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Abstract: Osteosarcoma (OS) is a prevalent primary bone malignancy with limited treatment options. Therefore, it is

imperative to investigate and understand the mechanisms underlying OS pathogenesis. Cancer-associated fibroblasts

(CAFs) are markedly abundant in tumor stromal cells and are essentially involved in the modulation of tumor

occurrence and development. In recent years, CAFs have become a hotspot as researchers aim to elucidate CAF

mechanisms that regulate tumor progression. However, most studies on CAFs are limited to a few common cancers,

and their association with OS remains elusive. This review describes the role and current knowledge of CAFs in OS,

focusing on their potential cellular origin, classification, and diverse functionality. It was found that CAFs influenced

OS tumor cell signaling, proliferation, invasion, metastasis, epithelial-mesenchymal transition, stemness maintenance,

angiogenesis, and the ability to modify immune system components. Furthermore, findings on other common cancers

indicated that effective therapeutic strategies included the manipulation of CAF activation, targeting CAF-derived

components, and depletion of CAFs by biomarkers. This review provides new insights and a theoretical basis for OS

research.

Introduction

Osteosarcoma (OS) accounts for 35% of primary bone
malignancies. It has been estimated as the 3rd most
common cancer in children and adolescents after
lymphomas and brain tumors, and can substantially affect
the health of patients [1,2]. The prognosis of OS is poor
with approximately 3600 new cases and 1720 deaths
reported in the USA in 2020 [3]. Furthermore, the 5-year
survival rate of metastatic OS patients is only around 30%,
and intense chemotherapy and surgery can cause long-term
toxicity and reduced quality of life even in localized OS
patients [4]. However, the current treatment strategies for
OS have been significantly limited and not advanced in the
past five decades [5–8]. Although many advanced solid
tumor patients benefit from cancer-targeted therapies and
immunotherapies, targeted gene mutations in OS remain

controversial, and current immunotherapeutic strategies
rarely stimulate an immune response against OS and thus
have minimal benefit. Moreover, in OS, the significantly
rearranged genome lowers the possible use of candidate
targets. In addition, the OS tumor microenvironment
(TME) has complex and detrimental functions, inducing
cytotoxic T-lymphocytes (CTLs) apoptosis and promoting
OS cell’s escape from immune surveillance, thus establishing
an immunosuppressive TME. Therefore, in this review, an
alternative approach was taken by shifting the focus to TME
stromal cells rather than OS tumor cells.

Recent studies have indicated that tumor occurrence and
progression are not only modulated by tumor cells but also by
their interaction with TME [9,10]. TME primarily comprises
the extracellular matrix (ECM) and surrounding
heterogeneous cells that may include vascular endothelial
cells, immune cells, macrophages, and cancer-associated
fibroblasts (CAFs). CAFs are a predominant component of
TME (>50% of stromal cells) and are essential for ECM
formation. The sustained activation of CAFs is associated
with the abnormal fibrosis of tumor tissues [11,12]. In
recent years, CAF’s malignant phenotypic switch has been
linked with the development, invasion, metastasis, and drug

*Address correspondence to: Liwen Feng, fengliwen2012@163.com
#These two authors contributed equally to this work
Received: 21 May 2024; Accepted: 26 August 2024;
Published: 18 April 2025

ONCOLOGY RESEARCH echT PressScience
2025 33(5): 1091-1103
REVIEW

Doi: 10.32604/or.2024.054207 www.techscience.com/journal/or

Copyright © 2025 The Authors. Published by Tech Science Press.
This work is licensed under a Creative Commons Attribution 4.0 International License, which permits unrestricted
use, distribution, and reproduction in any medium, provided the original work is properly cited.

mailto:fengliwen2012@163.com
https://www.techscience.com/journal/OR
https://www.techscience.com/
http://dx.doi.org/10.32604/or.2024.054207
https://www.techscience.com/doi/10.32604/or.2024.054207


resistance of tumors [13,14]. Furthermore, the association of
CAFs with OS occurrence and development has attracted
much attention. Several single-cell sequencing studies have
confirmed the presence of CAFs in OS [15,16]. In 2022,
Huang et al. performed a single-cell transcriptome
sequencing [15] to examine 3 paired primary, recurrent, and
lung metastatic lesions in OS patients, and carried out a
bioinformatic analysis of the GSE152048 and GSE162454
datasets of the Gene Expression Omnibus (GEO) database.
The results indicated that in OS, CAFs had a relatively high
infiltration level and markedly enriched the epithelial-
mesenchymal transition (EMT) pathway [15].

This review describes the role and current knowledge of
CAFs in OS, primarily focusing on the origin and
heterogeneity of CAFs in OS, their association with tumors
and other stromal cells, and their potential use as
therapeutic targets. Furthermore, this review also discusses
the functions of CAFs in OS progression, such as
proliferation, invasion, metastasis, EMT, stemness
maintenance, angiogenesis, and the ability to modify
immune system components, as well as their underlying
mechanisms. Moreover, CAF’s association with other
cancers is also summarized to comprehensively understand
CAF’s biology.

Origins and Phenotypes of CAFs

CAF’s origins and activation pathways
The CAFs can be simply defined as fibroblasts located within
or adjacent to tumors. Furthermore, they are identified by
their spindle-shaped morphology, lack of lineage markers in
epithelial, endothelial, or immune cells, and the absence of
common mutations in cancer cells [17]. CAFs mainly
originate from normal or resting fibroblasts, which are
located in normal tissues or have not been activated by
tumors, etc., as well as mesenchymal stem cells (MSCs),
pericytes, adipocytes, and endothelial cells [11,18]. Studies
on CAF origin in OS are primarily focused on bone marrow
MSCs (BM-MSCs) and normal fibroblasts [19–23].

In TME, developed BM-MSCs can be activated to form
α-smooth muscle actin (α-SMA) expressing myofibroblasts,
which are then considered CAFs [12]. Pietrovito et al.
indicated that OS cells induce growth-regulated oncogene-α
(GRO-α), monocyte chemoattractant protein-1 (MCP-1),
and transforming growth factor-β1 (TGF-β1), which can
recruit BM-MSCs, in vitro [24]. During recruitment, the
BM-MSCs indicated increased α-SMA and collagen I-α1
expression and improved contractility, suggesting that they
transformed into CAFs in an OS cell culture environment.
In another in vitro study, Lin et al. demonstrated that BM-
MSCs could be stimulated to transform into CAFs using the
conditioned medium of a U2OS cell line derived from OS
[25]. Furthermore, they performed transcriptome
sequencing and molecular analysis, which revealed that
U2OS markedly induced interleukin 6 (IL-6) overexpression
and STAT3 phosphorylation in BM-MSCs, whereas
inhibited the IL-6/STAT3 signaling pathways, thereby
inducing the U2OS-mediated phenotypic switch to CAFs.

Moreover, the Notch and Akt signaling pathways have also
been linked with the phenotypic switch of BM-MSCs to
CAFs [20]. In this study, the OS-derived cell lines, MG-63
and U2OS, can significantly increase expression of the
Notch pathway downstream effectors Hes1 and Hey1, as
well as Notch-mediated Akt phosphorylation, in BM-MSCs,
which promoted their transformation to CAFs [20]. In
addition, the whole-genome sequencing of MSCs co-
cultured in vitro with cell lines of breast cancer, glioma, and
pancreatic cancer has indicated similar gene expression
profiles between the MSCs induced in vitro and tumor
CAFs in vivo, with both differing significantly from normal
MSCs [26]. This study provided evidence that CAFs
originate from MSCs.

The CAFs also originate from the normal fibroblasts in
the OS microenvironment. An in vitro study revealed that
the extracellular vesicles (EVs) secreted by OS cells
promoted the differentiation of normal lung fibroblasts to
CAFs [21]. Mazumdar et al. [21] indicated that human lung
fibroblasts treated with EVs from OS cells had increased
invasion and expression of α-SMA and fibronectin-1,
suggesting that in the OS microenvironment, normal
fibroblasts can be activated and transformed into CAFs.
This might depend on TGF-β as a marked increase is
observed in the phosphorylation of SMAD2, a downstream
effector of TGF-β. Moreover, administration of the TGF-β1
receptor inhibitor SB-431542, or CRISPR-Cas9 promoted
TGFB1 gene deletion, which significantly interfered with the
differentiation of normal fibroblasts into CAFs. Lin et al.
employed the saponin-mediated cargo-elimination strategy
and effectively eliminated OS-derived EVs to disrupt the
communication between OS-EVs and normal lung
fibroblasts, thereby reducing the production of CAFs [27].
Another study revealed that OS cell’s exosomal collagen
type VI alpha 1 (COL6A1) could transform normal
fibroblasts into CAFs with increased migration, contractility,
secretion of pro-inflammatory cytokines such as IL-6/8, and
activation of the NF-kB signaling pathway targeting IL-6/8
[28]. Salvatore et al. established co-cultured normal
fibroblasts with an OS cell line, MG-63, and revealed that
the co-culture enhanced MG-63 migration in vitro [29]. In
this co-culture system, fibroblasts had altered morphology
and growth patterns, as well as high expression levels of
some matrix remodeling proteins such as human cartilage
glycoprotein 39 (also known as YKL-40), vascular
endothelial growth factor (VEGF), and matrix
metalloprotease 1 (MMP1) [29]. However, the authors did
not evaluate CAF’s molecular markers in the co-cultured
fibroblasts. The literature has indicated that in breast cancer,
c-Myc-activated tumor cells stimulate the transformation of
normal fibroblasts to CAFs via the insulin-like growth factor
(IGF)/IGF-1 receptor axis, thereby providing novel insights
into OS research [30].

The differentiation of BM-MSCs and normal fibroblasts
into CAFs are complex multiple-step biological process with
intricate cell communication networks and various
cytokines, which can serve as targets for OS therapy and
warrant further research (Fig. 1).
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Phenotypes and markers of CAFs
CAFs are constantly activated in TMEs, and some classical
markers of CAFs are associated with the proliferation,
contractility, and activation of fibroblasts, such as platelet-
derived growth factor receptor-α/β (PDGFRα/β), α-SMA,
vimentin, caveolin-1 (Cav-1), fibroblast activation protein
(FAP), and desmin [31]. Table 1 summarizes well-
recognized CAF markers. However, these classical markers

are not CAFs-specific and are also expressed by other cell
types. In addition, some CAFs may not express all of these
markers simultaneously and indicate heterogeneity based on
their specific TMEs or unique subpopulation functions.
Moreover, several studies have suggested that CAFs have
heterogeneous functions, transcriptional profiles, TME
subtypes, and spatial relationships with tumor cells [32–34].
Therefore, the identification and detection of multiple cell

FIGURE 1. Origins and activation pathways of cancer-associated fibroblasts in osteosarcoma. OS, osteosarcoma; MSCs, mesenchymal stem
cells; CAFs, cancer-associated fibroblasts; MCP-1, monocyte chemoattractant protein-1; GRO-α, growth-regulated oncogene-α; TGF-β,
transforming growth factor-β; IL-6, interleukin 6; EVs, extracellular vesicles; COL6A1, collagen type VI alpha 1.

