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AGO argonaute protein

APC adenomatous polyposis coli

BMP bone morphogenetic protein

ceRNA competing endogenous RNA
circRNA circular RNA

COX-2 cyclooxygenase-2

DKK-1 dickkopf-related protein-1

ECM extracellular matrix

EV extracellular vesicle

HSC hematopoietic stem cell

IFN interferon

IL interleukin

IncRNA long non-coding RNA

miRNA microRNA

ncRNA non-coding RNA

NSCLC non-small cell lung cancer

NFATcl nuclear factor of activated T-cells cytoplasmic 1
OB osteoblast

oC osteoclast

PDGF platelet-derived growth factor
PPARYy peroxisome proliferator-activated receptor gamma
PRC2 polycomb complex 2

pre-miRNA precursor miRNA

pre-OB precursor of osteoblast

pre-OC precursor of osteoclast

pri-miRNA primary miRNA

PTHrP parathyroid hormone-related protein
RANKL receptor activator of nuclear factor kappa-B ligand
RBP RNA-binding protein

RISC RNA-induced silencing complex
RNA-seq RNA-sequencing

RUNX2 runt-related transcription factor 2
SOST-1 sclerostin-1

TKI tyrosine kinase inhibitor

TNF-a tumour necrosis factor-alpha

Wnt wingless-INT
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Abstract

Bone metastases are frequent complications in patients with advanced cancer, which can
be fatal or may rapidly impede the quality of life of patients. Current treatments for patients
with bone metastases are palliative. Therefore, a better understanding of the molecular
mechanisms that precede the overt development of skeletal lesions could lead to better
therapeutic interventions. In this review, we present evidence that non-coding RNAs
(ncRNAs) such as long non-coding RNAs (IncRNAs), microRNAs (miRNAs), and circular
RNAs (circRNAs) are emerging as master regulators of bone metastasis formation. We
highlight potential opportunities for the therapeutic targeting of ncRNAs. Furthermore, we
discuss the possibility that ncRNAs may be used as biomarkers in the context of bone
metastases, which might provide insight for improving the response to current bone-targeting

therapies.

Keywords

Non-coding RNA, IncRNA, miRNA, circRNA, bone physiology, bone metastasis,

biomarkers.
Bullet point summary

What is already known:
- Most studies investigating bone metastasis have focused on the identification and
characterization of proteins;
- _The role of non-coding RNAs in bone metastasis is only to be unrevealed.

What this study adds:

- This study is a comprehensive review of non-coding RNA functions in bone
metastasis.

Clinical significance:

- Non-coding RNAs emerge as potential therapeutic targets or biomarkers to predict
risk of bone metastasis.
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Introduction

Metastasis is a multi-step process by which cancer cells disseminate from primary tumour
sites to distant organs (Chaffer er al., 2016). Each type of cancer can metastasize to bone,
although some cancer types, such as breast and prostate cancers, are more prone to
disseminate to the skeleton (Suva et al., 2011). In bones, metastatic cancer cells tend to
colonize vascularized areas, within the red marrow of long bones, sternum, pelvis, ribs and
vertebrae (Suva et al., 2011). During bone metastasis formation, cancer cells (i) interfere with
normal bone remodelling, (i) compromise haematopoiesis, and (ii7) alter the activity of the
immune system, which leads to tumour cell outgrowth and bone degradation (Schmid-Alliana
et al., 2018). For these reasons, patients with bone metastases often show severe
complications, such as bone pain, pathological fractures, and spinal cord compression, which
substantially increase the morbidity and the mortality (Suva et al., 2011).

Approved treatments for bone metastases include bisphosphonates (BPs), an anti-RANKL
antibody, and radio-nucleotides, in addition to systemic therapies (Van Poznak et al., 2017).
Although bone-targeting agents and systemic therapies increase the overall quality of life of
patients with bone metastases, they are only palliative (Van Poznak et al., 2017). Thus, novel
approaches to treat patients with bone metastases are needed in the clinics. In order to
develop improved therapeutic interventions, it is important to better understand the molecular
mechanisms underlying the cellular events preceding the development of overt skeletal
lesions.

The majority of studies investigating the mechanisms of bone metastases have focused on
the identification and characterization of coding proteins. However, non-coding RNAs
(ncRNAs) are emerging as playing a key role in mediating bone metastasis formation (Croset

et al:;2015; Hesse & Taipaleenmaki, 2019).
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Here we present important aspects of the biogenesis of ncRNAs, and summarise the
current knowledge on the role of ncRNAs in bone physiology and bone metastasis formation,
highlighting the potential translational impact of ncRNAs as therapeutic targets. Finally, we
discuss the possibility of using ncRNAs as potential biomarkers to predict the risk of bone

metastases in cancer patients.

Properties of ncRNAs

As suggested by the name, non-coding RNAs (ncRNAs) are a large class of transcripts
with no apparent protein-coding potential, but characterized by a functional capacity (Figure
1). In general, ncRNAs are classified according to their length as (i) long non-coding RNAs
(InecRNAs) (>200 nucleotides), which include long intervening non-coding RNAs
(IincRNAs) and long ribosomal RNAs (rRNAs), 18S and 28S, and (ii) small non-coding
RNAs (sncRNAs) (<200 nucleotides), which comprises microRNAs (miRNAs), P-element
induced wimpy testis (PIWI)-interacting RNAs (piRNAs), short-interfering RNAs (siRNAs),
transfer RNAs (tRNAs), 5.8S rRNAs, small nucleolar RNAs (snoRNAs), and small nuclear
RNAs (snRNAs) (Bhartiya & Scaria, 2016). Recently, circular RNAs (circRNAs) have been
identified as an another class of functional and abundant ncRNAs (Bhartiya & Scaria, 2016).

NcRNAs are evolutionary highly conserved and involved in major biological events
during embryogenesis, organogenesis, and cell differentiation. In addition, ncRNAs are often
implicated in deregulated molecular processes in the context of diseases, including cancer
and metastasis (Flynn & Chang, 2014; Hesse & Taipaleenmaki, 2019). Furthermore, ncRNAs
(e.g., IncRNAs, miRNAs, and circRNAs) can be secreted by cells, being encapsulated within
extracellular vesicles (e.g., microvesicles and exosomes) or in association with high-density
lipoproteins or with argonaute (AGO) proteins (Salido-Guadarrama et al., 2014). These
ncRNA-containing vesicles or ncRNA-(lipo-)protein complexes can be taken up by recipient

cells in which these molecules may exert regulatory functions (Anfossi et al., 2018; Li et al.,
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2018b). Secreted ncRNAs can therefore contribute to cell-cell communication and regulate
gene expression in recipient cells (Anfossi et al., 2018).

Apart of a small number of IncRNAs such as XIST, HOTAIR, and TERC, the exact
function of the vast majority of IncRNAs is unknown (Quinn & Chang, 2016). However, the
aberrant expression of IncRNAs appears to play a critical role in tumorigenesis, and 1614

cancer-associated IncRNAs have been reported so far (Lnc2cancer database, http://www.bio-

bigdata.com/Inc2cancer/statistics.html). The deregulated expression of IncRNAs may

potentially contribute to each of the hallmarks of cancer cells (sustained proliferative
signalling, evasion from growth suppressors, replicative immortality, invasion and metastasis,
induction of angiogenesis, and resistance to cell death) (Quinn & Chang, 2016). This
indicates-the putative biological importance of these molecules in various cellular processes
(Quinn & Chang, 2016). LncRNAs can functionally organize different nuclear sub-
compartments, and regulate the chromatin structure accordingly (Akhade et al., 2017).
LncRNAs also function as miRNA sponges, thereby acting as competing endogenous RNAs
(ceRNAs) in order to regulate gene expression at the post-transcriptional level (Akhade et al.,
2017). Furthermore, IncRNAs can trans-activate Staufenl (STAUI)-mediated mRNA decay
(SMD), and serve as a natural antisense transcript for mRNAs and other ncRNAs (Akhade et
al., 2017). In addition, IncRNAs can bind to proteins to modulate their functions (Akhade et
al.; 2017; Pospiech et al., 2018). A further layer of complexity has been provided by recent
evidence that some IncRNAs include short open reading frames (ORFs). Thus, these
IncRNASs could potentially be translated into peptides and proteins, indicating the current
classification of some IncRNAs has some limitations (Niazi & Valadkhan, 2012).
Consistently, some annotated IncRNAs have been found to be associated with ribosomes, and
to encode for short functional peptides (Anderson et al., 2015; Chot et al., 2018; Huang et al.,

2017; Matsumoto et al., 2017; Rossi et al., 2019). However, this ability for some IncRNAs to
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be translated into proteins does not preclude their non-coding functions. Moreover, it has
been reported that some IncRNAs and their related peptides can cooperate in the same

cellular processes (Yu et al., 2017; Rossi et al., 2019).

