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Abstract 

Background Advanced renal cell carcinoma (RCC) is therapeutically challenging. RCC progression is facilitated 
by mesenchymal stem/stromal cells (MSCs) that exert remarkable tumor tropism. The specific mechanisms mediat‑
ing MSCs’ migration to RCC remain unknown. Here, we aimed to comprehensively analyze RCC secretome to identify 
MSCs attractants.

Methods Conditioned media (CM) were collected from five RCC‑derived cell lines (Caki‑1, 786‑O, A498, KIJ265T 
and KIJ308T) and non‑tumorous control cell line (RPTEC/TERT1) and analyzed using cytokine arrays targeting 274 
cytokines in addition to global CM proteomics. MSCs were isolated from bone marrow of patients undergoing 
standard orthopedic surgeries. RCC CM and the selected recombinant cytokines were used to analyze their influence 
on MSCs migration and microarray‑targeted gene expression. The expression of genes encoding cytokines was evalu‑
ated in 100 matched‑paired control‑RCC tumor samples.

Results When compared with normal cells, CM from advanced RCC cell lines (Caki‑1 and KIJ265T) were the strong‑
est stimulators of MSCs migration. Targeted analysis of 274 cytokines and global proteomics of RCC CM revealed 
decreased DPP4 and EGF, as well as increased AREG, FN1 and MMP1, with consistently altered gene expression in RCC 
cell lines and tumors. AREG and FN1 stimulated, while DPP4 attenuated MSCs migration. RCC CM induced MSCs’ tran‑
scriptional reprogramming, stimulating the expression of CD44, PTX3 and RAB27B. RCC cells secreted hyaluronic acid 
(HA), a CD44 ligand mediating MSCs’ homing to the kidney. AREG emerged as an upregulator of MSCs’ transcription.

Conclusions Advanced RCC cells secrete AREG, FN1 and HA to induce MSCs migration, while DPP4 loss prevents its 
inhibitory effect on MSCs homing. RCC secretome induces MSCs’ transcriptional reprograming to facilitate their migra‑
tion. The identified components of RCC secretome represent potential therapeutic targets.

Highlights 

• Mesenchymal stem/stromal cells (MSCs) facilitate renal cell cancer (RCC) progression
• RCC secretes high amounts of AREG and FN1
• DPP4 secretion is attenuated in RCC cells
• AREG and FN1 stimulate, while DPP4 attenuates MSCs migration
• RCC secretome reprograms MSCs transcription to facilitate their migration
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Background
Renal cell carcinoma (RCC) affects 400,000 people annu-
ally worldwide, making it the most common malignancy 
of the kidney [1]. The prognosis for early-stage RCC is 
good, with more than 90% of patients surviving within 
5 years. Unfortunately, metastatic RCC (mRCC), which 
occurs in about one-third of the patients, is still therapeu-
tically challenging. Despite growing treatment options 
(anti-angiogenic therapy and immune checkpoint inhibi-
tors), most patients with mRCC inevitably relapse with 
progression, resulting in less than 30% 5-year survival [1].

Multipotent mesenchymal stem/stromal cells (MSCs) 
can differentiate into several cell lineages, including 
osteoblasts, chondrocytes and adipocytes, and play an 
important role in various processes, including wound 
healing, inflammation or angiogenesis [2, 3]. MSCs 
exert remarkable tropism to tumors, induced by various 
types of chemokines, cytokines, inflammatory factors or 
growth factors [4]. MSCs’ ability to accumulate at tumor 
sites is utilized for the selective, tumor-specific delivery 
of anticancer drugs. Such new ways of drug delivery are 
currently tested in clinical trials [5]. On the other hand, 
MSCs themselves can actively influence tumor progres-
sion. Depending on the study and tumor type, MSCs 
were reported to promote cancer progression (e.g., by 
stimulating angiogenesis, immunosuppression or epi-
thelial-mesenchymal transition) or to attenuate tumor 
growth by suppressing the aforementioned processes [4]. 
Therefore, delineation of the molecular mechanisms that 
govern recruitment of MSCs to tumor tissues is crucial 
for the development of new cancer treatment methods.

Several studies showed that MSCs promote RCC pro-
gression. MSCs stimulate proliferation and migration of 
RCC cells in  vitro and facilitate RCC tumor formation 

in vivo [6, 7]. The studies on the recruitment of MSCs to 
RCC tumors are scarce and limited mainly to MSCs engi-
neered to carry anticancer drugs. Such modified MSCs 
attenuated renal cancer progression in mice models and 
were selectively recruited to RCC tumors and/or meta-
static sites in mice [8, 9]. However, the specific mecha-
nisms mediating MSCs tropism to RCC cells remain 
largely unknown. Here, we hypothesized that the mol-
ecules secreted by RCC cells can affect the functioning 
of MSCs, regulating their migration and recruitment to 
RCC tumors. To verify this hypothesis, we aimed to com-
prehensively analyze the RCC secretome and cytokinome 
to identify proteins that act as MSCs attractants. Our 
study shows that RCC cells secrete multiple cytokines 
and other proteins that affect gene expression and the 
functioning of MSCs. In particular, we found that RCC 
cells derived from the RCC tumors consistently secrete 
high amounts of FN1 and AREG that induce MSCs’ 
migration. Moreover, the secretion of DPP4, an inhibi-
tor of MSCs’ motility, is diminished in conditioned media 
from the advanced RCC cell lines. Finally, we found that 
RCC secretome apparently reprograms MSCs’ gene 
expression, to facilitate their migration toward cancer 
cells.

Material and methods
Propagation of RCC cell lines and CM collection
RPTEC/TERT1 (CRL-4031, ATCC), Caki-1 (HTB-46, 
ATCC), 786-O (CRL-1932, ATCC) and A498 (HTB-44, 
ATCC) were cultured in accordance with manufacturer’s 
protocol. KIJ265T and KIJ308T cell lines (Mayo Founda-
tion of Medical Education and Research) were cultured 
as previously described [10]. For the collection of con-
ditioned media (CM), 10^6 cells were seeded at 75cm2 
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flasks, cultured for 24h and rinsed once with PBS and 
four times with DMEM (low glucose, no glutamine, no 
phenol red) (Gibco/Thermo Fisher Scientific, Paisley, 
UK) with GLUTAMAX (Gibco/Thermo Fisher Scientific, 
Paisley, UK). Following the addition of 15ml of DMEM 
(no phenol red) supplemented with GLUTAMAX, the 
cells were cultured for another 24h. CM were collected, 
centrifuged, aliquoted and stored at −80  °C. As ear-
lier described [11] CM used for proteomic analysis was 
filtered by Milex GV Low Protein Binding Durapore 
(PVDF) 0.22 µm (EMD Millipore Corporation. Billerica, 
MA). For other experiments, CM was not filtered. Before 
use in any experiment, CM was centrifuged 10,000 × g for 
5 min.

MSCs’ isolation and propagation
BM-MSCs (bone marrow MSCs) were isolated during 
standard orthopedic surgeries with the agreement of the 
Local Bioethics Committee (Approval no. KB/115/2016) 
and written informed consent of patients (n = 7). A bone 
marrow aspirate was collected to a probe with 500 U of 
heparin. The cells were cultured in Dulbecco’s modified 
Eagle’s medium with low glucose (Biowest, Riverside, 
MO, USA) supplemented with 10% FBS (Biowest, Riv-
erside, MO, USA), Glutamine-Penicillin–Streptomycin 
(Biowest, Riverside, MO, USA) and amphotericin B (Bio-
west, Riverside, MO, USA). BM-MSCs’ identity was con-
firmed using flow-cytometry analysis of surface antigens 
and differentiation analysis following induction of adipo-
genesis, chondrogenesis and osteogenesis as previously 
described [12].

MSC treatment for microarray and qPCR analyses
50,000 MSCs were seeded on a well of a 12-well plate, 
cultured for 24h, rinsed twice with DMEM supplemented 
with GLUTAMAX and cultured for 24h in medium 
without FBS. Next, the cells were rinsed once with PBS 
and four times with DMEM supplemented with GLU-
TAMAX and cultured for 24h in CM from RPTEC/
TERT1, Caki-1 or KIJ265T cells.

