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ABSTRACT
Rheumatic diseases, a group of diseases whose etiology is still unclear, are thought to
be related to genetic and environmental factors, leading to complex pathogenesis.
Based on their multi-system involvement, the diagnosis and treatment continue to
face huge challenges. Whole-genome assays provide a distinct direction for
understanding the underlying mechanisms of such diseases. Exosomes, nano-sized
bilayer membrane vesicles secreted by cells, are mentioned as a key element in the
physiological and pathological processes of the body. These exosomes mediate
biologically active substances, such as nucleic acids, proteins, and lipids and deliver
them to cells. Notably, long non-coding RNAs (lncRNAs), a unique class of
non-coding RNAs, have been implicated in the pathogenesis of rheumatic diseases.
However, the mechanism needs to be further explored. This article provided a
comprehensive review of the findings on exosomal lncRNAs in rheumatic diseases,
including rheumatoid arthritis, osteoarthritis, systemic lupus erythematosus,
autoimmune liver diseases, primary dermatomyositis, and systemic sclerosis.
Through in-depth understanding of these lncRNAs and their involved signaling
pathways provide new theoretical supports for the diagnosis and treatment of
rheumatic diseases.
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INTRODUCTION
Exosome and lncRNAs
Exosomes, a subtype of extracellular vesicles, are formed through the double invagination
of the plasma membrane and the subsequent synthesis of intracellular multivesicular
bodies containing intraluminal vesicles (Kalluri & LeBleu, 2020). Upon fusion of these
vesicles with the cell membrane, exosomes with a diameter of 40–160 nm are secreted
through exocytosis. Exosomes are extensively distributed in vivo and can be secreted by
almost all cell types and body fluids (Zhang et al., 2020).

Exosome, being excellent carriers, exhibit low immunogenicity, and have a wide
distribution. They can be stabilized in vivo by the presence of surface-specific substances,
CD55 and CD59, for instance, enable exosomes to demonstrate superior performance
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during blood transport as nanobodies (Clayton et al., 2003). This unique feature allows
exosomes to escape capture by the mononuclear macrophage system and avoid activation
by the complement system. In addition, exosomes possess remarkable ability in
penetrating physical and biological barriers, facilitating their widespread distribution and
supporting their incorporation in artificial designs aimed at transmitting information
between cells.

Traditional exosome extraction methods have their advantages and disadvantages,
which have been summarized in Table 1 (Zhang et al., 2020; Livshits et al., 2016; Rider,
Hurwitz & Meckes, 2016; Böing et al., 2014; EV-TRACK Consortium et al., 2017; Li et al.,
2017). However, none of these methods can be efficiently and in batches clinically, and too
many impurities in the extraction process cannot be used for biomarker detection. In order
to narrow the gap with the real world, some researches try to explore new extraction
methods. A TIM4 affinity separation method for phosphatidylserine (PS), a component of
exosome membrane, was proposed (Yoshida & Hanayama, 2022). When TIM4 binds to
PS in a Ca2+-dependent manner, complete exosomes can be eluded from TIM4 beads by
adding the chelating agent ethylenediamine tetraacetic acid (EDTA). It has the advantages
of simple operation, low cost and high purity, and can be used in clinical large-scale
detection of biomarkers.

Exosomes play a crucial role in intercellular RNA transfer. Among these RNAs, long
non-coding RNAs (lncRNAs) are a class of non-coding RNAs (ncRNAs) with a length of
more than 200 nucleotides, highly conserved sequences and are widely present in the

Table 1 The traditional isolation method of exosome.

Method Advantage Disadvantage Feature References

Ultracentrifugation Widely used,
Avoiding cross
contamination

High time
consumption,
High cost,
Structural
damage,

Suitable for separations with significant
differences in sedimentation coefficients

Zhang et al. (2020), Livshits et al.
(2016)

Density gradient
centrifugation

High purity High cost Using in combination with
ultracentrifugation to improve the purity

Zhang et al. (2020), Livshits et al.
(2016)

Polymer precipitation Low cost Low purity Using reagents to reduce solubility in the
centrifuged state

Zhang et al. (2020), Rider, Hurwitz &
Meckes (2016)

Size-exclusion
chromatography

Complete tructure,
simple operation,
fast speed

Low purity Using different molecular sizes to screen
small molecules into the gel pores for
elution separation

Zhang et al. (2020), Böing et al. (2014)

Ultrafiltration Low cost,
High enrichment
efficiency,
Complete activity

Low purity Screening with ultrafiltration membranes Zhang et al. (2020), EV-TRACK
Consortium et al. (2017)

Immunoaffinity
chromatography

Strong specificity,
High sensitivity,
High purity,
High yield,
Low sample
requirements

Harsh storage
condition

Antigen-antibody specific binding to
achieve separation

Zhang et al. (2020), Li et al. (2017)
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nucleus or cytoplasm. With the advancements in high-throughput sequencing, mass
spectrometry, and bioinformatics, numerous lncRNAs have been discovered to have
significant involvement in the epigenetic regulation of transcription, post-transcription,
translation, post-translation, and epigenetic modification. These lncRNAs are widely
involved in biological processes under physiological and pathological regulation in vivo,
such as cell proliferation, apoptosis, differentiation, autophagy, development, and aging
(Engreitz et al., 2016; Liu, Qian & Cao, 2016; Gao et al., 2018). Besides, in recent years,
extensive studies have been conducted on exosomal lncRNAs, revealing their involvement
in abnormal replication of tumor cells and the expression of genes. Owing to the
remarkable stability of exosomes, the potential of utilizing exosome-mediated transport of
special lncRNAs are proposed as future therapeutic targets.

Rheumatic diseases and exosomal lncRNAs
Similar to tumors, rheumatic diseases exhibits complex pathogenesis, and their unclear
early diagnosis and ineffective treatment effect, even the drugs treatment for rheumatic
diseases were originally derived from tumor therapy. Many studies have been conducted to
determine the role of exosomes in rheumatic diseases.

Exosomes are proved that involving in the pathogenesis of rheumatoid arthritis (RA)
through intracellular lncRNAs, such as the NF-κB and Wnt signaling pathways (Ren et al.,
2023; Hou et al., 2020), thus affecting the expression imbalance of Th17/Treg cells and
leading to the damage of synovial cells. In addition to mechanistic studies, the exosomes
derived from normal stem cells have demonstrated therapeutic potential in osteoarthritis,
and they can be absorbed by the chondrocytes of osteoarthritis model mice model,
stimulate cell migration and proliferation and reduce chondrocyte apoptosis (Zhu et al.,
2017). Owing to the excellent performance of lncRNAs in regulating gene expression,
many studies have been devoted to investigating whether lncRNAs are involved in the
physiological and pathological processes of rheumatic diseases. In systemic lupus
erythematosus, the lncRNA TUG1 acts as a protective gene by inhibiting the NF-κB
pathway, thereby delaying the progression of lupus nephritis (Cao et al., 2020). TMEVPG1
is positively correlated with disease activity marker in patients with Sjögren’s syndrome,
including the number of CD4+ T cells, anti-SSA antibodies, erythrocyte sedimentation rate
(ESR), total IgG amount, and Th1 cell ratio (Wang et al., 2016).

Due to the wide range of exosome sources and the fact that lncRNAs can participate in
multiple pathways, the role of exosomal lncRNAs in vivo is complicated. LncRNA NEAT1
carried by exosomes derived from human umbilical vein endothelial cells can induce M2-
type polarization of macrophages and alleviate joint inflammation (Chen et al., 2023).
Another study on the exosome LncRNA NEAT1 showed that it regulates the intestinal
epithelial barrier and macrophage polarization promotes the inflammatory response in
inflammatory bowel disease (Liu et al., 2018b). In addition, in rheumatoid arthritis, the
exosome LncRNA NEAT1 can also promote the proliferation of CD4+ T cells and the
differentiation of Th17 cells through the WNT signaling pathway, and aggravate the
occurrence of bone destruction (Liu et al., 2021). In conclusion, the same exosome lncRNA
can affect different cells by acting on different pathways, but it can lead to a variety of

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 3/22

http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


rheumatic diseases. In order to further determine the role of a specific cell, some studies
have resorted to special materials such as hydrogels to achieve targeted therapy (Zhu et al.,
2022). But these studies have not been confirmed on a large scale and have not yet been
used clinically.

Therefore, both exosomes and lncRNAs are closely related to the future development of
rheumatic diseases. In this article, we summarized the recently discovered research results
on the relationship between exosomal lncRNAs and rheumatoid arthritis, osteoarthritis,
autoimmune liver disease, primary dermatomyositis, and systemic sclerosis in Table 2, and
plotted the pathways involved in these lncRNAs in different cells and the processes
affecting micRNAs and target genes in Fig. 1. We hope this article will help to explore the
complex pathogenesis of related diseases and find new diagnostic markers and therapeutic
targets.

SURVEY METHODOLOGY
We searched PubMed, the Web of Science, Embase, and Cochrane by the searching the
following: “exosome”, “lncRNA”, “rheumatoid arthritis/osteoarthritis/systemic lupus
erythematosus/primary biliary cholangitis/dermatomyositis/systemic sclerosis” are
searched in combination with the subject title or its free term respectively (the specific
searching strategies can be found in the supplemental searching strategies).