MiRNAs regulate many cellular events through different molecular mechanisms (Figure
1). For instance, miRNAs exert key roles in the post-transcriptional regulation of gene
expression by interacting with specific mRNA targets, thereby inhibiting translation and
favouring mRNA degradation (Krol et al., 2010). Importantly, one miRNA can modulate the
abundance of hundreds of mRNA targets, whereas a single mRNA can be targeted by several
miRNAs (Krol et al., 2010). Biologically active miRNAs are the final product of a tightly
regulated maturation process. Once a primary miRNA (pri-miRNA) is transcribed by RNA
polymerase II, the Drosha-DGCRS8 complex processes it as a precursor miRNA (pre-miRNA)
(Han et al., 2004). The pre-miRNA is then exported from the nucleus to the cytoplasm where
it is-cleaved by Dicer, generating a small RNA duplex composed by two RNA strands that
are historically referred to ‘guide’ and ‘passenger’ strands (Ha & Kim, 2014). The RNA
duplex is loaded onto an AGO protein (Salido-Guadarrama et al., 2014) to form an effector
complex called RNA-induced silencing Complex (RISC). RISC only retains the guide strand
(or mature miRNA) and it is processed into a mature RISC (Nakanishi, 2016). RISC
recognises its target(s), usually at the 3’ untranslated region (UTR) of mRNAs, based on the
base-pairing complementary to miRNA sequence as well as the accessibility of the target site
(Jo et al., 2015). Once bound to its target, RISC inhibits protein synthesis either by repressing
the translation or by promoting mRNA deadenylation and degradation (Jo et al., 2015). In
addition to exerting a repressive function, miRNAs can also increase gene expression in
certain cell types and under specific conditions using different mechanisms (Valinezhad

Orang et al., 2014). For example, miRNAs can interact with micro-ribonucleoproteins
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(miRNPs). These are effector complexes, that can act in trans, thereby promoting the
expression of mRNAs (Valinezhad Orang et al., 2014). Furthermore, miRNAs can interact
with AU-rich elements (ARE) of mRNAs and thus prevent the ARE-mediated mRNA decay
(AMD) (Jing et al., 2005). Changes in miRNA expression or defects in the biogenesis
machinery are associated with numerous pathologies, including cancers (Croset et al., 2015;
Hesse & Taipaleenmaki, 2019). In particular, deregulated miRNAs can act either as
oncogenes or as tumour suppressor genes depending on their target mRNAs (Croset et al.,

2015; Hesse & Taipaleenmaki, 2019).

In addition to IncRNAs and miRNAs, circRNAs also act as regulators of gene expression
(Figure 1). The first circRNA was identified 40 years ago (Hsu & Coca-Prados, 1979). Since
then, RNA-sequencing has shown that thousands of circRNAs are generated from protein-
coding genes across various eukaryotes (Wilusz, 2018). CircRNAs are generated through a
non-canonical splicing mechanism, called back splicing, by which the pre-mRNA splicing
machinery covalently links a downstream 3’ splice donor to an upstream 5’ splice acceptor
(which usually belongs to an exon), leading to the formation of a circRNA and a linear RNA
(Quan & Li, 2018). CircRNA biogenesis is influenced by transcriptional elongation speed,
and it is promoted by some RNA-binding proteins as well as by the presence of inverted
repeats in exon extremities or inverted ALU repeat elements in exons (Conn et al., 2015;
Quan & Li, 2018). For example, the RNA-binding protein Quaking (QKI) positively
regulates circRNA biogenesis during epithelial-to-mesenchymal transition (EMT) (Conn et
al.;-2015), which is an important process during tumour progression. In general, high
circRNA expression levels correlate with low cell proliferation rate and high cell
differentiation state (Patop & Kadener, 2018). In tumour cells, the expression of circRNAs is

usually reduced, compared to normal cells (Bachmayr-Heyda ez al., 2015). In addition to
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these general findings, it has been discovered that the expression of specific circRNAs is
associated with the expression of oncogenes and/or tumour suppressor genes, suggesting a
role in tumour progression (Zhou et al., 2018a). Furthermore, additional mechanisms of
action have been proposed, including (i) the regulation of parental gene expression at a
transcriptional or post-transcriptional level, (if) the function as miRNA sponges (or ceRNAs),
(iii) the complex formation with other proteins, and (iv) the translation into proteins/peptides

(Zhou et al., 2018a).

Functions of ncRNAs in bone physiology

Bone remodelling is a dynamic process that is based on the balanced activities of the bone-
forming osteoblasts (OBs) and the bone-resorbing osteoclasts (OCs). The coordinated cellular
activities of OBs and OCs are important to ensure bone integrity, repair, and calcium
homeostasis (Suva et al., 2011). Any imbalance between OB and OC activities can lead to
bone diseases, such as osteoporosis and cancer-associated bone destruction (Suva et al.,
2011).

OBs differentiate from bone marrow-derived mesenchymal stem cells (MSCs) in a tightly
regulated manner (Almeida et al., 2017). Transforming growth factor-p (TGF-B), bone
morphogenetic proteins (BMPs), and Wingless-INT (Wnt) proteins are local factors involved
in OB differentiation (Long, 2011). Mature OBs secrete proteins, such as alkaline
phosphatase and type I collagen, which are necessary for the formation of the bone
extracellular matrix (also known as osteoid), which then becomes mineralized. Afterwards,
while most of the OBs die by apoptosis, some reach quiescence as bone lining cells on bone
surfaces or become embedded in the bone matrix as osteocytes (Dallas et al., 2013).
Osteocytes control calcium and phosphate homeostasis, and serve as mechano-sensors to

respond to mechanical loading of the skeleton (Dallas et al., 2013).
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OCs are bone-specific multinucleated cells, which derive from the monocyte/macrophage
lineage (Long, 2011). Like OBs, OC differentiation and function are regulated by various
signals. For instance, the receptor activator of nuclear factor kappa-B ligand (RANKL) and
the macrophage-colony stimulating factor (M-CSF) are two of the most important molecules
that stimulate OC differentiation and activity (Long, 2011). OCs can also be activated by
cytokines, such as interleukin-17 (IL-17), interferon-y (IFN-y), and tumour necrosis factor-o
(INF-a) (Long, 2011). OCs remove bone mineral and degrade the collagenous matrix by
secreting protons and the proteolytic enzyme cathepsin K, respectively (Long, 2011). As
bone is resorbed, growth factors embedded within the bone matrix, such as TGF-B and
insulin-like growth factor-1 (IGF-1), are released and stimulate OB function and
differentiation (Long, 2011). At the end of their life cycle, OCs undergo apoptosis (Long,
2011). In this respect, ncRNAs regulate OB and OC function, thereby participating in the

maintenance of bone integrity, as described below and summarized in Table 1.

Role of IncRNAs in bone physiology

Several nuclear and cytoplasmic IncRNAs have been reported to be differentially
expressed during osteogenesis (Tye et al., 2018). The first well-characterized IncRNA acting
in osteogenesis was Msh Homeobox 1 (Msx1) anti-sense RNA (Msx1-AS RNA) (Blin-
Wakkach et al., 2001). Msx1-AS RNA antagonizes the expression of the Msxl
homeodomain protein, which down-regulates the master gene of skeletal differentiation,
Runt-related transcription factor 2 (Runx2) (Blin-Wakkach et al., 2001). Thus, the ratio
between Msx1 sense and anti-sense RNAs is a very important determinant for the control of
skeletal differentiation (Blin-Wakkach et al., 2001).

HOTAIR is another IncRNA involved in skeletal development (Rinn et al., 2007). It acts

as a trans-regulator of HoxD gene expression by recruiting the polycomb repressive complex
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2 (PRC2) to the HOXD locus (Rinn et al., 2007). In contrast, a recent work suggests that
HOTAIR. activity in trans is not essential for mouse skeletal development, although
significant changes in the expression of the neighbouring genes Hoxcll and Hoxcl2 are
detected as a result of HOTAIR deletion in mutant mice, suggesting that HOTAIR can act in
cis on the genomic locus (Amandio et al., 2016). Furthermore, HOTAIR regulates the
expression of other IncRNAs by targeting their loci, such as the DIkI-Meg3 locus, the Igf2-
H19 locus and the Hottip gene in the Hoxa locus, all of them being involved in bone
development (Huynh et al., 2017).

Metastasis-associated lung adenocarcinoma transcript 1 (MALATT) is an IncRNA that has
been originally described in non-small cell lung cancer (NSCLC) (Ji et al., 2003). However,
MALAT]I expression is also increased during osteogenic differentiation of adipose-derived
mesenchymal stem cells (ADSCs), while miR-30 expression is decreased (Y1 et al., 2019).
Silencing of MALAT]1 or overexpression of miR-30 in ADSCs suppressed the RUNX2-
mediated OB differentiation. Overall, the authors showed that MALAT1 sponges miR-30
promote the RUNX2-mediated OB differentiation of ADSCs (Yi et al., 2019).

Maternally expressed gene 3 (MEG3) directly interacts with the transcription factor
SOX?2, and causes its dissociation from the BMP4 promoter, thereby triggering BMP4
transcription and subsequent differentiation of MSCs into OBs (Zhuang et al., 2015).
Interestingly, MSCs from patients with multiple myeloma have frequently low expression of
MEG3 in comparison to those obtained from normal donors, suggesting that its down-
regulation might explain, at least in part, the lytic nature of skeletal lesions in multiple
myeloma (Zhuang et al., 2015).

H19.is involved in developmental biology, and operates through different mechanisms,
which are not mutually exclusive (Gabory et al., 2010; Raveh et al., 2015). For example,

H19, in concert with miR-675, promotes MSCs differentiation into OBs through inhibition of
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the TGF-B1/Smad3/HDAC signalling pathway (Huang et al., 2015). H19 acts also as a

mediator. of BMP9-induced osteogenic differentiation of MSCs by modulating Notch
signalling-targeting miRNAs (including miR-449b, miR-107, miR-27b, miR-34a, miR-106b,
miR-449a, miR-125a, and miR-17) (Liao et al., 2017). Conversely, H19 can act as a ceRNA
functioning as a miRNA sponge. For example, H19 activates the Wnt signalling pathway and
promotes OB differentiation by binding and thus sequestering miR-141 and miR-22, both of
which are negative regulators of osteogenesis (Liang et al., 2016). Similarly, H19 is a
positive regulator of mechanical tension-induced osteogenesis of human bone marrow MSCs
by acting as a ceRNA for miR-138, which otherwise inhibits MSC differentiation (Wu et al.,
2018). Interestingly, H19 also acts as ceRNA for let-7 in primary breast carcinoma (Peng et
al., 2017), and let-7 is involved in regulating bone formation (Wei et al., 2014). Although it is
not proven yet, it is possible that H19 regulates let-7 function during osteogenesis.