TABLE 1

Biomarkers of cancer-associated fibroblasts

Biomarker Abbreviation Function

Alpha smooth muscle actin α-SMA Cell contraction, cell structural integrity, connective tissue growth

Fibroblast specific protein-1 FSP-1/
S100A4

Cell motility and tissue fibrosis

Fibroblast activation protein FAP Extracellular matrix remodeling, fibrosis, and serine protease activity

Vimentin Vimentin Cell motility and cell structural integrity

Platelet-derived growth factor receptor α/β PDGFRα/β Receptor tyrosine kinase activity

Caveolin-1 Cav-1 Cell structure, cell signal, and transport

Desmin Desmin Intermediate filament subunit and devices that maintain cell motility

Tenascin C TNC Extracellular matrix protein, strengthening connective tissue, and cell
morphology

Periostin Periostin Deposition of extracellular matrix proteins

CD90/Thy-1 Cell matrix communication and cell signal

Podoplanin PDPN Cell motility and adhesion

Integrin β1 Integrinβ1 Cell motility and adhesion

Human C5a receptor GPR77 Complement activation and pro-inflammatory signal

CD70 T cell function regulation

CD10 Metalloendoprotease

CD74 MHCII chaperone and protein transport

CD146 Cell adhesion
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surface markers can be useful for the classification of
subpopulations and the investigation of CAFs.

CAF heterogeneity and subpopulations have been
investigated in pancreatic, breast, lung, and colorectal
cancers. For instance, in pancreatic ductal adenocarcinoma
(PDAC), Öhlund et al. identified two spatially separated
CAF subtypes, inflammatory CAFs (iCAFs) and
myofibroblastic CAFs (myCAFs), via a genetically
engineered mouse model and organoid culture technique
[34]. The myCAFs were present near the tumor cells and
characterized by α-SMA+, FAP+, and expression of TGF-β
response genes. Whereas, iCAFs were located distantly from
the tumor cells and characterized by low α-SMA expression
and secretion of inflammatory mediators including IL6, C-
X-C motif chemokine ligand 1 (CXCL1), LIF, IL11, and
CXCL2. Furthermore, the transcriptome analysis of CAF
primary cultures from PDAC patients identified four
subtypes of CAFs (subtype A–D) [35]. It was observed that
subtypes B and D had myCAFs phenotype and expressed α-
SMA and ECM, subtype C indicated some features like
iCAFs phenotype and expressed inflammatory mediators
and complement components, while subtype A exhibited
both myCAFs and iCAFs phenotypes. In addition, antigen-
presenting [36], metabolic [37], and complement-secreting
[38] CAFs have also been defined.

However, the classification of CAF subpopulations is
controversial and varies across different types of cancers.
The advancement of single-cell RNA-seq (scRNA-seq) has
allowed for the further analysis of cell subpopulations.
Bartoschek et al. performed a single-cell transcriptome
analysis of tumor stromal cells acquired from the genetically
modified breast cancer mouse model to identify functionally
and spatially distinct subpopulations of breast cancer CAFs,
including vascular, matrix, cycling, and developmental CAFs
[39]. They indicated that CAF’s heterogeneity is partially
attributed to different precursor cells. Vascular CAFs
indicated significantly increased expression of angiogenesis-
associated genes, matrix CAFs had increased transcription
of ECM-associated proteins, and cycling CAF cells were
observed in different cell cycle phases such as M, G2, or S,
whereas the developmental CAFs were distinguished by the
expression of stem cells related genes (Sox9, Scrg1, and
Sox10). Another study divided the CAFs of human breast
cancer into four subpopulations (S1–S4) using flow
cytometry and six common CAFs markers (FAP, integrin-
β1, α-SMA, fibroblast-specific protein-1, PDGFR-β, and
Cav-1) [40]. These subtypes indicated variable expression in
triple-negative, luminal A, and human epidermal growth
factor receptor 2 (HER2) positive breast cancer.
Furthermore, pan-cancer CAF subtypes have also been
reported. Galbo et al. utilized scRNA-seq data from head
and neck squamous carcinoma, melanoma, and lung cancer
to establish gene signatures for the identification of five pan-
cancer CAFs: myCAFs, desmoplastic CAFs, iCAFs, iCAFs-2,
and proliferating CAFs, representing five distinct biological
functions [41].

The CAF’s subpopulation studies related to OS are rarely
reported. CAF subpopulations in OS have been indicated by
two scRNA-seq studies and the expression patterns they
revealed offered valuable information [15,16]. Huang et al.

used 37 signature genes to cluster cells, and the CAFs
cluster indicated substantially increased expression of
ACTA2 (α-SMA), COL1A1 (collagen Iα1), and CDH11
(cadherin 11) [15]. Moreover, according to the expression of
MKI67 (Ki-67), the Div-cell clusters were isolated from
CAFs, OS cells, macrophages, and tumor-infiltrating
lymphocytes. The researchers also identified increased
proliferation of Div-CAFs, Div-OS, Div-macrophages, and
Div-tumor infiltrating lymphocytes. Further analysis
revealed a markedly enhanced Div-CAFs infiltrating in
recurrent lesions than in the primary lesions (96.42% vs.
3.58%), which might be related to the activation of the EMT
pathway in recurrent tumors. Zhou et al. [16] performed
scRNA-seq on 100,987 cells and identified 11 cell clusters
based on typical gene markers and t-distributed stochastic
neighbor embedding (t-SNE). The fibroblast cluster was
identified based on increased COL1A1 (collagen Iα1), LUM
(lumican), and DCN (decorin) expressions [16].
Furthermore, t-SNE was used to identify three CAF
subpopulations: fibroblast_1, fibroblast_2, and fibroblast_3.
These three subpopulations indicated elevated expression of
COL1A1 and LUM; however, their expression profiles
differed. The fibroblast_1 subpopulation expressed
COL14A1 (collagen XIVα1), suggesting that it was derived
from stromal fibroblasts. Fibroblast_2 was positive for DES
(desmin) and negative for ACTA2 and COL14A1,
suggesting it originated from smooth-muscle-like cells.
Whereas, fibroblast_3 had high MYL9 (myosin light chain
9) and LUM levels, was positive for ACTA2, and negative
for COL14A1 and DES, indicating a similarity to
myofibroblasts. In addition, fibroblast_3 also indicated
increased levels of the osteoblast markers IBSP (integrin-
binding sialoprotein) and SPP1 (secreted phosphoprotein 1),
suggesting that this subgroup may have osteoblast-like
function. Zhou et al. [16] further analyzed the composition
of the three subpopulations in primary OS, lung metastatic,
and recurrent lesions. The results revealed that fibroblast_1
and fibroblast_3 were the main CAFs in primary and
recurrent lesions, whereas fibroblast_2 cells were the
primary CAFs in lung metastatic lesions (up to 75%).
However, both the above studies lack spatial information
and comprehensive functional annotation on CAFs.
Therefore, the CAF subpopulations need further
investigation for a better understanding of OS CAFs.

Liu et al. performed an integrated transcriptomic analysis
focused on classifying subtypes of CAFs in OS [42] using the
GEO database to construct a single-cell atlas of human OS
tumor lesions, and evaluated essential marker genes and
potential biological activities of each CAF subpopulation.
They identified 5 CAF subtypes (CAFs_0 to CAFs_4) in OS
using cluster analysis. The CAFs_0 significantly expressed
ECM-associated markers SPP1 and MMP13 and had ECM
remodeling function, defined as ECM-related CAFs
(eCAFs). CAFs_1 expressed the ribosome-encoding gene
RPL7, which is closely related to ribosomal biosynthesis,
termed proliferation-related CAFs (pCAFs). The CAFs_2
termed iCAFs subtype overexpressed inflammatory genes
CXCL14 and C3. The CAFs_3 specifically expressed the
ACAT2 gene, defined as contraction-related CAFs
(myCAFs), whereas multiple antigen-presentation-associated
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genes are markedly expressed in the CAFs_4 or antigen-
presenting CAFs (apCAFs) subtype.

CAFs in the Occurrence and Development of Osteosarcoma

It has been indicated that the key role of CAFs in cancer is the
deposition and modification of filamentous ECM that
promotes tumor cell invasion [13,43]. With ECM
modification, CAFs can increase tumor tissue’s contractility,
tension, and hardness. CAFs also release various regulatory
molecules to cross-talk with tumor cells and participate in
tumor proliferation, invasion, metastasis, drug resistance,
metabolic reprogramming, angiogenesis, and immune
regulation [14]. The literature has indicated that in OS,
CAFs promote tumor progression. However, “tumor-
suppressing fibroblasts” have also been identified [44].

The following sections briefly describe the functions and
mechanisms of CAFs in OS.

CAFs regulate osteosarcoma proliferation
It has been proposed that in OS, CAFs promote tumor
proliferation via angiogenesis. Yu et al.’s in vitro and in vivo
analyses indicated that hypoxia-inducible factor-1α (HIF-1α)
positively regulated OS cell proliferation and angiogenesis,
whereas CAFs competitively protected the HIF-1α mRNA
3′-untranslated region (3′UTR) from miR-143-5p by up-
regulating the long non-coding RNA (lncRNA) targeting
taurine up-regulated gene 1 (TUG1) [45].

Zhao et al. [46] indicated that CAFs release exosomal
lncRNA SNHG17, which participates in the molecular
cross-talk of OS cells. SNHG17 inhibits miR-2861 by acting
as a competitive endogenous RNA, thereby controlling
MMP2 expression. This regulatory mechanism contributes
to colony formation, increased cell activity, and reduced
apoptosis in OS cells both in vitro and in vivo.

