figure 4. SIPA1 upregulates MYH9 expression in breast cancer cells and facilitates the accumulation
of myosin-9 in EVs. (A) Gene ontology (GO) analysis of 158 protein candidates exclusively in 231-EVs.
The top twenty terms in the GO analysis are depicted as a bar graph. (B) Venn diagram of the four GO
terms related to cell motility. (C) Detection of myosin-9, CD63, TSG101, and syntenin-1 by Western
blotting in EVs. (D) Detection of myosin-9 and SIPA1 by Western blotting in MDA-MB-231 and 231/si
cells. (E) Detection of MYH9 mRNA levels in MDA-MB-231 and 231/si cells by qRT-PCR (n = 3);
*** p < 0.001. (F) Chromatin immunoprecipitation (ChIP) PCR analyses for the interaction between
SIPA1 and the MYH9 promoter region. NC: Negative controls. M: DNA marker ladders. (G) The
MYH9 promoter activity measurement by dual-luciferase reporter assay in HEK293T cells (upper
panel, n = 3), and the expression detection of SIPA1 and myosin-9 by Western blotting (lower panel);
** p < 0.01; *** p < 0.001.
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3.5. Myosin-9 in EVs Derived from Breast Cancer Cells Is a Key Factor for Macrophage Migration

To examine the effect of myosin-9 on the migration of macrophages, we established a
stable MYH9-knockdown MDA-MB-231 cell line (231/sh-MYH9) as shown in Figure 5A.
Notably, SIPA1 expression was not altered when MYH9 was suppressed in MDA-MB-231
cells, indicating that SIPA1 regulated the expression of MYH9, but not vice versa.
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(A) Detection of myosin-9 and SIPA1 by Western blotting in MDA-MB-231 and 231/sh-MYH9 cells.
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(B) Detection of myosin-9, TSG101, CD63, and syntenin-1 by Western blotting in EVs. (C) Detection
of myosin-9, CD63, TSG101, and syntenin-1 by Western blotting in EVs derived from 231/si cells
and MYH9-overexpressed 231/si cells (231si/MYH9-EVs). (D) Representative images (left panel)
and quantitative analysis (right panel, n = 3) of migrated macrophages treated with 231/si-EVs
(200 µg/mL) or 231si/MYH9-EVs (200 µg/mL) by transwell assay. Scale bar: 100 µm; ** p < 0.01.
(E) Representative images (left panel) and quantitative analysis (right panel, n = 3) of migrated
macrophages treated with 231-EVs (200 µg/mL) or EVs (200 µg/mL) derived from 231/sh-MYH9
cells (231/sh-MYH9-EVs) by transwell assay. Scale bar: 100 µm; ** p < 0.01. (F) Representative images
(left panel) and quantification (right panel, n = 3) of migrated macrophages treated with 231-EVs
(200 µg/mL) in the presence of a serial dilution of blebbistatin by transwell assays. Scale bar: 100 µm;
ns, not significant; *** p < 0.001.

Therefore, we tested whether modulating the expression level of MYH9 in breast
cancer cells would affect the accumulation of myosin-9 in EVs. When the expression of
myosin-9 was examined by Western blotting analysis, no detectable band corresponding
to myosin-9 was observed in EVs derived from 231/sh-MYH9 cells (231/sh-MYH9-EVs)
(Figure 5B). We also transfected pCMV7.1-MYH9 plasmids into 231/si cells and found
that the expression levels of myosin-9 were upregulated in both 231/si cells and EVs
(Figures S6A and 5C). These results indicated that the accumulation of myosin-9 in EVs
was regulated by modulating the expression level of MYH9 in cells.

To verify the effect of myosin-9 in EVs on the migration of macrophages, THP1-
derived macrophages were treated with EVs derived from MYH9-overexpressing 231/si
cells (231si/MYH9-EVs), and then the number of macrophages that migrated across the tran-
swell membrane was significantly higher than that with 231/si-EVs (Figure 5D). Next, we
examined the effect of 231/sh-MYH9-EVs on the migration of macrophages. When THP1-
derived macrophages were treated with 231/sh-MYH9-EVs, the number of macrophages
that migrated across the transwell membrane was significantly lower than those from
parental MDA-MB-231 cells (Figure 5E). Therefore, the knockdown of MYH9 in breast
cancer cells reduced the expression of myosin-9 in both cells and EVs, leading to the sup-
pression of macrophage migration. Furthermore, we employed blebbistatin, a specific
myosin-9 inhibitor, in the transwell assay system, to validate the effect of myosin-9 on
macrophage migration. When THP1-derived macrophages were treated with 10 µmol/L
blebbistatin, essentially no cytotoxic effect was observed (Figure S6B). Next, we examined
the effect of blebbistatin on the migration of macrophages treated with 231-EVs. The addi-
tion of blebbistatin significantly inhibited the migration of macrophages (Figure 5F). These
results show that up-regulation of MYH9 expression in breast cancer cells can promote the
accumulation of myosin-9 in both cells and EVs, and myosin-9-enriched EVs can enhance
the migration of macrophages.