RA and exosomal lncRNA
RA is a general autoimmune disease that affects multiple systems and is common in
middle-aged and elderly female patients. It is characterized by synovitis and irreversible
joint damage and mainly manifests as redness, swelling, heat, and pain in the facet joints
with stiffness in the morning and with or without multisystem damage (Wu et al., 2022b).
This joint injury is mainly caused by the interaction of T cells, B cells, neutrophils,
fibroblast synoviocytes and osteoclasts, producing antibodies to attack themselves and
activating the immune pathway (van Delft & Huizinga, 2020). Since this damage to oneself
can persist without interference and the body will not heal itself, diagnosis and treatment
are particularly important for rheumatoid arthritis. In patients with RA, the synovial
tissues are characterized by the presence of fibroblast-like synovial cells (FLSs), which
produce excessive amounts of cytokines, leading to persistent inflammation and
irreversible damage to the joint structure (Jay, Britt & Cha, 2000). Researchers aimed to
restore the homeostasis of the affected joint synovium by targeting such cells. Similarly, in
the related studies of exosomal lncRNA, FLSs are often selected as research subjects,
hoping to explore the possibility of diagnosis and treatment in RA by finding special
lncRNA derived from or acting on FLSs.

Exosomal lncRNA TRAFD1-4:1 derived from FLSs can degrade the chondrocyte
matrix, affect the migration of chondrocytes, and cause irreversible damage to the joints
(Ren et al., 2023). CXCL-1 promotes the development of joint inflammation in RA by
releasing inflammatory factors such as IL-6 and IL-17 (Hou et al., 2020; Kuwabara et al.,
2017). In Ren et al. (2023), TRAFD1-4:1 was found as a highly expressed non-coding gene
in RA, which affected the expression of the target gene CXCL-1 by inhibiting miR-27a-3p,
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Table 2 Current studies of exosomal lncRNAs in rheumatic diseases.

Disease Official symbol Origin Effection Expression Related gene or signaling pathways References

RA TRAFD1-4:1 FLS Chondrocyte Up-regulated miR-27a-3p/CXCL1 Ren et al. (2023)

RA NEAT1 PBMC FLS Up-regulated miR-23a/MDM2/SIRT6/NF-κB
signaling pathway

Rao et al. (2020)

RA NEAT1 Serum Tcell Up-regulated miR-144-3p/ROCK2/Wnt-β-catenin
signaling pathway

Liu et al. (2021)

RA Hotair Plasma Synoviocyte,
osteoclast

Up-regulated MMP-2/MMP-13 Song et al. (2015)

RA HAND2-AS1 MSC FLS, MH7A Up-regulated miR-143-3p/TNFAIP3/NF-κB
signaling pathway

Su et al. (2021)

RA HOTTIP FLS Tcell Up-regulated miR-1908-5p/STAT3/ JAK2-STAT3
signaling pathway

Yao et al. (2021)

OA LYRM4-AS1 BMSC Chondrocyte Down-regulated GRPR/miR-6515-5p Wang et al. (2021)

OA NEAT1 BMSC Chondrocyte — miR-122-5p/SESN2/NRF2 Zhang & Jin (2022)

OA MEG-3 BMSC Chondrocyte Down-regulated —— Jin et al. (2021)

OA OANCT Macrophage Chondrocyte Up-regulated PI3K/AKT/mTOR signaling pathway Lv et al. (2022)

OA H19 FLS Chondrocyte Down-regulated miR-106b-5p/TIMP2 Tan, Wang & Yuan (2020)

OA KLF3-AS1 MSC Chondrocyte Down-regulated miR-206/GIT1 Liu et al. (2018a)

OA PVT1 Serum Chondrocyte Up-regulated miR-93-5p/HMGB1/ Toll-like
receptor 4/NF-κB signaling pathway

Meng et al. (2020)

OA HULC Chondrocyte Chondrocyte Up-regulated miR-372-3p/GSK signaling pathway Song et al. (2017)

OA 196 differential
lncRNAs

Seynovial
fluid

— 52 up-regulated,
144 down-
regulated

PI3K/AKT signaling pathway,
autophagy pathway

Wu et al. (2022a)

OA PCGEM1 Synovial fluid — Up-regulated —— Zhao & Xu (2018)

LN LINC01015 Plasma — Up-regulated —— Flores-Chova et al. (2023)

LN LINC01986 Plasma — Up-regulated —— Flores-Chova et al. (2023)

LN AC087257.1 Plasma — Up-regulated —— Flores-Chova et al. (2023)

LN AC022596.1 Plasma — Up-regulated Flores-Chova et al. (2023)

PBC/
PSC

H19 Cholangiocyte Macrophage Up-regulated CCL-2/CCR-2 signaling pathway Li et al. (2018), Liu et al.
(2019), Li et al. (2020a)

pDM ENST00000584157.1 Plasma HSkMC Up-regulated Autophagy pathway Li et al. (2022)

pDM ENST00000523380.1 Plasma HSkMC Down-regulated Autophagy pathway Li et al. (2022)

pDM ENST00000560054.1 Plasma HSkMC Down-regulated Autophagy pathway Li et al. (2022)

SSc 192 differential
lncRNAs

Plasma — 53 up-regulated,
139 down-
regulated

Bcell receptor signaling pathway,etc Sun et al. (2023)

SSc 281 differential
lncRNAs

Neutrophil — 119 up-
regulated,
162 down-
regulated

Wnt, AMPK, IL-23,
NOTCH pathways

Li et al. (2020b)

Note:
RA, rheumatoid arthritis; OA, osteoarthritis; LN, lupus nephritis; erythematosus; PBC, primary biliary cholangitis; PSC, primary sclerosing cholangitis; pDM, primary
dermatomyositis; SSc, systemic sclerosis; FLSs, fibroblast-like synoviocytes; PBMC, peripheral blood mononuclear cell; MH7A, a kind of synovial cell; MSC, mesenchymal
stem cell; BMSC, human bone marrow mesenchymal stem cell; HSkMC, human skeletal muscle myoblasts cell.
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accelerated the degradation of chondrocyte matrix in joints, and inhibited cartilage to play
a joint-protective role.

The exosomal lncRNA NEAT1 has been implicated in the abnormal proliferation of
FLSs and the inflammation of the synovium by different pathway mechanisms (Rao et al.,
2020; Liu et al., 2021). The NF-κB signaling pathway is known as an important role in the
pathogenesis of RA, and p-p65 is a common indicator of the NF-κB signaling pathway
activity (Duan & Li, 2018). Rao et al. (2020) found that the exosomal NEAT1 derived from
peripheral blood mononuclear cells (PBMC) is involved in the pathogenesis of RA through
the NF-κB signaling pathway. By searching for differential lncRNAs, they found that the
NEAT1 expression was significantly higher the healthy control group. Therefore, this
lncRNA may be involved in the abnormal activation of FLSs. To further explore the role of
NEAT1 in FLSs, they used bioinformatics software to analyze miR-23a and SIRT6.

Figure 1 Intercellular transfer and function of exosomal lncRNAs. In rheumatic diseases, exosomes from different donor cells act on different
recipient cells by releasing lncRNAs. LncRNAs from donor cells influence mRNA expression in recipient cells by regulating various pathways.
In diverse receptor cells, the same lncRNA can play different roles. At the same time, lncRNAs can also cooperatively regulate micRNAs in recipient
cells. The legend representation of different types of cells and RNAs is shown in the upper right corner of the figure.

Full-size DOI: 10.7717/peerj.16434/fig-1
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As downstream genes of NEAT1, these two had a synergistic effect on the pathogenesis
of RA through the NF-κB signaling pathway. Meanwhile, they assessed the cell viability of
FLSs and the content of inflammatory factors (IL-6, IL-1β, and TNF-a) and p-p65 in
serum and found that the levels of the above indexes in the plasma of patients were all
increased compared with those of the control group. In addition to human fibroblasts, they
injected NEAT1-loaded exosomes in a mice model of RA and found the same result. This
further supported their conclusion that the exosomal NEAT1 derived from PBMC may
participate in the pathogenesis of RA and could potentially serve as a diagnostic marker in
the future.

Exosomal lncRNA Hotair has been implicated in the process of bone destruction in RA
(Song et al., 2015). Its high expression could be detected in the peripheral blood of patients
with RA. Experiments revealed that it could promote the activity of osteoclasts and activate
MMP-2 and MMP-13 in synovial cells. The combined effects of Hotair on osteoclast
activity and MMP activation synergistically contribute to joint damage and irreversible
bone destruction. Thus, Hotair may also become a marker for disease diagnosis in the
coming times.

In addition to causing inflammation and bone destruction in diseases, exosomal
lncRNAs can exert a protective role. Exosomal lncRNA HAND2-AS1 has been found to
inhibit the excessive proliferation of fibroblasts in RA patients through the NF-κB pathway
and reduce the release of pro-inflammatory factors IL-6 and TNF-a, thereby preventing
the progression of synovitis (Su et al., 2021). Further investigation into downstream
regulatory genes and target genes revealed that HAND2-AS1 promotes the expression of
TNFAIP3 and inhibits the regulation of miR-143-3p leading to the excessive proliferation
and migration of FLSs through the miR-143-3p/TNFAIP3 axis. Moreover, HAND2-AS1
promotes the apoptosis of hyperproliferative cells, which reduces the release of
inflammatory factors and allows the synovial environment to regain homeostasis. These
findings open new possibilities for targeted management of the disease, offering potential
therapeutic avenues for treatment.

The competitive endogenous RNA (ceRNA) network serves as a connection between
coding RNA and non-coding RNA (such as microRNA, lncRNA, and siRNA, etc.) and this
network enables the interaction and communication between these RNAs, leading to the
enrichment of biological pathways, providing a possibility to explore the biological
signaling pathways involving these genes (Qi et al., 2015). To note, it is common that a
single gene in a disease can be involved in different signaling pathways. Through
bioinformatics analysis, it has been discovered that the collaboration of these pathways
often contributes to the occurrence of diseases. This coordination among pathways
contributes to the complexity of disease pathogenesis. NEAT1, a special non-coding RNA,
not only plays a role in the enrichment of the NF-κB signaling pathway, but also affects the
proliferation and differentiation of T cells through the Wnt/β-catenin signaling pathway,
contributing to the RA pathogenesis.