Analysis of MSCs’ migration
The influence of RCC CM on MSCs migration was ana-
lyzed using Cultrex Cell Migration Assay (Trevigen, 
Inc., Gaithersburg, MD) following the manufacturer’s 
protocol. MSCs derived from six patients were cul-
tured to 75% confluence. Next, the culturing was con-
tinued for 24h in low-glucose DMEM without phenol 
red (Thermo Fisher Scientific, Rockford, IL), followed 
by trypsinization. A total of 20,000 of MSCs in DMEM 
were added to the upper chamber, with CM used as an 
attractant. After 24h, the migrated cells were dissociated 
from the bottom surface of a membrane, incubated with 

Calcein and measured by fluorescence (485/520 nm). 
The effect of amphiregulin (AREG), fibronectin (FN1) 
and matrix metallopeptidase 1 (MMP1) was analyzed 
using CytoSelect™ 96-Well Cell Migration Assay, 8 µm 
(Cell Biolabs, Inc., San Diego, CA), following the manu-
facturer’s protocol. DMEM without phenol red supple-
mented with Amphiregulin, Fibronectin or MMP1 (all 
from Sigma-Aldrich, St. Louis, MO) was used for migra-
tion analysis. To analyze DPP4 effects, 50,000 of Caki-1 
or KIJ265T cells were seeded on 12-well plate well and 
cultured for 24h, and then DMEM was supplemented 
with DPP4 (USA R&D Systems, Inc., Minneapolis, MN) 
and used for analysis of MSC migration. To analyze the 
effect of MMP1 silencing on MSC, 50,000 of Caki-1 and 
KIJ265T cells were seeded on 12-well plate, after 24h 
cells were transfected with silencer select MMP1 siRNA 
(ID:104016) or control siRNA (Thermo Fisher Scientific, 
Rockford, IL) using Lipofectamine 2000 (Thermo Fisher 
Scientific, Rockford, IL). After 24h medium was renewed, 
and after the additional 24h cells were washed and CM 
was collected for analysis. MPP1 silencing was verified by 
qPCR and ELISA.

Cytokine analysis
A total of 274 cytokines were analyzed in CM using 
Human Cytokine Array C4000 (RayBiotech, Inc, Nor-
cross, GA). Validation was done using ELISA (Additional 
file 1: Table S1). DPP4 activity in CM was measured using 
KA3737 DPP4 Activity Assay Kit (Abnova, Taipei, Tai-
wan). All tests were done according to the manufacturers’ 
protocols.

Isolation of RCC RNA
RNA isolated from RCC tumors and matched-paired 
non-tumorous control samples was retrieved from the 
local Department of Biochemistry and Molecular Biol-
ogy Bank of RNA under approval of the Local Bioethical 
Committee of Centre of Postgraduate Medical Education 
with written informed consent of patients (Approval no. 
119/PB/2019).

RNA from RCC and normal kidney cell lines was iso-
lated using GeneMATRIX Universal RNA/miRNA 
Purification Kit (EURX, Gdansk, Poland) following man-
ufacturer’s protocol. RNA concentration was measured 
with Nanodrop ND-1000 and stored at −80 °C.

Reverse transcription and qPCR
Reverse transcription and qPCR on RNA isolated from 
cell lines were performed as previously reported [13]. 
For tissues, qPCR was performed using TaqMan™ UNI-
VERSAL Master MIX II (Thermo Fisher Scientific, Rock-
ford, IL). The primers and probes used in the study are 
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provided in Additional file 2: Table S2. Gene expression 
was normalized to RNA18SN1 and HPRT as described 
[13].

Proteomic data
We took advantage of our recently published data on the 
proteomes of conditioned media from RCC cells [11] 
(MassIVE repository; dataset identifier PXD030085).

Microarray analysis
Microarrays were  analyzed as previously described 
[14]. DEGs analysis was performed using IPA software 
(Qiagen).

Statistical analysis
All experiments were performed in at least three inde-
pendent biological repeats. Statistical analysis was 

performed using ANOVA followed by Dunnett’s multiple 
comparison test, paired t test or Wilcoxon matched pairs 
test. p < 0.05 was considered statistically significant.

Results
RCC cell lines isolated from advanced tumors stimulate 
migration of MSCs
Flow-cytometry confirmed that  > 95% of the isolated 
MSCs did not express hematopoietic markers, while 
being positive for CD90, CD44, CD105 and CD73 (Fig. 1). 
The induction into multilineage differentiation revealed 
the ability of MSCs to differentiate into adipocytes, chon-
drocytes and osteocytes. To analyze the influence of RCC 
secretome on MSCs migration, we tested the effects of 
CM derived from five RCC cell lines. Among all tested 
cell lines, CM collected from Caki-1 and KIJ265T (RCC 
skin metastasis and stage IV tumor, respectively) were 

Fig. 1 The secretome of the advanced RCC induces MSCs migration. A Morphology of undifferentiated MSCs. B MSCs osteogenic differentiation: 
Alizarin Red staining (calcium deposits are red). C MSCs adipogenic differentiation: Oil Red O staining (lipid droplets are red). D Chondrogenic 
differentiation: HE staining of chondropellet. Scale bars: 200 μm (A, B), 20 μm (C), 50 μm (D). E–I The expression of surface antigens on MSCs: CD90 
(E), CD105 (F), CD73 (G), CD44 (H) and MIX negative (I) consisting of CD34, CD45, CD11b, CD19 and HLA‑DR. J The influence of RCC secretome 
on MSCs: the scheme of the experiment. Conditioned media from five RCC cell lines and normal kidney cell line RPTEC were collected for the tests 
on the effects on MSCs migration and the analysis of cytokines and proteins. K The influence of CM from five RCC cell lines on migration MSCs. The 
plot shows the results of three independent biological experiments performed on independently treated MSCs derived from six patients. Statistical 
analysis was performed using ANOVA followed by Dunnett’s multiple comparison test. **p < 0.01
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the strongest stimulators of MSCs migration when com-
pared to non-tumorous control kidney cell lines (Fig. 1).

RCC cytokinome is altered when compared with normal 
kidney cells
To search for the cytokines that could contribute to the 
recruitment of MSCs, we performed cytokine arrays tar-
geting the levels of 274 cytokines in CM isolated from 
Caki-1 and KIJ265T cells, as well as the normal kidney 
cell line (RPTEC) (Additional file  7: Fig. S1, Additional 
file  3: Table  S3). This revealed statistically significant 
altered level of 12 and 14 cytokines in CM from Caki-1 
cell line and KIJ265T, respectively (Fig.  2). Top altered 
cytokines in Caki-1 CM included CSF2 (+ 14.7-fold), 

PI3 (+ 11.73-fold), and DPP4 (-9.75-fold). Top altered 
cytokines in KIJ265T CM included MMP1 (+ 3.91-fold), 
SERPINE1 (+ 3.48-fold), and DPP4 (-3.66-fold). Four 
cytokines (DPP4, EGF, IL5 and IL6) were altered in CM 
from both analyzed cell lines, with DPP4 and EGF com-
monly decreased in Caki-1 CM and KIJ265T CM. IL5 
and IL6 levels were increased in Caki-1 CM while being 
decreased in KIJ265T CM (Fig.  2). CXCL8 and MMP1, 
while being statistically significantly increased in CM 
from only one RCC cell line, showed a clearly visible 
upregulation trend in the other analyzed RCC cell line 
(Fig. 2).

Fig. 2 The results of cytokine arrays performed on conditioned media from RCC cells and normal proximal tubules. The plots show the results 
of densitometric scanning of arrays. N = 3 independent biological experiments. Statistical analysis was performed using ANOVA with Dunnett’s 
multiple comparison test and t test. *p < 0.05, **p < 0.01, ***p < 0.001. Representative array scans are shown in Additional file 7: Fig. S1
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Advanced RCC secretomes share commonly altered 
proteins
To extend our search for the potential MSCs attract-
ants, we took advantage of our recent proteomic analy-
sis of CM from different RCC cell lines [11]. AREG and 
HEBP1 were detected in CM from Caki-1 and KIJ265T 
cells while being undetectable in CM from RPTEC. FN1 
concentration was substantially increased in CM from 

Caki-1 and KIJ265T cells when compared with RPTEC. 
Furthermore, in accordance with the results of cytokine 
arrays, mass spectrometry analysis confirmed the 
decreased concentrations of DPP4 and increased levels 
of MMP1 in CM from both cell lines (Additional file 4: 
Table S4).