3.6. MYH9 Expression Positively Correlates with Poor Prognosis in Triple-Negative Breast Cancer

By analysing the transcriptome data of the TCGA-BRCA database, we found that the
mRNA expression level of MYH9 positively correlated with macrophage abundance and
CD68, respectively (Figure 6A,B). In addition, we also found a positive correlation between
mRNA levels of MYH9 and SIPA1 genes in breast cancer (Figure 6C). Our analyses revealed
that the relapse-free survival (RFS) of BRCA, HER2 positive, luminal A, and luminal B did
not significantly correlate with MYH9 expression except for triple-negative breast cancer
(TNBC) (p = 0.029) (Figures S7A–D and 6D).
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(B) Co-expression analysis of MYH9 and CD68 in breast cancer via cBioPortal platform (n = 1100).
(C) Co-expression analysis of SIPA1 and MYH9 in breast cancer via cBioPortal platform (n = 1100).
(D) Kaplan–Meier survival curves based on MYH9 expression for relapse-free survival (RFS) in
triple-negative breast cancer (TNBC). (E,F) Kaplan–Meier survival curves based on MYH9 expression
for relapse-free survival (RFS) in SIPA1high-BRCA (E) and SIPA1low-BRCA (F). (G,H) Co-expression
analysis of tumour-associated macrophages (CD86, CSF1R, and CCR2) correlated with SIPA1 (G) and
MYH9 (H) in breast cancer via cBioPortal platform, respectively (n = 1100). (I) Schematic diagram
illustrating SIPA1-induced myosin-9 expression and subsequent infiltration of macrophages and
tumour metastasis.

Moreover, the RFS of SIPA1high breast cancer patients with a high MYH9 expression
was significantly lower than in patients with low MYH9 expression, while the RFS of BRCA
patients with SIPA1low expression was not significant (Figure 6E,F). Furthermore, we found
that, in breast cancer, the expression of three typical markers of TAMs (CD86, CSF1R, and
CCR2) were positively correlated with SIPA1 and MYH9, respectively (Figure 6G,H). It
suggests that macrophages in breast cancer may be an important factor leading to the
decreased RFS of breast cancer patients with high expression of SIPA1 and MYH9.

Taken together, SIPA1 induced MYH9 transcription and up-regulated its expression
at the protein level in breast cancer cells. EVs released from breast cancer cells enriched
with myosin-9 promoted the migration of macrophages, resulting in the infiltration of
macrophages into the tumour microenvironment and the promotion of cancer cell metasta-
sis (Figure 6I).

4. Discussion

SIPA1 is ectopically localised in the nucleus in some breast cancer cells and could
regulate the expression of certain genes, leading to the promotion of cancer cell metasta-
sis [20,27]. Here, we first demonstrated that macrophages infiltrated tumour tissues in
breast cancer patients with a high level of SIPA1 expression. We next showed that EVs
derived from highly metastatic breast cancer cells induced macrophage migration in vitro
and that the level of SIPA1 expression in breast cancer cells may influence the components
of EVs and the migration of macrophages. Furthermore, animal models revealed that
EVs secreted by breast cancer cells with a high level of SIPA1 expression recruited more
macrophages into tumour tissues and promoted metastasis of tumour cells to the lung
tissues. These findings suggest that SIPA1 induced the expression of certain genes that are
responsible for the migration of macrophages. These macrophages are considered TAMs
and are associated with tumour growth and metastasis.

We analysed the components of EVs derived from the SIPA1-highly expressing breast
cancer cells and found that myosin-9 was selectively present in the EVs. However, we
could not detect SIPA1 expression at the protein level in the 231-EVs or MCF7/SIPA1-EVs
(Figure S8A). The exosome database Exocreta (http://www.exocarta.org, accessed on 8
December 2020) indicated that myosin-9 was among the top 100 proteins in exosomes.
MYH9 encoding myosin-9 plays dual functions in cancers. Myosin-9 is involved in the
determination of cell polarity and cytoskeleton rearrangement [61,62]. We found that
SIPA1 up-regulated myosin-9 levels in breast cancer cells as well as in EVs by binding
to the MYH9 gene promoter. The knockdown of the MYH9 gene in MDA-MB-231 cells
reduced the expression of myosin-9 in both cells and EVs and significantly suppressed
the migration of MDA-MB-231 cells (Figure S8B). We also found that blebbistatin, an
MYH9 inhibitor, suppressed the migration of macrophages induced by 231-EVs. Myosin-9-
containing EVs enhanced the migration of macrophages and increased the infiltration of
macrophages into tumour tissues. The inhibition or down-regulation of myosin-9 reduced
the metastasis of cancer cells [63] and also suppressed the infiltration of surrounding
macrophages. The results indicate that blebbistatin is a potential therapeutic agent that can
inhibit the recruitment of macrophages, providing a preclinical basis for the development
of inhibitors of breast cancer cell metastasis.

http://www.exocarta.org
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5. Conclusions

In conclusion, SIPA1 in breast cancer cells promoted MYH9 transcription and up-
regulated the expression of myosin-9. Moreover, myosin-9-enriched EVs derived from
breast cancer cells promoted the infiltration of macrophages into the tumour microenviron-
ment, resulting in cancer metastasis.
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after the treatment with the different EVs, Figure S4: Body weight curve of mice and the expression of
macrophage markers in orthotopic tumours, Figure S5: The expression level of myosin-9 in parental
and SIPA1-overexpression MCF7 cells, Figure S6: Overexpression of MYH9 in 231/si cells and the
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detection of SIPA1 in EVs and the migration ability of MDA-MB-231 cells after knocking down MYH9,
Table S1: The information of primers used in this study, Table S2: Antibodies list used in this study,
Table S3: Top 10 unique proteins in the 231-EVs.