The Wnt/β-catenin signaling pathway plays an crucial role in various processes, such as
kidney injury and repair and tumor progression (Schunk et al., 2021; Bian et al., 2020).
More recently, IL-35, an anti-inflammatory cytokine from the IL-12 cytokine family, has
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been found to stimulate the differentiation of osteoblasts through the Wnt/β-catenin
signaling pathway and inhibit bone loss in patients with RA (Li et al., 2019). This suggests
that genes enriched in the Wnt/β-catenin signaling pathway may also be involved in the
pathogenesis of RA. Based on this point, Liu et al. (2021) found that NEAT1 promotes the
proliferation, hyper-differentiation, and migration of T17 cells by the Wnt signaling
pathway, causing the imbalance of Th17/Treg cells. This imbalance has a profound impact
on the pathogenesis of RA.

The imbalance of CD4+ T lymphocyte subsets plays a key role in RA. Th17 cells
promote inflammation, while Treg cells counteract the effects of Th17 cells, maintaining
immune system homeostasis (Niu et al., 2012). Yao et al. (2021) conducted a study using a
self-built RA mouse model and observed the number of exosomal LncRNA HOTTIP
derived from synovial fibroblasts (RASFs) was higher than that in normal mice. They also
noted differences in the number of T cells in the spleen tissues of the these mice.
To determine which pathway is responsible for HOTTIP production and how the number
of T cells is changed, they examined the downstream genes miR-1908-5p and STAT3 and
found that these genes were jointly enriched in the JAK2-STAT3 signaling pathway.
In vitro experiments involving the addition of HOTTIP to the CD4+ T cell population
demonstrated a significant increase in Th17 cells a concomitant decrease in Treg cell
proportions. This imbalance of Th17/Treg cells stimulated the production of a large
number of pro-inflammatory factors, leading to synovial tissue damage. Based on these
findings, HOTTIP plays a harmful role in RA, and inhibiting its regulation of CD4+ T
lymphocyte subsets can prevent the aggravation of joint damage.

In summary, the comprehensive investigations discussed in this review have
substantiated the significance of exosomal lncRNAs in the occurrence of RA. The stable
expression of exosomes in the blood increases the diversity of laboratory diagnoses of the
disease, and genes with protective effects bring new hope to the patients.

Osteoarthritis (OA) and exosomal lncRNA
OA is another common disease in rheumatology. Compared with RA, OA is not an
autoimmune disease, but a degenerative disease related to age, obesity, injury, and
congenital deformity (Grässel & Muschter, 2020). Clinically, OA often presents as pain and
injury in large joints and weight-bearing joints. It can also affect small joints, particularly
the distal interphalangeal joints, which distinguishes it from RA. The damage of
chondrocytes, the formation of osteophytes, and the imbalance between extracellular
matrix synthesis and catabolism are key factors contributing to progressive destruction of
articular cartilage and cartilage loss, which are considered as the initial conditions and
progression factors leading to the occurrence of OA (Guilak et al., 2018; Fellows, Matta &
Mobasheri, 2016). Currently, the diagnosis of OA remains exclusive, lacking a universally
recognized specific antibody or targeted drug for treatment. By reviewing the literatures in
recent years, it is found that some studies have been committed to finding breakthroughs
in the treatment and diagnosis of OA from exosome lncRNAs. Moreover, marrow
mesenchymal stem cells (BMSCs), chondrocytes, macrophages, synovial cells were
associated with these exosomal lncRNAs.
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As multifunctional cells, BMSCs possess the remarkable ability to self-replicate and
differentiate into various cell lineages. The differentiated cells have the capacity to regulate
the immune system and counteract non-specific inflammation, making them valuable in
the treatment of various diseases (Chu et al., 2020; Neri, 2019). Exosomes derived from
BMSCs can reduce the damage of chondrocytes and inhibit the formation of new
osteophytes by regulating the phenotypic transformation of macrophages, preventing the
onset of OA (Zhang et al., 2020). Furthermore, certain exosomal lncRNAs have exhibited
regulatory effects on chondrocytes.

In an in vitro chondrocyte injury model, Wang et al. (2021) investigated the regulatory
role of exosomal LncRNA LYRM4-AS1 in IL-1β-induced chondrocyte apoptosis through
the LYRM4-AS1/miR-6515-5p/GRPR axis. Subsequently, they then injected the exosomes
into the model mice and found that the content of extracellular matrix protein and its
effect on protecting chondrocytes were increased compared with those before injection,
while the content of MMP-13 and its effect on degrading cartilage was decreased.
Therefore, the exosomes derived from BMSCs had a certain protective effect on
chondrocytes. Moreover, they performed a qRT-PCR analysis in exosome-injected
chondrocytes and determined that LYRM4-AS1 counteracted the detrimental effects of
IL-1β on chondrocytes in vitro. The therapeutic impact of GRPR was observed in reversing
the effects of LYRM4-AS1,, and miR-6515-5p influenced the beneficial effect of
LYRM4-AS1.

Zhang & Jin (2022) found that exosomal LncRNA NEAT1, also from BMSCs, acted on
chondrocytes through exosome transport and inhibited the expression of miR-122-5p.
Moreover, NEAT1 protects joints by inhibiting chondrocyte apoptosis in OA by regulating
the miR-122-5p/SESN2/NRF2 axis in vivo.

In another study, exosomal lncRNA MEG-3 was shown to treat mouse chondrocytes
and inhibit apoptosis (Jin et al., 2021). The researchers knocked out MEG-3 in
chondrocytes induced by IL-1β and found that the intensity of β-gal staining used to
evaluate chondrocyte senescence was decreased. In addition, the number of chondrocytes
in the culture medium increased compared to the before apoptosis state. Therefore,
MEG-3 can regulate the apoptosis of chondrocytes, and providing strong evidence for its
potential in the treatment of OA by stem cells.

Among numerous inflammatory diseases, M1 type macrophage is a significant class of
recognized cells with functions involved in multiple inflammatory pathways. Lv et al.
(2022) identified a previously undiscovered lncRNA with high expression through
high-throughput sequencing and named it OANCT which enriched in PI3K/AKT/mTOR
pathway. The expression level of OANCT was positively correlated with K-L stage in OA
patients. Moreover, OANCT can be secreted by damaged chondrocytes in OA model rats
and further aggravate joint inflammation by promoting macrophages to M1 type
polarization.

Apart from chondrocytes, synovial cells are also involved in OA (Pan et al., 2017).
In their research on the relationship between synovitis and chondrocytes, Tan, Wang &
Yuan (2020) found that the lncRNA H19 in exosomes derived from FLSs protected
damaged chondrocytes from apoptosis. In addition, overexpressed H19 exosomes reversed
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IL-1β-induced damage to chondrocytes, offering another possibility for the future OA
treatment.

Besides the above exosomal lncRNAs, KLF3-AS1 derived from BMSCs has been shown
to promote chondrocyte proliferation and inhibit apoptosis through the KLF3-AS1/
miR-206/GIT1 axis in both human and mouse chondrocytes and further suppresses the
destruction of cartilage (Liu et al., 2018a). PVT1 could act on miR-93-5p through sponge
action and regulate the HMGB1/Toll-like receptor 4/NF-κB pathway, inhibiting the
expression of PVT1 and alleviating the progression of OA (Meng et al., 2020). Through
high-throughput sequencing, nine exosomal lncRNAs identified to exhibit differences
between patients with osteoarthritis and healthy individuals. Among them, HULC has
been confirmed to contribute to chondrocyte apoptosis and participate in the GSK
signaling pathway, which may be closely related to the pathogenesis of OA (Song et al.,
2017). Another high-throughput sequencing detected differential ncRNAs in articular
fluid, including 196 lncRNAs, which were found to be enriched in PI3K/Akt and
autophagy pathway through analysis of ceRNA network (Wu et al., 2022a).

Other than that, another study compared the special exosomes in synovitis in patients
with early and advanced OA through differential analysis, qRT-PCR validation, and ROC
curve and found that lncRNA PCGEM1 may become the basis for early diagnosis (Zhao &
Xu, 2018). Taken together, all these findings on lncRNAs provide a new cornerstone for the
specific diagnosis of OA in the future and enrich the existing treatment methods.

Systemic lupus erythematosus (SLE) and exosomal lncRNA
SLE is a disease involving multiple organs and systems of the whole body. Its pathological
basis is mainly vasculitis in the affected tissues, accompanied by abnormal inflammatory
cell infiltration, immune complex deposition in the affected organs, etc. The pathogenesis
is related to sex hormones, epigenetics, environmental factors, infection and many other
factors (Tian et al., 2023).

According to the latest epidemiological statistics in 2023, the global incidence of this
disease is about 5.14 per 100,000 people, and the number of new cases can reach 400,000
people every year (Zen et al., 2023). The harm caused by infection and irreversible damage
of important organs leads to about 18.6/1,000 deaths per year (Moghaddam et al., 2021),
among which kidney involvement ranks among the top three causes of death in many
studies (Dhital et al., 2020). Clinically, lupus nephritis can be manifested in various
manifestations such as hematuria, proteinuria, cellular uria, and renal failure (Gasparotto
et al., 2020), which can be clearly diagnosed by pathological type of kidney biopsy.
At present, some studies have reported specific indicators of lupus nephritis (Chen et al.,
2018; Koutsonikoli et al., 2017), but they have not been verified by cross-regional
populations and large samples.