Based on the results of cytokine arrays and proteomic 
analysis we selected AREG, CXCL8, DPP4, EGF, FN1, 

Fig. 3 The secretomes of the advanced RCC cells share commonly altered proteins. A DPP4 concentration (left plot) and activity (right plot) in CM 
from RPTEC and RCC cell lines. B ELISA validation of AREG, CXCL8, EGF, FN1, HEBP1 and MMP1 in CM from RCC cell lines. C The expression of genes 
encoding cytokines is altered in RCC cell lines. The plots show the results of qPCR analysis. N = 3 independent biological experiments. D The 
expression of genes encoding cytokines is altered in RCC tumors. The plots show the results of qPCR analysis performed in 100 matched‑paired 
control‑tumor samples. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001. Statistical analysis was performed using one‑way ANOVA with Dunnett’s 
multiple comparisons test (A–C), paired t test or Wilcoxon matched pairs test (D)
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HEBP1 and MMP1 for ELISA validation in CM from 
five RCC-derived cell lines and RPTEC cells (Fig.  3). 
DPP4 and EGF were uniformly suppressed in CM from 
all analyzed RCC cell lines when compared with RPTEC 
(Fig. 3). In contrast, AREG, FN1 and MMP1 were selec-
tively upregulated in CM from Caki-1 and KIJ265T cells 
when compared with RPTEC and the other RCC cell 
lines. HEBP1 and CXCL8 concentrations varied in CM 
depending on the RCC cell line analyzed. Altogether, 
these results showed that the secretomes of the advanced 
RCC cell lines contain specifically upregulated AREG, 
FN1 and MMP1.

The expression of genes encoding cytokines is disturbed 
in RCC‑derived cell lines and tumors
We wondered if altered secretion of cytokines could 
result from the changed expression of genes in RCC 
cell lines. qPCR confirmed altered expression of AREG, 
DPP4, MMP1 in Caki-1 and KIJ265T cell lines. FN1 gene 
expression was upregulated only in KIJ265T cells, while 
CXCL8 was selectively increased in Caki-1 cell lines. 
Furthermore, the expression of AREG, CXCL8, FN1 and 
MMP1 was statistically significantly increased, while 
the expression of DPP4 was statistically significantly 
decreased in RCC tumors when compared with normal 
kidney tissues (Fig. 3).

AREG, FN1 and DPP4 secreted by RCC cells affect MSCs 
migration
Next, we evaluated the influence of altered RCC CM pro-
teins on MSCs motility. Supplementation of cell culture 
media with AREG and FN1 stimulated MSCs migration 
in a dose-dependent manner (Fig. 4). DPP4 is a peptidase, 
therefore its enzymatic activity could affect the compo-
nents of RCC secretome and thereby influence MSCs 
migration. Indeed, the addition of recombinant DPP4 to 
CM isolated from Caki-1 and KIJ265T cells suppressed 
MSCs migration. In contrast, neither supplementation of 
CM with MMP1, nor its silencing in RCC cells changed 
MSCs migration (Additional file 7: Fig. S2).

Altogether, these results identified AREG and FN1 
as MSCs attractants, while DPP4 was confirmed as an 
inhibitor of MSCs migration.

AREG is an upregulator of RCC‑mediated transcriptomic 
MSCs reprogramming
To explore more in-depth the mechanisms of RCC 
secretome-mediated regulation of MSCs, we performed 
microarray analysis of MSCs treated with CM from Caki-
1, KIJ265T and RPTEC cells (Additional file 5: Table S5). 
There were 55 genes with consistently altered expression 
in MSCs treated with CM from both RCC cell lines when 
compared with MSCs treated with CM from RPTEC cell 

lines. They included multiple genes involved in MSCs 
functioning, such as upregulated: CD44 (a mediator 
of MSCs homing to the injured kidney [15]), PTX3 (a 
regulator of MSCs migration, adipogenesis and MSCs-
induced immunosuppression [16–18]) and RAB27B (a 
regulator of MSCs vesiculation and FFA metabolism [19, 
20]) (Additional file 5: Table S5). qPCR confirmed statis-
tically significantly increased expression of CD44, PTX3 
and RAB27B in MSCs treated with CM from one of the 
analyzed RCC cell lines and a trend for increased expres-
sion in MSC treated with CM from the other RCC cell 
line (Fig. 4).

PTX3 was recently identified as a ligand of CD44 [21]. 
However, CD44 mediates MSCs homing to the injured 
kidney by binding hyaluronic acid (HA) [15]. We found 
that RCC cell lines (in particular Caki-1) secreted high 
amounts of HA, while its secretion by RPTEC cells was 
negligible (Fig. 4).

Ingenuity Pathway Analysis (IPA) predicted AREG 
as one of the upregulators of MSCs’ transcriptional 
reprogramming induced by RCC CM (Additional file  6: 
Table  S6). Treatment of MSCs with AREG increased 
the expression of PTX3 and decreased the expression of 
CD44, while having no effect on RAB27B (Fig. 4). Alto-
gether, these data indicated that AREG reprograms MSCs 
transcription to facilitate its recruitment by RCC cells.

Discussion
In this study we show that cells of advanced renal cell car-
cinoma secrete cytokines and other proteins to stimulate 
MSCs’ motility. In particular, advanced RCC cells secrete 
AREG and FN1 to induce MSCs migration, while the loss 
of DPP4, normally secreted by healthy proximal tubules, 
prevents its inhibitory effect on MSCs homing. Finally, 
we demonstrate that RCC secretome induces reprogram-
ing of MSCs transcription, to facilitate their migration.

The novelty of our study comes from the largely under-
explored mechanisms that govern MSCs’ migration. 
Most studies exploring the processes involved in MSC’s 
tumor tropism are focused on the use of MSCs for drug 
delivery [22]. This approach also concerns the studies on 
MSCs recruitment to RCC tumors. For instance, Kim 
et  al. used MSCs co-expressing pro-apoptotic TRAIL 
protein and herpes simplex virus thymidine kinase (HSV-
TK) with the following administration of ganciclovir 
(GCV) to induce apoptosis in RCC metastatic tumors 
inoculated in mice [8]. In this model, the MSC-TRAIL-
HSV-TK/GCV therapy resulted in complete regression 
of metastatic RCC [8]. In another study, treatment of 
mice with MSCs producing IL-12 resulted in the reduced 
growth of RCC tumors and increased survival of animals 
[9]. Remarkably, both the abovementioned studies dem-
onstrated that MSCs were selectively recruited to RCC 
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Fig. 4 Proteins of RCC secretome stimulate MSCs migration. A AREG and FN1 supplementation of cell culture media induces MSC migration. 
B DPP4 supplementation of CM derived from Caki‑1 (left) 17 and KIJ265T (right) inhibits MSC migration. C CM derived from Caki‑1 and KIJ265T 
alter expression of MSC genes involved in migration regulation. The plots show results of three independent biological experiments performed 
on MSCs isolated from one patient. Statistical analysis was performed using one‑way ANOVA with Dunnett’s multiple comparison test D AREG 
alters expression of MSC genes involved in migration. E The concentration of CD44 ligand, HA, is increased in CM from RCC cell lines. The plots show 
results of at least three independent biological experiments. Statistical analysis was performed using One‑way ANOVA with Bonferroni’s multiple 
comparisons test (A, B) or Dunnett’s multiple comparisons test (C–E). *p < 0.05, **p < 0.05, ***p < 0.001. F The influence of RCC secretome on MSC 
migration. Treatment of MSC with RCC CM stimulates their migration as well as expression of PTX3, CD44 and RAB27B. RCC cells secrete multiple 
cytokines/proteins that can be detected in CM. Expression of FN1 and AREG is increased, while DPP4 expression is decreased in RCC, leading 
to similar changes in RCC secretome. FN1 and AREG target MSC, stimulating its migration. Decreased DPP4 levels prevent its inhibitory effect 
on MSC motility. AREG acts on MSC, stimulating the expression of PTX3, a ligand of CD44. RCC cells secrete hyaluronic acid (HA) which binds CD44, 
stimulating MSC migration. Red font: expression increased; blue font: expression decreased; gray font: expression increased/decreased, depending 
on RCC cell line analyzed
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tumors and/or metastatic sites in mice [8, 9]. Similar 
selective tropism of MSCs to RCC tumors and the sites of 
metastasis was shown by Hsiao et al. [7]. Using cytokine 
arrays they identified a PDGF-AA as a chemoattractant 
that induced MSCs migration toward RCC cells [7]. Lin-
doso et al., showed that cancer stem cells (CSCs) derived 
from renal cancer recruit MSCs by releasing extracellu-
lar vesicles (EVs) [23]. They also showed that the recruit-
ment and stimulation of MSCs by CSCs-derived EVs 
contribute to tumor progression [23]. In conclusion, all 
these studies clearly indicate that MSCs are efficiently 
recruited to RCC tumors and can affect cancer progres-
sion; however, the specific mechanisms contributing 
to MSC tropism to RCC cells remain largely unknown. 
Regarding other types of cancer, the best-characterized 
cytokines that mediate MSCs homing to tumors include 
CXCL12, IFN-γ, IL-6, IL-8 and TNF, as well as growth 
factors such as TGF-β, HGF, PDGF and VEGF [22]. Our 
study adds now to this list AREG, FN1 and DPP4.