Author Contributions: Conceptualisation, L.F., J.W. and L.S.; formal analysis, L.F., J.W. and C.Y.;
funding acquisition, L.S.; investigation, L.F., C.Y., R.W. and N.W.; methodology, L.F., J.W. and L.S.;
project administration, Y.T. and L.S.; supervision, J.W., Y.T. and L.S.; visualisation, L.F., J.W. and L.S.;
writing—original draft, L.F. and J.W.; writing—review and editing, L.F., J.W., Y.Z., Y.T. and L.S. All
authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by grants from the MOST-Key Program for International S&T
Cooperation Projects of China (2017YFE0129100) and the National Natural Science Foundation of
China (81872154 and 31271504).

Institutional Review Board Statement: Breast cancer tissue microarray (TMA) slides (HBreD090PG01),
including 65 cases of invasive ductal carcinoma, were purchased from Shanghai Outdo Biotech Co.
Ltd. All subjects gave their informed consent for inclusion before they participated in the study.
The study was conducted in accordance with the Declaration of Helsinki, and the protocol was
approved by the Ethics Committee of Shanghai Outdo Biotech Co. Ltd. (Ethics approval number:
SHYJS-CP-1910006 and date of approval 10 August 2019). The animal study protocol was approved
by the Animal Care and Use Committee of Huazhong University of Science and Technology (Ethic
Code: S797 and date of approval 1 January 2019).

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available on request from the
corresponding author.

Acknowledgments: We would like to thank Editage (www.editage.com, accessed on 8 December
2021) for English language editing. We also appreciate the technical support from the Research Core
Facilities for Life Science at the College of Life Science and Technology, Huazhong University of
Science and Technology.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Thery, C.; Witwer, K.W.; Aikawa, E.; Alcaraz, M.J.; Anderson, J.D.; Andriantsitohaina, R.; Antoniou, A.; Arab, T.; Archer, F.;

Atkin-Smith, G.K.; et al. Minimal information for studies of extracellular vesicles 2018 (MISEV2018): A position statement of the
International Society for Extracellular Vesicles and update of the MISEV2014 guidelines. J. Extracell. Vesicles 2018, 7, 1535750.
[CrossRef] [PubMed]

2. Kim, D.H.; Park, H.; Choi, Y.J.; Kang, M.H.; Kim, T.K.; Pack, C.G.; Choi, C.M.; Lee, J.C.; Rho, J.K. Exosomal miR-1260b derived
from non-small cell lung cancer promotes tumor metastasis through the inhibition of HIPK2. Cell Death Dis. 2021, 12, 747.
[CrossRef] [PubMed]

3. Rak, J. Microparticles in cancer. Semin. Thromb. Hemost. 2010, 36, 888–906. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/biology11040543/s1
www.editage.com
http://doi.org/10.1080/20013078.2018.1535750
http://www.ncbi.nlm.nih.gov/pubmed/30637094
http://doi.org/10.1038/s41419-021-04024-9
http://www.ncbi.nlm.nih.gov/pubmed/34321461
http://doi.org/10.1055/s-0030-1267043
http://www.ncbi.nlm.nih.gov/pubmed/21049390


Biology 2022, 11, 543 18 of 20

4. Hood, J.L.; San, R.S.; Wickline, S.A. Exosomes released by melanoma cells prepare sentinel lymph nodes for tumor metastasis.
Cancer Res. 2011, 71, 3792–3801. [CrossRef] [PubMed]

5. Whiteside, T.L. The effect of tumor-derived exosomes on immune regulation and cancer immunotherapy. Future Oncol. 2017, 13,
2583–2592. [CrossRef]

6. Kugeratski, F.G.; Kalluri, R. Exosomes as mediators of immune regulation and immunotherapy in cancer. FEBS J. 2021, 288, 10–35.
[CrossRef]

7. Peinado, H.; Lavotshkin, S.; Lyden, D. The secreted factors responsible for pre-metastatic niche formation: Old sayings and new
thoughts. Semin. Cancer Biol. 2011, 21, 139–146. [CrossRef]

8. Guo, Y.; Ji, X.; Liu, J.; Fan, D.; Zhou, Q.; Chen, C.; Wang, W.; Wang, G.; Wang, H.; Yuan, W.; et al. Effects of exosomes on
pre-metastatic niche formation in tumors. Mol. Cancer 2019, 18, 39. [CrossRef]

9. Bray, F.; Ferlay, J.; Soerjomataram, I.; Siegel, R.L.; Torre, L.A.; Jemal, A. Global cancer statistics 2018: GLOBOCAN estimates of
incidence and mortality worldwide for 36 cancers in 185 countries. CA Cancer J. Clin. 2018, 68, 394–424. [CrossRef]