Flores-Chova et al. (2023) analyzed by GO annotation and KEGG pathways multiple
ncRNAs involved in inflammation, fibrosis and other pathways in lupus nephritis,
including four up-regulated exosomal lncRNAs (LINC01015, LINC01986, AC087257.1,
AC022596.1). By constructing lncRNA-miRNA networks between these four lncRNAs
and other miRNA, they searched for the target genes. Together, these target genes were
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involved in inflammatory pathways such as p53, MAPK, and Ras pathway, other signaling
pathways that regulate cell aging, stem cell pluripotency, thereby identifying a number of
potential candidate genes as targets with therapeutic significance.

Autoimmune liver diseases and exosomal lncRNA
Autoimmune liver diseases are a group of autoimmune diseases involving the liver,
including autoimmune hepatitis (AIH), primary biliary cholangitis (PBC), primary
sclerosing cholangitis (PSC), and overlap syndrome (OS). PBC and PSC are cholestatic
autoimmune diseases. In addition to liver pathology, the detection of serological specific
antibodies represented by antimitochondrial antibodies serves as an important diagnosis
criterion for these diseases. In cases where individuals exhibit high suspicion of these
diseases but test negative for the aforementioned antibodies, liver pathological
examinations remain essential. Unfortunately, the worldwide adoption of liver biopsy and
histopathology is limited due to variations in medical staff expertise and patient
preferences.

In cholestatic liver disease, the accumulation of excessive of endogenous bile acids
damages cholangiocytes, disruption of bile acid transporters and nuclear receptors, and
changes the composition of intestinal microbiota due to bile duct structure abnormalities
or abnormal bile secretion (Zhou et al., 2023). These observations indicate that,
cholangiocytes become the main target cells. With the widespread application of
high-throughput sequencing in experiments, many studies have identified the involvement
of exosome-mediated non-coding RNAs in the pathogenesis of diseases. However, only a
limited number of studies have been conducted in relation to cholestatic liver disease.
To date, research on exosomal lncRNA H19 has been relatively comprehensive and may
hold potential as a breakthrough point for future diagnosis and treatment strategies.

Li et al. (2018) conducted a study in which they examined cholangiocytes from patients
with PBC, patients with PSC, and mice. They discovered that the exosomes derived from
cholangiocytes inhibited the expression of small heterodimeric chaperone receptor (SHP)
in hepatocytes by transporting H19, thus affecting the secretion of cholesterol and bile
acids. They detected the level of exosomal H19 in the serum of patients with compensated
PSC and found significantly higher expression of H19 in patients with liver cirrhosis
compared to healthy individuals. In a mouse model of liver cirrhosis, they found that the
injection of H19 derived from severe liver damage into mildly damaged liver promoted the
progression of liver fibrosis. Interestingly, injecting the same exosomes into normal mice
did not cause liver damage, suggesting that H19 is not the initiating cause of cholestatic
liver damage but drives the progression of the entire disease.

Previous studies have revealed that hepatic stellate cells (HSCs) are essentially
macrophages and are key cells in liver fibrosis (Higashi, Friedman & Hoshida, 2017).
To explore whether cholangiocyte-derived lncRNA-H19 regulates the activation of HSCs,
Liu et al. (2019) found that exosomes derived from cholangiocytes were preferentially
absorbed by HSCs in many liver cells, indicating that exosomes can establish a
communication pathway between stellate cells. By culturing primary HSCs, they found
that the H19 carried by exosomes promoted the proliferation and differentiation of
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primary cells, leading to an up-regulation in the expression of fibrosis marker genes. This
finding proved that H19 affects HSCs and promotes liver fibrosis by activating the
proliferation and differentiation processes.

As a lncRNA, H19 exerts its effects on HSCs through a certain pathway. Li et al.’s
(2020a) continued to make a thorough inquiry into this issue and found that H19
promoted macrophage activation through the CCL-2/CCR-2 signaling pathway, resulting
in cholestatic liver injury. In the liver, the excessive accumulation of bile acids can trigger
the rapid release of various inflammatory factors, including a specific chemokine—CCL-2.
Its increase might recruit some pro-inflammatory monocytes to the site of injury, thus
forming a local inflammatory response and resulting in bile duct epithelial cell damage
(Baeck et al., 2012). Based on this, they found that the exosomal lncRNAH19 derived from
cholangiocytes stimulated the differentiation of macrophages and accelerated the
differentiation through positive feedback by promoting the release of cytokines, such as
CCL-2, TNF-a, and IL-6. The presence of CCL-2 was significantly low in H19-free mouse
macrophages, thereby highlighting its importance in the overall process. To support the
results of the in vitro experiments, they knocked out H19 and found the significantly
down-regulated CCR-2 expression and hindered macrophage differentiation in Mdr2-/-
and BDL cholestasis mouse models. This finding proved that exosomes carrying H19 could
promote liver fibrosis and thus can be used as a new diagnostic marker. When used as a
therapeutic target, this gene might delay the progression of liver fibrosis in patients with
PBC and PSC, thereby prolonging patient survival and providing support for liver
transplantation.

Primary dermatomyositis (DM) and exosomal lncRNA
DM, which is mainly classified as either primary or secondary, is a group of idiopathic
inflammatory myopathies characterized by characteristic skin lesions and heterogeneous
systemic multisystem damage (DeWane, Waldman & Lu, 2020). The pathological features
of the skin can be hyperkeratosis, epidermal atrophy, vacuolar interface dermatitis,
basement membrane thickening, and endothelial cell injury around blood vessels
composed of CD4+ lymphocytes. The pathological features of muscle may be perifascial
tissue atrophy, capillary complement deposition in muscle intima, and infiltration of
perimembranous or perivascular inflammatory cells (Tanboon & Nishino, 2019).
Secondary DM is often closely related to malignant tumors, whereas primary DM is an
autoimmune disease that is relatively easy to diagnose but difficult to treat in many
rheumatic diseases. With the emergence of the myositis-related antibody spectrum, step-
by-step progress has been made in the subtype diagnosis of DM. At present,
glucocorticoids and traditional immunosuppressants are still the main treatment regimens
for dermatomyositis. Although some case reports and small randomized controlled trials
(RCT) have proven that some cytokine inhibitors, targeted drugs acting on lymphocytes,
and drugs related to intercellular signaling pathway inhibitors have shown varying effects
in improving skin changes in DM and interstitial lung lesions, such claims lack substantial
clinical data (Kodumudi et al., 2022). Given the utility of lncRNAs in the diagnosis and
treatment of other rheumatic diseases, the value of lncRNAs in the diagnosis of DM is
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gradually being discovered. Some research teams are optimistic about utilizing these
exosomes at the diagnosis and treatment, aiming to achieve significant advancements in
the field.

Autophagy is a normal physiological process in which cells transfer cytoplasmic
contents to lysosomes through various pathways for degradation (Mizushima et al., 2008).
Although autophagy facilitates cellular recycling and energy production, it is essentially a
pathway of cellular destruction. In previous research, it has been found that autophagy is
closely related to neurodegenerative diseases, a1-antitrypsin deficiency, and some special
hereditary cardiomyopathies (Martinez-Vicente & Cuervo, 2007; Perlmutter, 2006; Terman
& Brunk, 2005). More recently, excessive activation of autophagy has been found to
disrupt skeletal muscle cells, leading to inflammatory myopathy (Cappelletti et al., 2014).
In addition, the genes involved in the autophagy pathway show potential in diagnosing
dermatomyositis (Wang, Fang & Liu, 2022). Considering this, it raises the question of
whether exosomal lncRNAs associated with autophagy also possess value in this context.

In this context, Li et al. (2022) found 452 differentially expressed lncRNAs by measuring
the whole transcriptome of peripheral blood exosomes in a small sample of patients with
DM. To investigate whether these peripheral blood lncRNAs are involved in muscle injury,
they compared these genes with a lncRNA gene pool related to muscle injury and found
nine overlapping genes. Among these, three lncRNAs (ENST00000584157.1,
ENST00000523380.1, and ENST00000560054.1) performed similar expression
characteristics, as shown in Fig. 1 and Table 2. Further analysis through KEGG pathway
analysis revealed that these genes and their target genes were co-enriched in the autophagy
pathway. Finally, they verified these results by qRT-PCR, which revealed upgraded
expression of lncRNA ENST00000584157.1 and downgraded expression of lncRNAs
ENST00000523380.1 and ENST00000560054.1, suggesting these three special lncRNAs
could regulate the autophagy of skeletal muscle myoblasts in the plasma exosomes of
patients with DM and contribute to the procession of muscle injury. Overall, these findings
pave the way for potential future investigations into exosomal lncRNAs in DM, offering
hope for improved diagnosis and treatment of this disease.