AREG (amphiregulin) is a ligand of EGFR which regu-
lates MSCs’ proliferation and secretory abilities [24–27]. 
Cells of chronic myelogenous leukemia (CML) release 
AREG that targets EGFR on MSCs and alters gene 
expression [28]. AREG is a well-known regulator of TME. 
It promotes invasion of the transformed canine epithelial 
kidney cells [29] and was previously reported as a com-
ponent of CM from Caki-1 cell line [30]. In breast cancer, 
it stimulates angiogenesis, regulates chemokine produc-
tion and contributes to the recruitment of immune cells, 
thereby promoting tumor progression [31]. AREG also 
promotes pro-angiogenic activity of macrophages by acti-
vating VEGFA production [32]. Interestingly, MSCs stim-
ulate pancreatic cancer (PDAC) cells to release AREG 
that in turn promotes PDAC invasion in an autocrine 
manner [33]. AREG is also secreted by TME cells, includ-
ing Tregs, thereby promoting breast cancer pulmonary 
metastasis [34]. Fibroblasts stimulated by breast cancer 
cells release AREG to promote cancer cell survival [35]. 
AREG derived from tumor-associated dendritic cells 
promotes lung cancer progression [36]. All these studies 
indicate highly protumorous activity of amphiregulin.

We demonstrate that RCC cells from advanced tumors 
release FN1 to stimulate MSCs migration. This agrees 
with a  previous study showing that MSCs interact with 
FN1 through α5β1 integrin receptor which results in 
cytoskeletal changes and facilitated migration [37]. FN1 
is one of the most crucial components of the extracellular 
matrix (ECM), involved in the regulation of cancer pro-
gression. Secreted FN1 is an abundant plasma protein. 
Enhanced FN1 secretion is consistent with our previous 
study that showed more than fivefold increased expres-
sion of FN1 gene in RCC tumors as well as its correlation 
tumor grade and poor prognosis for patients [38]. Similar 

observations were also reported by other researchers [39, 
40]. The mechanisms contributing to the dysregulated 
FN1 expression in RCC are complex and involve RUNX2 
[41], RhoA GTPase [42], miR-1-3p [43] or hypoxia that 
increases deposition of FN1 fibrils in RCC cells [40]. 
Exogenous FN1 promotes migration and invasion of RCC 
cells [40]. Tissue and plasma FN1 were proposed as a 
RCC biomarkers [38, 39, 44, 45].

DPP4 (CD26, dipeptidyl peptidase 4) is a multifunc-
tional glycoprotein expressed at the surface of plasma 
membrane. Its key function is the generation of dipep-
tides by cleaving peptides with terminal proline or ala-
nine [46]. DPP4 is a powerful cytokinome regulator, 
capable of cleaving up to 36 chemokines and cytokines 
[47, 48]. It also cleaves neuropeptides and incretins [49]. 
Therefore, the key mechanism by which DPP4 could 
affect MSCs’ migration could be its influence on the hom-
ing chemokines. For instance, it is known that CXCR3 
loss in MSCs attenuates their infiltration of the nephrotic 
kidney [50]. CXCR3 ligand, CXCL10, is cleaved by DPP4 
[51]. Thus, DPP4 loss in RCC secretome may lead to the 
increased availability of CXCL10 for MSCs stimulating 
their migration toward tumor. Our cytokine arrays did 
not detect changes in CXCL10 in RCC secretomes. How-
ever, CXCL10 is secreted by TME cells such as dendritic 
cells, fibroblasts and macrophages. The specific role of 
DPP4 loss from RCC secretome in the context of TME 
requires further analysis.

What could be the causes of altered concentrations of 
AREG, FN1 and DPP4 in CM from RCC cells? Firstly, 
the expression of genes encoding all three proteins is dis-
turbed in RCC tumors, reflecting the changed protein 
levels in cancer secretome (Fig. 3). Secondly, DPP4 shed-
ding from plasma membrane is catalyzed by several met-
alloproteinases, including MMP1 and MMP10 [52–54], 
the components of RCC secretomes (Fig. 2). Thirdly, our 
recent study showed that expression of genes involved 
in protein trafficking is changed in RCC [11]. Thus, both 
altered gene expression and the activity of extracellular 
peptidases may shape RCC secretome, affecting TME, 
including MSCs.

Treatment of MSCs with CM from RCC cells altered 
the expression of genes involved in MSCs migration, 
including CD44 and PTX3. Earlier studies showed that 
CD44 interacts with hyaluronic acid to mediate MSCs’ 
recruitment to the injured kidney [15]. Apparently, RCC 
cells secrete high levels of HA, providing the ligand for 
MSCs’ CD44 (Fig.  4). PTX3 regulates MSCs migra-
tion, adipogenesis and MSCs-induced immunosuppres-
sion [16–18]. When expressed by CAFs, PTX3 acts as a 
CD44 ligand and contributes to the migration of breast 
cancer cells [21]. This indicates that RCC secretomes 
may affect MSCs to provide additional stimulation of 
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CD44: i) by HA released by RCC cells and ii) by PTX3, 
expressed by MSCs in response to RCC stimuli. These 
effects could be in part mediated by AREG which induces 
PTX3 expression in MSCs. In contrast, CD44 was mod-
erately suppressed by AREG, suggesting that other fac-
tors may contribute to the increased CD44 expression 
in MSCs stimulated by RCC CM. One of such factors 
could be PTX3 itself. PTX3 promotes HA synthesis and 
CD44 expression in mouse pre-osteoblasts [55]. It can 
be hypothesized that AREG released by RCC cells stimu-
lates PTX3 expression in MSCs, that in turn acts in an 
autocrine manner (to enhance the expression of CD44 
by MSCs) and in a paracrine way (to enhance HA pro-
duction by RCC cells) (Fig.  4). Furthermore, PTX3 
cross-links HA chains, increasing CD44 binding and 
downstream signaling [55]. Altogether, this suggests a 
possible new AREG-PTX3-CD44-HA regulatory axis 
contributing to the MSCs homing to RCC tumors. This 
interesting mechanism should be experimentally veri-
fied in future studies. Our study shows that RCC cells 
secrete high amounts of HA, while its secretion by nor-
mal proximal tubules was negligible (Fig. 4). This is con-
sistent with observations performed on human patients. 
In the healthy kidney, HA is absent in the cortex, while 
is mainly produced and secreted in medullary stroma 
[56, 57]. This is in sharp contrast with RCC tumors in 
which the presence of cellular hyaluronan correlates with 
higher tumor grades and poor prognosis for patients. 
HA was also detectable in tumor stroma suggestive of its 
enhanced extracellular deposition [57]. RCC originates 
from proximal tubules which indicates significant repro-
gramming of HA synthesis/secretory pathway.