10. Kanchan, R.K.; Siddiqui, J.A.; Mahapatra, S.; Batra, S.K.; Nasser, M.W. microRNAs Orchestrate Pathophysiology of Breast Cancer
Brain Metastasis: Advances in Therapy. Mol. Cancer 2020, 19, 29. [CrossRef]

11. Robbins, P.D.; Morelli, A.E. Regulation of immune responses by extracellular vesicles. Nat. Rev. Immunol. 2014, 14, 195–208.
[CrossRef] [PubMed]

12. Baig, M.S.; Roy, A.; Rajpoot, S.; Liu, D.; Savai, R.; Banerjee, S.; Kawada, M.; Faisal, S.M.; Saluja, R.; Saqib, U.; et al. Tumor-derived
exosomes in the regulation of macrophage polarization. Inflamm. Res. 2020, 69, 435–451. [CrossRef] [PubMed]

13. Condeelis, J.; Pollard, J.W. Macrophages: Obligate partners for tumor cell migration, invasion, and metastasis. Cell 2006, 124,
263–266. [CrossRef] [PubMed]

14. Salmaninejad, A.; Valilou, S.F.; Soltani, A.; Ahmadi, S.; Abarghan, Y.J.; Rosengren, R.J.; Sahebkar, A. Tumor-associated
macrophages: Role in cancer development and therapeutic implications. Cell. Oncol. 2019, 42, 591–608. [CrossRef] [PubMed]

15. Linde, N.; Casanova-Acebes, M.; Sosa, M.S.; Mortha, A.; Rahman, A.; Farias, E.; Harper, K.; Tardio, E.; Reyes Torres, I.; Jones, J.;
et al. Macrophages orchestrate breast cancer early dissemination and metastasis. Nat. Commun. 2018, 9, 21. [CrossRef] [PubMed]

16. Lin, E.Y.; Nguyen, A.V.; Russell, R.G.; Pollard, J.W. Colony-stimulating factor 1 promotes progression of mammary tumors to
malignancy. J. Exp. Med. 2001, 193, 727–740. [CrossRef] [PubMed]

17. Hoshino, A.; Costa-Silva, B.; Shen, T.L.; Rodrigues, G.; Hashimoto, A.; Tesic Mark, M.; Molina, H.; Kohsaka, S.; Di Giannatale, A.;
Ceder, S.; et al. Tumour exosome integrins determine organotropic metastasis. Nature 2015, 527, 329–335. [CrossRef]

18. Moller, A.; Lobb, R.J. The evolving translational potential of small extracellular vesicles in cancer. Nat. Rev. Cancer 2020, 20,
697–709. [CrossRef]

19. Elsharkasy, O.M.; Nordin, J.Z.; Hagey, D.W.; de Jong, O.G.; Schiffelers, R.M.; El Andaloussi, S.; Vader, P. Extracellular vesicles as
drug delivery systems: Why and how? Adv. Drug Del. Rev. 2020, 159, 332–343. [CrossRef]

20. Zhang, Y.; Gong, Y.; Hu, D.; Zhu, P.; Wang, N.; Zhang, Q.; Wang, M.; Aldeewan, A.; Xia, H.; Qu, X.; et al. Nuclear SIPA1 activates
integrin beta1 promoter and promotes invasion of breast cancer cells. Oncogene 2015, 34, 1451–1462. [CrossRef]

21. Park, Y.G.; Zhao, X.H.; Lesueur, F.; Lowy, D.R.; Lancaster, M.; Pharoah, P.; Qian, X.L.; Hunter, K.W. Sipa1 is a candidate for
underlying the metastasis efficiency modifier locus Mtes1. Nat. Genet. 2005, 37, 1055–1062. [CrossRef]

22. Ji, K.; Ye, L.; Toms, A.M.; Hargest, R.; Martin, T.A.; Ruge, F.; Ji, J.F.; Jiang, W.G. Expression of Signal-induced Proliferation-
associated Gene 1 (SIPA1), a RapGTPase-activating Protein, Is Increased in Colorectal Cancer and Has Diverse Effects on Functions
of Colorectal Cancer Cells. Cancer Genom. Proteom. 2012, 9, 321–327.

23. Shimizu, Y.; Hamazaki, Y.; Hattori, M.; Doi, K.; Terada, N.; Kobayashi, T.; Toda, Y.; Yamasaki, T.; Inoue, T.; Kajita, Y.; et al. SPA-1
controls the invasion and metastasis of human prostate cancer. Cancer Sci. 2011, 102, 828–836. [CrossRef] [PubMed]

24. Liu, C.; Jiang, W.; Zhang, L.; Hargest, R.; Martin, T.A. SIPA1 Is a Modulator of HGF/MET Induced Tumour Metastasis via the
Regulation of Tight Junction-Based Cell to Cell Barrier Function. Cancers 2021, 13, 1747. [CrossRef] [PubMed]

25. Lu, A.; Wang, W.; Wang-Renault, S.F.; Ring, B.Z.; Tanaka, Y.; Weng, J.; Su, L. 5-Aza-2′-deoxycytidine advances the epithelial-
mesenchymal transition of breast cancer cells by demethylating Sipa1 promoter-proximal elements. J. Cell Sci. 2020, 133, jcs236125.
[CrossRef]