Systemic sclerosis (SSc) and exosomal lncRNA
SSc, also known as scleroderma, is a rheumatic disease with unknown etiology and high
mortality, characterized by fibrosis of the skin and internal organs, as well as vascular
lesions (Denton & Khanna, 2017). Pathological manifestations of microvascular disease
and endothelial cell dysfunction, under the influence of inflammatory cells and cytokines, a
large number of endothelial cells into myofibroblasts, resulting in different degrees of
tissue and organ damage and fibrosis (Cutolo, Soldano & Smith, 2019). Some patients
present with specific skin-related clinical manifestations before experiencing involvement
of internal, and in such cases, a diagnosis can be made by skin biopsy. However, many
patients experience internal organ involvement as the first symptom, and most of them
have poor prognoses and treatment effects. Therefore, the early clinical detection of skin
changes, specific antibodies, and gene tests have become the key to diagnosing this disease.
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Complex autoimmune responses, including innate and adaptive immunity and the
production of specific autoantibodies, are the basis of systemic sclerosis (Thoreau et al.,
2021). As an important link to innate immunity, neutrophils play a dual role in rheumatic
diseases. On one hand, they possess a protective function through phagocytosis, helping to
clear pathogens and debris. On the other hand, abnormal activation of neutrophils can
lead to the release of reactive oxygen species (ROS) and proteases outside the cell, causing
tissue damage and disrupting oxidative homeostasis (El-Benna et al., 2016). So far,
neutrophils are involved in the occurrence of a variety of rheumatic diseases. For example,
in ANCA-associated vasculitis, the excessive activation of neutrophils induces neutrophil
extracellular traps (NETs) formation, which is involved in the formation of ANCAs and
the damage of systemic small blood vessels (Söderberg & Segelmark, 2016). Neutrophils are
also associated with endothelial damage in systemic sclerosis-related blood vessels, which
can lead to vascular remodeling and inflammation (Arad et al., 2011).

Sun et al. (2023) constructed the lncRNA-miRNA-mRNA network interaction map of
exosomes in systemic sclerosis, in which a total of 192 lncRNAs with differential
expression were detected. By double luciferase reporter gene detection, it was found that
lncRNA ENST00000313807 interacted with miR-29a-3p, meanwhile miR-29a-3p
interacted with COL1A1. Correlation analysis showed that these three genes were
correlated with imaging results of systemic sclerosis lung interstitial disease, C-reactive
protein level, SCL-70 antibody titer and other clinical indicators. ROC curve analysis
showed that these genes were all significant in the diagnosis of SSc.

Li et al. (2020b) studied the miRNA and lncRNA profiles of neutrophil-derived
exosomes in the plasma of patients with diffuse scleroderma. From the genealogy, they
found 22 miRNAs and 281 lncRNAs with differential expressions that were enriched in
Wnt, AMPK, IL-23, and NOTCH signaling pathways. In the future, these special genes and
pathways may become potential diagnostic markers and therapeutic targets to enrich the
existing diagnosis and treatment strategies.

CONCLUSION
In this review, we summarized the research results of exosomal lncRNAs in some common
rheumatic diseases. In addition, we also tried to summarize the research results on
exosomal lncRNAs in other rheumatic diseases, such as polymyalgia rheumatica and
ankylosing spondylitis. So far, there is no research in these fields. However, lncRNA has
been found in these diseases; for example, lncRNA-NEF in ankylosing spondylitis has a
role in evaluating treatment effect and predicting disease recurrence (Han et al., 2022).
We will continue to follow new research development.

Although the research on exosomal lncRNAs have not been translated into results in the
field of rheumatic diseases, the future is promising. In various studies on exosomal
lncRNAs in rheumatic diseases, we can find various links in which exosomal lncRNAs with
differential expression can participate. These new findings bring us to think that by
detecting the levels of genes that are highly expressed in the body, such as the exosomal
Hotair and NEAT1 in rheumatoid arthritis, it may be possible to help clinicians better
diagnose the disease. Some research, such as exosomal PCGEM1, may fill the gap in the
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early diagnosis of rheumatic diseases. In addition, through in-depth study of the target
genes and common pathways involved in the action of these genes, it was found that the
occurrence of rheumatic diseases was caused by the abnormal activation of various
immune pathways and the release of various inflammatory factors, which also provided a
theoretical basis for our better understanding of diseases and targeted therapy of these
pathways and inflammatory factors.

In addition to having diagnostic clinical significance, the differentially expressed
low-expression genes can be discovered and used by more graduate students in the
treatment of rheumatic diseases now or in the future to break the existing traditional
treatment model. The addition of exosomes provides a good carrier for this treatment.
After all, it has a recognized high safety and high stability. In a study on the treatment of
bone tumors, MEG3 coated with modified exosomes can be efficiently diverted to tumor
cells in vivo and in vitro for the treatment of bone tumors (Huang et al., 2022).
In rheumatic diseases, we also hope that exosome lncRNAs can be used to treat rheumatic
diseases more accurately in actual clinical practice by modifying the transport of exosomes
or special materials.

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
The authors received no funding for this work.

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

Author Contributions
� Ruofei Chen conceived and designed the experiments, analyzed the data, prepared
figures and/or tables, and approved the final draft.

� Dongqing Zhou performed the experiments, analyzed the data, prepared figures and/or
tables, and approved the final draft.

� Yangfan Chen performed the experiments, analyzed the data, prepared figures and/or
tables, and approved the final draft.

� Mingwei Chen conceived and designed the experiments, authored or reviewed drafts of
the article, and approved the final draft.

� Zongwen Shuai conceived and designed the experiments, authored or reviewed drafts of
the article, and approved the final draft.

Data Availability
The following information was supplied regarding data availability:

This is a literature review.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.16434#supplemental-information.

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 15/22

http://dx.doi.org/10.7717/peerj.16434#supplemental-information
http://dx.doi.org/10.7717/peerj.16434#supplemental-information
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


REFERENCES
Arad U, Balbir-Gurman A, Doenyas-Barak K, Amit-Vazina M, Caspi D, Elkayam O. 2011.

Anti-neutrophil antibody associated vasculitis in systemic sclerosis. Seminars in Arthritis and
Rheumatism 41(2):223–229 DOI 10.1016/j.semarthrit.2010.11.001.

Baeck C, Wehr A, Karlmark KR, Heymann F, Vucur M, Gassler N, Huss S, Klussmann S,
Eulberg D, Luedde T, Trautwein C, Tacke F. 2012. Pharmacological inhibition of the
chemokine CCL2 (MCP-1) diminishes liver macrophage infiltration and steatohepatitis in
chronic hepatic injury. Gut 61(3):416–426 DOI 10.1136/gutjnl-2011-300304.

Bian J, Dannappel M, Wan C, Firestein R. 2020. Transcriptional regulation of Wnt/β-catenin
pathway in colorectal cancer. Cells 9(9):2125 DOI 10.3390/cells9092125.

Böing AN, van der Pol E, Grootemaat AE, Coumans FA, Sturk A, Nieuwland R. 2014. Single-
step isolation of extracellular vesicles by size-exclusion chromatography. Journal of Extracellular
Vesicles 3(1):170 DOI 10.3402/jev.v3.23430.

Cao HY, Li D, Wang YP, Lu HX, Sun J, Li HB. 2020. The protection of NF-κB inhibition on
kidney injury of systemic lupus erythematosus mice may be correlated with lncRNA TUG1. The
Kaohsiung Journal of Medical Sciences 36(5):354–362 DOI 10.1002/kjm2.12183.

Cappelletti C, Galbardi B, Kapetis D, Vattemi G, Guglielmi V, Tonin P, Salerno F, Morandi L,
Tomelleri G, Mantegazza R, Bernasconi P, Cappello F. 2014. Autophagy, inflammation and
innate immunity in inflammatory myopathies. PLOS ONE 9(11):e111490
DOI 10.1371/journal.pone.0111490.

Chen JY, Wang CM, Chen TD, Jan Wu YJ, Lin JC, Lu LY, Wu J. 2018. Interferon-λ3/4 genetic
variants and interferon-λ3 serum levels are biomarkers of lupus nephritis and disease activity in
Taiwanese. Arthritis Research & Therapy 20(1):193 DOI 10.1186/s13075-018-1683-z.

Chen Y, Wu Y, Guo L, Yuan S, Sun J, Zhao K, Wang J, An R. 2023. Exosomal Lnc NEAT1 from
endothelial cells promote bone regeneration by regulating macrophage polarization via DDX3X/
NLRP3 axis. Journal of Nanobiotechnology 21(1):98 DOI 10.1186/s12951-023-01855-w.

Chu D-T, Phuong TNT, Tien NLB, Tran DK, Thanh VV, Quang TL, Truong DT, Pham VH,
Ngoc VTN, Chu-Dinh T, Kushekhar K. 2020. An update on the progress of isolation, culture,
storage, and clinical application of human bone marrow mesenchymal stem/stromal cells.
International Journal of Molecular Sciences 21(3):708 DOI 10.3390/ijms21030708.

Clayton A, Harris CL, Court J, Mason MD, Morgan BP. 2003. Antigen-presenting cell exosomes
are protected from complement-mediated lysis by expression of CD55 and CD59. European
Journal of Immunology 33(2):522–531 DOI 10.1002/immu.200310028.

Cutolo M, Soldano S, Smith V. 2019. Pathophysiology of systemic sclerosis: current
understanding and new insights. Expert Review of Clinical Immunology 15(7):753–764
DOI 10.1080/1744666X.2019.1614915.

Denton CP, Khanna D. 2017. Systemic sclerosis. The Lancet 390(10103):1685–1699
DOI 10.1016/S0140-6736(17)30933-9.

DeWane ME, Waldman R, Lu J. 2020. Dermatomyositis: clinical features and pathogenesis.
Journal of the American Academy of Dermatology 82(2):267–281
DOI 10.1016/j.jaad.2019.06.1309.

Dhital R, Pandey RK, Poudel DR, Oladunjoye O, Paudel P, Karmacharya P. 2020. All-cause
hospitalizations and mortality in systemic lupus erythematosus in the US: results from a national
inpatient database. Rheumatology International 40(3):393–397
DOI 10.1007/s00296-019-04484-5.