Anti-differentiation ncRNA (ANCR), called also differentiation-antagonizing non-protein
coding RNA (DANCR), is required to maintain cells in an undifferentiated state. Its
expression is decreased during OB differentiation (Zhu & Xu, 2013). Conversely, its
overexpression negatively regulates OB differentiation by inhibiting RUNX?2 expression
(Zhu & Xu, 2013). Along the same line, ANCR negatively regulates osteogenic
differentiation of periodontal ligament stem cells by directly targeting miR-758 (Peng et al.,
2018).

RUNX2-ASI is a IncRNA that has been described as being packed into exosomes secreted
by myeloma cells (Li et al., 2018a). These exosomes are transmitted into MSCs and repress
OB differentiation of MSCs. More specifically, exosome-derived RUNX2-AS1 forms a
duplex with RUNX?2 pre-mRNA, thereby repressing RUNX2 expression and subsequent the

osteogenic potential of MSCs (Li et al., 2018a).
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Linc-ROR is upregulated in MSCs during osteogenesis, and its presence is essential for
the correct differentiation of OBs (Feng et al., 2018). Mechanistically, it promotes the
osteogenic differentiation of MSCs acting as a ceRNA of two miRNAs, miR-138 and miR-
145, known to be negative regulators of osteogenesis by targeting ZEB2 (Feng et al., 2018).

Owing to new bioinformatics techniques, such as next-generation sequencing (NGS) and
high-throughput screenings, the list of IncRNAs involved in osteogenesis is expanding very
rapidly. An example of a IncRNA identified using these methods is IncRNA-1, whose
expression is down-regulated during myoblast differentiation, suggesting a potential role for
IncRNA-1 in mesenchymal-to-osteogenic transition (Nardocci et al., 2018). Several other
studies used similar bioinformatics strategies, uncovering a potential role for additional
IncRNAs-in bone physiology and pathology (Gu et al., 2017; Kim et al., 2018; Xie et al.,

2016; Zuo et al., 2013).

Function of miRNAs in bone physiology

The first evidence for an important role of miRNAs in skeletal development was
obtained by an in vivo study that investigated the deletion of the miRNA processing
endonuclease Dicer in chondrocytes (Kobayashi er al., 2008). As a result of this deletion,
animals had severe skeletal growth defects due to decreased chondrocyte proliferation and
accelerated differentiation in post-mitotic hypertrophic chondrocytes (Kobayashi et al.,
2008). Dicer deletion in osteoprogenitor cells expressing Osterix also results in severe growth
retardation in animals (Raaijmakers et al., 2010). In contrast, conditional deletion of Dicer in
mature, osteocalcin-expressing OBs only caused a delay of bone mineralization in mice,
which resumed by one month (Gaur et al., 2010). However, a second phenotype of
significantly increased bone formation started to develop by two months of age and continued

to increase for up to eight months of age, leading to a 2-fold increase in bone mass compared
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to control mice (Gaur et al., 2010; Kobayashi et al., 2008; Raaijmakers et al., 2010). Overall,
these findings indicate that specific miRNAs must be up- or down-regulated in a timely

manner during skeletal development and physiology.

Since the role of miRNAs in bone has already been described in several reviews
(Bellavia et al., 2019; Ell & Kang, 2014; Haider & Taipaleenmaki, 2018; Ji et al., 2016), we
focus on most recent findings regarding the characterization of miRNA functions. Several
miRNAs regulate OB differentiation (Zhang et al., 2011). For example, miR-29b promotes
osteogenesis by directly down-regulating known inhibitors of OB differentiation (e.g.,
HDAC4, TGF-B3, ACVR2A, CTNNBIP1, DUSP2), through binding to the 3'-UTR seed
region of target mRNAs (Li et al., 2009). Along the same line, miR-218 promotes OB

differentiation by down-regulating Wnt signalling inhibitors (such as SOST-1, DKK-2, and

SFRP2) during the process of osteogenesis (Hassan et al., 2012). Conversely, a panel of
miRNAs (including miR-23a, miR-24-2, miR-27a, miR-30c, miR-34c, miR-133a, miR-135a,
miR-137, miR-204, miR-205, miR-217, and miR-338) expressed in MSCs was found to
negatively control the osteogenic activity of RUNX2 and to impede OB differentiation
(Hassan et al., 2010; Zhang et al., 2011). For example, miR-23a, miR-24-2, and miR-27a
target SATB2, blocking its synergistic action with the pro-osteogenic transcription factor
RUNX2 (Hassan et al., 2010). All of these miRNAs are inversely expressed relative to
RUNX2 expression during osteogenesis (Hassan et al., 2010; Zhang et al., 2011). Overall,
these findings underline how complex the interactions can be between mRNA targets and
miRNAs, and how they can be part of tightly regulated feed-forward mechanisms during
osteogenesis. Other miRNAs of particular interest, which have very recently been shown to
regulate OB differentiation, are let-7c (Zhou et al., 2018b), the miR-23a cluster (Godfrey et
al., 2018), miR-139-3p (Wang et al., 2018b), miR-182-5p (Pan et al., 2018), miR-219a-5p

(Aquino-Martinez et al., 2018), miR-221 (Zheng et al., 2018), miR-342-3p (Han et al., 2018),
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miR-451a (Karvande et al., 2018), and miR-874 (Lin et al., 2018). In addition, it has recently
been reported that miR-21 and miR-218 play a physiologic role in osteocytes, which are
differentiated OBs embedded in the bone matrix (Davis et al., 2017). The deletion of miR-21
expression in osteocytes is sufficient to increase apoptosis ex vivo (Davis et al., 2017).
Moreover, reduced levels of miR-21 in conjunction with increased miR-218 levels are

associated with connexin 43(Cx43)-deficient osteocytes, thereby promoting apoptosis (Davis

etal., 2017).

There is ample evidence that miRNAs regulate OC differentiation and activity (Ell &
Kang, 2014; Ji et al., 2016). For example, miR-17 mediates the suppression of an osteoclastic
protein-tyrosine phosphatase, which in turn promotes the inhibitory effect of EphA4 on OC
activity (Lau & Sheng, 2018). MiR-27a is significantly increased during the process of
estrogen-mediated inhibition of OC differentiation (Guo et al., 2018b). Mechanistically, miR-
27a inhibits peroxisome proliferator-activated receptor gamma (PPARYy) and adenomatous
polyposis coli (APC) expression in OCs through a miR-27a binding site within the 3'-UTR
region of PPARYy and APC. MiR-30a negatively regulates OC differentiation by inhibiting the
DC-STAMP-c-Fos-nuclear factor of activated T-cells, cytoplasmic 1 (NFATcl) signalling
pathway (Yin et al., 2017). MiR-145 inhibits OC differentiation by decreasing Smad3
expression (Yu et al., 2018). MiR-182 is a negative regulator of protein kinase double-
stranded RNA-dependent (PKR), a novel inhibitory factor of OC differentiation, which acts
via regulation of the endogenous IFN-B-mediated autocrine feedback-loop (Inoue et al.,
2018). MiR-199a-5p expression levels are increased in OCs, compared to their precursors
(Guo et al., 2018a). It promotes OC differentiation in vitro by directly targeting transcription
factor Mafb (Guo et al., 2018a). Mafb was previously reported to negatively regulate OC
differentiation, which suggests that there is a regulatory effect of miR-199a-5p on Mafb

mRNA expression (Guo et al., 2018a). MiR-218, beside its pro-osteogenic role (Hassan et
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al., 2012), negatively regulates OC differentiation by attenuating the expression of p38
MAPK, c-Fos, and NFATcI in OCs (Qu et al., 2015). Furthermore, miR-218 directly targets

TNF receptor-1, a cell membrane receptor for TNF, leading to the repression of the

TNF/nuclear factor-xB signalling pathway (Wang et al., 2018a). The expression levels of
other miRNAs (including miR-33a-5p, miR-133a, miR-141-3p, miR-190, and miR-219-5p)
were shown to be decreased after RANKL treatment of OC precursors (Ell et al., 2013).
Conversely, miR-16, miR-211, miR-378, and let-7a were significantly up-regulated during
OC differentiation (Ell et al., 2013). Additionally, miR-20a and miR-155 regulate autophagy

in OCs (Sul et al., 2018; Sun et al., 2015).

As described above, both precursors and mature bone cells express a multitude of
miRNAs, which fine-tune OB and OC differentiation. However, exosomal miRNAs derived
from bone cells could also participate in bone homeostasis by mediating the crosstalk
between OCs and OBs (Li et al., 2016; Xie et al., 2017). For example, OC-derived exosomal
miR-214-3p is transferred to OBs to inhibit their activity in vitro and to reduce bone
formation in vivo (Li et al., 2016). Conversely, exosomal miR-503-3p from differentiated

OBs inhibits RANKL-induced OC differentiation in vitro (Xie et al., 2017).

Relevance of circRNAs in bone physiology

CircRNAs are emerging as important factors that could regulate bone homeostasis. Using
microarray analysis, several circRNAs were found to be differentially expressed in MSCs
undergoing OB differentiation, compared to their undifferentiated counterparts (Zhang et al.,
2018b). Some of these circRNAs possess miRNA response elements enabling their
interaction with specific miRNAs, which have osteogenic functions (Zhang et al., 2018b).
For example, miR-199b-5p is linked to circIGSF11, and silencing of circIGSF11 promotes

OB differentiation and increases miR-199b-5p expression (Zhang et al., 2018b). This study
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suggests that circRNA-miRNA interaction actively contributes to the osteogenic
differentiation of human MSCs.