Our study did not aim to explore the influence of MSCs 
on RCC since previous studies already showed that MSCs 
promote renal cancer progression. MSCs stimulate pro-
liferation and migration of RCC cells in vitro and facili-
tate RCC tumor formation in vivo [6, 7]. The preferable 
migration of MSCs toward advanced RCC suggests that 
MSCs may facilitate renal cancer progression. In this 
context, it is important to note the role of DPP4. DPP4 
acts as a tumor suppressor or oncogene, depending on 
the study and cancer type analyzed [46]. The reports on 
the role of DPP4 in renal cancer provided contradicting 
results. Some studies showed that the expression of DPP4 
mRNA and membrane-bound DPP4 protein is increased 
in RCC, while low DPP4 mRNA expression correlated 
with poor survival of RCC patients [58–60]. In contrast, 
other reports demonstrated the opposite results, such 
as decreased membrane-bound DPP4 activity in RCC 
and correlation of high soluble DPP4 activity (measured 
in tumor tissue homogenates) with tumor aggressive-
ness [61] and poor survival of RCC patients [62]. How-
ever, those results should be cautiously interpreted since 

those studies measured in fact total DPP4 plus DPP8/
DPP9 activity [49]. Similar contradictory findings were 
reported regarding the specific role of DPP4 in RCC pro-
gression. RCC tumors express high levels of SUV39H1, a 
histone methyltransferase that regulates the expression 
of DPP4. SUV39H1 inhibition results in DPP4 upregu-
lation and ferroptosis induction, suggestive of tumor 
suppressive DPP4 role [60]. On the other hand, lncRNA 
MCM3AP-AS1 promotes inflammation and angiogen-
esis in RCC tumors by stimulating DPP4 expression [63], 
while DPP4 silencing attenuated RCC invasion induced 
by ApoC1 [64]. None of those studies determined the 
source of sDPP4 as its activity was measured in tumor 
homogenates. Here, we show that sDPP4 secretion is 
substantially reduced in RCC when compared with nor-
mal kidney and its loss from RCC secretome contributes 
to MSCs migration. Taking into consideration the tumor-
promoting MSCs effects in RCC, the results of our study 
suggest that DPP4 loss may contribute to the progression 
of renal cancer.

Our study provides several potential clinical implica-
tions. The identified molecules expressed/secreted by 
RCC cells represent potential biomarkers of tumor pro-
gression and/or targets for RCC therapy. Such thera-
pies could involve drugs (e.g., monoclonal antibodies) 
inhibiting the actions of proteins inducing MSCs hom-
ing to tumor sites and leading to the attenuation of can-
cer progression. Furthermore, MSCs are considered in 
treatments of broad spectrum of conditions, including 
cancer [65], diabetes [66], myocardial infarction [67], 
bone-related dysfunctions [68] or neurodegeneration 
[69]. Therefore, delineation of the mechanisms that regu-
late MSCs’ migration is crucial for further development 
and improvement of therapies utilizing engineered MSCs 
that are currently evaluated in clinical trials [70].

There are some limitations to our study. Firstly, only 
one non-malignant proximal tubule cell line was used. It 
would be valuable to validate these results using several 
healthy kidney cell lines. However, even using this lim-
ited number of cell lines, the in vitro data on gene expres-
sion were accurately validated in tissue samples from 
human tumors. Secondly, we analyzed gene expression 
using the bulk RNA isolated from RCC tumors. It would 
be interesting to see the expressions of these genes in situ 
using spatial transcriptomics of tumor tissues. Thirdly, 
we evaluated MSCs migration only under isolated CM 
from RCC cell lines. Co-culture experiments involving 
both RCC and MSCs would provide more information on 
the net effects of the interactions between both types of 
cells. All these interesting possibilities await validation in 
future studies.
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Conclusions
RCC cells derived from the advanced tumors com-
monly share changes in cytokinome and secretome that 
lead to the reprograming of MSCs transcriptome and 
contribute to MSCs’ homing. In particular, changes 
in the secreted AREG, FN1, DPP4 and HA facilitate 
MSCs migration. In response to the AREG released 
by RCC cells MSCs increase the expression of PTX3 
that together with HA may target CD44, contributing 
to MSCs motility. Considering the stimulatory MSCs 
effects on RCC progression as well as the utility of 
MSCs in drug delivery, all these molecules represent 
potential therapeutic targets. Finally, our study indi-
cates that while planning MSCs’-mediated drug deliv-
ery to tumors, the composition of cancer cytokinome 
should be taken into consideration.

Abbreviations
AREG  Amphiregulin
BM‑MSCs  Bone marrow MSCs
CM  Conditioned media
CML  Chronic myelogenous leukemia
DPP4  CD26, dipeptidyl peptidase 4
ECM  Extracellular matrix
FN1  Fibronectin
HA  Hyaluronic acid
mRCC   Metastatic RCC 
MSCs  Mesenchymal stem/stromal cells
PDAC  Pancreatic cancer
RCC   Renal cell carcinoma
TME  Tumor microenvironment

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13287‑ 023‑ 03430‑4.

Additional file 1: Table S1. ELISA kits used for cytokine validation.

Additional file 2: Table S2. Primers and probes used in the study.

Additional file 3: Table S3. The list of genes encoding cytokines analyzed 
in the study (based on https:// www. raybi otech. com/c‑ series‑ human‑ cytok 
ine‑ array‑ c4000‑2/).

Additional file 4: Table S4. LC‑MS/MS analysis of conditioned media 
from Caki‑1 and KIJ265T cells when compared with RPTEC cell line. D: the 
protein was detectable in CM from the RCC‑derived cell line, while it was 
not detectable in CM from RPTEC.

Additional file 5: Table S5. Microarray analysis of MSCs treated with CM 
derived from RPTEC, Caki‑1 and KIJ265T cell lines.

Additional file 6: Table S6. The results of IPA predictions of the upstream 
regulators in MSCs treated with CM from RCC cell lines.

Additional file 7: Figure S1 The representative scans of cytokine arrays 
performed on conditioned media retrieved from RPTEC/TERT1, Caki‑1 and 
KIJ265T cells. Left: AAH‑CYT‑6 to AAH‑CYT‑10 represent the specific code 
numbers of RayBio® G‑Series Human Cytokine Antibody Arrays. Chemilu‑
minescence signals from specific cytokines are shown with red rectangles:  
AAH‑CYT‑6 : (1) EGF, (2) GCP‑2/CXCL6, (3) GM‑CSF,  (4) IL‑5, (5) IL‑6; AAH‑
CYT‑7: (1) ENA‑78/CXCL5, (2) GRO alpha/CXCL1, (3) IL‑8 (CXCL8),  (4) OPG/
TNFRSF11B; AAH‑CYT‑8: (1) Activin A, (2) MMP‑1; AAH‑CYT‑9: (1) Ferritin, 
(2) MMP‑10, (3) NCAM‑1/CD56,  (4) NrCAM, (5) NRG1‑beta1; (6) PAI‑1, (7) 
Siglec‑9, (8) TACE, (9) TRAIL R2/TNFRSF10B, (10) Trappin‑2; AAH‑CYT‑10: 
(1) CD26/DPPIV. Each antibody is spotted in duplicate vertically. Figure 

S2 MMP1 secreted by RCC cells does not influence MSCs migration. A. 
The effects of the MMP1 supplementation of cell culture media on MSC 
migration. B. The effects of MMP1 silencing in RCC cells on MSC migration. 
Left: MMP1 concentrations in CM following silencing in Caki‑1 and KIJ265T 
cells. Right: Migration of MSC treated with CM from Caki‑1 and KIJ265T 
cells with silenced MMP1. The plots show results of three‑to‑four inde‑
pendent biological experiments. Statistical analysis was performed using t 
test. *p < 0.05, **p < 0.01.

Acknowledgements
KIJ265T and KIJ308T cells were kindly provided by John A. Copland and Mayo 
Foundation of Medical Education and Research.