26. Wang, N.; Weng, J.; Xia, J.; Zhu, Y.; Chen, Q.; Hu, D.; Zhang, X.; Sun, R.; Feng, J.; Minato, N.; et al. SIPA1 enhances SMAD2/3
expression to maintain stem cell features in breast cancer cells. Stem Cell Res. 2020, 49, 102099. [CrossRef] [PubMed]

27. Ma, Y.; Weng, J.; Wang, N.; Zhang, Y.; Minato, N.; Su, L. A novel nuclear localization region in SIPA1 determines protein nuclear
distribution and epirubicin-sensitivity of breast cancer cells. Int. J. Biol. Macromol. 2021, 180, 718–728. [CrossRef] [PubMed]

28. Yao, C.; Weng, J.; Feng, L.; Zhang, W.; Xu, Y.; Zhang, P.; Tanaka, Y.; Su, L. SIPA1 Enhances Aerobic Glycolysis Through HIF-2α
Pathway to Promote Breast Cancer Metastasis. Front. Cell Dev. Biol. 2022, 9, 779169. [CrossRef]

29. Flores, A.M.; Hosseini-Nassab, N.; Jarr, K.U.; Ye, J.; Zhu, X.; Wirka, R.; Koh, A.L.; Tsantilas, P.; Wang, Y.; Nanda, V.; et al.
Pro-efferocytic nanoparticles are specifically taken up by lesional macrophages and prevent atherosclerosis. Nat. Nanotechnol.
2020, 15, 154–161. [CrossRef]

30. Segala, G.; David, M.; de Medina, P.; Poirot, M.C.; Serhan, N.; Vergez, F.; Mougel, A.; Saland, E.; Carayon, K.; Leignadier, J.; et al.
Dendrogenin A drives LXR to trigger lethal autophagy in cancers. Nat. Commun. 2017, 8, 1903. [CrossRef]

31. Ye, G.; Huang, K.; Yu, J.; Zhao, L.; Zhu, X.; Yang, Q.; Li, W.; Jiang, Y.; Zhuang, B.; Liu, H.; et al. MicroRNA-647 Targets SRF-MYH9
Axis to Suppress Invasion and Metastasis of Gastric Cancer. Theranostics 2017, 7, 3338–3353. [CrossRef] [PubMed]

http://doi.org/10.1158/0008-5472.CAN-10-4455
http://www.ncbi.nlm.nih.gov/pubmed/21478294
http://doi.org/10.2217/fon-2017-0343
http://doi.org/10.1111/febs.15558
http://doi.org/10.1016/j.semcancer.2011.01.002
http://doi.org/10.1186/s12943-019-0995-1
http://doi.org/10.3322/caac.21492
http://doi.org/10.1186/s12943-020-1140-x
http://doi.org/10.1038/nri3622
http://www.ncbi.nlm.nih.gov/pubmed/24566916
http://doi.org/10.1007/s00011-020-01318-0
http://www.ncbi.nlm.nih.gov/pubmed/32162012
http://doi.org/10.1016/j.cell.2006.01.007
http://www.ncbi.nlm.nih.gov/pubmed/16439202
http://doi.org/10.1007/s13402-019-00453-z
http://www.ncbi.nlm.nih.gov/pubmed/31144271
http://doi.org/10.1038/s41467-017-02481-5
http://www.ncbi.nlm.nih.gov/pubmed/29295986
http://doi.org/10.1084/jem.193.6.727
http://www.ncbi.nlm.nih.gov/pubmed/11257139
http://doi.org/10.1038/nature15756
http://doi.org/10.1038/s41568-020-00299-w
http://doi.org/10.1016/j.addr.2020.04.004
http://doi.org/10.1038/onc.2014.36
http://doi.org/10.1038/ng1635
http://doi.org/10.1111/j.1349-7006.2011.01876.x
http://www.ncbi.nlm.nih.gov/pubmed/21251160
http://doi.org/10.3390/cancers13071747
http://www.ncbi.nlm.nih.gov/pubmed/33917539
http://doi.org/10.1242/jcs.236125
http://doi.org/10.1016/j.scr.2020.102099
http://www.ncbi.nlm.nih.gov/pubmed/33296812
http://doi.org/10.1016/j.ijbiomac.2021.03.101
http://www.ncbi.nlm.nih.gov/pubmed/33753200
http://doi.org/10.3389/fcell.2021.779169
http://doi.org/10.1038/s41565-019-0619-3
http://doi.org/10.1038/s41467-017-01948-9
http://doi.org/10.7150/thno.20512
http://www.ncbi.nlm.nih.gov/pubmed/28900514


Biology 2022, 11, 543 19 of 20

32. Seo, N.; Shirakura, Y.; Tahara, Y.; Momose, F.; Harada, N.; Ikeda, H.; Akiyoshi, K.; Shiku, H. Activated CD8(+) T cell extracellular
vesicles prevent tumour progression by targeting of lesional mesenchymal cells. Nat. Commun. 2018, 9, 435. [CrossRef] [PubMed]