Using high-throughput RNA-seq analysis, circRNA expression was measured during the
osteogenic differentiation of MC3T3-E1l cells induced by BMP-2 (Qian et al., 2017).
Expression of circRNA.5846, circRNA.19142, and circRNA.10042 was significantly
increased in BMP2-treated MC3T3EI cells. However, the signalling pathways controlled by
these circRNAs in osteoblastic cells are still unknown (Qian et al., 2017). Similar analyses
were conducted in OCs and their precursors following RANKL stimulation (Dou et al.,
2016). Over 20 circRNAs were found to be up- or down-regulated at different stages of OC
differentiation (Dou et al., 2016). However, no functional analysis was conducted. To further
investigate the functions of circRNAs in bone remodelling as well as in cancer, additional
investigations are required. The strategy to use high-throughput RNA-seq analyses followed
by functional studies (e.g., gene expression modulation of circRNAs in vitro and in vivo)

could be-useful to address this question.

Dysregulation of ncRNAs in bone metastases

Metastases are formed when cancer cells are released from the primary tumour site, travel
through the blood or the lymphatic system, and finally form secondary tumours in distant
organs. Bone is the most common metastatic site for primary breast, prostate, and lung
tumours, where the bone marrow is a fertile soil for tumour cells to grow (Suva et al., 2011).
Tumour cells residing in the bone marrow alter the functions of OCs and OBs (Suva et al.,
2011). For example, breast and lung cancer cells cause bone destruction by enhancing OC
activity, whereas prostate cancer cells form mixed lesions with osteosclerotic components by
increasing OB activity (Suva et al., 2011). Bones weakened due to skeletal metastases are

prone to skeletal-related events, such as fractures, hypercalcaemia, cancer-induced bone pain
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and spinal cord compression, which substantially increase the morbidity and mortality of

patients with advanced cancer (Suva et al., 2011).

At the bone metastatic site, tumour cells induce a distortion of bone remodelling, and
bone-derived growth factors released from resorbed bone promote tumour growth (Guise et
al., 1996; Suva et al., 2011). This concept of “vicious cycle” was first proposed by Dr Greg
Mundy (University of Texas Health Science Centre, San Antonio, USA). Although it is
difficult to identify a starting point for the “vicious cycle”, it is well known that metastatic
cancer cells are able to produce a number of factors, such as parathyroid hormone-related
protein (PTHrP), interleukin (IL)-11, and prostaglandin E2 that mediate bone resorption by
increasing the OB-dependent production of RANKL (Croucher et al., 2016; Dougall, 2012).
In turn, RANKL binds to its receptor RANK on OC precursors, leading to the formation of
new OCs,as well as promotes the activity of mature OCs, thus favouring OC-mediated bone
resorption (Croucher et al., 2016). Under physiological conditions, osteoprotegerin (OPG)
binds to RANKL and restricts its activity (Croucher et al., 2016). PTHrP regulates RANKL
expression in OBs and stromal cells (Dougall, 2012). Moreover, tumour-derived PTHrP
reduces the OB-dependent OPG production, thereby further promoting bone resorption.
Tumour cells also secrete IL-8 that has a direct effect on OC differentiation and activation
(Suva et al., 2011). Tumour cells not only stimulate OC activity, but also inhibit OB function,
thereby worsening the imbalance between bone formation and bone resorption, which
promotes bone destruction (Croucher et al., 2016). Different factors produced by tumour cells
have been shown to suppress OB differentiation. These include endothelin-1, dickkopf-
related protein 1 (DKK-1), sclerostin-1 (SOST-1), activin A, and noggin (NOG) (Croucher et
al., 2016). Moreover, bone tissue is an abundant reservoir for growth factors, including TGF-
B, IGE-1, BMPs, platelet-derived growth factor (PDGF), and epidermal growth factor (EGF),

which are entrapped in the bone matrix and become released in the bone microenvironment
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upon matrix degradation by active OCs (Croucher et al., 2016). In turn, these bone-derived
growth factors promote tumour growth.

A large body of evidence suggests that ncRNAs regulate the various molecular
mechanisms of bone metastasis formation, although only a few studies investigated the role
of IncRNAs and circRNAs in bone metastasis so far. By contrast, several articles already
reviewed the role of miRNAs in bone metastasis (Baier & Wan, 2016; Browne et al., 2014;
Cheung et al., 2017; Croset et al., 2015; Ell & Kang, 2014; Hesse & Taipaleenmaki, 2019).
In cancer and metastasis, a loss of tumour-suppressive miRNAs and an increased expression
of oncogenic miRNAs are part of the disease mechanism. MiRNA functions as well as those
of other ncRNASs in bone metastasis are summarized in Table 2. Herein, we will focus on
most recent and/or pivotal findings, and show that the dysregulation of ncRNAs in tumour
cells or bone cells as well as the shuttling of ncRNAs between tumour and bone cells may
lead to the establishment of a cancer niche. This environment is conducive for tumour cells to

grow and induce the formation of skeletal lesions.

OC- and OB-derived miRNAs and bone metastases

The role of OC-derived miRNAs in the development of osteolytic bone metastasis has
been examined in detail by the group of Dr Yibin Kang (Princeton University, NJ, USA),
hypothesizing that miRNAs might be possible therapeutic targets during the differentiation of
OC precursors into mature OCs. In this respect, miRNA microarray profiling of mature OCs
was performed after exposure of OC precursors to conditioned medium from breast cancer
cells (Ell et al., 2013). Four miRNAs (miR-133a, miR-141-3p, miR-190, and miR-219-5p)
whose expression was consistently down-regulated were selected for further investigation
(Ellet al., 2013). Systemic treatment of healthy mice with each of these miRNAs (whose aim

is to replenish the lost miRNA expression during OC differentiation) inhibited bone
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resorption in vivo. Consistently, treatment of tumour-bearing mice with miR-141 or miR-219
significantly reduced the formation of osteolytic lesions caused by breast cancer cells (Ell et
al., 2013). In contrast, systemic treatment of tumour-bearing animals with miR-133a or miR-
190 had no effect on the development of bone metastases, compared to control (Ell et al.,
2013). Nevertheless, these miRNAs were inhibiting OC differentiation in vitro through the
functional targeting of essential OC genes, including Mitf, Traf6, Calcr, and Mmpl4. The
observation that miR-133a and miR-190 did not inhibit the formation of lytic bone
metastases, whereas they did inhibit normal bone resorption, was of particular interest. Of
note, the half-lives of miR-133a and miR-190 in the circulation were shorter than those of
miR-141 and miR-219 (Ell et al., 2013). These differences in pharmacokinetics of miRNAs
could therefore explain these unexpected results, suggesting that inhibition of osteolytic
lesions may require greater miRNA levels to reach the bone than those required for the
inhibition of normal bone resorption (Ell ef al., 2013).

MiR-34a is another miRNA that is down-regulated during OC differentiation. It inhibits
OC differentiation by directly targeting the pro-osteoclastic factor TGIF2 (TGF-B-induced
factor 2) (Krzeszinski et al., 2014). The pharmacological administration of a miR-34a mimic
delivered in nanoparticles attenuates the formation of breast cancer bone metastases in mice
(Krzeszinski et al., 2014). A phase I, open-label, dose-escalation study investigated the
safety, pharmacokinetics, and pharmacodynamics of a miR-34a mimic (MRX34),
encapsulated in lipid nanoparticles, in patients with advanced or metastatic cancer (Beg et al.,
2017). However, the clinical trial was terminated prematurely due to cases of immune-related
serious adverse events.

MiR-214-3p expression in OCs is significantly up-regulated in bone specimens from
breast cancer patients with bone metastases (Liu et al., 2017). Additionally, the conditioned

medium from MDA-MB-231 breast cancer cells stimulates miR-214 expression in mature
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OCs during OC differentiation. Mechanistically, miR-214 directly targets the TNF receptor
associated factor 3 (TRAF3), a negative regulator of OC differentiation, thereby promoting
the formation of mature OCs. The treatment of animals with antagomiR-214-3p encapsulated
within an OC-targeting delivery system (D-Asps-liposome) attenuates the formation of
osteolytic lesions caused by breast cancer cells (Liu et al., 2017). Additionally, OC-derived
exosomal miR-214-3p was transferred to OBs, and inhibited OB activity in vitro and reduced
bone formation in vivo (Li et al., 2016). Of note, miR-214 is expressed by OBs and inhibits
OB differentiation in vitro and bone formation in vivo, through repression of activating
transcription factor 4 (Atf4), which is one of the main transcription factors required for OB
function (Wang et al., 2013). Taken together, these findings suggest that the therapeutic
inhibition of OC- or OB-derived miR-214-3p could be a strategy to impede, respectively, the
development of lytic or sclerotic bone metastases (Haider & Taipaleenmaki, 2018; Li et al.,

2016; Wang et al., 2013).

Tumour-derived miRNAs and homing of tumour cells to the bone marrow

Searching for regulators of tumour spreading, Tavazoie et al. (2008) identified a series of
miRNAs (miR-126, miR-206, and miR-335) that were poorly expressed in lung- or bone-
tropic breast cancer cells. Overexpression of these miRNAs in breast cancer cells reduced
lung and bone metastasis formation in animals (Tavazoie et al., 2008). MiR-126 suppressed
metastases by inhibiting tumorigenesis in vivo and tumour cell proliferation in vitro. In
contrast, miR-206 and miR-335 did not affect tumorigenesis, yet suppressed metastasis by
inhibiting tumour cell migration and invasion in vitro. MiR-335 directly targets the 3’UTR of
mRNAs for transcription factor SOX4 and tenascin C (TNC), both factors being involved in
promoting tumour cell migration and invasion (Tavazoie et al., 2008). Elevated expression

levels of let-7 in breast cancer cells were also reported to inhibit bone metastasis formation
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by directly targeting HMGAZ2, a chromatin remodelling protein that activates pro-invasive
genes (Ell & Kang, 2014). Conversely, miR-10b activated by transcription factor Twist
facilitates lung and bone metastasis formation in animals by promoting MDA-MB-231 breast
cancer cell invasion through direct targeting of the mRNA encoding homeobox D10
(HOXD10), resulting in an increased expression of the pro-metastatic gene Ras homolog
gene family member C (Rhoc) (Croset et al., 2015; Ell & Kang, 2014; Ma et al., 2007).
Similarly, miR-17 promotes breast cancer cell migration/invasion in vitro and bone
metastases in vivo through repression of the type II TGF-B receptor (TBR2) (Croset et al.,
2015). Along the same line, miR-21 promotes the colonization of breast cancer cells in bone
by inhibiting the expression of the anti-metastatic genes PTEN, PDCD4, and SPRY2, which
in turn leads to an enhanced tumour cell invasion and metastasis formation (Sahay et al.,
2015).