Author contributions
PP contributed to study design, performed experiments using RCC and MSCs 
cells, analyzed cytokine concentrations and activities, did qPCR analyses, 
analyzed and interpreted the data and was involved in the manuscript draft‑
ing. WZ‑W, AB (Anna Burdzińska) and LP provided isolated and characterized 
MSCs and analyzed the data. JB, AA‑O and KH did qPCR analyses and analyzed 
the data. JB was involved in the manuscript drafting. BR and AB (Alex Białas) 
did RNA isolations, DNA digestions, spectrophotometric analyses and reverse 
transcriptions. HK, RI‑R and MK performed microarray analysis and analyzed 
and interpreted the data. APW did conceptualization, data curation, formal 
analysis, funding acquisition, project administration, supervision and data 
visualization and was responsible for the original draft preparation. All authors 
read and approved the final manuscript.

Funding
The study was financially supported by National Science Center, Poland, grant 
no. 2018/29/B/NZ5/01211. The funding body played no role in the design of 
the study and collection, analysis and interpretation of data and in writing the 
manuscript.

Availability of data and materials
The data on the proteomes of conditioned media from RCC cells were 
published in [13] and deposited in MassIVE repository (dataset identifier 
PXD030085). Microarray data have been deposited in NCBI’s Gene Expres‑
sion Omnibus [58] and are accessible through GEO Series accession number 
GSE232951 (https:// www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE23 
2951).

Declarations

Ethics approval and consent to participate
The study adhered to the Declaration of Helsinki and was performed with the 
agreement of the local bioethics committees and written informed consent 
of patients: (1) Title of the approved project: “Integrated transcriptomic, 
proteomic and metabolomic analysis of molecules that mediate homing of 
mesenchymal stem cells to renal cancer. The use of tissue sample from the 
local Tissue Bank at the Department of Biochemistry and Molecular Biology 
of Centre of Postgraduate Medical Education"; (2) Name of the institutional 
approval committee or unit: Local Bioethical Committee of Centre of Post‑
graduate Medical Education; (3) Approval number: 119/PB/2019; (4) Date of 
approval: 2019.11.13. (1) Title of the approved project: “The in vitro assessment 
of the therapeutic potential of bone marrow derived mesenchymal stem 
cells”; (2) Name of the institutional approval committee or unit: Local Bioeth‑
ics Committee at the Medical University of Warsaw; (3) Approval number: 
KB/115/2016; (4) Date of approval: 2016.05.10.

Consent for publication
Not applicable.

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

Author details
1 Department of Biochemistry and Molecular Biology, Centre of Postgradu‑
ate Medical Education, Warsaw, Poland. 2 Present Address: Department 

https://doi.org/10.1186/s13287-023-03430-4
https://doi.org/10.1186/s13287-023-03430-4
https://www.raybiotech.com/c-series-human-cytokine-array-c4000-2/
https://www.raybiotech.com/c-series-human-cytokine-array-c4000-2/
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE232951
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE232951


Page 12 of 13Popławski et al. Stem Cell Research & Therapy          (2023) 14:200 

of Immunology, Transplantology and Internal Diseases, Medical University 
of Warsaw, Warsaw, Poland. 3 Department of Physiological Sciences, Institute 
of Veterinary Medicine, Warsaw University of Life Sciences, Warsaw, Poland. 
4 Laboratory of Systems Biology, Faculty of Biology, University of Warsaw, 
02‑106 Warsaw, Poland. 5 Laboratory of Microarray Analysis, Institute of Bio‑
chemistry and Biophysics, Polish Academy of Sciences, Warsaw, Poland. 
6 Institute of Biochemistry and Biophysics, Polish Academy of Sciences, Warsaw, 
Poland. 

Received: 8 May 2023   Accepted: 25 July 2023

References
 1. Mattila KE, Vainio P, Jaakkola PM. Prognostic factors for localized clear cell 

renal cell carcinoma and their application in adjuvant therapy. Cancers. 
2022;14(1):239.

 2. Li J‑H, Fan W‑S, Wang M‑M, Wang Y‑H, Ren Z‑G. Effects of mesenchymal 
stem cells on solid tumor metastasis in experimental cancer models: a 
systematic review and meta‑analysis. J Transl Med. 2018;16(1):113.

 3. Cuesta‑Gomez N, Graham GJ, Campbell JDM. Chemokines and their 
receptors: predictors of the therapeutic potential of mesenchymal stro‑
mal cells. J Transl Med. 2021;19(1):156.

 4. Liang W, Chen X, Zhang S, Fang J, Chen M, Xu Y, et al. Mesenchymal stem 
cells as a double‑edged sword in tumor growth: focusing on MSC‑
derived cytokines. Cell Mol Biol Lett. 2021;26(1):3.

 5. Niess H, von Einem JC, Thomas MN, Michl M, Angele MK, Huss R, et al. 
Treatment of advanced gastrointestinal tumors with genetically modified 
autologous mesenchymal stromal cells (TREAT‑ME1): study protocol of a 
phase I/II clinical trial. BMC Cancer. 2015;15:237.

 6. Du T, Ju G, Wu S, Cheng Z, Cheng J, Zou X, et al. Microvesicles derived 
from human Wharton’s jelly mesenchymal stem cells promote human 
renal cancer cell growth and aggressiveness through induction of 
hepatocyte growth factor. PLoS ONE. 2014;9(5):e96836.

 7. Hsiao W‑C, Sung S‑Y, Liao C‑H, Wu H‑C, Hsieh C‑L. Vitamin D3‑inducible 
mesenchymal stem cell‑based delivery of conditionally replicating 
adenoviruses effectively targets renal cell carcinoma and inhibits tumor 
growth. Mol Pharm. 2012;9(5):1396–408.

 8. Kim SW, Kim SJ, Park SH, Yang HG, Kang MC, Choi YW, et al. Complete 
regression of metastatic renal cell carcinoma by multiple injections of 
engineered mesenchymal stem cells expressing dodecameric TRAIL and 
HSV‑TK. Clin Cancer Res. 2013;19(2):415–27.

 9. Gao P, Ding Q, Wu Z, Jiang H, Fang Z. Therapeutic potential of human 
mesenchymal stem cells producing IL‑12 in a mouse xenograft model of 
renal cell carcinoma. Cancer Lett. 2010;290(2):157–66.

 10. Boguslawska J, Piekielko‑Witkowska A, Wojcicka A, Kedzierska H, Poplaw‑
ski P, Nauman A. Regulatory feedback loop between T3 and microRNAs in 
renal cancer. Mol Cell Endocrinol. 2014;384(1–2):61–70.

 11. Poplawski P, Alseekh S, Jankowska U, Skupien‑Rabian B, Iwanicka‑Nowicka 
R, Kossowska H, et al. Coordinated reprogramming of renal cancer tran‑
scriptome, metabolome and secretome associates with immune tumor 
infiltration. Cancer Cell Int. 2023;23(1):2.

 12. Zarychta‑Wiśniewska W, Burdzińska A, Zielniok K, Koblowska M, Gala 
K, Pędzisz P, et al. The influence of cell source and donor age on the 
tenogenic potential and chemokine secretion of human mesenchymal 
stromal cells. Stem Cells Int. 2019;2019:1613701.

 13. Hanusek K, Rybicka B, Popławski P, Adamiok‑Ostrowska A, Głuchowska K, 
Piekiełko‑Witkowska A, et al. TGF‑β1 affects the renal cancer miRNome 
and regulates tumor cells proliferation. Int J Mol Med. 2022;49(4):52.

 14. Bogusławska J, Popławski P, Alseekh S, Koblowska M, Iwanicka‑Nowicka 
R, Rybicka B, et al. MicroRNA‑mediated metabolic reprograming in renal 
cancer. Cancers. 2019;11(12):1825.

 15. Bian X‑H, Zhou G‑Y, Wang L‑N, Ma J‑F, Fan Q‑L, Liu N, et al. The role of 
CD44‑hyaluronic acid interaction in exogenous mesenchymal stem cells 
homing to rat remnant kidney. Kidney Blood Press Res. 2013;38(1):11–20.

 16. Cappuzzello C, Doni A, Dander E, Pasqualini F, Nebuloni M, Bottazzi B, 
et al. Mesenchymal stromal cell‑derived PTX3 promotes wound healing 
via fibrin remodeling. J Invest Dermatol. 2016;136(1):293–300.