Furthermore, Mahadevan et al. have proposed a
mechanism, cell-projection pumping, for the uptake and
transfer of cytoplasm between cells [47]. They utilized
fluorescence-activated cell sorting and single-cell tracking to
elucidate the alterations in fibroblasts and the SAOS-2 OS
cell line in a co-culture system. The SAOS-2 cells that
acquired fibroblast cytoplasm showed altered morphologies,
enhanced migration, and increased proliferation. However,
how CAFs affect OS proliferation has not been
comprehensively investigated. Whether CAF’s effect on in
vivo tumor growth is caused by increased cell proliferation
or tumor angiogenesis remains unknown, despite in vivo
and in vitro investigations. Therefore, the regulation of OS
proliferation by CAFs warrants further research.

CAFs promote invasion, metastasis, and EMT in osteosarcoma
The most crucial biological features of malignant tumor
progression are metastasis and invasion [48]. To acquire
invasion and motility properties, epithelial cancer cells
undergo EMT, a process that involves the loss of their
epithelial phenotype and detachment from the epithelial
layer. In the cellular gene expression profile, EMT is
characterized by the inhibition of the epithelial markers
cytokeratin and E-cadherin, as well as the increase of the
interstitial indices N-cadherin and vimentin [48].

In recent years, the effects of CAFs on tumor invasion
and metastasis have been widely investigated in various
cancers [49,50]. CAFs produce and modify ECM, which
then serve as a molecular pathway to facilitate tumor cell
migration. Furthermore, CAFs also crucially mediate cell
attachment and detachment in a well-organized manner, by
modulating the interaction between scaffolding proteins and
cell adhesion receptors [51,52]. Huang et al. analyzed the
scRNA-seq data to compare the differentially expressed
genes in primary and recurrent OS lesions, as well as lung
metastatic lesions [15]. The results indicated a markedly
activated EMT pathway in lung metastatic and recurrent
lesions than in the primary lesions, especially in the CAF
cell cluster. This suggests a correlation between CAFs and
OS recurrence, metastasis, and EMT activation. Further
experiments confirmed elevated expression of CAFs
activation markers (α-SMA and FAP) in recurrent OS
patients, which were positively and negatively associated
with N-cadherin (an interstitial marker) and E-cadherin (an
epithelial marker) expressions, respectively. However, they
did not investigate the specific molecular mechanisms
underlying CAF involvement in EMT activation as well as
OS recurrence and metastasis.

The mesenchymal to amoeboid transition (MAT)
significantly alters cell morphology and cytoskeleton.
Compared to mesenchymal migration, amoeboid migration
is much faster and consumes less energy because of the
weak dependence on cell adhesion and ECM protein
hydrolysis. RhoA-GTP is a key regulator of MAT, while
Rac1-GTP uses WAVE2 signaling to decrease actin
contractility and, by extension, MAT activity [53,54].
Pietrovito et al. analyzed the BM-MSCs differentiation-
induced CAFs in vitro and revealed a substantial decrease in
Rac1-GTP, an increase in RhoA-GTP bound to OS cells,
and a nearly doubled ratio of RhoA/Rac1 [24]. Therefore,
CAFs that differentiate from BM-MSCs can promote MAT
in OS cells. Furthermore, a cytokine antibody array was also
used to detect the soluble molecules secreted by the CAFs-
like BM-MSCs [24]. The results indicated increased
secretion of IL-6, GRO-α, IL-8, and MCP-1, consistent with
the data acquired from ELISA. Moreover, in vitro
experiments were also carried out using the corresponding
antibodies of these cytokines to analyze changes in the
invasion and migration patterns of cells with inhibited
cytokine activity [24]. It was observed and confirmed that
the OS cell’s invasion property was strongly dependent on
the aforementioned cytokines, particularly GRO-α and IL-6,
while the inhibition of IL-8 and MCP-1 significantly
impaired the migration of OS cells.

Zhang et al. analyzed 181 OS patients and found elevated
expression of COL6A1 [28]. Furthermore, they also indicated
that the correlation between COL6A1 expression and OS
pulmonary metastasis was linked with a poor prognosis.
COL6A1 normally resides in the ECM and participates in
both cell adhesion and collagen remodeling [55]. In vitro
analyses have confirmed that exosomal COL6A1 stimulates
CAFs to secrete increased TGF-β, which further induces
COL6A1 expression in OS cells via the SMAD complex (a
major regulator in downstream of the TGF-β signaling
pathway), thereby promoting EMT and OS cell’s migration
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[28]. In OS cells, COL6A1 overexpression mediates OS cell-
matrix adhesion by increasing the phosphorylation of focal
adhesion kinase (FAK) and Src kinase. Moreover, the
interaction between COL6A1 and the E3 ligase SOCS5
promoted STAT1 ubiquitination and degradation, thereby
mediating OS metastasis [28].

Non-coding RNAs serve as novel and crucial mediators
in the exchange of genetic material between cells. Multiple
research studies have indicated that OS invasion and
metastasis are affected by key non-coding RNAs of CAFs
[45,46,56]. Wang et al. used a miRNA microarray to
identify 18 miRNAs that were variably expressed between
normal fibroblasts and CAFs [56]. Furthermore, they
verified that increased miR-1228 expression markedly
decreased the suppressor of cancer cell invasion (SCA1),
thereby promoting OS cell invasion and migration [56].
Moreover, Zhao et al. demonstrated that CAFs release
lncRNA SNHG17, which promotes OS cell migration,
possibly by activating MMP2, which may have served as a
competitive endogenous RNA sponge for miR-2861 and
thus caused the differences observed in the Transwell
migration assay [46].

CAFs help maintain osteosarcoma stemness
In the 1990s, cancer stem cells were extracted from malignant
tumors and are a specific cancer cell subset with high self-
renewal ability, tumorigenicity, differentiation potential, and
drug resistance, which promotes the “stemness” of tumors.
Stemness can be regarded as a signature of tumorigenesis,
metastasis, drug resistance, and recurrence. CAFs have been
observed to promote tumor progression by supporting
tumor cell stemness [57]. Moreover, CAFs also secrete
elevated levels of chemokine C-C motif ligand 2 (CCL2) to
induce the NOTCH1 pathway in breast cancer cells, thereby
maintaining their stemness [58]. In addition, in colorectal
cancer, they have been reported to activate the Wnt/β-
catenin pathway via the exosomal lncRNA H19, thereby
maintaining colorectal cancer cells’ stemness [59]. The
NOTCH1 and Wnt/β-catenin signaling pathways are
essential for stem cell renewal and differentiation, and their
aberrant activation is a crucial event in tumor occurrence
and tumor stem cell differentiation [60,61]. Zhang et al.
studied CAFs and COL6A1 in OS and found that, in
addition to the above EMT and metastasis mechanisms,
COL6A1 overexpressing CAFs increased the proportion of
CD133+ (a stem cell biomarker) cells in OS by secreting
TGF-β, suggesting that they promoted the stemness of OS
tumor [28].

CAFs control osteosarcoma angiogenesis
Angiogenesis is critical for tumor occurrence and
development because new blood vessel formation provides
nutrients and oxygen for cancer cell progression [62].
Recent research has indicated that CAFs essentially promote
angiogenesis to meet the requirement of malignant tumor
proliferation [63,64]. A previous study revealed that CAF-
derived CXCL12 recruits bone marrow-derived endothelial
progenitor cells to stimulate neovascularization [65].
Furthermore, CAFs release increased amounts of pro-
angiogenic factors including PDGF-C, fibroblast growth

factor (FGF), VEGF-A, and MMP9 to stimulate or
accelerate angiogenesis in tumor tissues [64,66]. Moreover,
CAFs generated and physicochemically modified ECM can
indirectly regulate angiogenesis and blood flow in tumors by
controlling tumor matrix stiffness, elasticity, and osmotic
pressure [63].

Yu et al. revealed that the CAFs-regulated lncRNA TUG1
promotes OS angiogenesis by up-regulating HIF-1α,
confirmed in vitro in human umbilical vein endothelial cells
(HUVECs), as well as in vivo in the formation of peritoneal/
lung nodules in nude mice [45]. HIF-1α is a hypoxic TMEs-
induced transcription factor that is closely linked with
tumor metastasis, angiogenesis, and growth [67].
Furthermore, during hypoxia, HIF-1α promotes angiogenic
factor VEGF overexpression, along with endothelial cell
proliferation, differentiation, and chemotaxis [68]. Pietrovito
et al. observed that in OS cells, CAFs-like cells can stimulate
the release of VEGF, IL-8, PDGF-BB, and angiopoietin and
significantly increase capillary network formation in
HUVECs in vitro [24]. Zeng et al. found that VEGF-A
expression was positively correlated with the CAFs marker
FAP, overexpression of which activated the phosphorylation
of Akt and ERK in HUVECs, thereby significantly
increasing HUVEC’s proliferation rate [69].

Moreover, Salvatore et al. reported increased VEGF
expression and angiogenesis stimulation in vitro in co-
cultured of OS cells and CAFs without endothelial cells [70].
Since anti-angiogenic drugs are crucial for the clinical
treatment of OS, antagonizing VEGF secreted by CAFs
could inhibit OS angiogenesis.

CAFs regulate osteosarcoma immunity
CAFs are crucial regulators of tumor immunity [71]. They
have various immunomodulatory functions, which fall into
three main categories. First, CAFs secrete different
cytokines, exosomes, growth factors, and chemokines, which
interact with tumor-infiltrating immune cells and other
TME immune components and facilitate
immunosuppressive TME formation, thus enabling cancer
cells’ immune surveillance escape. For example, CAFs
secreted IL-6, CXCL12, and MCP-1 promote the
polarization of tumor-related macrophages toward the
tumor-promoting phenotype M2, thereby impairing effector
T cell responses and inducing immunosuppression [72,73].
Second, CAFs and remodeled ECM’s physical properties
regulate anti-tumor immunity, because highly cross-linked
ECM can act as physical barriers to CD8+ T cell infiltration
[74]. Finally, CAFs indirectly affect the recruitment and
activity of immune cells by up-regulating the expression of
immune checkpoint molecules including factor-associated
suicide (FAS), programmed death ligand 2 (PD-L2), and
FAS ligand (FASL) [75,76]. These studies suggest that CAFs
can process and cross-present tumor antigens through the
major histocompatibility complex I (MHC I), to provide
redundant connections to the T cell receptors on CD8+ T
cells. The abundance of CAFs-expressed FASL induces the
apoptosis of FAS-expressing CD8+ T cells, while the PD-L2
expressed by CAFs induces T cell incompetence by
interacting with the immune checkpoint molecule
programmed cell death protein 1 (PD-1).
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Although CAF’s immunomodulatory effects primarily
involve immunosuppression and tumor promotion, its
regulation of anti-tumor immunity is a double-edged sword
that might be linked with the heterogeneity of CAF subtypes
or TMEs. Therefore, studies on the CAF-mediated
regulation of anti-tumor immunity should consider the
influence of CAF subtypes. In melanoma, PDPN+/FAP−
CAFs have been shown to stimulate anti-tumor immunity
by coordinating the formation of tertiary lymphoid
structures of tumors [77]. In this case, PDPN+/FAP− CAFs
were positively linked with improved responses to immune
checkpoint therapy and survival rates.