In prostate cancer, the ectopic expression of miR-143 and miR-145 in PC-3 tumour cells
inhibits bone metastasis formation in vivo by preventing EMT, and by reducing tumour cell
migration (Croset et al., 2015; Ell & Kang, 2014). These inhibitory effects of miR-145 on
EMT and tumour cell migration occur through repression of the oncogenic protein HEF1
(Croset et al., 2015; Ell & Kang, 2014). MiR-203 is also a tumour suppressor whose
expression is inversely correlated with prostate cancer bone metastases (Siu et al., 2018).
Reconstitution of metastatic prostate cancer cells with miR-203 suppresses bone metastasis
formation in animals by inhibiting EMT, invasion, and motility (Saini et al., 2011). The
capacity of miR-203 to inhibit bone metastasis formation has been associated with its ability
to directly repress Survivin/BIRC5 expression, an inhibitor of apoptosis (Saini et al., 2011).
Additionally, miR-203 represses the activation of the EGFR signalling pathway in prostate
cancer cells (Siu et al., 2018). A role for miR-203 in the inhibition of bone metastases caused

by non-small cell lung cancer has also been reported (Wei et al., 2017). Several other
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miRNAs have been shown to control early stages of bone metastasis formation, whose

functions.are summarized in Table 2.

MSC-derived miRNAs

Entering a foreign environment, such as bone, poses tumour cells with numerous
challenges regarding survival and proliferation. It is therefore likely that tumour cells
undergo dormancy as a mechanism to facilitate survival until the environmental conditions
are sufficiently permissive for tumour outgrowth.

Exosomal miR-23b and miR-222/223 released from MSCs have been reported to stimulate
breast cancer dormancy in the bone marrow (Bliss et al., 2016; Ono et al., 2014). For
example, miR-23b induces dormancy through the suppression of the myristoylated alanine-
rich C-kinase substrate (MARCKS) target gene, which encodes a protein that promotes cell

proliferation and motility (Ono et al., 2014).

MiRNAs regulate the adaptation of tumour cells to the bone microenvironment

While residing in the bone marrow, tumour cells exit and re-enter a dormant state. During
this phase, cancer cells undergo a selection and acquire the capacity for metastasis formation.
Specifically bone metastatic cancer cells express genes that are normally expressed by bone
cells (a process called osteomimicry), which endow cancer cells with a full competence for
outgrowth in the bone marrow (Croset et al., 2015; Hesse & Taipaleenmaki, 2019). As
described below, several miRNAs were reported to regulate cancer cell osteomimicry.

RUNX?2 plays a pivotal role in OB differentiation and it is aberrantly expressed in bone-
tropic breast- and prostate cancer cells (Haider & Taipaleenmaki, 2018). In bone-tropic
tumour cells, RUNX2 promotes the progression of bone metastases and the development of

osteolytic lesions (Haider & Taipaleenmaki, 2018). RUNX2 expression is repressed by
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several miRNAs, including miR-135, miR-203, and miR-466. In this respect, miR-135 and
miR-203-expression is absent in bone-tropic breast cancer cells and in tissue biopsies from
breast cancer bone metastases that express RUNX2 (Haider & Taipaleenmaki, 2018).
Conversely, transfection of miR-135 and miR-203 mimics in bone-tropic breast cancer cells
results in a decreased skeletal tumour growth and decreased formation of osteolytic lesions in
tumour-bearing mice (Taipaleenmaki et al., 2015). By repressing RUNX2, miR-135 and
miR-203 indirectly inhibit the expression of genes (I/I-11, Mmp-13, PthrP) that are associated
with bone metastases (Taipaleenmaki et al., 2015). Similarly, miR-203 and miR-466 suppress
prostate cancer bone metastases by directly targeting RUNX2 (Colden et al., 2017; Saini et
al., 2011). Furthermore, restoring miR-203 in bone-tropic prostate cancer cells represses the
expression of other genes associated with osteomimicry, including homeobox protein Dlx-5
(DLXS5), osteopontin (SPPI), and osteocalcin (BGLAP) (Saini et al., 2011). Similarly,
reconstitution of prostate cancer cells with miR-466 represses SPP/ and BGLAP expression
(Colden et al., 2017).

MiRNA members of the miR-30 family (miR-30a, miR-30b, miR-30c, miR-30d, and miR-
30e) are suppressors of breast cancer bone metastasis (Croset et al., 2018). Expression of
these miRs in bone-tropic triple-negative breast cancer cells was profoundly decreased.
Conversely, overexpression of miR-30 family members in triple-negative breast cancer cells
results in the reduction of bone metastasis formation in vivo. In vitro, miR-30 family
members inhibit tumour cell invasion, and restore bone homeostasis by reversing the effects
of tumour cell-conditioned medium on OC and OB formation. Mechanistically, miR-30s
directly target a number of genes associated with the stimulation of OC differentiation (IL-8,
IL-11), the inhibition of OB differentiation (DKK-1), tumour cell osteomimicry (RUNX2,
CDHI1), and invasiveness (CTGF, ITGAS, ITGB3) (Croset et al., 2018). Among these

genes, silencing of CDHI11 or ITGAS in triple-negative breast cancer cells recapitulates the
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inhibitory effects of miR-30 family members on bone metastasis formation in vivo. Overall,
these findings provide evidence that miR-30 family members employ multiple mechanisms to
impede breast cancer bone metastases, including osteomimicry (Croset et al., 2018). Of note,
IncRNA MALAT]1 acts as a sponge for miR-30, thus promoting OB differentiation of ADSCs
(see section on bone physiology) (Yi et al., 2019). MALAT]1 is overexpressed in several
cancers, including triple-negative breast cancer (Jadaliha et al., 2016). It is therefore tempting
to speculate that in triple-negative breast cancer MALATI1 overexpressing cells may be
responsible for miR-30 down-regulation, which then facilitates tumour cell osteomimicry.

As previously described, miR-218-5p promotes OB differentiation by down-regulating
Wnt signalling inhibitors (e.g., SOST-1, DKK-2, and sFRP2) during the process of
osteogenesis (Hassan et al., 2012). MiR-218-5p also enhances Wnt activity in osteotropic
breast cancer cells. Moreover, the expression of genes associated with osteomimicry (CXCR-
4, BSP, and SSPPI) and OC-mediated bone resorption (PTHrP) is increased in miR-218-
expressing breast cancer cells (Haider & Taipaleenmaki, 2018; Hassan et al., 2012;
Taipaleenmaki et al., 2016). Transfection of bone-tropic breast cancer cells with anti-miR-
218-5p decreases Wnt activity, and reduces skeletal tumour burden and cancer-induced
osteolysis in vivo (Taipaleenmaki et al., 2016). Furthermore, miR-218 secreted from breast
cancer cells can directly down-regulate type I collagen expression by OBs, thereby impairing
bone integrity (Liu et al., 2018). Taken together, these results (Haider & Taipaleenmaki,
2018; Liu et al., 2018) indicate that inhibition of miR-218-5p can attenuate the activity of the
“vicious cycle” during bone metastasis progression, suggesting that it could be an attractive

therapeutic target.
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Tumour-derived ncRNAs impair OB and OC function

Several studies have shown that IncRNAs and miRNAs expressed and/or released by
tumour cells can be directly involved in the formation of osteolytic or osteoblastic lesions
(Table 2).

The IncRNA MAYA mediates a crosstalk between the ROR1-HER3 and Hippo/Yes-
associated protein (Y AP) pathways in breast cancer cells to promote lytic bone metastases (Li
et al., 2017). Mechanistically, neuregulin induces the heterodimerization of receptor tyrosine
kinase-like orphan receptor (ROR)-1 and receptor tyrosine kinase erbB-3 (HER3), which
leads to the phosphorylation of HER3 in breast cancer cells. In turn, HER3 phosphorylation
recruits a MAYA-containing complex that methylates the serine/threonine kinase
Hippo/MST1 and activates YAP. This results in the translocation of YAP to the nucleus and
the increased expression of connective tissue growth factor (CTGF) (Li et al., 2017). CTGF
is ‘a factor that promotes OC differentiation and activity. In vivo, the treatment of animals
with an antibody against CTGF prevents the formation of osteolytic metastases caused by
human MDA- MB-231 breast cancer cells (Shimo et al., 2006).

Increased MALATI1 expression in NSCLC is associated with a poor clinical outcome,
including bone metastases (Liu et al., 2016). MALAT1 is overexpressed in several other
cancers, where it promotes tumour cell invasion and proliferation (Liu et al., 2016). It has
been reported that MALAT1 expression is increased in PC3 prostate cancer cells if co-
cultured with primary mouse OBs (Sebastian et al., 2015). Moreover, MALAT1 expression
in PC3 cells is further enhanced upon co-culture with mouse OBs lacking Sost (Sebastian et
al., 2015). However, the underlying mechanisms by which SOST regulates MALATI
expression in tumour cells are unknown.