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 16/22

http://dx.doi.org/10.1016/j.semarthrit.2010.11.001
http://dx.doi.org/10.1136/gutjnl-2011-300304
http://dx.doi.org/10.3390/cells9092125
http://dx.doi.org/10.3402/jev.v3.23430
http://dx.doi.org/10.1002/kjm2.12183
http://dx.doi.org/10.1371/journal.pone.0111490
http://dx.doi.org/10.1186/s13075-018-1683-z
http://dx.doi.org/10.1186/s12951-023-01855-w
http://dx.doi.org/10.3390/ijms21030708
http://dx.doi.org/10.1002/immu.200310028
http://dx.doi.org/10.1080/1744666X.2019.1614915
http://dx.doi.org/10.1016/S0140-6736(17)30933-9
http://dx.doi.org/10.1016/j.jaad.2019.06.1309
http://dx.doi.org/10.1007/s00296-019-04484-5
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


Duan W, Li H. 2018. Combination of NF-kB targeted siRNA and methotrexate in a hybrid
nanocarrier towards the effective treatment in rheumatoid arthritis. Journal of
Nanobiotechnology 16(1):58 DOI 10.1186/s12951-018-0382-x.

El-Benna J, Hurtado-Nedelec M, Marzaioli V, Marie JC, Gougerot-Pocidalo MA, Dang PM.
2016. Priming of the neutrophil respiratory burst: role in host defense and inflammation.
Immunological Reviews 273(1):180–193 DOI 10.1111/imr.12447.

Engreitz JM, Haines JE, Perez EM, Munson G, Chen J, Kane M, McDonel PE, Guttman M,
Lander ES. 2016. Local regulation of gene expression by lncRNA promoters, transcription and
splicing. Nature 539(7629):452–455 DOI 10.1038/nature20149.

EV-TRACK Consortium, Van Deun J, Mestdagh P, Agostinis P, Akay Ö, Anand S, Anckaert J,
Martinez ZA, Baetens T, Beghein E, Bertier L, Berx G, Boere J, Boukouris S, Bremer M,
Buschmann D, Byrd JB, Casert C, Cheng L, Cmoch A, Daveloose D, De Smedt E,
Demirsoy S, Depoorter V, Dhondt B, Driedonks TA, Dudek A, Elsharawy A, Floris I,
Foers AD, Gärtner K, Garg AD, Geeurickx E, Gettemans J, Ghazavi F, Giebel B,
Kormelink TG, Hancock G, Helsmoortel H, Hill AF, Hyenne V, Kalra H, Kim D, Kowal J,
Kraemer S, Leidinger P, Leonelli C, Liang Y, Lippens L, Liu S, Lo Cicero A, Martin S,
Mathivanan S, Mathiyalagan P, Matusek T, Milani G, Monguió-Tortajada M, Mus LM,
Muth DC, Németh A, Nolte-’t Hoen EN, O’Driscoll L, Palmulli R, Pfaffl MW, Primdal-
Bengtson B, Romano E, Rousseau Q, Sahoo S, Sampaio N, Samuel M, Scicluna B, Soen B,
Steels A, Swinnen JV, Takatalo M, Thaminy S, Théry C, Tulkens J, Van Audenhove I,
van der Grein S, Van Goethem A, van Herwijnen MJ, Van Niel G, Van Roy N, Van Vliet AR,
Vandamme N, Vanhauwaert S, Vergauwen G, Verweij F, Wallaert A, Wauben M,
Witwer KW, Zonneveld MI, De Wever O, Vandesompele J, Hendrix A. 2017. EV-TRACK:
transparent reporting and centralizing knowledge in extracellular vesicle research. Nature
Methods 14(3):228–232 DOI 10.1038/nmeth.4185.

Fellows CR, Matta C, Mobasheri A. 2016. Applying proteomics to study crosstalk at the
cartilage-subchondral bone interface in osteoarthritis: current status and future directions.
EBioMedicine 11:2–4 DOI 10.1016/j.ebiom.2016.08.047.

Flores-Chova A, Martinez-Arroyo O, Riffo-Campos AL, Ortega A, Forner MJ, Cortes R. 2023.
Plasma exosomal non-coding RNA profile associated with renal damage reveals potential
therapeutic targets in lupus nephritis. International Journal of Molecular Sciences 24(8):7088
DOI 10.3390/ijms24087088.

Gao Y, Li S, Zhang Z, Yu X, Zheng J. 2018. The role of long non-coding RNAs in the pathogenesis
of RA, SLE, and SS. Frontiers in Medicine 5:193 DOI 10.3389/fmed.2018.00193.

Gasparotto M, Gatto M, Binda V, Doria A, Moroni G. 2020. Lupus nephritis: clinical
presentations and outcomes in the 21st century. Rheumatology 59(Suppl5):v39–v51
DOI 10.1093/rheumatology/keaa381.

Grässel S, Muschter D. 2020. Recent advances in the treatment of osteoarthritis. F1000Research
9:325 DOI 10.12688/f1000research.22115.1.

Guilak F, Nims RJ, Dicks A, Wu CL, Meulenbelt I. 2018. Osteoarthritis as a disease of the
cartilage pericellular matrix.Matrix Biology 71–72(1):40–50 DOI 10.1016/j.matbio.2018.05.008.

Han D, Ouyang G, Pan P, Yuan Y. 2022. Upregulated lncRNA-NEF predicts recurrence and poor
treatment outcomes of ankylosing spondylitis. Immunity, Inflammation and Disease 10(8):e627
DOI 10.1002/iid3.627.

Higashi T, Friedman SL, Hoshida Y. 2017. Hepatic stellate cells as key target in liver fibrosis.
Advanced Drug Delivery Reviews 121(Suppl. 3):27–42 DOI 10.1016/j.addr.2017.05.007.

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 17/22

http://dx.doi.org/10.1186/s12951-018-0382-x
http://dx.doi.org/10.1111/imr.12447
http://dx.doi.org/10.1038/nature20149
http://dx.doi.org/10.1038/nmeth.4185
http://dx.doi.org/10.1016/j.ebiom.2016.08.047
http://dx.doi.org/10.3390/ijms24087088
http://dx.doi.org/10.3389/fmed.2018.00193
http://dx.doi.org/10.1093/rheumatology/keaa381
http://dx.doi.org/10.12688/f1000research.22115.1
http://dx.doi.org/10.1016/j.matbio.2018.05.008
http://dx.doi.org/10.1002/iid3.627
http://dx.doi.org/10.1016/j.addr.2017.05.007
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


Hou SM, Chen PC, Lin CM, Fang ML, Chi MC, Liu JF. 2020. CXCL1 contributes to IL-6
expression in osteoarthritis and rheumatoid arthritis synovial fibroblasts by CXCR2, c-Raf,
MAPK, and AP-1 pathway. Arthritis Research & Therapy 22(1):251
DOI 10.1186/s13075-020-02331-8.

Huang X, Wu W, Jing D, Yang L, Guo H, Wang L, Zhang W, Pu F, Shao Z. 2022. Engineered
exosome as targeted lncRNA MEG3 delivery vehicles for osteosarcoma therapy. Journal of
Controlled Release 343:107–117 DOI 10.1016/j.jconrel.2022.01.026.

Jay GD, Britt DE, Cha CJ. 2000. Lubricin is a product of megakaryocyte stimulating factor gene
expression by human synovial fibroblasts. The Journal of Rheumatology 27(3):594–600.

Jin Y, XuM, Zhu H, Dong C, Ji J, Liu Y, Deng A, Gu Z. 2021. Therapeutic effects of bone marrow
mesenchymal stem cells-derived exosomes on osteoarthritis. Journal of Cellular and Molecular
Medicine 25(19):9281–9294 DOI 10.1111/jcmm.16860.

Kalluri R, LeBleu VS. 2020. The biology, function, and biomedical applications of exosomes.
Science 367(6478):eaau6977 DOI 10.1126/science.aau6977.

Kodumudi V, Bibb LA, Adalsteinsson JA, Shahriari N, Skudalski L, Santiago S, Grant-Kels JM,
Lu J. 2022. Emerging therapeutics in the management of connective tissue disease. Part II:
dermatomyositis and scleroderma. Journal of the American Academy of Dermatology
87(1):21–38 DOI 10.1016/j.jaad.2021.12.068.

Koutsonikoli A, Trachana M, Farmaki E, Tzimouli V, Pratsidou-Gertsi P, Printza N,
Garyphallos A, Galanopoulou V, Kanakoudi-Tsakalidou F, Papachristou F. 2017. Novel
biomarkers for the assessment of paediatric systemic lupus erythematosus nephritis. Clinical and
Experimental Immunology 188(1):79–85 DOI 10.1111/cei.12913.

Kuwabara T, Ishikawa F, Kondo M, Kakiuchi T. 2017. The role of IL-17 and related cytokines in
inflammatory autoimmune diseases. Mediators of Inflammation 2017(12):3908061
DOI 10.1155/2017/3908061.

Li P, Kaslan M, Lee SH, Yao J, Gao Z. 2017. Progress in exosome isolation techniques.
Theranostics 7(3):789–804 DOI 10.7150/thno.18133.

Li X, Liu R, Huang Z, Gurley EC, Wang X, Wang J, He H, Yang H, Lai G, Zhang L, Bajaj JS,
White M, Pandak WM, Hylemon PB, Zhou H. 2018. Cholangiocyte-derived exosomal long
noncoding RNA H19 promotes cholestatic liver injury in mouse and humans. Hepatology
68(2):599–615 DOI 10.1002/hep.29838.

Li X, Liu R, Wang Y, Zhu W, Zhao D, Wang X, Yang H, Gurley EC, Chen W, Hylemon PB,
Zhou H. 2020a. Cholangiocyte-derived exosomal lncRNA H19 promotes macrophage
activation and hepatic inflammation under cholestatic conditions. Cells 9(1):190
DOI 10.3390/cells9010190.