Huang et al. analyzed the scRNA-seq data of recurrent
OS patients and revealed that lysyl oxidase (LOX) was
markedly up-regulated in CAFs, and was positively related
to the infiltration level of macrophages (r = 0.209, p = 1.24-
03) and CD8+ T cells (r = 0.16, p = 1.34-02) in the TIMER
database [15]. Furthermore, CAFs were treated with LOX
inhibitors, and a notable reduction was observed in M2
macrophages (CD163+) levels in an in vitro co-culture/in
vivo subcutaneous xenograft tumor model [15]. This data
suggested that the LOX expressed by CAFs could remodel
TME and modulate macrophage polarization, highlighting a
possible mechanism of OS recurrence and metastasis. Song
et al. revealed a positive role of CAFs in anti-tumor
immunity [44]. Furthermore, they analyzed data from OS
tissue specimens in the TARGET database and identified
two TME subtypes using matrix factorization and a genetic

classifier: S1 (infiltration type, abundant immune and
stromal infiltrates) and S2 (escape type, lack of effective
cytotoxic responses and loss of MHC I expression).
Moreover, they labeled CAFs with α-SMA and FAP and
revealed that the relative CAFs abundance was markedly
higher in S1 than in S2. In addition, Masson’s trichrome
staining (to assess fibroblasts/fibrosis) and CD8
immunohistochemical staining (to assess CD8+ T cell
abundance) were carried out on 47 primary OS patients
[44]. The data confirmed that CAFs or fibrosis expression
were positively correlated with the abundance of infiltrating
CD8+ T cells and that CAFs improved the efficacy of
neoadjuvant chemotherapy for OS. However, the
aforementioned finding conflicts with other studies
suggesting the multifunctionality of CAFs-immune cell
interactions in OS TME, and Song et al. [44] have not
explained the possible cause for the contradictory results.
Therefore, additional molecular studies are needed to
confirm the function of FAP+ α-SMA+ CAFs
subpopulations in OS.

Currently, studies on CAF’s functions in OS are focused
on proliferation, invasion, metastasis, EMT, stemness
maintenance, angiogenesis, and immunoregulation
(summarized in Fig. 2). Although the majority of the
aforementioned studies have reported a pro-tumor effect of
CAFs in OS, the dual role played by CAFs in OS
progression should not be overlooked, especially the positive
regulation of anti-tumor immunity. These results highlight

FIGURE 2. Effects of cancer-associated fibroblasts on osteosarcoma functions. CAFs, cancer-associated fibroblasts; EMT, epithelial-
mesenchymal transition; lncRNA, long non-coding RNA; TUG1, targeting taurine up-regulated gene 1; HIF-1α, hypoxia-inducible factor 1
alpha; MMP2, matrix metalloprotease 2; COL6A1, collagen type VI alpha 1; TGF-β, transforming growth factor-β; LOX, lysyl oxidase; TAM-
M2, M2-like tumor-associated macrophage; VEGF, vascular endothelial growth factor; PDGF, platelet-derived growth factor; GRO-α, growth-
regulated oncogene-α; MCP-1, monocyte chemoattractant protein-1; SCA1, suppressor of cancer cell invasion.
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that CAFs of different developmental stages and subtypes may
have different functions, which require further investigation.

Pharmacology and Targeting Strategies of CAFs

As outlined in the introduction, the overall treatment
response of OS patients has been relatively unsatisfactory for
the last five decades. Based on the above-mentioned studies,
it can be inferred that CAFs are essentially associated with
OS initiation and progression. Compared with OS tumor
cells, CAFs feature genetic stability and clear biomarkers,
suggesting that targeting CAFs could be a potential
therapeutic strategy [7,13]. However, OS-related treatment
data or clinical trials directly targeting CAFs are still lacking.
Therefore, after the comprehensive review of CAF markers
in OS and an in-depth understanding of activation
pathways, we propose CAFs as the potential pharmacologic
target for future studies and the identification of novel
therapies. To comprehensively understand CAFs and their
impact on treatments, pan-cancer studies should be reviewed.

Manipulation of CAF activation
In OS, CAFs are mainly formed by the activation of precursor
cells including normal fibroblasts and BM-MSCs [19,21].
Theoretically, therapies should inhibit CAF activation in OS
stroma. A characteristic feature of CAF formation is the
activation of TGF-β/SMAD2 and IL-6/STAT3 signaling
[24,25]. Furthermore, TGF-β has been proven to be a
predominant activator of the CAF in OS and multiple
tumor species. Schulte et al. reported that compared with
other growth factors such as PDGF and FGF, only TGF-β
up-regulated CAFs activation-related markers including α-
SMA and FAP [78]. Mazumdar et al. indicated that in OS,
the conversion of precursors to CAFs is TGF-β-dependent,
while TGF-β1 receptor inhibitor SB-431542 or CRISPR-
Cas9 mediated TGFB1 deletion can significantly interfere
with the CAFs activation [21]. Therefore, the TGF-β/
SMAD2 pathway inhibition might be helpful in CAFs-based
therapies for OS patients. This strategy is also being
evaluated in clinical trials in other cancer types
(NCT04524702). However, TGF-β signaling is involved in
the complex regulation of many non-stromal cell types and
has both the inhibitory or promoting effect on tumors,
therefore, it should be carefully targeted and more specific
studies are warranted [76].

In addition to targeting growth factor signals such as
TGF-β, some intracellular pathway inhibitors have also
entered clinical trials for OS treatment [79,80]. It has been
observed that Histone deacetylase (HDAC) inhibitors alter
epigenetic regulation and intracellular signaling pathways
(e.g., JAK1-STAT3) as well as reduce CAF production and
activation, thereby inhibiting CAF infiltration into the TME
[79]. Mizutani et al. identified that synthetic retinoid AM80
combined with chemotherapy for pancreatic cancer patients
could reverse CAF activation in a clinical trial [81].
Moreover, Ferrer-Mayorga et al. found that Vitamin D
accumulation prevented normal fibroblasts from converting
to CAFs [82]. These studies highlight that CAFs are
potential therapeutic targets in OS patients.

Targeting CAFs derived components
CAFs largely rely on their derived ECM components,
cytokines, and exo-substances to promote tumors, therefore
targeting these products or altering the CAFs’ secretome is a
potential therapeutic strategy. In recent years this strategy
has begun a few in vivo investigations in OS, in particular
the use of nanomaterials to remodel CAFs derived ECM.
Wang et al. [83] developed a sequential nanocomposite
hydrogel for the controlled release of potent suppressors of
CAFs and chemotherapeutic agents, to remodel the CAFs
derived ECM thereby overcoming the ECM-induced T-cell
exclusion mechanism, which resulted in inducing
immunogenic death of OS cells. Hu et al. [84] described a
method to disrupt CAFs derived ECM that utilized
membrane-anchored and tumor-targeted IL-12-armed
(attIL12) T cells bound to other cell surface vimentin, which
can interfere with ECM synthesis by CAFs through a
complex mechanism such as upregulation of IFN-γ.

However, clinical strategies for targeting CAF-derived
components in OS remain largely unexplored, the reports of
other cancer types have also provided novel directions. For
instance, the primary and most significant chemotactic
factor secreted by CAFs is CXCL12 (or stromal cell-derived
factor-1, SDF-1), which recruits CXCR4-expressing
immunosuppressive Tregs and endothelial progenitor cells,
thus participating in tumor angiogenesis, proliferation, and
immunosuppression via the CXCL12/CXCR4 axis
[65,72,73]. Preclinical data on various malignancies have
validated the anti-cancer effects of CXCL12/CXCR4
signaling abrogation [65,85]. Furthermore, it has been
observed that smoothened (SMO) hedgehog pathway
inhibitors (IPI-926) restrict CAF function by targeting CAF-
derived ECM [80,86]. The hedgehog pathway induces
fibrogenesis, and SMO on CAF’s surfaces can be activated
by sonic hedgehog (SHH, a ligand in the hedgehog
pathway) to promote ECM production. SMO inhibitors
suppress the ECM-promoting SHH pathway, decrease
myofibroblasts levels in the ECM, and increase the tumor’s
sensitivity to some chemotherapeutic agents and VEGF
inhibitors [80].

Depletion of CAFs by biomarkers
FAP is an effective marker of CAFs that indicates its active
state. 68Ga-radiolabeled inhibitor of FAP (FAPI)-PET/CT
has been widely used in clinical diagnostic imaging to
visualize CAFs in over 20 tumor types [87,88]. Several
studies have used FAP to target CAFs and demonstrated the
feasibility of targeting CAFs together with early signs of
reducing tumor burden [89–92]. Adoptive FAP-specific
chimeric antigen receptor (CAR) T-cell therapy is
an innovative approach to directly target and deplete most
FAP+ CAFs and to restrict tumor stroma production,
resulting in antitumor effects [90]. Moreover, therapeutic
drugs can also be delivered by certain nanomaterial delivery
systems specifically to CAFs via FAP antibody-drug
conjugate (e.g., FAP-targeted liposomes, anti-FAP-PE38
immunotoxin), resulting in potent anti-tumor effects
[91,92]. Furthermore, despite the success of preclinical
strategies, including significant inhibition of xenograft
tumor growth in various cancer models, clinical translation
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is still in the early stages, and some studies have not shown
inhibitory activity but rather high toxicity [93,94].
Therefore, the efficacy of CAF-inhibiting strategies by
targeting FAP for the treatment of OS is a promising
research field.