RUNX?2-ASI is released by myeloma cells and is transferred to MSCs. In MSCs, RUNX?2-

AS1 represses RUNX2 expression through the formation of a duplex with RUNX2 pre-
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mRNA, which then blocks OB differentiation (Li et al.,, 2018a). MiR-124 is a tumour
suppressor whose expression is down-regulated in several cancer types (Cai et al., 2018). Its
expression is also substantially reduced in breast cancer bone metastases (Cai et al., 2018).
Experimentally, restoration of miR-124 expression in bone-tropic breast cancer cells reduces
the progression of bone metastases in animals (Cai et al., 2018). Mechanistically, miR-124
represses the expression of IL-11 by breast cancer cells, which is a tumour-derived factor
promoting bone resorption (Cai et al., 2018; Croucher et al., 2016). Of note, IL-11 expression
is inversely correlated with the expression of miR-124, and high expression of IL-11 in bone
metastases is associated with an overall shorter survival of patients (Cai et al., 2018).
Tumour-derived exosomal miRNAs can also affecting the function of bone cells. For
example; exosomal miR-141 and miR-940 produced by prostate cancer cells are taken up by
OB precursors and promote OB differentiation and proliferation, thereby facilitating the
formation of sclerotic bone metastases (Hashimoto et al., 2018; Ye et al., 2017).
Mechanistically, miR-141 activates p38-MAPKinases and increases OPG expression in OBs
while miR-940 promotes osteogenic differentiation of MSCs via targeting ARHGAP1 (Rho
GTPase Activating Protein 1) and FAM134A (Family with Sequence Similarity 134 Member
A) (Hashimoto et al., 2018; Ye et al., 2017). Conversely, miR-218 secreted from breast
cancer cells directly inhibits type I collagen deposition by OBs (Liu et al., 2018). Similarly,
lung adenocarcinoma cell-derived exosomal miR-21 facilitates OC differentiation in vitro
(Hu et al., 2017). MiR-21 exerts its promoting effect on OC differentiation via targeting
programme cell death 4 (PDCD4), a repressor of c-Fos, which is an important transcription

factor for OC differentiation (Hu et al., 2017).
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Circulating ncRNAs and their value as biomarkers

NcRNAs that are released into body fluids (e.g., serum, plasma, urine, saliva) are either
encapsulated within extracellular vesicles or are associated with high-density lipoproteins or
AGO proteins, which provides protection from nuclease-mediated degradation (Anfossi et
al.; 2018; Li et al., 2018b). Thus, circulating ncRNAs are rather stable, and a growing body
of evidence suggests that they might be useful as biomarkers in cancer (Anfossi et al., 2018;
Kang, 2016; Mishra, 2014; Wan-Ibrahim et al., 2016). However, the prognostic value of
ncRNAs in predicting the risk of bone metastases in patients with cancer clearly needs to be
addressed.

Ell and colleagues identified a series of 4 miRNAs (miR-16, miR-211, miR-378, and let-
7a) that were up-regulated during OC differentiation and induced by conditioned medium
from breast cancer cells (Ell et al., 2013). The authors thought to investigate this group of
miRNAs as potential biomarkers associated with lytic bone metastases in patients. They
found that the expression of miR-16 and miR-378 was consistently increased in the serum of
breast cancer patients with bone metastases (n = 38), compared to healthy controls (n = 21)
(Ell et al., 2013). The amount of miR-10b in the serum was also significantly increased in
breast cancer patients with bone metastases (n = 22), compared to breast cancer patients
without bone metastases (n = 100) or healthy control subjects (n = 59) (Zhao et al., 2012). In
prostate cancer, the abundance of miR-218 was greatly reduced in the serum of patients with
bone metastases (n = 38), compared to patients with no metastases (n = 115) (Peng et al.,
2019). Conversely, the abundance of miRNAs (miR-409-3p/5p, miR-154%*, and miR-379) in
the delta-like 1 homolog-deiodinase, iodothyronine 3 (DLK1-DIO3) cluster was increased in
the serum of patients with metastatic prostate cancer, and an elevated expression of miR-154

and miR-379 was observed in bone metastatic prostate cancer cells in sifu. This suggests that
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miRNAs of the DLK1-DIO3 cluster could serve as biomarkers in patients with advanced
prostate cancer (Gururajan et al., 2014).

Of note, the identification of circulating bone-derived miRNAs to predict specific stages
of the disease has been suggested for bone-related pathologies other than cancer. For
example, Seeliger and colleagues identified five miRNAs (miR-21-5p, miR-23a-3p, miR-24-
3p, miR-100-5p, and miR-125b-5p) whose expression levels are increased in both the serum
and bone tissue of osteoporotic patients with osteoporotic fractures (Seeliger et al., 2014). A
correlation with bone mineral density in osteoporotic patients was also observed for miR-21-
5p, miR-24-3p, miR-93-5p, miR-100-5p, and miR-125b-5p (Kelch et al., 2017). Additionally,
intracellular studies revealed a simultaneous up-regulation of miR-21-5p, miR-93-5p, miR-
100-5p and miR125b-5p in OBs and in OCs, whereas miR-148a-3p up-regulation was
specific for osteoporotic OCs (Kelch et al., 2017). Overall, these findings (Seeliger et al.,
2014; Kelch et al., 2017; Cheng et al., 2019) suggest these miRNAs may be useful
biomarkers for early diagnosis of osteoporosis. None of these miRNAs associated with
osteoporosis did however overlap with those associated with breast cancer-induced bone
destruction (Ell et al., 2013).

Not only miRNAs, but also IncRNAs and circRNAs could potentially serve as biomarkers
to predict the risk of bone metastases in patients with advanced cancer. For example,
MALATI is measurable in the cellular fraction of peripheral human blood, and it has been
proposed to be useful as a biomarker for the diagnosis of NSCLC (Weber et al., 2013). Given
that MALATI is highly expressed in tissues from NSCLC patients with bone metastases
compared to tissues from patients without bone metastases (Liu ef al., 2016), it is likely that
circulating MALAT]1 could serve as a biomarker to predict the onset of skeletal-related

events in NSCLC.
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Interestingly, circRNAs are more stable than miRNAs and IncRNAs (Suzuki & Tsukahara,
2014), and they are enriched in exosomes compared to cells from where they are secreted (Li

et al., 2015), suggesting they might be used as biomarkers for human cancers (Kristensen et

al., 2018; Meng et al., 2017; Wang et al., 2016).

Concluding remarks

In this review, we describe the properties of ncRNAs, and we show that the dysregulation
of ncRNAs in tumour cells and/or bone cells as well as the shuttling of ncRNAs between
tumour cells and bone cells lead to the construction of a cancer niche in bone, which is
essential for tumour progression (Figure 2). Interestingly, the identification of specific
ncRNAs involved in bone metastasis formation and progression raises the possibility of
developing novel biomarkers, which could provide important insight to predict the risk of
relapse in patients with cancer. Likewise, the regulatory activity of ncRNAs in bone
homeostasis and their dysregulation in bone metastasis encourage the development of

ncRNA-based therapeutics.

Nomenclature of Targets and Ligands:

Key protein targets and ligands in this article are hyperlinked to corresponding entries in
http://www.guidetopharmacology.org, the common portal for data from the IUPHAR/BPS
Guide to PHARMACOLOGY (Harding et al., 2018), and are permanently archived in the

Concise Guide to PHARMACOLOGY 2017/18 (Alexander et al., 2017).

Acknowledgements:
P. Clézardin gratefully acknowledge the support of INSERM, “Appel a Projets LIA/LEA

2016” (grant n°: ASC17018CSA), the University of Lyon, the University of Sheffield, and

This article is protected by copyright. All rights reserved.



Weston Park Cancer Charity (grant n°: CA163). H. Taipaleenmiki and E. Hesse
acknowledge funding from the Deutsche Forschungsgemeinschaft (TA1154/1-1 and

TA1154/2-1 to H.Taipaleenmiki, HE 5208/2-3 to E. Hesse).

Conflict of interest:

The authors declare no conflict of interest.

Declaration of transparency and scientific rigour
This Declaration acknowledges that this paper adheres to the principles for transparent
reporting and scientific rigour of preclinical research as stated in the BJP guidelines for

Design & Analysis, and as recommended by funding agencies, publishers and other

organisations engaged with supporting research.

This article is protected by copyright. All rights reserved.


https://bpspubs.onlinelibrary.wiley.com/doi/full/10.1111/bph.14207

References

1.

10.

11.

12.

13.

Akhade VS, Pal D, & Kanduri C (2017). Long Noncoding RNA: Genome
Organization and Mechanism of Action. Adv Exp Med Biol 1008: 47-74.

Almeida M, Laurent MR, Dubois V, Claessens F, O'Brien CA, Bouillon R, et al.
(2017). Estrogens and Androgens in Skeletal Physiology and Pathophysiology.
Physiol Rev 97: 135-187.

Amandio AR, Necsulea A, Joye E, Mascrez B, & Duboule D (2016). Hotair Is
Dispensible for Mouse Development. PLoS Genet 12: €1006232.

Anderson DM, Anderson KM, Chang CL, Makarewich CA, Nelson BR, McAnally
JR, et al. (2015). A micropeptide encoded by a putative long noncoding RNA
regulates muscle performance. Cell 160: 595-606.

Anfossi S, Babayan A, Pantel K, & Calin GA (2018). Clinical utility of circulating
non-coding RNAs - an update. Nat Rev Clin Oncol 15: 541-563.

Aquino-Martinez R, Farr JN, Weivoda MM, Negley BA, Onken JL, Thicke BS, et al.
(2018). miR-219a-5p Regulates Rorbeta During Osteoblast Differentiation and in
Age-related Bone Loss. J Bone Miner Res.