33. Zhang, L.; Jean, S.R.; Ahmed, S.; Aldridge, P.M.; Li, X.; Fan, F.; Sargent, E.H.; Kelley, S.O. Multifunctional quantum dot DNA
hydrogels. Nat. Commun. 2017, 8, 381. [CrossRef]

34. Ji, T.; Guo, Y.; Kim, K.; McQueen, P.; Ghaffar, S.; Christ, A.; Lin, C.; Eskander, R.; Zi, X.; Hoang, B.H. Neuropilin-2 expression
is inhibited by secreted Wnt antagonists and its down-regulation is associated with reduced tumor growth and metastasis in
osteosarcoma. Mol. Cancer 2015, 14, 86. [CrossRef] [PubMed]

35. Flemming, J.P.; Hill, B.L.; Haque, M.W.; Raad, J.; Bonder, C.S.; Harshyne, L.A.; Rodeck, U.; Luginbuhl, A.; Wahl, J.K., 3rd; Tsai,
K.Y.; et al. miRNA- and cytokine-associated extracellular vesicles mediate squamous cell carcinomas. J. Extracell. Vesicles 2020, 9,
1790159. [CrossRef]

36. Kugeratski, F.G.; Hodge, K.; Lilla, S.; McAndrews, K.M.; Zhou, X.; Hwang, R.F.; Zanivan, S.; Kalluri, R. Quantitative proteomics
identifies the core proteome of exosomes with syntenin-1 as the highest abundant protein and a putative universal biomarker.
Nat. Cell Biol. 2021, 23, 631–641. [CrossRef] [PubMed]

37. Luo, P.H.; Yan, H.; Chen, X.Q.; Zhang, Y.; Zhao, Z.Y.; Cao, J.; Zhu, Y.; Du, J.X.; Xu, Z.F.; Zhang, X.C.; et al. s-HBEGF/SIRT1
circuit-dictated crosstalk between vascular endothelial cells and keratinocytes mediates sorafenib-induced hand-foot skin reaction
that can be reversed by nicotinamide. Cell Res. 2020, 30, 779–793. [CrossRef]

38. Nam, S.; Gupta, V.K.; Lee, H.P.; Lee, J.Y.; Wisdom, K.M.; Varma, S.; Flaum, E.M.; Davis, C.; West, R.B.; Chaudhuri, O. Cell cycle
progression in confining microenvironments is regulated by a growth-responsive TRPV4-PI3K/Akt-p27(Kip1) signaling axis. Sci.
Adv. 2019, 5, eaaw6171. [CrossRef]

39. Schneider, C.A.; Rasband, W.S.; Eliceiri, K.W. NIH Image to ImageJ: 25 years of image analysis. Nat. Methods 2012, 9, 671–675.
[CrossRef]

40. Li, S.T.; Huang, D.; Shen, S.; Cai, Y.; Xing, S.; Wu, G.; Jiang, Z.; Hao, Y.; Yuan, M.; Wang, N.; et al. Myc-mediated SDHA acetylation
triggers epigenetic regulation of gene expression and tumorigenesis. Nat. Metab. 2020, 2, 256–269. [CrossRef]

41. Yang, G.; Liang, Y.; Zheng, T.; Song, R.; Wang, J.; Shi, H.; Sun, B.; Xie, C.; Li, Y.; Han, J.; et al. FCN2 inhibits epithelial-mesenchymal
transition-induced metastasis of hepatocellular carcinoma via TGF-beta/Smad signaling. Cancer Lett. 2016, 378, 80–86. [CrossRef]
[PubMed]

42. Shivange, G.; Urbanek, K.; Przanowski, P.; Perry, J.S.A.; Jones, J.; Haggart, R.; Kostka, C.; Patki, T.; Stelow, E.; Petrova, Y.; et al.
A Single-Agent Dual-Specificity Targeting of FOLR1 and DR5 as an Effective Strategy for Ovarian Cancer. Cancer Cell 2018, 34,
331–345. [CrossRef] [PubMed]

43. Nelson, J.D.; Denisenko, O.; Bomsztyk, K. Protocol for the fast chromatin immunoprecipitation (ChIP) method. Nat. Protoc. 2006,
1, 179–185. [CrossRef] [PubMed]

44. Karlstetter, M.; Kopatz, J.; Aslanidis, A.; Shahraz, A.; Caramoy, A.; Linnartz-Gerlach, B.; Lin, Y.; Luckoff, A.; Fauser, S.; Duker,
K.; et al. Polysialic acid blocks mononuclear phagocyte reactivity, inhibits complement activation, and protects from vascular
damage in the retina. EMBO Mol. Med. 2017, 9, 154–166. [CrossRef]

45. Lan, J.; Sun, L.; Xu, F.; Liu, L.; Hu, F.; Song, D.; Hou, Z.; Wu, W.; Luo, X.; Wang, J.; et al. M2 Macrophage-Derived Exosomes
Promote Cell Migration and Invasion in Colon Cancer. Cancer Res. 2019, 79, 146–158. [CrossRef]