Summary and Outlook

This review summarized the origins, activation pathways,
phenotypic heterogeneity, and biomarkers of CAFs, and
described their effects on tumor progression, as well as their
underlying mechanisms, in OS. CAFs are predominant
stromal cells in tumor tissues, that modulate various
tumorigenic processes, as well as the initiation and
progression of malignancy. In addition to OS proliferation,
invasion, metastasis, EMT, maintenance of stemness,
angiogenesis, and immunoregulation, in other cancers,
CAFs have been reported to participate in important
biological processes such as metabolic reprogramming,
epigenetics, and chemoradiotherapy resistance [13].
However, the involvement of CAFs in OS still requires
further investigation. CAFs are heterogeneous cells that
show a variety of characteristics and interactions with other
cells, which are dynamically altered during tumor
progression. This is highlighted by the dual role of CAFs in
regulating anti-tumor immunity. Therefore, the
identification of CAF subtypes and investigation of their
functions are essentially required. To address these issues,
simultaneous detection and quantitation of CAF biomarkers
can be useful for the identification and repeated evaluation
of heterogeneous CAF subpopulations in the future.

Due to their cancer-promoting activities, CAFs have been
recognized as a promising therapeutic target for malignancies.
To our knowledge, to date, there have been no clinical trials
targeting CAFs to treat OS; however, studies on other cancer
types can be referred to. In the future, pharmacological
research targeting CAFs can be performed based on the
following three aspects: inhibition of CAF formation or
activation, altering CAFs derived components functionally,
and depletion of CAFs by their biomarkers. Furthermore,
how to design mediators targeting CAFs is also a promising
research area. In recent years, nanoparticles have been
widely researched for different treatment applications and
have also been employed for OS treatment, however,
whether they can be extensively utilized for targeting CAFs
in OS deserves further investigation. Overall, this review
summarized the current research on CAFs in OS for a
comprehensive understanding of the association between
CAFs and OS cells, thereby providing a basis for further
elucidation of the OS pathogenesis. It was concluded that
targeting CAFs represents an effective OS treatment strategy.

Acknowledgement: The authors thank their colleagues in the
Department of Pharmacology, Beijing Chaoyang Hospital for
their help and valuable discussions.

Funding Statement: This work was supported by the
National Natural Science Foundation of China (grant
number 81773285), and Beijing Chao-Yang Hospital Golden
Seeds Foundation (grant number CYJZ202341).

Author Contributions: Liwen Feng and Yuting Chen wrote
the main manuscript text and prepared Figs. 1 and 2. Wenyi
Jin reviewed and edited the manuscript. All authors
reviewed the results and approved the final version of the
manuscript.

Availability of Data and Materials: Data sharing not
applicable to this article as no datasets were generated or
analyzed during the current study.

Ethics Approval: Not applicable.

Conflicts of Interest: The authors declare no conflicts of
interest to report regarding the present study.

References

1. Keegan, T. H. M., Abrahao, R., Alvarez, E. M. (2024). Survival
trends among adolescents and young adults diagnosed with
cancer in the united states: Comparisons with children and
older adults. Journal of Clinical Oncology, 42(6), 630–641.
https://doi.org/10.1200/JCO.23.01367

2. Jimenez, J. A., Lawlor, E. R., Lyssiotis, C. A. (2022). Amino acid
metabolism in primary bone sarcomas. Frontiers in Oncology, 12,
1001318. https://doi.org/10.3389/fonc.2022.1001318

3. Siegel, R. L., Miller, K. D., Jemal, A. (2020). Cancer statistics,
2020. CA: A Cancer Journal for Clinicians, 70(1), 7–30. https://
doi.org/10.3322/caac.21590

4. Molina, E. R., Chim, L. K., Barrios, S., Ludwig, J. A., Mikos, A. G.
(2020). Modeling the tumor microenvironment and pathogenic
signaling in bone sarcoma. Tissue Engineering Part B: Reviews,
26(3), 249–271. https://doi.org/10.1089/ten.teb.2019.0302

5. Nakano, K. (2022). Challenges of systemic therapy investigations
for bone sarcomas. International Journal of Molecular Sciences,
23(7), 3540. https://doi.org/10.3390/ijms23073540

6. Tawbi, H. A., Burgess, M., Bolejack, V., Van Tine, B. A.,
Schuetze, S. M. et al. (2017). Pembrolizumab in advanced soft-
tissue sarcoma and bone sarcoma (SARC028): A multicentre,
two-cohort, single-arm, open-label, phase 2 trial. The Lancet
Oncology, 18(11), 1493–1501. https://doi.org/10.1016/S1470-
2045(17)30624-1

7. Jiang, Y., Wang, J., Sun, M., Zuo, D., Wang, H. et al. (2022).
Multi-omics analysis identifies osteosarcoma subtypes with
distinct prognosis indicating stratified treatment. Nature
Communications, 13(1), 7207. https://doi.org/10.1038/s41467-
022-34689-5

8. Feng, L., Chen, Y., Mei, X., Wang, L., Zhao, W. et al. (2024).
Prognostic signature in osteosarcoma based on amino acid
metabolism-associated genes. Cancer Biother Radiopharm.
https://doi.org/10.1089/cbr.2024.0002

9. Nirala, B. K., Yamamichi, T., Petrescu, D. I., Shafin, T. N.,
Yustein, J. T. (2023). Decoding the impact of tumor
microenvironment in osteosarcoma progression and metastasis.
Cancers, 15(20), 5108. https://doi.org/10.3390/cancers15205108

10. de Visser, K. E., Joyce, J. A. (2023). The evolving tumor
microenvironment: From cancer initiation to metastatic
outgrowth. Cancer Cell, 41(3), 374–403. https://doi.org/10.
1016/j.ccell.2023.02.016

11. Chen, C., Liu, J., Lin, X., Xiang, A., Ye, Q. et al. (2024). Crosstalk
between cancer-associated fibroblasts and regulated cell death in
tumors: Insights into apoptosis, autophagy, ferroptosis, and

CANCER-ASSOCIATED FIBROBLASTS IN OSTEOSARCOMA 1099

https://doi.org/10.1200/JCO.23.01367
https://doi.org/10.3389/fonc.2022.1001318
https://doi.org/10.3322/caac.21590
https://doi.org/10.3322/caac.21590
https://doi.org/10.1089/ten.teb.2019.0302
https://doi.org/10.3390/ijms23073540
https://doi.org/10.1016/S1470-2045(17)30624-1
https://doi.org/10.1016/S1470-2045(17)30624-1
https://doi.org/10.1038/s41467-022-34689-5
https://doi.org/10.1038/s41467-022-34689-5
https://doi.org/10.1089/cbr.2024.0002
https://doi.org/10.3390/cancers15205108
https://doi.org/10.1016/j.ccell.2023.02.016
https://doi.org/10.1016/j.ccell.2023.02.016


pyroptosis. Cell Death Discovery, 10(1), 189. https://doi.org/10.
1038/s41420-024-01958-9

12. Younesi, F. S., Miller, A. E., Barker, T. H., Rossi, F. M. V., Hinz, B.
(2024). Fibroblast and myofibroblast activation in normal tissue
repair and fibrosis. Nature Reviews Molecular Cell Biology, 25(8),
617–638. https://doi.org/10.1038/s41580-024-00716-0

13. Chen, Y., McAndrews, K. M., Kalluri, R. (2021). Clinical and
therapeutic relevance of cancer-associated fibroblasts. Nature
Reviews Clinical Oncology, 18(12), 792–804. https://doi.org/10.
1038/s41571-021-00546-5

14. Biffi, G., Tuveson, D. A. (2021). Diversity and biology of cancer-
associated fibroblasts. Physiological Reviews, 101(1), 147–176.
https://doi.org/10.1152/physrev.00048.2019

15. Huang, X., Wang, L., Guo, H., Zhang, W., Shao, Z. (2022).
Single-cell transcriptomics reveals the regulative roles of cancer
associated fibroblasts in tumor immune microenvironment of
recurrent osteosarcoma. Theranostics, 12(13), 5877–5887.
https://doi.org/10.7150/thno.73714

16. Zhou, Y., Yang, D., Yang, Q., Lv, X., Huang, W. et al. (2020).
Single-cell RNA landscape of intratumoral heterogeneity and
immunosuppressive microenvironment in advanced
osteosarcoma. Nature Communications, 11(1), 6322. https://
doi.org/10.1038/s41467-020-20059-6

17. Sahai, E., Astsaturov, I., Cukierman, E., DeNardo, D. G., Egeblad,
M. et al. (2020). A framework for advancing our understanding
of cancer-associated fibroblasts. Nature Reviews Cancer, 20(3),
174–186. https://doi.org/10.1038/s41568-019-0238-1

18. Manoukian, P., Bijlsma, M., van Laarhoven, H. (2021). The
cellular origins of cancer-associated fibroblasts and their
opposing contributions to pancreatic cancer growth. Frontiers
in Cell and Developmental Biology, 9, 743907. https://doi.org/
10.3389/fcell.2021.743907

19. Sarhadi, V. K., Daddali, R., Seppanen-Kaijansinkko, R. (2021).
Mesenchymal stem cells and extracellular vesicles in
osteosarcoma pathogenesis and therapy. International Journal
of Molecular Sciences, 22(20), 11035. https://doi.org/10.3390/
ijms222011035

20. Wang, Y. M., Wang, W., Qiu, E. D. (2017). Osteosarcoma cells
induce differentiation of mesenchymal stem cells into cancer
associated fibroblasts through Notch and Akt signaling
pathway. International Journal of Clinical and Experimental
Pathology, 10(8), 8479–8486.