Bachmayr-Heyda A, Reiner AT, Auer K, Sukhbaatar N, Aust S, Bachleitner-
Hofmann T, et al. (2015). Correlation of circular RNA abundance with proliferation--
exemplified with colorectal and ovarian cancer, idiopathic lung fibrosis, and normal
human tissues. Sci Rep 5: 8057.

Baier SR, & Wan Y (2016). MicroRNA Exert Macro Effects on Cancer Bone
Metastasis. Curr Osteoporos Rep 14: 163-169.

Beg MS, Brenner AJ, Sachdev J, Borad M, Kang YK, Stoudemire J, et al. (2017).
Phase I study of MRX34, a liposomal miR-34a mimic, administered twice weekly in
patients with advanced solid tumors. Invest New Drugs 35: 180-188.

Bellavia D, De Luca A, Carina V, Costa V, Raimondi L, Salamanna F, et al. (2019).
Deregulated miRNAs in bone health: Epigenetic roles in osteoporosis. Bone 122: 52-
75.

Bhartiya D, & Scaria V (2016). Genomic variations in non-coding RNAs: Structure,
function and regulation. Genomics 107: 59-68.

Blin-Wakkach C, Lezot F, Ghoul-Mazgar S, Hotton D, Monteiro S, Teillaud C, et al.
(2001). Endogenous Msx1 antisense transcript: in vivo and in vitro evidences,
structure, and potential involvement in skeleton development in mammals. Proc Natl
Acad Sci U S A 98: 7336-7341.

Bliss SA, Sinha G, Sandiford OA, Williams LM, Engelberth DJ, Guiro K, et al.

(2016). Mesenchymal Stem Cell-Derived Exosomes Stimulate Cycling Quiescence
and Early Breast Cancer Dormancy in Bone Marrow. Cancer Res 76: 5832-5844.

This article is protected by copyright. All rights reserved.



14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24,

25.

26.

27.

Browne G, Taipaleenmaki H, Stein GS, Stein JL, & Lian JB (2014). MicroRNAs in
the control of metastatic bone disease. Trends Endocrinol Metab 25: 320-327.

Cai WL, Huang WD, Li B, Chen TR, Li ZX, Zhao CL, et al. (2018). microRNA-124
inhibits bone metastasis of breast cancer by repressing Interleukin-11. Mol Cancer 17:
9.

Chaffer CL, San Juan BP, Lim E, & Weinberg RA (2016). EMT, cell plasticity and
metastasis. Cancer Metastasis Rev 35: 645-654.

Cheung DG, Buzzetti M, & Di Leva G (2017). miRNAs in bone metastasis. Expert
Rev Endocrinol Metab 12: 451-461.

Choi SW, Kim HW, & Nam JW (2018). The small peptide world in long noncoding
RNAs . Brief Bioinform.

Colden M, Dar AA, Saini S, Dahiya PV, Shahryari V, Yamamura S, et al. (2017).
MicroRNA-466 inhibits tumor growth and bone metastasis in prostate cancer by
direct regulation of osteogenic transcription factor RUNX2. Cell Death Dis 8: €2572.

Conn SJ, Pillman KA, Toubia J, Conn VM, Salmanidis M, Phillips CA, et al. (2015).
The RNA binding protein quaking regulates formation of circRNAs. Cell 160: 1125-
1134.

Croset M, Kan C, & Clezardin P (2015). Tumour-derived miRNAs and bone
metastasis. Bonekey Rep 4: 688.

Croset M, Pantano F, Kan CWS, Bonnelye E, Descotes F, Alix-Panabieres C, et al.
(2018). miRNA-30 Family Members Inhibit Breast Cancer Invasion, Osteomimicry,
and Bone Destruction by Directly Targeting Multiple Bone Metastasis-Associated
Genes. Cancer Res 78: 5259-5273.

Croucher PI, McDonald MM, & Martin TJ (2016). Bone metastasis: the importance
of the neighbourhood. Nat Rev Cancer 16: 373-386.

Dallas SL, Prideaux M, & Bonewald LF (2013). The osteocyte: an endocrine cell ...
and more. Endocr Rev 34: 658-690.

Davis HM, Pacheco-Costa R, Atkinson EG, Brun LR, Gortazar AR, Harris J, et al.
(2017). Disruption of the Cx43/miR21 pathway leads to osteocyte apoptosis and
increased osteoclastogenesis with aging. Aging Cell 16: 551-563.

Dou C, Cao Z, Yang B, Ding N, Hou T, Luo F, et al. (2016). Changing expression
profiles of IncRNAs, mRNAs, circRNAs and miRNAs during osteoclastogenesis. Sci
Rep 6: 21499.

Dougall WC (2012). Molecular pathways: osteoclast-dependent and osteoclast-

independent roles of the RANKL/RANK/OPG pathway in tumorigenesis and
metastasis. Clin Cancer Res 18: 326-335.

This article is protected by copyright. All rights reserved.



28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

Ell B, & Kang Y (2014). MicroRNAs as regulators of bone homeostasis and bone
metastasis. Bonekey Rep 3: 549.

Ell B, Mercatali L, Ibrahim T, Campbell N, Schwarzenbach H, Pantel K, et al. (2013).
Tumor-induced osteoclast miRNA changes as regulators and biomarkers of osteolytic
bone metastasis. Cancer Cell 24: 542-556.

Feng L, Shi L, Lu YF, Wang B, Tang T, Fu WM, et al. (2018). Linc-ROR Promotes
Osteogenic Differentiation of Mesenchymal Stem Cells by Functioning as a
Competing Endogenous RNA for miR-138 and miR-145. Mol Ther Nucleic Acids 11:
345-353.

Flynn RA, & Chang HY (2014). Long noncoding RNAs in cell-fate programming and
reprogramming. Cell Stem Cell 14: 752-761.

Gabory A, Jammes H, & Dandolo L (2010). The H19 locus: role of an imprinted non-
coding RNA in growth and development. Bioessays 32: 473-480.

Gaur T, Hussain S, Mudhasani R, Parulkar I, Colby JL, Frederick D, et al. (2010).
Dicer inactivation in osteoprogenitor cells compromises fetal survival and bone

formation, while excision in differentiated osteoblasts increases bone mass in the
adult mouse. Dev Biol 340: 10-21.

Godfrey TC, Wildman BJ, Beloti MM, Kemper AG, Ferraz EP, Roy B, et al. (2018).
The microRNA-23a cluster regulates the developmental Hox A cluster function during
osteoblast differentiation. J Biol Chem 293: 17646-17660.

Gong C, & Maquat LE (2011). IncRNAs transactivate STAUIl-mediated mRNA
decay by duplexing with 3' UTRs via Alu elements. Nature 470: 284-288.

Gu X, Li M, Jin Y, Liu D, & Wei F (2017). Identification and integrated analysis of
differentially expressed IncRNAs and circRNAs reveal the potential ceRNA networks
during PDLSC osteogenic differentiation. BMC Genet 18: 100.

Guise TA, Yin JJ, Taylor SD, Kumagai Y, Dallas M, Boyce BF, et al. (1996).
Evidence for a causal role of parathyroid hormone-related protein in the pathogenesis
of human breast cancer-mediated osteolysis. J Clin Invest 98: 1544-1549.

Guo K, Zhang D, Wu H, Zhu Q, Yang C, & Zhu J (2018a). MiRNA-199a-5p
positively regulated RANKL-induced osteoclast differentiation by target Mafb
protein. J Cell Biochem.

Guo L, Chen K, Yuan J, Huang P, Xu X, Li C, et al. (2018b). Estrogen inhibits
osteoclasts formation and bone resorption via microRNA-27a targeting PPARgamma

and APC. J Cell Physiol 234: 581-594.

Gururajan M, Josson S, Chu GC, Lu CL, Lu YT, Haga CL, ef al. (2014). miR-154*
and miR-379 in the DLK1-DIO3 microRNA mega-cluster regulate epithelial to

This article is protected by copyright. All rights reserved.



41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

S1.

52.

mesenchymal transition and bone metastasis of prostate cancer. Clin Cancer Res 20:
6559-6569.

Gutschner T, & Diederichs S (2012). The hallmarks of cancer: a long non-coding
RNA point of view. RNA Biol 9: 703-719.

Ha M, & Kim VN (2014). Regulation of microRNA biogenesis. Nat Rev Mol Cell
Biol 15: 509-524.

Haider MT, & Taipaleenmaki H (2018). Targeting the Metastatic Bone
Microenvironment by MicroRNAs. Front Endocrinol (Lausanne) 9: 202.

Han J, Lee Y, Yeom KH, Kim YK, Jin H, & Kim VN (2004). The Drosha-DGCRS&
complex in primary microRNA processing. Genes Dev 18: 3016-3027.

Han Y, Zhang K, Hong Y, Wang J, Liu Q, Zhang Z, et al. (2018). miR-342-3p
promotes osteogenic differentiation via targeting ATF3. FEBS Lett.

Harding SD, Sharman JL, Faccenda E, Southan C, Pawson AlJ, Ireland S ef al.
(2018). The TUPHAR/BPS Guide to PHARMACOLOGY in 2018: updates and
expansion to encompass the new guide to IMMUNOPHARMACOLOGY. Nucl Acids
Res 46: D1091-D1106.

Hashimoto K, Ochi H, Sunamura S, Kosaka N, Mabuchi Y, Fukuda T, er al. (2018).
Cancer-secreted hsa-miR-940 induces an osteoblastic phenotype in the bone
metastatic microenvironment via targeting ARHGAP1 and FAM134A. Proc Natl
Acad Sci U S A 115: 2204-22009.

Hassan MQ, Gordon JA, Beloti MM, Croce CM, van Wijnen AJ, Stein JL, et al.
(2010). A network connecting Runx2, SATB2, and the miR-23a~27a~24-2 cluster

regulates the osteoblast differentiation program. Proc Natl Acad Sci U S A 107:
19879-19884.