Li Y, Yuan L, Jiang S, Liu S, Xia L, Shen H, Lu J. 2019. Interleukin-35 stimulates tumor necrosis
factor-a activated osteoblasts differentiation through Wnt/β-catenin signaling pathway in
rheumatoid arthritis. International Immunopharmacology 75(12):105810
DOI 10.1016/j.intimp.2019.105810.

Li L, Zuo X, Liu D, Luo H, Zhang H, Peng Q, Wang G, Zhu H. 2022. Plasma exosomal RNAs
have potential as both clinical biomarkers and therapeutic targets of dermatomyositis.
Rheumatology 61(6):2672–2681 DOI 10.1093/rheumatology/keab753.

Li L, Zuo X, Liu D, Luo H, Zhu H. 2020b. The profiles of miRNAs and lncRNAs in peripheral
blood neutrophils exosomes of diffuse cutaneous systemic sclerosis. Journal of Dermatological
Science 98(2):88–97 DOI 10.1016/j.jdermsci.2020.02.009.

Liu R, Jiang C, Li J, Li X, Zhao L, Yun H, Xu W, Fan W, Liu Q, Dong H. 2021. Serum-derived
exosomes containing NEAT1 promote the occurrence of rheumatoid arthritis through

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 18/22

http://dx.doi.org/10.1186/s13075-020-02331-8
http://dx.doi.org/10.1016/j.jconrel.2022.01.026
http://dx.doi.org/10.1111/jcmm.16860
http://dx.doi.org/10.1126/science.aau6977
http://dx.doi.org/10.1016/j.jaad.2021.12.068
http://dx.doi.org/10.1111/cei.12913
http://dx.doi.org/10.1155/2017/3908061
http://dx.doi.org/10.7150/thno.18133
http://dx.doi.org/10.1002/hep.29838
http://dx.doi.org/10.3390/cells9010190
http://dx.doi.org/10.1016/j.intimp.2019.105810
http://dx.doi.org/10.1093/rheumatology/keab753
http://dx.doi.org/10.1016/j.jdermsci.2020.02.009
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


regulation of miR-144-3p/ROCK2 axis. Therapeutic Advances in Chronic Disease
12:2040622321991705 DOI 10.1177/2040622321991705.

Liu R, Li X, Zhu W, Wang Y, Zhao D, Wang X, Gurley EC, Liang G, Chen W, Lai G,
Pandak WM, Robert Lippman H, Bajaj JS, Hylemon PB, Zhou H. 2019. Cholangiocyte-
derived exosomal long noncoding RNA H19 promotes hepatic stellate cell activation and
cholestatic liver fibrosis. Hepatology 70(4):1317–1335 DOI 10.1002/hep.30662.

Liu Y, Lin L, Zou R, Wen C, Wang Z, Lin F. 2018a.MSC-derived exosomes promote proliferation
and inhibit apoptosis of chondrocytes via lncRNA-KLF3-AS1/miR-206/GIT1 axis in
osteoarthritis. Cell Cycle 17(21–22):2411–2422 DOI 10.1080/15384101.2018.1526603.

Liu J, Qian C, Cao X. 2016. Post-translational modification control of innate immunity. Immunity
45(1):15–30 DOI 10.1016/j.immuni.2016.06.020.

Liu R, Tang A, Wang X, Chen X, Zhao L, Xiao Z, Shen S. 2018b. Inhibition of lncRNA NEAT1
suppresses the inflammatory response in IBD by modulating the intestinal epithelial barrier and
by exosome-mediated polarization of macrophages. International Journal of Molecular Medicine
42(5):2903–2913 DOI 10.3892/ijmm.2018.3829.

Livshits MA, Khomyakova E, Evtushenko EG, Lazarev VN, Kulemin NA, Semina SE,
Generozov EV, Govorun VM. 2016. Corrigendum: isolation of exosomes by differential
centrifugation: theoretical analysis of a commonly used protocol. Scientific Reports 6(1):21447
DOI 10.1038/srep21447.

Lv G, Wang B, Li L, Li Y, Li X, He H, Kuang L. 2022. Exosomes from dysfunctional chondrocytes
affect osteoarthritis in Sprague-Dawley rats through FTO-dependent regulation of PIK3R5
mRNA stability. Bone & Joint Research 11(9):652–668
DOI 10.1302/2046-3758.119.BJR-2021-0443.R2.

Martinez-Vicente M, Cuervo AM. 2007. Autophagy and neurodegeneration: when the cleaning
crew goes on strike. The Lancet Neurology 6(4):352–361 DOI 10.1016/S1474-4422(07)70076-5.

Meng Y, Qiu S, Sun L, Zuo J. 2020. Knockdown of exosome-mediated lnc-PVT1 alleviates
lipopolysaccharide-induced osteoarthritis progression by mediating the HMGB1/TLR4/NF-κB
pathway via miR-93-5p. Molecular Medicine Reports 22(6):5313–5325
DOI 10.3892/mmr.2020.11594.

Mizushima N, Levine B, Cuervo AM, Klionsky DJ. 2008. Autophagy fights disease through
cellular self-digestion. Nature 451(7182):1069–1075 DOI 10.1038/nature06639.

Moghaddam B, Marozoff S, Li L, Sayre EC, Zubieta JAA. 2021. All-cause and cause-specific
mortality in systemic lupus erythematosus: a population-based study. Rheumatology
61(1):367–376 DOI 10.1093/rheumatology/keab362.

Neri S. 2019.Genetic stability of mesenchymal stromal cells for regenerative medicine applications:
a fundamental biosafety aspect. International Journal of Molecular Sciences 20(10):2406
DOI 10.3390/ijms20102406.

Niu Q, Cai B, Huang ZC, Shi YY, Wang LL. 2012. Disturbed Th17/Treg balance in patients with
rheumatoid arthritis. Rheumatology International 32(9):2731–2736
DOI 10.1007/s00296-011-1984-x.

Pan L, Zhang Y, Chen N, Yang L. 2017. Icariin regulates cellular functions and gene expression of
osteoarthritis patient-derived human fibroblast-like synoviocytes. International Journal of
Molecular Sciences 18(12):2656 DOI 10.3390/ijms18122656.

Perlmutter DH. 2006. The role of autophagy in alpha-1-antitrypsin deficiency: a specific cellular
response in genetic diseases associated with aggregation-prone proteins. Autophagy
2(4):258–263 DOI 10.4161/auto.2882.

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 19/22

http://dx.doi.org/10.1177/2040622321991705
http://dx.doi.org/10.1002/hep.30662
http://dx.doi.org/10.1080/15384101.2018.1526603
http://dx.doi.org/10.1016/j.immuni.2016.06.020
http://dx.doi.org/10.3892/ijmm.2018.3829
http://dx.doi.org/10.1038/srep21447
http://dx.doi.org/10.1302/2046-3758.119.BJR-2021-0443.R2
http://dx.doi.org/10.1016/S1474-4422(07)70076-5
http://dx.doi.org/10.3892/mmr.2020.11594
http://dx.doi.org/10.1038/nature06639
http://dx.doi.org/10.1093/rheumatology/keab362
http://dx.doi.org/10.3390/ijms20102406
http://dx.doi.org/10.1007/s00296-011-1984-x
http://dx.doi.org/10.3390/ijms18122656
http://dx.doi.org/10.4161/auto.2882
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


Qi X, Zhang DH,Wu N, Xiao JH, Wang X, MaW. 2015. ceRNA in cancer: possible functions and
clinical implications. Journal of Medical Genetics 52(10):710–718
DOI 10.1136/jmedgenet-2015-103334.

Rao Y, Fang Y, Tan W, Liu D, Pang Y, Wu X, Zhang C, Li G. 2020. Delivery of long non-coding
RNA NEAT1 by peripheral blood monouclear cells-derived exosomes promotes the occurrence
of rheumatoid arthritis via the MicroRNA-23a/MDM2/SIRT6 axis. Frontiers in Cell and
Developmental Biology 8:551681 DOI 10.3389/fcell.2020.551681.

Ren J, Zhang F, Zhu S, Zhang W, Hou J, He R, Wang K, Wang Z, Liang T. 2023. Exosomal long
non-coding RNA TRAFD1-4: 1 derived from fibroblast-like synoviocytes suppresses
chondrocyte proliferation and migration by degrading cartilage extracellular matrix in
rheumatoid arthritis. Experimental Cell Research 422(2):113441
DOI 10.1016/j.yexcr.2022.113441.

Rider MA, Hurwitz SN, Meckes DG Jr. 2016. ExtraPEG: a polyethylene glycol-based method for
enrichment of extracellular vesicles. Scientific Reports 6(1):23978 DOI 10.1038/srep23978.

Schunk SJ, Floege J, Fliser D, Speer T. 2021. WNT-β-catenin signalling—a versatile player in
kidney injury and repair. Nature Reviews Nephrology 17(3):172–184
DOI 10.1038/s41581-020-00343-w.

Söderberg D, Segelmark M. 2016. Neutrophil extracellular traps in ANCA-associated vasculitis.
Frontiers in Immunology 7(21):256 DOI 10.3389/fimmu.2016.00256.

Song J, Kang Y, Chun C-H, Jin E-J. 2017. Selective loading of exosomal HULC and miR-372 is
responsible for chondrocyte death during OA pathogenesis. Animal Cells and Systems
21(6):397–403 DOI 10.1080/19768354.2017.1406871.

Song J, Kim D, Han J, Kim Y, Lee M, Jin EJ. 2015. PBMC and exosome-derived Hotair is a critical
regulator and potent marker for rheumatoid arthritis. Clinical and Experimental Medicine
15(1):121–126 DOI 10.1007/s10238-013-0271-4.