21. Mazumdar, A., Urdinez, J., Boro, A., Migliavacca, J., Arlt, M. J. E.
et al. (2020). Osteosarcoma-derived extracellular vesicles induce
lung fibroblast reprogramming. International Journal of
Molecular Sciences, 21(15), 5451. https://doi.org/10.3390/
ijms21155451

22. Chang, X., Ma, Z., Zhu, G., Lu, Y., Yang, J. (2021). New
perspective into mesenchymal stem cells: Molecular
mechanisms regulating osteosarcoma. Journal of Bone
Oncology, 29, 100372. https://doi.org/10.1016/j.jbo.2021.100372

23. Cortini, M., Avnet, S., Baldini, N. (2017). Mesenchymal stroma:
Role in osteosarcoma progression. Cancer Letters, 405(Suppl 1),
90–99. https://doi.org/10.1016/j.canlet.2017.07.024

24. Pietrovito, L., Leo, A., Gori, V., Lulli, M., Parri, M. et al. (2018).
Bone marrow-derived mesenchymal stem cells promote
invasiveness and transendothelial migration of osteosarcoma
cells via a mesenchymal to amoeboid transition. Molecular
Oncology, 12(5), 659–676. https://doi.org/10.1002/1878-0261.
12189

25. Lin, L., Huang, K., Guo, W., Zhou, C., Wang, G. et al. (2020).
Conditioned medium of the osteosarcoma cell line U2OS

induces hBMSCs to exhibit characteristics of carcinoma-
associated fibroblasts via activation of IL-6/STAT3 signalling.
The Journal of Biochemistry, 168(3), 265–271. https://doi.org/
10.1093/jb/mvaa044

26. Mishra, P. J., Mishra, P. J., Humeniuk, R., Medina, D. J., Alexe, G.
et al. (2008). Carcinoma-associated fibroblast-like differentiation
of human mesenchymal stem cells. Cancer Research, 68(11),
4331–4339. https://doi.org/10.1158/0008-5472.CAN-08-0943

27. Lin, S., Shu, L., Guo, Y., Yuan, J., Zhang, J. et al. (2024). Cargo-
eliminated osteosarcoma-derived small extracellular vesicles
mediating competitive cellular uptake for inhibiting pulmonary
metastasis of osteosarcoma. Journal of Nanobiotechnology,
22(1), 360. https://doi.org/10.1186/s12951-024-02636-9

28. Zhang, Y., Liu, Z., Yang, X., Lu, W., Chen, Y. et al. (2021). H3K27
acetylation activated-COL6A1 promotes osteosarcoma lung
metastasis by repressing STAT1 and activating pulmonary
cancer-associated fibroblasts. Theranostics, 11(3), 1473–1492.
https://doi.org/10.7150/thno.51245

29. Salvatore, V., Teti, G., Focaroli, S., Mazzotti, M. C., Mazzotti, A.
et al. (2017). The tumor microenvironment promotes cancer
progression and cell migration. Oncotarget, 8(6), 9608–9616.
https://doi.org/10.18632/oncotarget.14155

30. De Vincenzo, A., Belli, S., Franco, P., Telesca, M., Iaccarino, I.
et al. (2019). Paracrine recruitment and activation of
fibroblasts by c-Myc expressing breast epithelial cells through
the IGFs/IGF-1R axis. International Journal of Cancer, 145(10),
2827–2839. https://doi.org/10.1002/ijc.32613

31. Kalluri, R. (2016). The biology and function of fibroblasts in
cancer. Nature Reviews Cancer, 16(9), 582–598. https://doi.org/
10.1038/nrc.2016.73

32. Kieffer, Y., Hocine, H. R., Gentric, G., Pelon, F., Bernard, C. et al.
(2020). Single-cell analysis reveals fibroblast clusters linked to
immunotherapy resistance in cancer. Cancer Discovery, 10(9),
1330–1351. https://doi.org/10.1158/2159-8290.CD-19-1384

33. Kanzaki, R., Pietras, K. (2020). Heterogeneity of cancer-
associated fibroblasts: Opportunities for precision medicine.
Cancer Science, 111(8), 2708–2717. https://doi.org/10.1111/cas.
14537

34. Ohlund, D., Handly-Santana, A., Biffi, G., Elyada, E., Almeida, A.
S. et al. (2017). Distinct populations of inflammatory fibroblasts
and myofibroblasts in pancreatic cancer. Journal of Experimental
Medicine, 214(3), 579–596. https://doi.org/10.1084/jem.
20162024

35. Neuzillet, C., Tijeras-Raballand, A., Ragulan, C., Cros, J., Patil, Y.
et al. (2019). Inter- and intra-tumoural heterogeneity in cancer-
associated fibroblasts of human pancreatic ductal
adenocarcinoma. The Journal of Pathology, 248(1), 51–65.
https://doi.org/10.1002/path.5224

36. Elyada, E., Bolisetty, M., Laise, P., Flynn, W. F., Courtois, E. T.
et al. (2019). Cross-species single-cell analysis of pancreatic
ductal adenocarcinoma reveals antigen-presenting cancer-
associated fibroblasts. Cancer Discovery, 9(8), 1102–1123.
https://doi.org/10.1158/2159-8290.CD-19-0094

37. Wang, Y., Liang, Y., Xu, H., Zhang, X., Mao, T. et al. (2021).
Single-cell analysis of pancreatic ductal adenocarcinoma
identifies a novel fibroblast subtype associated with poor
prognosis but better immunotherapy response. Cell Discovery,
7(1), 36. https://doi.org/10.1038/s41421-021-00271-4

38. Chen, K., Wang, Q., Li, M., Guo, H., Liu, W. et al. (2021). Single-
cell RNA-seq reveals dynamic change in tumor
microenvironment during pancreatic ductal adenocarcinoma
malignant progression. eBioMedicine, 66(1), 103315. https://
doi.org/10.1016/j.ebiom.2021.103315

1100 LIWEN FENG et al.

https://doi.org/10.1038/s41420-024-01958-9
https://doi.org/10.1038/s41420-024-01958-9
https://doi.org/10.1038/s41580-024-00716-0
https://doi.org/10.1038/s41571-021-00546-5
https://doi.org/10.1038/s41571-021-00546-5
https://doi.org/10.1152/physrev.00048.2019
https://doi.org/10.7150/thno.73714
https://doi.org/10.1038/s41467-020-20059-6
https://doi.org/10.1038/s41467-020-20059-6
https://doi.org/10.1038/s41568-019-0238-1
https://doi.org/10.3389/fcell.2021.743907
https://doi.org/10.3389/fcell.2021.743907
https://doi.org/10.3390/ijms222011035
https://doi.org/10.3390/ijms222011035
https://doi.org/10.3390/ijms21155451
https://doi.org/10.3390/ijms21155451
https://doi.org/10.1016/j.jbo.2021.100372
https://doi.org/10.1016/j.canlet.2017.07.024
https://doi.org/10.1002/1878-0261.12189
https://doi.org/10.1002/1878-0261.12189
https://doi.org/10.1093/jb/mvaa044
https://doi.org/10.1093/jb/mvaa044
https://doi.org/10.1158/0008-5472.CAN-08-0943
https://doi.org/10.1186/s12951-024-02636-9
https://doi.org/10.7150/thno.51245
https://doi.org/10.18632/oncotarget.14155
https://doi.org/10.1002/ijc.32613
https://doi.org/10.1038/nrc.2016.73
https://doi.org/10.1038/nrc.2016.73
https://doi.org/10.1158/2159-8290.CD-19-1384
https://doi.org/10.1111/cas.14537
https://doi.org/10.1111/cas.14537
https://doi.org/10.1084/jem.20162024
https://doi.org/10.1084/jem.20162024
https://doi.org/10.1002/path.5224
https://doi.org/10.1158/2159-8290.CD-19-0094
https://doi.org/10.1038/s41421-021-00271-4
https://doi.org/10.1016/j.ebiom.2021.103315
https://doi.org/10.1016/j.ebiom.2021.103315


39. Bartoschek, M., Oskolkov, N., Bocci, M., Lovrot, J., Larsson, C.
et al. (2018). Spatially and functionally distinct subclasses of
breast cancer-associated fibroblasts revealed by single cell RNA
sequencing. Nature Communications, 9(1), 5150. https://doi.
org/10.1038/s41467-018-07582-3

40. Costa, A., Kieffer, Y., Scholer-Dahirel, A., Pelon, F., Bourachot, B.
et al. (2018). Fibroblast heterogeneity and immunosuppressive
environment in human breast cancer. Cancer Cell, 33(3), 463–
479.e10. https://doi.org/10.1016/j.ccell.2018.01.011

41. Galbo Jr., P. M., Zang, X., Zheng, D. (2021). Molecular features
of cancer-associated fibroblast subtypes and their implication on
cancer pathogenesis, prognosis, and immunotherapy resistance.
Clinical Cancer Research, 27(9), 2636–2647. https://doi.org/10.
1158/1078-0432.CCR-20-4226

42. Liu, Y., Han, X., Han, Y., Bi, J., Wu, Y. et al. (2024). Integrated
transcriptomic analysis systematically reveals the heterogeneity
and molecular characterization of cancer-associated fibroblasts
in osteosarcoma. Gene, 907, 148286. https://doi.org/10.1016/j.
gene.2024.148286

43. Xue, X., Wang, X., Pang, M., Yu, L., Qian, J. et al. (2024). An
exosomal strategy for targeting cancer-associated fibroblasts
mediated tumors desmoplastic microenvironments. Journal of
Nanobiotechnology, 22(1), 196. https://doi.org/10.1186/
s12951-024-02452-1

44. Song, Y. J., Xu, Y., Deng, C., Zhu, X., Fu, J. et al. (2021). Gene
expression classifier reveals prognostic osteosarcoma
microenvironment molecular subtypes. Frontiers in
Immunology, 12, 623762. https://doi.org/10.3389/fimmu.2021.
623762

45. Yu, X., Hu, L., Li, S., Shen, J., Wang, D. et al. (2019). Long non-
coding RNA Taurine upregulated gene 1 promotes osteosarcoma
cell metastasis by mediating HIF-1α via miR-143-5p. Cell Death
& Disease, 10(4), 280. https://doi.org/10.1038/
s41419-019-1509-1

46. Zhao, A., Zhao, Z., Liu, W., Cui, X., Wang, N. et al. (2021).
Carcinoma-associated fibroblasts promote the proliferation and
metastasis of osteosarcoma by transferring exosomal LncRNA
SNHG17. American Journal of Translational Research, 13(9),
10094–10111.