 17. Pan Y, Xie Z, Cen S, Li M, Liu W, Tang S, et al. Long noncoding RNA repres‑
sor of adipogenesis negatively regulates the adipogenic differentiation of 

mesenchymal stem cells through the hnRNP A1‑PTX3‑ERK axis. Clin Transl 
Med. 2020;10(7):e227.

 18. Kim H, Lee MJ, Bae E‑H, Ryu JS, Kaur G, Kim HJ, et al. Comprehensive 
molecular profiles of functionally effective MSC‑derived extracellular 
vesicles in immunomodulation. Mol Ther. 2020;28(7):1628–44.

 19. Cheng A, Choi D, Lora M, Shum‑Tim D, Rak J, Colmegna I. Human multi‑
potent mesenchymal stromal cells cytokine priming promotes RAB27B‑
regulated secretion of small extracellular vesicles with immunomodula‑
tory cargo. Stem Cell Res Ther. 2020;11(1):539.

 20. Jin Y, Shen Y, Su X, Cai J, Liu Y, Weintraub NL, et al. The small gtpases 
rab27b regulates mitochondrial fatty acid oxidative metabolism of 
cardiac mesenchymal stem cells. Front Cell Dev Biol. 2020;8:209.

 21. Hsiao Y‑W, Chi J‑Y, Li C‑F, Chen L‑Y, Chen Y‑T, Liang H‑Y, et al. Disruption of 
the pentraxin 3/CD44 interaction as an efficient therapy for triple‑nega‑
tive breast cancers. Clin Transl Med. 2022;12(1):e724.

 22. Babajani A, Soltani P, Jamshidi E, Farjoo MH, Niknejad H. Recent advances 
on drug‑loaded mesenchymal stem cells with anti‑neoplastic agents for 
targeted treatment of cancer. Front Bioeng Biotechnol. 2020;8:748.

 23. Lindoso RS, Collino F, Camussi G. Extracellular vesicles derived from renal 
cancer stem cells induce a pro‑tumorigenic phenotype in mesenchymal 
stromal cells. Oncotarget. 2015;6(10):7959–69.

 24. De Luca A, Gallo M, Aldinucci D, Ribatti D, Lamura L, D’Alessio A, et al. Role 
of the EGFR ligand/receptor system in the secretion of angiogenic factors 
in mesenchymal stem cells. J Cell Physiol. 2011;226(8):2131–8.

 25. Gallo M, Carotenuto M, Frezzetti D, Camerlingo R, Roma C, Bergantino 
F, et al. The EGFR signaling modulates in mesenchymal stem cells the 
expression of miRNAs involved in the interaction with breast cancer cells. 
Cancers. 2022;14(7):1851.

 26. Kerpedjieva SS, Kim DS, Barbeau DJ, Tamama K. EGFR ligands drive multi‑
potential stromal cells to produce multiple growth factors and cytokines 
via early growth response‑1. Stem Cells Dev. 2012;21(13):2541–51.

 27. Tamama K, Kawasaki H, Wells A. Epidermal growth factor (EGF) treatment 
on multipotential stromal cells (MSCs). Possible enhancement of thera‑
peutic potential of MSC. J Biomed Biotechnol. 2010;2010:795385.

 28. Corrado C, Saieva L, Raimondo S, Santoro A, De Leo G, Alessandro R. 
Chronic myelogenous leukaemia exosomes modulate bone marrow 
microenvironment through activation of epidermal growth factor recep‑
tor. J Cell Mol Med. 2016;20(10):1829–39.

 29. Rodrigues S, Attoub S, Nguyen Q‑D, Bruyneel E, Rodrigue CM, Westley BR, 
et al. Selective abrogation of the proinvasive activity of the trefoil pep‑
tides pS2 and spasmolytic polypeptide by disruption of the EGF receptor 
signaling pathways in kidney and colonic cancer cells. Oncogene. 
2003;22(29):4488–97.

 30. Yotsumoto F, Yagi H, Suzuki SO, Oki E, Tsujioka H, Hachisuga T, et al. Valida‑
tion of HB‑EGF and amphiregulin as targets for human cancer therapy. 
Biochem Biophys Res Commun. 2008;365(3):555–61.

 31. Lee YJ, Shin KJ, Park S‑A, Park KS, Park S, Heo K, et al. G‑protein‑coupled 
receptor 81 promotes a malignant phenotype in breast cancer through 
angiogenic factor secretion. Oncotarget. 2016;7(43):70898–911.

 32. Kubli SP, Bassi C, Roux C, Wakeham A, Göbl C, Zhou W, et al. AhR controls 
redox homeostasis and shapes the tumor microenvironment in BRCA1‑
associated breast cancer. Proc Natl Acad Sci USA. 2019;116(9):3604–13.

 33. Saito K, Sakaguchi M, Maruyama S, Iioka H, Putranto EW, Sumardika 
IW, et al. Stromal mesenchymal stem cells facilitate pancreatic cancer 
progression by regulating specific secretory molecules through mutual 
cellular interaction. J Cancer. 2018;9(16):2916–29.

 34. Halvorsen EC, Franks SE, Wadsworth BJ, Harbourne BT, Cederberg RA, 
Steer CA, et al. IL‑33 increases ST2+ Tregs and promotes metastatic 
tumour growth in the lungs in an amphiregulin‑dependent manner. 
Oncoimmunology. 2019;8(2):e1527497.

 35. Rajaram M, Li J, Egeblad M, Powers RS. System‑wide analysis reveals a 
complex network of tumor‑fibroblast interactions involved in tumori‑
genicity. PLoS Genet. 2013;9(9):e1003789.

 36. Hsu Y‑L, Huang M‑S, Cheng D‑E, Hung J‑Y, Yang C‑J, Chou S‑H, et al. Lung 
tumor‑associated dendritic cell‑derived amphiregulin increased cancer 
progression. J Immunol. 2011;187(4):1733–44.

 37. Veevers‑Lowe J, Ball SG, Shuttleworth A, Kielty CM. Mesenchymal 
stem cell migration is regulated by fibronectin through α5β1‑integrin‑
mediated activation of PDGFR‑β and potentiation of growth factor 
signals. J Cell Sci. 2011;124(Pt 8):1288–300.



Page 13 of 13Popławski et al. Stem Cell Research & Therapy          (2023) 14:200  

•
 
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: 

 38. Boguslawska J, Kedzierska H, Poplawski P, Rybicka B, Tanski Z, Piekielko‑
Witkowska A. Expression of genes involved in cellular adhesion and 
extracellular matrix remodeling correlates with poor survival of patients 
with renal cancer. J Urol. 2016;195(6):1892–902.

 39. Dong Y, Ma W‑M, Yang W, Hao L, Zhang S‑Q, Fang K, et al. Identification 
of C3 and FN1 as potential biomarkers associated with progression and 
prognosis for clear cell renal cell carcinoma. BMC Cancer. 2021;21(1):1135.

 40. Xie J, Sun M, Zhang D, Chen C, Lin S, Zhang G. Fibronectin enhances 
tumor metastasis through B7–H3 in clear cell renal cell carcinoma. FEBS 
Open Bio. 2021;11(11):2977–87.

 41. Zhang X, Ren Z, Liu B, Wei S. RUNX2 mediates renal cell carcinoma inva‑
sion through Calpain2. Biol Pharm Bull. 2022;45(11):1653–9.

 42. Feijóo‑Cuaresma M, Méndez F, Maqueda A, Esteban MA, Naranjo‑Suarez 
S, Castellanos MC, et al. Inadequate activation of the GTPase RhoA con‑
tributes to the lack of fibronectin matrix assembly in von Hippel‑Lindau 
protein‑defective renal cancer cells. J Biol Chem. 2008;283(36):24982–90.

 43. Liu J, Huang Y, Cheng Q, Wang J, Zuo J, Liang Y, et al. miR‑1‑3p suppresses 
the epithelial‑mesenchymal transition property in renal cell cancer by 
downregulating Fibronectin 1. Cancer Manag Res. 2019;11:5573–87.