46. Ru, B.; Wong, C.N.; Tong, Y.; Zhong, J.Y.; Zhong, S.S.W.; Wu, W.C.; Chu, K.C.; Wong, C.Y.; Lau, C.Y.; Chen, I.; et al. TISIDB: An
integrated repository portal for tumor-immune system interactions. Bioinformatics 2019, 35, 4200–4202. [CrossRef]

47. Zhou, Y.; Zhou, B.; Pache, L.; Chang, M.; Khodabakhshi, A.H.; Tanaseichuk, O.; Benner, C.; Chanda, S.K. Metascape provides a
biologist-oriented resource for the analysis of systems-level datasets. Nat. Commun. 2019, 10, 1523. [CrossRef] [PubMed]

48. Sun, L.; Dong, S.; Ge, Y.; Fonseca, J.P.; Robinson, Z.T.; Mysore, K.S.; Mehta, P. DiVenn: An Interactive and Integrated Web-Based
Visualization Tool for Comparing Gene Lists. Front. Genet. 2019, 10, 421. [CrossRef]

49. Cerami, E.; Gao, J.; Dogrusoz, U.; Gross, B.E.; Sumer, S.O.; Aksoy, B.A.; Jacobsen, A.; Byrne, C.J.; Heuer, M.L.; Larsson, E.; et al.
The cBio cancer genomics portal: An open platform for exploring multidimensional cancer genomics data. Cancer Discov. 2012, 2,
401–404. [CrossRef]

50. Gao, J.; Aksoy, B.A.; Dogrusoz, U.; Dresdner, G.; Gross, B.; Sumer, S.O.; Sun, Y.; Jacobsen, A.; Sinha, R.; Larsson, E.; et al.
Integrative analysis of complex cancer genomics and clinical profiles using the cBioPortal. Sci. Signal. 2013, 6, pl1. [CrossRef]

51. Gyorffy, B.; Lanczky, A.; Eklund, A.C.; Denkert, C.; Budczies, J.; Li, Q.; Szallasi, Z. An online survival analysis tool to rapidly
assess the effect of 22,277 genes on breast cancer prognosis using microarray data of 1809 patients. Breast Cancer Res. Treat. 2010,
123, 725–731. [CrossRef]

52. Wei, P.; Wu, F.; Kang, B.; Sun, X.; Heskia, F.; Pachot, A.; Liang, J.; Li, D. Plasma extracellular vesicles detected by Single Molecule
array technology as a liquid biopsy for colorectal cancer. J. Extracell. Vesicles 2020, 9, 1809765. [CrossRef]

53. Liao, K.; Niu, F.; Hu, G.; Yang, L.; Dallon, B.; Villarreal, D.; Buch, S. Morphine-mediated release of miR-138 in astrocyte-derived
extracellular vesicles promotes microglial activation. J. Extracell. Vesicles 2020, 10, e12027. [CrossRef]

54. Ma, R.Y.; Zhang, H.; Li, X.F.; Zhang, C.B.; Selli, C.; Tagliavini, G.; Lam, A.D.; Prost, S.; Sims, A.H.; Hu, H.Y.; et al. Monocyte-derived
macrophages promote breast cancer bone metastasis outgrowth. J. Exp. Med. 2020, 217, e20191820. [CrossRef]

55. Li, Y.; Hodge, J.; Liu, Q.; Wang, J.F.; Wang, Y.Z.; Evans, T.D.; Altomare, D.; Yao, Y.Z.; Murphy, E.A.; Razani, B.; et al. TFEB is a
master regulator of tumor-associated macrophages in breast cancer. J. Immunother. Cancer 2020, 8, e000543. [CrossRef]

http://doi.org/10.1038/s41467-018-02865-1
http://www.ncbi.nlm.nih.gov/pubmed/29382847
http://doi.org/10.1038/s41467-017-00298-w
http://doi.org/10.1186/s12943-015-0359-4
http://www.ncbi.nlm.nih.gov/pubmed/25890345
http://doi.org/10.1080/20013078.2020.1790159
http://doi.org/10.1038/s41556-021-00693-y
http://www.ncbi.nlm.nih.gov/pubmed/34108659
http://doi.org/10.1038/s41422-020-0309-6
http://doi.org/10.1126/sciadv.aaw6171
http://doi.org/10.1038/nmeth.2089
http://doi.org/10.1038/s42255-020-0179-8
http://doi.org/10.1016/j.canlet.2016.05.007
http://www.ncbi.nlm.nih.gov/pubmed/27177473
http://doi.org/10.1016/j.ccell.2018.07.005
http://www.ncbi.nlm.nih.gov/pubmed/30107179
http://doi.org/10.1038/nprot.2006.27
http://www.ncbi.nlm.nih.gov/pubmed/17406230
http://doi.org/10.15252/emmm.201606627
http://doi.org/10.1158/0008-5472.CAN-18-0014
http://doi.org/10.1093/bioinformatics/btz210
http://doi.org/10.1038/s41467-019-09234-6
http://www.ncbi.nlm.nih.gov/pubmed/30944313
http://doi.org/10.3389/fgene.2019.00421
http://doi.org/10.1158/2159-8290.CD-12-0095
http://doi.org/10.1126/scisignal.2004088
http://doi.org/10.1007/s10549-009-0674-9
http://doi.org/10.1080/20013078.2020.1809765
http://doi.org/10.1002/jev2.12027
http://doi.org/10.1084/jem.20191820
http://doi.org/10.1136/jitc-2020-000543