47. Mahadevan, S., Kwong, K., Lu, M., Kelly, E., Chami, B. et al.
(2022). A novel cartesian plot analysis for fixed monolayers
that relates cell phenotype to transfer of contents between
fibroblasts and cancer cells by cell-projection pumping.
International Journal of Molecular Sciences, 23(14), 7949.
https://doi.org/10.3390/ijms23147949

48. Hanahan, D. (2022). Hallmarks of cancer: New dimensions.
Cancer Discovery, 12(1), 31–46. https://doi.org/10.1158/
2159-8290.CD-21-1059

49. Gong, J., Lin, Y., Zhang, H., Liu, C., Cheng, Z. et al. (2020).
Reprogramming of lipid metabolism in cancer-associated
fibroblasts potentiates migration of colorectal cancer cells. Cell
Death & Disease, 11(4), 267. https://doi.org/10.1038/
s41419-020-2434-z

50. Liu, Y., He, M., Tang, H., Xie, T., Lin, Y. et al. (2024). Single-cell
and spatial transcriptomics reveal metastasis mechanism and
microenvironment remodeling of lymph node in osteosarcoma.
BMC Medicine, 22(1), 200. https://doi.org/10.1186/s12916-024-
03319-w

51. Barros da Silva, P., Oliveira, R. J. A., Araujo, M., Caires, H. R.,
Bidarra, S. J. et al. (2024). An integrative alginate-based 3D in
vitro model to explore epithelial-stromal cell dynamics in the
breast tumor microenvironment. Carbohydrate Polymers,
342(2), 122363. https://doi.org/10.1016/j.carbpol.2024.122363

52. Del Rio, D., Masi, I., Caprara, V., Ottavi, F., Albertini Petroni, G.
et al. (2024). The β-arrestin1/endothelin axis bolsters ovarian
fibroblast-dependent invadosome activity and cancer cell
metastatic potential. Cell Death & Disease, 15(5), 358. https://
doi.org/10.1038/s41419-024-06730-6

53. Alexandrova, A. Y., Chikina, A. S., Svitkina, T. M. (2020).
Actin cytoskeleton in mesenchymal-to-amoeboid transition
of cancer cells. International Review of Cell and Molecular
Biology, 356, 197–256. https://doi.org/10.1016/bs.ircmb.2020.
06.002

54. Bement, W. M., Goryachev, A. B., Miller, A. L., von Dassow, G.,
(2024). Patterning of the cell cortex by Rho GTPases. Nature
Reviews Molecular Cell Biology, 25(4), 290–308. https://doi.org/
10.1038/s41580-023-00682-z

55. Chen, J., Liu, Y., Lan, J., Liu, H., Tang, Q. et al. (2024).
Identification and validation of COL6A1 as a novel target for
tumor electric field therapy in glioblastoma. CNS Neuroscience
& Therapeutics, 30(6), e14802. https://doi.org/10.1111/cns.14802

56. Wang, J. W., Wu, X. F., Gu, X. J., Jiang, X. H. (2019). Exosomal
miR-1228 from cancer-associated fibroblasts promotes cell
migration and invasion of osteosarcoma by directly targeting
SCAI. Oncology Research Featuring Preclinical and Clinical
Cancer Therapeutics, 27(9), 979–986. https://doi.org/10.3727/
096504018x15336368805108

57. Su, S., Chen, J., Yao, H., Liu, J., Yu, S. et al. (2018). CD10+GPR77+

cancer-associated fibroblasts promote cancer formation and
chemoresistance by sustaining cancer stemness. Cell, 172(4),
841–856.e16. https://doi.org/10.1016/j.cell.2018.01.009

58. Tsuyada, A., Chow, A., Wu, J., Somlo, G., Chu, P. et al. (2012).
CCL2 mediates cross-talk between cancer cells and stromal
fibroblasts that regulates breast cancer stem cells. Cancer
Research, 72(11), 2768–2779. https://doi.org/10.1158/0008-
5472.CAN-11-3567

59. Ren, J., Ding, L., Zhang, D., Shi, G., Xu, Q. et al. (2018).
Carcinoma-associated fibroblasts promote the stemness and
chemoresistance of colorectal cancer by transferring exosomal
lncRNA H19. Theranostics, 8(14), 3932–3948. https://doi.org/
10.7150/thno.25541

60. Yang, J., Hu, Y., Wang, L., Sun, X., Yu, L. et al. (2021). Human
umbilical vein endothelial cells derived-exosomes promote
osteosarcoma cell stemness by activating Notch signaling
pathway. Bioengineered, 12(2), 11007–11017. https://doi.org/10.
1080/21655979.2021.2005220

61. Martins-Neves, S. R., Sampaio-Ribeiro, G., Gomes, CMF. (2023).
Self-Renewal and pluripotency in osteosarcoma stem cells’
chemoresistance: Notch, hedgehog, and Wnt/β-Catenin
interplay with embryonic markers. International Journal of
Molecular Sciences, 24(9). https://doi.org/10.3390/ijms24098401

62. Acharya, S. S., Kundu, C. N. (2024). Havoc in harmony:
Unravelling the intricacies of angiogenesis orchestrated by the
tumor microenvironment. Cancer Treatment Reviews, 127,
102749. https://doi.org/10.1016/j.ctrv.2024.102749

63. Siddhartha, R., Garg, M. (2023). Interplay between extracellular
matrix remodeling and angiogenesis in tumor ecosystem.
Molecular Cancer Therapeutics, 22(3), 291–305. https://doi.org/
10.1158/1535-7163.MCT-22-0595

64. Li, X., Jiang, E., Zhao, H., Chen, Y., Xu, Y. et al. (2022).
Glycometabolic reprogramming-mediated proangiogenic
phenotype enhancement of cancer-associated fibroblasts in oral
squamous cell carcinoma: Role of PGC-1α/PFKFB3 axis.
British Journal of Cancer, 127(3), 449–461. https://doi.org/10.
1038/s41416-022-01818-2

CANCER-ASSOCIATED FIBROBLASTS IN OSTEOSARCOMA 1101

https://doi.org/10.1038/s41467-018-07582-3
https://doi.org/10.1038/s41467-018-07582-3
https://doi.org/10.1016/j.ccell.2018.01.011
https://doi.org/10.1158/1078-0432.CCR-20-4226
https://doi.org/10.1158/1078-0432.CCR-20-4226
https://doi.org/10.1016/j.gene.2024.148286
https://doi.org/10.1016/j.gene.2024.148286
https://doi.org/10.1186/s12951-024-02452-1
https://doi.org/10.1186/s12951-024-02452-1
https://doi.org/10.3389/fimmu.2021.623762
https://doi.org/10.3389/fimmu.2021.623762
https://doi.org/10.1038/s41419-019-1509-1
https://doi.org/10.1038/s41419-019-1509-1
https://doi.org/10.3390/ijms23147949
https://doi.org/10.1158/2159-8290.CD-21-1059
https://doi.org/10.1158/2159-8290.CD-21-1059
https://doi.org/10.1038/s41419-020-2434-z
https://doi.org/10.1038/s41419-020-2434-z
https://doi.org/10.1186/s12916-024-03319-w
https://doi.org/10.1186/s12916-024-03319-w
https://doi.org/10.1016/j.carbpol.2024.122363
https://doi.org/10.1038/s41419-024-06730-6
https://doi.org/10.1038/s41419-024-06730-6
https://doi.org/10.1016/bs.ircmb.2020.06.002
https://doi.org/10.1016/bs.ircmb.2020.06.002
https://doi.org/10.1038/s41580-023-00682-z
https://doi.org/10.1038/s41580-023-00682-z
https://doi.org/10.1111/cns.14802
https://doi.org/10.3727/096504018x15336368805108
https://doi.org/10.3727/096504018x15336368805108
https://doi.org/10.1016/j.cell.2018.01.009
https://doi.org/10.1158/0008-5472.CAN-11-3567
https://doi.org/10.1158/0008-5472.CAN-11-3567
https://doi.org/10.7150/thno.25541
https://doi.org/10.7150/thno.25541
https://doi.org/10.1080/21655979.2021.2005220
https://doi.org/10.1080/21655979.2021.2005220
https://doi.org/10.3390/ijms24098401
https://doi.org/10.1016/j.ctrv.2024.102749
https://doi.org/10.1158/1535-7163.MCT-22-0595
https://doi.org/10.1158/1535-7163.MCT-22-0595
https://doi.org/10.1038/s41416-022-01818-2
https://doi.org/10.1038/s41416-022-01818-2


65. Orimo, A., Gupta, P. B., Sgroi, D. C., Arenzana-Seisdedos, F.,
Delaunay, T. et al. (2005). Stromal fibroblasts present in
invasive human breast carcinomas promote tumor growth and
angiogenesis through elevated SDF-1/CXCL12 secretion. Cell,
121(3), 335–348. https://doi.org/10.1016/j.cell.2005.02.034

66. Bu, L., Yonemura, A., Yasuda-Yoshihara, N., Uchihara, T.,
Ismagulov, G. et al. (2022). Tumor microenvironmental 15-
PGDH depletion promotes fibrotic tumor formation and
angiogenesis in pancreatic cancer. Cancer Science, 113(10),
3579–3592. https://doi.org/10.1111/cas.15495

67. Zhou, J., Lan, F., Liu, M., Wang, F., Ning, X. et al. (2024).
Hypoxia inducible factor-1a as a potential therapeutic target
for osteosarcoma metastasis. Frontiers in pharmacology, 15,
1350187. https://doi.org/10.3389/fphar.2024.1350187

68. Magar, A. G., Morya, V. K., Kwak, M. K., Oh, J. U., Noh, K. C.
(2024). A molecular perspective on hif-1alpha and angiogenic
stimulator networks and their role in solid tumors: An update.
International Journal of Molecular Sciences, 25(6), 3313. https://
doi.org/10.3390/ijms25063313

69. Zeng, C., Wen, M., Liu, X. (2018). Fibroblast activation protein in
osteosarcoma cells promotes angiogenesis via AKT and ERK
signaling pathways. Oncology Letters, 15(4), 6029–6035. https://
doi.org/10.3892/ol.2018.8027

70. Salvatore, V., Teti, G., Bolzani, S., Focaroli, S., Durante, S. et al.
(2014). Simulating tumor microenvironment: Changes in
protein expression in an in vitro co-culture system. Cancer Cell
International, 14(1), 40. https://doi.org/10.1186/1475-2867-14-40

71. Mao, X., Xu, J., Wang, W., Liang, C., Hua, J. et al. (2021).
Crosstalk between cancer-associated fibroblasts and immune
cells in the tumor microenvironment: New findings and future
perspectives. Molecular Cancer, 20(1), 131. https://doi.org/10.
1186/s12943-021-01428-1

72. Zhang, A., Qian, Y., Ye, Z., Chen, H., Xie, H. et al. (2017).
Cancer-associated fibroblasts promote M2 polarization of
macrophages in pancreatic ductal adenocarcinoma. Cancer
Medicine, 6(2), 463–470. https://doi.org/10.1002/cam4.993

73. Lin, S. C., Liao, Y. C., Chen, P. M., Yang, Y. Y., Wang, Y. H. et al.
(2022). Periostin promotes ovarian cancer metastasis by
enhancing M2 macrophages and cancer-associated fibroblasts
via integrin-mediated NF-κB and TGF-β2 signaling. Journal of
Biomedical Science, 29(1), 109. https://doi.org/10.1186/s12929-
022-00888-x