Su Y, Liu Y, Ma C, Guan C, Ma X, Meng S. 2021. Mesenchymal stem cell-originated exosomal
lncRNA HAND2-AS1 impairs rheumatoid arthritis fibroblast-like synoviocyte activation
through miR-143-3p/TNFAIP3/NF-κB pathway. Journal of Orthopaedic Surgery and Research
16(1):116 DOI 10.1186/s13018-021-02248-1.

Sun X, Ding T, Wang B, Chang Z, Fei H, Geng L, Wang Y. 2023. Identification of lncRNA-
miRNA-mRNA networks in circulating exosomes as potential biomarkers for systemic sclerosis.
Frontiers in Medicine 10:1111812 DOI 10.3389/fmed.2023.1111812.

Tan F, Wang D, Yuan Z. 2020. The fibroblast-like synoviocyte derived exosomal long non-coding
RNA H19 alleviates osteoarthritis progression through the miR-106b-5p/TIMP2 axis.
Inflammation 43(4):1498–1509 DOI 10.1007/s10753-020-01227-8.

Tanboon J, Nishino I. 2019. Classification of idiopathic inflammatory myopathies: pathology
perspectives. Current Opinion in Neurology 32(5):704–714
DOI 10.1097/WCO.0000000000000740.

Terman A, Brunk UT. 2005. Autophagy in cardiac myocyte homeostasis, aging, and pathology.
Cardiovascular Research 68(3):355–365 DOI 10.1016/j.cardiores.2005.08.014.

Thoreau B, Chaigne B, Renaud A, Mouthon L. 2021. Pathophysiology of systemic sclerosis. La
Presse Médicale 50(1):104087 DOI 10.1016/j.lpm.2021.104087.

Tian J, Zhang D, Yao X, Huang Y, Lu Q. 2023. Global epidemiology of systemic lupus
erythematosus: a comprehensive systematic analysis and modelling study. Annals of the
Rheumatic Diseases 82(3):351–356 DOI 10.1136/ard-2022-223035.

van Delft MAM, Huizinga TWJ. 2020. An overview of autoantibodies in rheumatoid arthritis.
Journal of Autoimmunity 110(9746):102392 DOI 10.1016/j.jaut.2019.102392.

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 20/22

http://dx.doi.org/10.1136/jmedgenet-2015-103334
http://dx.doi.org/10.3389/fcell.2020.551681
http://dx.doi.org/10.1016/j.yexcr.2022.113441
http://dx.doi.org/10.1038/srep23978
http://dx.doi.org/10.1038/s41581-020-00343-w
http://dx.doi.org/10.3389/fimmu.2016.00256
http://dx.doi.org/10.1080/19768354.2017.1406871
http://dx.doi.org/10.1007/s10238-013-0271-4
http://dx.doi.org/10.1186/s13018-021-02248-1
http://dx.doi.org/10.3389/fmed.2023.1111812
http://dx.doi.org/10.1007/s10753-020-01227-8
http://dx.doi.org/10.1097/WCO.0000000000000740
http://dx.doi.org/10.1016/j.cardiores.2005.08.014
http://dx.doi.org/10.1016/j.lpm.2021.104087
http://dx.doi.org/10.1136/ard-2022-223035
http://dx.doi.org/10.1016/j.jaut.2019.102392
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


Wang L, Fang D, Liu Y. 2022. Autophagy-related genes are potential diagnostic biomarkers for
dermatomyositis. Annals of Translational Medicine 10(4):228 DOI 10.21037/atm-22-70.

Wang X, Li Z, Cui Y, Cui X, Chen C, Wang Z. 2021. Exosomes isolated from bone marrow
mesenchymal stem cells exert a protective effect on osteoarthritis via lncRNA LYRM4-AS1-
GRPR-miR-6515-5p. Frontiers in Cell and Developmental Biology 9:644380
DOI 10.3389/fcell.2021.644380.

Wang J, Peng H, Tian J, Ma J, Tang X, Rui K, Tian X, Wang Y, Chen J, Lu L, Xu H, Wang S.
2016. Upregulation of long noncoding RNA TMEVPG1 enhances T helper type 1 cell response
in patients with Sjögren syndrome. Immunologic Research 64(2):489–496
DOI 10.1007/s12026-015-8715-4.

Wu X, Bian B, Lin Z, Wu C, Sun Y, Pan Y, Dai Y, Lui TH, Zhuang T, Pan X. 2022a.
Identification of exosomal mRNA, lncRNA and circRNA signatures in an osteoarthritis synovial
fluid-exosomal study. Experimental Cell Research 410(1):112881
DOI 10.1016/j.yexcr.2021.112881.

WuD, Luo Y, Li T, Zhao X, Lv T, Fang G, Ou P, Li H, Luo X, Huang A, Pang Y. 2022b. Systemic
complications of rheumatoid arthritis: focus on pathogenesis and treatment. Frontiers in
Immunology 13:1051082 DOI 10.3389/fimmu.2022.1051082.

Yao X, Wang Q, Zeng P, Hou L, Yang Y, Lu D, Huang Y, Ning Q, Xu H, Cao Y, Tang F, An Y,
Zhou J, Huang W, Ma W. 2021. LncRNA HOTTIP from synovial fibroblast-derived exosomes:
a novel molecular target for rheumatoid arthritis through the miR-1908-5p/STAT3 axis.
Experimental Cell Research 409(2):112943 DOI 10.1016/j.yexcr.2021.112943.

Yoshida T, Hanayama R. 2022. TIM4-affinity methods targeting phosphatidylserine for isolation
or detection of extracellular vesicles. Methods in Molecular Biology 2466:23–36
DOI 10.1007/978-1-0716-2176-9.

Zen M, Salmaso L, Barbiellini Amidei C, Fedeli U, Bellio S, Iaccarino L, Doria A, Saia M. 2023.
Mortality and causes of death in systemic lupus erythematosus over the last decade: data from a
large population-based study. European Journal of Internal Medicine 112(61):45–51
DOI 10.1016/j.ejim.2023.02.004.

Zhang Y, Bi J, Huang J, Tang Y, Du S, Li P. 2020. Exosome: a review of its classification, isolation
techniques, storage, diagnostic and targeted therapy applications. International Journal of
Nanomedicine 15:6917–6934 DOI 10.2147/IJN.S264498.

Zhang S, Jin Z. 2022. Bone mesenchymal stem cell-derived extracellular vesicles containing long
noncoding RNA NEAT1 relieve osteoarthritis. Oxidative Medicine and Cellular Longevity
2022(1):5517648 DOI 10.1155/2022/5517648.

Zhang J, Rong Y, Luo C, Cui W. 2020. Bone marrow mesenchymal stem cell-derived exosomes
prevent osteoarthritis by regulating synovial macrophage polarization. Aging
12(24):25138–25152 DOI 10.18632/aging.104110.

Zhao Y, Xu J. 2018. Synovial fluid-derived exosomal lncRNA PCGEM1 as biomarker for the
different stages of osteoarthritis. International Orthopaedics 42(12):2865–2872
DOI 10.1007/s00264-018-4093-6.

Zhou X, Zhang X, Zhao N, Zhang L, Qiu W, Song C, Chai J, Cai S, Chen W. 2023. Gut
microbiota deficiency exacerbates liver injury in bile duct ligated mice via inflammation and
lipid metabolism. International Journal of Molecular Sciences 24(4):3180
DOI 10.3390/ijms24043180.

Zhu Y, Wang Y, Zhao B, Niu X, Hu B, Li Q, Zhang J, Ding J, Chen Y, Wang Y. 2017.
Comparison of exosomes secreted by induced pluripotent stem cell-derived mesenchymal stem

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 21/22

http://dx.doi.org/10.21037/atm-22-70
http://dx.doi.org/10.3389/fcell.2021.644380
http://dx.doi.org/10.1007/s12026-015-8715-4
http://dx.doi.org/10.1016/j.yexcr.2021.112881
http://dx.doi.org/10.3389/fimmu.2022.1051082
http://dx.doi.org/10.1016/j.yexcr.2021.112943
http://dx.doi.org/10.1007/978-1-0716-2176-9
http://dx.doi.org/10.1016/j.ejim.2023.02.004
http://dx.doi.org/10.2147/IJN.S264498
http://dx.doi.org/10.1155/2022/5517648
http://dx.doi.org/10.18632/aging.104110
http://dx.doi.org/10.1007/s00264-018-4093-6
http://dx.doi.org/10.3390/ijms24043180
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/


cells and synovial membrane-derived mesenchymal stem cells for the treatment of osteoarthritis.
Stem Cell Research & Therapy 8(1):64 DOI 10.1186/s13287-017-0510-9.

Zhu J, Yang S, Qi Y, Gong Z, Zhang H, Liang K, Shen P, Huang YY, Zhang Z, Ye W, Yue L,
Fan S, Shen S, Mikos AG, Wang X, Fang X. 2022. Stem cell-homing hydrogel-based miR-29b-
5p delivery promotes cartilage regeneration by suppressing senescence in an osteoarthritis rat
model. Science Advances 8(13):eabk0011 DOI 10.1126/sciadv.abk0011.

Chen et al. (2023), PeerJ, DOI 10.7717/peerj.16434 22/22

http://dx.doi.org/10.1186/s13287-017-0510-9
http://dx.doi.org/10.1126/sciadv.abk0011
http://dx.doi.org/10.7717/peerj.16434
https://peerj.com/

	Understanding the role of exosomal lncRNAs in rheumatic diseases: a review
	Introduction
	Survey methodology
	Conclusion
	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 [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