Biology 2022, 11, 543 20 of 20

56. Li, F.; Shi, J.; Xu, Z.; Yao, X.; Mou, T.; Yu, J.; Liu, H.; Li, G. S100A4-MYH9 Axis Promote Migration and Invasion of Gastric Cancer
Cells by Inducing TGF-beta-Mediated Epithelial-Mesenchymal Transition. J. Cancer 2018, 9, 3839–3849. [CrossRef]

57. Ye, G.T.; Yang, Q.B.; Lei, X.T.; Zhu, X.J.; Li, F.P.; He, J.Y.; Chen, H.; Ling, R.Y.; Zhang, H.S.; Lin, T.; et al. Nuclear MYH9-induced
CTNNB1 transcription, targeted by staurosporin, promotes gastric cancer cell anoikis resistance and metastasis. Theranostics 2020,
10, 7545–7560. [CrossRef]

58. Yang, B.; Wu, A.; Hu, Y.; Tao, C.; Wang, J.M.; Lu, Y.; Xing, R. Mucin 17 inhibits the progression of human gastric cancer by limiting
inflammatory responses through a MYH9-p53-RhoA regulatory feedback loop. J. Exp. Clin. Cancer Res. 2019, 38, 283. [CrossRef]

59. Wang, B.; Qi, X.; Liu, J.; Zhou, R.; Lin, C.; Shangguan, J.; Zhang, Z.; Zhao, L.; Li, G. MYH9 Promotes Growth and Metastasis via
Activation of MAPK/AKT Signaling in Colorectal Cancer. J. Cancer 2019, 10, 874–884. [CrossRef]

60. Zhou, P.; Li, Y.; Li, B.; Zhang, M.; Liu, Y.; Yao, Y.; Li, D. NMIIA promotes tumor growth and metastasis by activating the
Wnt/beta-catenin signaling pathway and EMT in pancreatic cancer. Oncogene 2019, 38, 5500–5515. [CrossRef]

61. Reville, K.; Crean, J.K.; Vivers, S.; Dransfield, I.; Godson, C. Lipoxin A4 redistributes myosin IIA and Cdc42 in macrophages:
Implications for phagocytosis of apoptotic leukocytes. J. Immunol. 2006, 176, 1878–1888. [CrossRef] [PubMed]

62. Kang, J.S.; Lee, S.J.; Lee, J.H.; Kim, J.H.; Son, S.S.; Cha, S.K.; Lee, E.S.; Chung, C.H.; Lee, E.Y. Angiotensin II-mediated MYH9
downregulation causes structural and functional podocyte injury in diabetic kidney disease. Sci. Rep. 2019, 9, 7679. [CrossRef]
[PubMed]

63. Toro, L.E.N.; Wang, Y.R.; Condeelis, J.S.; Jones, J.G.; Backer, J.M.; Bresnick, A.R. Myosin-IIA heavy chain phosphorylation on
S1943 regulates tumor metastasis. Exp. Cell Res. 2018, 370, 273–282. [CrossRef] [PubMed]

http://doi.org/10.7150/jca.25469
http://doi.org/10.7150/thno.46001
http://doi.org/10.1186/s13046-019-1279-8
http://doi.org/10.7150/jca.27635
http://doi.org/10.1038/s41388-019-0806-6
http://doi.org/10.4049/jimmunol.176.3.1878
http://www.ncbi.nlm.nih.gov/pubmed/16424219
http://doi.org/10.1038/s41598-019-44194-3
http://www.ncbi.nlm.nih.gov/pubmed/31118506
http://doi.org/10.1016/j.yexcr.2018.06.028
http://www.ncbi.nlm.nih.gov/pubmed/29953877

	Introduction 
	Materials and Methods 
	Cell Lines and Breast Cancer Tissues 
	Plasmid and Cell Line Construction 
	Animal Experiments 
	Isolation and Characterisation of EVs 
	Mass Spectrometry 
	Immunofluorescence Staining and Immunohistochemistry 
	Western Blotting Analysis and Quantitative Real-Time PCR (qRT-PCR) 
	Chromatin Immunoprecipitation Assays 
	Dual-Luciferase Reporter Gene Assay 
	Cell Migration Assay 
	EV Uptake Assay 
	Bioinformatic Analysis 
	Statistical Analyses 

	Results 
	SIPA1-Expressing Breast Cancer Cells Recruit Macrophages into the Tumour Milieu 
	EVs Derived from SIPA1-Expressing Breast Cancer Cells Promote Macrophage Migration 
	SIPA1-Expressing Breast Cancer Cell-Derived EVs Promote Macrophage Infiltration In Vivo and Tumour Metastasis 
	SIPA1 Upregulates MYH9 Expression in Breast Cancer Cells and Facilitates the Accumulation of Myosin-9 in EVs 
	Myosin-9 in EVs Derived from Breast Cancer Cells Is a Key Factor for Macrophage Migration 
	MYH9 Expression Positively Correlates with Poor Prognosis in Triple-Negative Breast Cancer 

	Discussion 
	Conclusions 
	References