74. Salmon, H., Franciszkiewicz, K., Damotte, D., Dieu-Nosjean, M.
C., Validire, P. et al. (2012). Matrix architecture defines the
preferential localization and migration of T cells into the
stroma of human lung tumors. Journal of Clinical
Investigation, 122(3), 899–910. https://doi.org/10.1172/JCI45817

75. Lakins, M. A., Ghorani, E., Munir, H., Martins, C. P., Shields, J.
D. (2018). Cancer-associated fibroblasts induce antigen-specific
deletion of CD8+ T cells to protect tumour cells. Nature
Communications, 9(1), 948. https://doi.org/10.1038/s41467-
018-03347-0

76. Mariathasan, S., Turley, S. J., Nickles, D., Castiglioni, A., Yuen, K.
et al. (2018). TGFβ attenuates tumour response to PD-L1
blockade by contributing to exclusion of T cells. Nature,
554(7693), 544–548. https://doi.org/10.1038/nature25501

77. Rodriguez, A. B., Peske, J. D., Woods, A. N., Leick, K. M.,
Mauldin, I. S. et al. (2021). Immune mechanisms orchestrate
tertiary lymphoid structures in tumors via cancer-associated
fibroblasts. Cell Reports, 36(3), 109422. https://doi.org/10.1016/
j.celrep.2021.109422

78. Schulte, J., Weidig, M., Balzer, P., Richter, P., Franz, M. et al.
(2012). Expression of the E-cadherin repressors Snail, Slug and
Zeb1 in urothelial carcinoma of the urinary bladder: Relation
to stromal fibroblast activation and invasive behaviour of
carcinoma cells. Histochemistry and Cell Biology, 138(6), 847–
860. https://doi.org/10.1007/s00418-012-0998-0

79. Younes, A., Berdeja, J. G., Patel, M. R., Flinn, I., Gerecitano, J. F.
et al. (2016). Safety, tolerability, and preliminary activity of
CUDC-907, a first-in-class, oral, dual inhibitor of HDAC and
PI3K, in patients with relapsed or refractory lymphoma or
multiple myeloma: An open-label, dose-escalation, phase 1
trial. The Lancet Oncology, 17(5), 622–631. https://doi.org/10.
1016/S1470-2045(15)00584-7

80. Rhim, A. D., Oberstein, P. E., Thomas, D. H., Mirek, E. T.,
Palermo, C. F. et al. (2014). Stromal elements act to restrain,
rather than support, pancreatic ductal adenocarcinoma. Cancer
Cell, 25(6), 735–747. https://doi.org/10.1016/j.ccr.2014.04.021

81. Mizutani, Y., Iida, T., Ohno, E., Ishikawa, T., Kinoshita, F. et al.
(2022). Safety and efficacy of MIKE-1 in patients with advanced
pancreatic cancer: A study protocol for an open-label phase I/II
investigator-initiated clinical trial based on a drug repositioning
approach that reprograms the tumour stroma. BMC Cancer,
22(1), 205. https://doi.org/10.1186/s12885-022-09272-2

82. Ferrer-Mayorga, G., Gomez-Lopez, G., Barbachano, A.,
Fernandez-Barral, A., Pena, C. et al. (2017). Vitamin D
receptor expression and associated gene signature in tumour
stromal fibroblasts predict clinical outcome in colorectal
cancer. Gut, 66(8), 1449–1462. https://doi.org/10.1136/gutjnl-
2015-310977

83. Wang, H., Chen, Y., Wei, R., Zhang, J., Zhu, J. et al. (2024).
Synergistic chemoimmunotherapy augmentation via sequential
nanocomposite hydrogel-mediated reprogramming of cancer-
associated fibroblasts in osteosarcoma. Advanced Materials,
36(15), e2309591. https://doi.org/10.1002/adma.202309591

84. Hu, J., Lazar, A. J., Ingram, D., Wang, W. L., Zhang, W. et al.
(2024). Cell membrane-anchored and tumor-targeted IL-12 T-
cell therapy destroys cancer-associated fibroblasts and disrupts
extracellular matrix in heterogenous osteosarcoma xenograft
models. Journal for Immunotherapy of Cancer, 12(1), e006991.
https://doi.org/10.1136/jitc-2023-006991

85. Chen, I. X., Chauhan, V. P., Posada, J., Ng, M. R., Wu, M. W.
et al. (2019). Blocking CXCR4 alleviates desmoplasia, increases
T-lymphocyte infiltration, and improves immunotherapy in
metastatic breast cancer. Proceedings of the National Academy
of Sciences, 116(10), 4558–4566. https://doi.org/10.1073/pnas.
1815515116

86. Steele, N. G., Biffi, G., Kemp, S. B., Zhang, Y., Drouillard, D. et al.
(2021). Inhibition of hedgehog signaling alters fibroblast
composition in pancreatic cancer. Clinical Cancer Research, 27(7),
2023–2037. https://doi.org/10.1158/1078-0432.CCR-20-3715

87. Feng, L., Xiao, G. (2022). Imaging characteristics of gallium-68
labeled fibroblast activation protein inhibitor-positron emission
tomography/magnetic resonance imaging in liver fibrosis and
liver tumor. Chinese Journal of Bases and Clinics in General
Surgery, 29(5), 607–612 (In Chinese). https://doi.org/10.7507/
1007-9424.202110120

88. Qin, C., Shao, F., Gai, Y., Liu, Q., Ruan, W. et al. (2022). 68Ga-
DOTA-FAPI-04 PET/MR in the evaluation of gastric
carcinomas: Comparison with 18F-FDG PET/CT. Journal of
Nuclear Medicine, 63(1), 81–88. https://doi.org/10.2967/
jnumed.120.258467

1102 LIWEN FENG et al.

https://doi.org/10.1016/j.cell.2005.02.034
https://doi.org/10.1111/cas.15495
https://doi.org/10.3389/fphar.2024.1350187
https://doi.org/10.3390/ijms25063313
https://doi.org/10.3390/ijms25063313
https://doi.org/10.3892/ol.2018.8027
https://doi.org/10.3892/ol.2018.8027
https://doi.org/10.1186/1475-2867-14-40
https://doi.org/10.1186/s12943-021-01428-1
https://doi.org/10.1186/s12943-021-01428-1
https://doi.org/10.1002/cam4.993
https://doi.org/10.1186/s12929-022-00888-x
https://doi.org/10.1186/s12929-022-00888-x
https://doi.org/10.1172/JCI45817
https://doi.org/10.1038/s41467-018-03347-0
https://doi.org/10.1038/s41467-018-03347-0
https://doi.org/10.1038/nature25501
https://doi.org/10.1016/j.celrep.2021.109422
https://doi.org/10.1016/j.celrep.2021.109422
https://doi.org/10.1007/s00418-012-0998-0
https://doi.org/10.1016/S1470-2045(15)00584-7
https://doi.org/10.1016/S1470-2045(15)00584-7
https://doi.org/10.1016/j.ccr.2014.04.021
https://doi.org/10.1186/s12885-022-09272-2
https://doi.org/10.1136/gutjnl-2015-310977
https://doi.org/10.1136/gutjnl-2015-310977
https://doi.org/10.1002/adma.202309591
https://doi.org/10.1136/jitc-2023-006991
https://doi.org/10.1073/pnas.1815515116
https://doi.org/10.1073/pnas.1815515116
https://doi.org/10.1158/1078-0432.CCR-20-3715
https://doi.org/10.7507/1007-9424.202110120
https://doi.org/10.7507/1007-9424.202110120
https://doi.org/10.2967/jnumed.120.258467
https://doi.org/10.2967/jnumed.120.258467


89. Mukkamala, R., Carlson, D. J., Miller, N. K., Lindeman, S. D.,
Bowen, E. R. et al. (2024). Design of a fibroblast activation
protein-targeted radiopharmaceutical therapy with high tumor-
to-healthy-tissue ratios. Journal of Nuclear Medicine, 65(8),
1257–1263. https://doi.org/10.2967/jnumed.124.267756

90. Niu, W., Wang, B., Zhang, Y., Wang, C., Cao, J. et al. (2024).
Efficacy and safety evaluation of cross-reactive Fibroblast
activation protein scFv-based CAR-T cells. Frontiers in
Immunology, 15, 1433679. https://doi.org/10.3389/fimmu.2024.
1433679

91. Chen, M., Sheu, M. T., Cheng, T. L., Roffler, S. R., Lin, S. Y. et al.
(2021). A novel anti-tumor/anti-tumor-associated fibroblast/
anti-mPEG tri-specific antibody to maximize the efficacy of
mPEGylated nanomedicines against fibroblast-rich solid tumor.
Biomaterials Science, 10(1), 202–215. https://doi.org/10.1039/
d1bm01218e

92. Fang, J., Hu, B., Li, S., Zhang, C., Liu, Y. et al. (2016). A multi-
antigen vaccine in combination with an immunotoxin
targeting tumor-associated fibroblast for treating murine
melanoma. Molecular Therapy—Oncolytics, 3(Suppl 2), 16007.
https://doi.org/10.1038/mto.2016.7

93. Shahvali, S., Rahiman, N., Jaafari, M. R., Arabi, L. (2023).
Targeting fibroblast activation protein (FAP): Advances in
CAR-T cell, antibody, and vaccine in cancer immunotherapy.
Drug Delivery and Translational Research, 13(7), 2041–2056.
https://doi.org/10.1007/s13346-023-01308-9

94. Tran, E., Chinnasamy, D., Yu, Z., Morgan, R. A., Lee, C. C. et al.
(2013). Immune targeting of fibroblast activation protein triggers
recognition of multipotent bone marrow stromal cells and
cachexia. Journal of Experimental Medicine, 210(6), 1125–1135.
https://doi.org/10.1084/jem.20130110

CANCER-ASSOCIATED FIBROBLASTS IN OSTEOSARCOMA 1103

https://doi.org/10.2967/jnumed.124.267756
https://doi.org/10.3389/fimmu.2024.1433679
https://doi.org/10.3389/fimmu.2024.1433679
https://doi.org/10.1039/d1bm01218e
https://doi.org/10.1039/d1bm01218e
https://doi.org/10.1038/mto.2016.7
https://doi.org/10.1007/s13346-023-01308-9
https://doi.org/10.1084/jem.20130110

	Research progress on cancer-associated fibroblasts in osteosarcoma
	Introduction
	Origins and Phenotypes of CAFs
	CAFs in the Occurrence and Development of Osteosarcoma
	Pharmacology and Targeting Strategies of CAFs
	Summary and Outlook
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [300 300]
  /PageSize [612.000 792.000]
>> setpagedevice