 44. Waalkes S, Atschekzei F, Kramer MW, Hennenlotter J, Vetter G, Becker JU, 
et al. Fibronectin 1 mRNA expression correlates with advanced disease in 
renal cancer. BMC Cancer. 2010;10:503.

 45. Yokomizo A, Takakura M, Kanai Y, Sakuma T, Matsubara J, Honda K, et al. 
Use of quantitative shotgun proteomics to identify fibronectin 1 as a 
potential plasma biomarker for clear cell carcinoma of the kidney. Cancer 
Biomark. 2011;10(3–4):175–83.

 46. Pan K, Ohnuma K, Morimoto C, Dang NH. Cd26/dipeptidyl peptidase IV 
and its multiple biological functions. Cureus. 2021;13(2):e13495.

 47. Ou X, O’Leary HA, Broxmeyer HE. Implications of DPP4 modification of 
proteins that regulate stem/progenitor and more mature cell types. 
Blood. 2013;122(2):161–9.

 48. Ohnuma K, Hatano R, Komiya E, Otsuka H, Itoh T, Iwao N, et al. A novel 
role for CD26/dipeptidyl peptidase IV as a therapeutic target. Front Biosci. 
2018;23(9):1754–79.

 49. Enz N, Vliegen G, De Meester I, Jungraithmayr W. CD26/DPP4—a 
potential biomarker and target for cancer therapy. Pharmacol Ther. 
2019;198:135–59.

 50. Lee JH, Lee HK, Kim HS, Kim JS, Ji AY, Lee JS, et al. CXCR3‑deficient 
mesenchymal stem cells fail to infiltrate into the nephritic kidney 
and do not ameliorate lupus symptoms in MRL. Faslpr mice Lupus. 
2018;27(11):1854–9.

 51. Barreira da Silva R, Laird ME, Yatim N, Fiette L, Ingersoll MA, Albert ML. 
Dipeptidylpeptidase 4 inhibition enhances lymphocyte trafficking, 
improving both naturally occurring tumor immunity and immunother‑
apy. Nat Immunol. 2015;16(8):850–8.

 52. Röhrborn D, Eckel J, Sell H. Shedding of dipeptidyl peptidase 4 is 
mediated by metalloproteases and up‑regulated by hypoxia in human 
adipocytes and smooth muscle cells. FEBS Lett. 2014;588(21):3870–7.

 53. Moffitt LR, Bilandzic M, Wilson AL, Chen Y, Gorrell MD, Oehler MK, et al. 
Hypoxia regulates DPP4 expression, proteolytic inactivation, and shed‑
ding from ovarian cancer cells. Int J Mol Sci. 2020;21(21):8110.

 54. Nargis T, Kumar K, Ghosh AR, Sharma A, Rudra D, Sen D, et al. KLK5 
induces shedding of DPP4 from circulatory Th17 cells in type 2 diabetes. 
Mol Metab. 2017;6(11):1529–39.

 55. Dong W, Xu X, Luo Y, Yang C, He Y, Dong X, et al. PTX3 promotes osteo‑
genic differentiation by triggering HA/CD44/FAK/AKT positive feedback 
loop in an inflammatory environment. Bone. 2022;154:116231.

 56. Jin C, Zong Y. The role of hyaluronan in renal cell carcinoma. Front Immu‑
nol. 2023;14:1127828.

 57. Jokelainen O, Pasonen‑Seppänen S, Tammi M, Mannermaa A, Aaltomaa S, 
Sironen R, et al. Cellular hyaluronan is associated with a poor prognosis in 
renal cell carcinoma. Urol Oncol. 2020;38(8):686.e11‑686.e22.

 58. Zheng B, Niu Z, Si S, Zhao G, Wang J, Yao Z, et al. Comprehensive analysis 
of new prognostic signature based on ferroptosis‑related genes in clear 
cell renal cell carcinoma. Aging. 2021;13(15):19789–804.

 59. Chang K, Yuan C, Liu X. Ferroptosis‑related gene signature accurately 
predicts survival outcomes in patients with clear‑cell renal cell carcinoma. 
Front Oncol. 2021;11:649347.

 60. Wang J, Yin X, He W, Xue W, Zhang J, Huang Y. SUV39H1 deficiency sup‑
presses clear cell renal cell carcinoma growth by inducing ferroptosis. 
Acta Pharm Sin B. 2021;11(2):406–19.

 61. Varona A, Blanco L, Perez I, Gil J, Irazusta J, López JI, et al. Expression 
and activity profiles of DPP IV/CD26 and NEP/CD10 glycoproteins 
in the human renal cancer are tumor‑type dependent. BMC Cancer. 
2010;10:193.

 62. Larrinaga G, Blanco L, Sanz B, Perez I, Gil J, Unda M, et al. The impact of 
peptidase activity on clear cell renal cell carcinoma survival. Am J Physiol 
Renal Physiol. 2012;303(12):F1584–91.

 63. Qiu L, Ma Y, Yang Y, Ren X, Wang D, Jia X. Pro‑angiogenic and pro‑inflam‑
matory regulation by lncRNA MCM3AP‑AS1‑mediated upregulation of 
DPP4 in clear cell renal cell carcinoma. Front Oncol. 2020. https:// doi. org/ 
10. 3389/ fonc. 2020. 00705.

 64. Li YL, Wu LW, Zeng LH, Zhang ZY, Wang W, Zhang C, Lin NM. ApoC1 
promotes the metastasis of clear cell renal cell carcinoma via activation of 
STAT3. Oncogene. 2020;39(39):6203–17.

 65. Gemayel J, Chaker D, El Hachem G, Mhanna M, Salemeh R, Hanna C, et al. 
Mesenchymal stem cells‑derived secretome and extracellular vesicles: 
perspective and challenges in cancer therapy and clinical applications. 
Clin Transl Oncol. 2023;25(7):2056–68.

 66. Azizi Z, Abbaszadeh R, Sahebnasagh R, Norouzy A, Motevaseli E, Maedler 
K. Bone marrow mesenchymal stromal cells for diabetes therapy: touch, 
fuse, and fix? Stem Cell Res Ther. 2022;13(1):348.

 67. Yamada Y, Minatoguchi S, Kanamori H, Mikami A, Okura H, Dezawa M, 
et al. Stem cell therapy for acute myocardial infarction—focusing on the 
comparison between Muse cells and mesenchymal stem cells. J Cardiol. 
2022;80(1):80–7.

 68. Kiernan J, Davies JE, Stanford WL. Concise review: musculoskeletal 
stem cells to treat age‑related osteoporosis. Stem Cells Transl Med. 
2017;6(10):1930–9.

 69. Cecerska‑Heryć E, Pękała M, Serwin N, Gliźniewicz M, Grygorcewicz B, 
Michalczyk A, et al. The use of stem cells as a potential treatment method 
for selected neurodegenerative diseases: review. Cell Mol Neurobiol. 
2023;43:2643–73.

 70. Yang G, Fan X, Liu Y, Jie P, Mazhar M, Liu Y, et al. Immunomodulatory 
mechanisms and therapeutic potential of mesenchymal stem cells. Stem 
Cell Rev and Rep. 2023;19:1–18.

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

https://doi.org/10.3389/fonc.2020.00705
https://doi.org/10.3389/fonc.2020.00705

	Renal cancer secretome induces migration of mesenchymal stromal cells
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Highlights 
	Background
	Material and methods
	Propagation of RCC cell lines and CM collection

	MSCs’ isolation and propagation
	MSC treatment for microarray and qPCR analyses
	Analysis of MSCs’ migration
	Cytokine analysis
	Isolation of RCC RNA
	Reverse transcription and qPCR
	Proteomic data
	Microarray analysis
	Statistical analysis

	Results
	RCC cell lines isolated from advanced tumors stimulate migration of MSCs
	RCC cytokinome is altered when compared with normal kidney cells
	Advanced RCC secretomes share commonly altered proteins
	The expression of genes encoding cytokines is disturbed in RCC-derived cell lines and tumors
	AREG, FN1 and DPP4 secreted by RCC cells affect MSCs migration
	AREG is an upregulator of RCC-mediated transcriptomic MSCs reprogramming

	Discussion
	Conclusions
	Anchor 29
	Acknowledgements
	References