Hassan MQ, Maeda Y, Taipaleenmaki H, Zhang W, Jafferji M, Gordon JA, et al.
(2012). miR-218 directs a Wnt signaling circuit to promote differentiation of

osteoblasts and osteomimicry of metastatic cancer cells. J Biol Chem 287: 42084-
42092.

Hesse E, & Taipaleenmaki H (2019). MicroRNAs in Bone Metastasis. Curr
Osteoporos Rep.

Hsu M-T, & Coca-Prados M (1979). Electron microscopic evidence for the circular
form of RNA in the cytoplasm of eukaryotic cells. Nature 280: 339-340.

Hu CH, Sui BD, Du FY, Shuai Y, Zheng CX, Zhao P, et al. (2017). miR-21

deficiency inhibits osteoclast function and prevents bone loss in mice. Sci Rep 7:
43191.

This article is protected by copyright. All rights reserved.



53.

54.

SS.

56.

57.

38.

59.

60.

61.

62.

63.

64.

65.

66.

Huang JZ, Chen M, Chen, Gao XC, Zhu S, Huang H, er al. (2017). A Peptide
Encoded by a Putative IncRNA HOXB-AS3 Suppresses Colon Cancer Growth. Mol
Cell 68: 171-184 el76.

Huang Y, Zheng Y, Jia L, & Li W (2015). Long Noncoding RNA H19 Promotes
Osteoblast Differentiation Via TGF-betal/Smad3/HDAC Signaling Pathway by
Deriving miR-675. Stem Cells 33: 3481-3492.

Huynh NP, Anderson BA, Guilak F, & McAlinden A (2017). Emerging roles for long
noncoding RNAs in skeletal biology and disease. Connect Tissue Res 58: 116-141.

Inoue K, Deng Z, Chen Y, Giannopoulou E, Xu R, Gong S, et al. (2018). Bone
protection by inhibition of microRNA-182. Nat Commun 9: 4108.

Jadaliha M, Zong X, Malakar P, Ray T, Singh DK, Freier SM, et al. (2016).
Functional and prognostic significance of long non-coding RNA MALATI as a

metastasis driver in ER negative lymph node negative breast cancer. Oncotarget 7:
40418-40436.

Ji P, Diederichs S, Wang W, Boing S, Metzger R, Schneider PM, et al. (2003).
MALAT-1, a novel noncoding RNA, and thymosin beta4 predict metastasis and
survival in early-stage non-small cell lung cancer. Oncogene 22: 8031-8041.

Ji X, Chen X, & Yu X (2016). MicroRNAs in Osteoclastogenesis and Function:
Potential Therapeutic Targets for Osteoporosis. Int J Mol Sci 17: 349.

Jing Q, Huang S, Guth S, Zarubin T, Motoyama A, Chen J, et al. (2005). Involvement
of microRNA in AU-rich element-mediated mRNA instability. Cell 120: 623-634.

JooMH, Song JJ, & Hohng S (2015). Single-molecule fluorescence measurements
reveal the reaction mechanisms of the core RISC, composed of human Argonaute 2
and a guide RNA. BMB Rep 48: 643-644.

Kang Y (2016). Dissecting Tumor-Stromal Interactions in Breast Cancer Bone
Metastasis. Endocrinol Metab (Seoul) 31: 206-212.

Karvande A, Kushwaha P, Ahmad N, Adhikary S, Kothari P, Tripathi AK, et al.
(2018). Glucose dependent miR-451a expression contributes to parathyroid hormone
mediated osteoblast differentiation. Bone 117: 98-115.

Kim M, Yu Y, Moon JH, Koh I, & Lee JH (2018). Differential Expression Profiling
of Long Noncoding RNA and mRNA during Osteoblast Differentiation in Mouse. Int
J Genomics 2018: 7691794.

Kobayashi T, Lu J, Cobb BS, Rodda SJ, McMahon AP, Schipani E, et al. (2008).
Dicer-dependent pathways regulate chondrocyte proliferation and differentiation. Proc

Natl Acad Sci U S A 105: 1949-1954.

Kristensen LS, Hansen TB, Veno MT, & Kjems J (2018). Circular RNAs in cancer:
opportunities and challenges in the field. Oncogene 37: 555-565.

This article is protected by copyright. All rights reserved.



67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

7.

78.

79.

Krol J, Loedige I, & Filipowicz W (2010). The widespread regulation of microRNA
biogenesis, function and decay. Nat Rev Genet 11: 597-610.

Krzeszinski JY, Wei W, Huynh H, Jin Z, Wang X, Chang TC, et al. (2014). miR-34a
blocks osteoporosis and bone metastasis by inhibiting osteoclastogenesis and Tgif2.
Nature 512: 431-435.

Lacey DL, Timms E, Tan HL, Kelley MJ, Dunstan CR, Burgess T, et al. (1998).
Osteoprotegerin ligand is a cytokine that regulates osteoclast differentiation and
activation. Cell 93: 165-176.

Lau KW, & Sheng MH (2018). A novel miR17/protein tyrosine phosphatase-
oc/EphA4 regulatory axis of osteoclast activity. Arch Biochem Biophys 650: 30-38.

Li B, Xu H, Han H, Song S, Zhang X, Ouyang L, et al. (2018a). Exosome-mediated
transfer of IncRUNX2-AS1 from multiple myeloma cells to MSCs contributes to
osteogenesis. Oncogene 37: 5508-5519.

Li C, Wang S, Xing Z, Lin A, Liang K, Song J, et al. (2017). A ROR1-HER3-
IncRNA signalling axis modulates the Hippo-YAP pathway to regulate bone
metastasis. Nat Cell Biol 19: 106-119.

Li D, Liu J, Guo B, Liang C, Dang L, Lu C, et al. (2016). Osteoclast-derived
exosomal miR-214-3p inhibits osteoblastic bone formation. Nat Commun 7: 10872.

Li S, Li Y, Chen B, Zhao J, Yu S, Tang Y, et al. (2018b). exoRBase: a database of
circRNA, IncRNA and mRNA in human blood exosomes. Nucleic Acids Res 46:
D106-D112.

Li Y, Zheng Q, Bao C, Li S, Guo W, Zhao J, et al. (2015). Circular RNA is enriched
and stable in exosomes: a promising biomarker for cancer diagnosis. Cell Res 25:
981-984.

Li Z, Hassan MQ, Jafferji M, Ageilan RI, Garzon R, Croce CM, et al. (2009).
Biological functions of miR-29b contribute to positive regulation of osteoblast
differentiation. J Biol Chem 284: 15676-15684.

Liang WC, Fu WM, Wang YB, Sun YX, Xu LL, Wong CW, et al. (2016). H19
activates Wnt signaling and promotes osteoblast differentiation by functioning as a
competing endogenous RNA. Sci Rep 6: 20121.

Liao J, Yu X, Hu X, Fan J, Wang J, Zhang Z, et al. (2017). IncRNA H19 mediates
BMP9-induced osteogenic differentiation of mesenchymal stem cells (MSCs) through
Notch signaling. Oncotarget 8: 53581-53601.

Lin JC, Liu ZG, Yu B, & Zhang XR (2018). MicroRNA-874 targeting SUFU involves

in- osteoblast proliferation and differentiation in osteoporosis rats through the
Hedgehog signaling pathway. Biochem Biophys Res Commun 506: 194-203.

This article is protected by copyright. All rights reserved.



80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

Liu J, Li D, Dang L, Liang C, Guo B, Lu C, et al. (2017). Osteoclastic miR-214
targets TRAF3 to contribute to osteolytic bone metastasis of breast cancer. Sci Rep 7:
40487.

Liu M, Sun W, Liu Y, & Dong X (2016). The role of IncRNA MALATI in bone
metastasis in patients with non-small cell lung cancer. Oncol Rep 36: 1679-1685.

Liu X, Cao M, Palomares M, Wu X, Li A, Yan W, ef al. (2018). Metastatic breast
cancer cells overexpress and secrete miR-218 to regulate type I collagen deposition by
osteoblasts. Breast Cancer Res 20: 127.

Long F (2011). Building strong bones: molecular regulation of the osteoblast lineage.
Nat Rev Mol Cell Biol 13: 27-38.

Ma L, Teruya-Feldstein J, & Weinberg RA (2007). Tumour invasion and metastasis
initiated by microRNA-10b in breast cancer. Nature 449: 682-688.

Matsumoto A, Pasut A, Matsumoto M, Yamashita R, Fung J, Monteleone E, et al.
(2017). mTORCI and muscle regeneration are regulated by the LINC00961-encoded
SPAR polypeptide. Nature 541: 228-232.

Meng S, Zhou H, Feng Z, Xu Z, Tang Y, Li P, et al. (2017). CircRNA: functions and
properties of a novel potential biomarker for cancer. Mol Cancer 16: 94.

Mishra PJ (2014). MicroRNAs as promising biomarkers in cancer diagnostics.
Biomark Res 2: 19.

Nakanishi K (2016). Anatomy of RISC: how do small RNAs and chaperones activate
Argonaute proteins? Wiley Interdiscip Rev RNA 7: 637-660.

Nardocci G, Carrasco ME, Acevedo E, Hodar C, Meneses C, & Montecino M (2018).
Identification of a novel long noncoding RNA that promotes osteoblast
differentiation. J Cell Biochem 119: 7657-7666.

Niazi F, & Valadkhan S (2012). Computational analysis of functional long noncoding
RNAs reveals lack of peptide-coding capacity and parallels with 3' UTRs. RNA 18:
825-843.

Ono M, Kosaka N, Tominaga N, Yoshioka Y, Takeshita F, Takahashi RU, et al.
(2014). Exosomes from bone marrow mesenchymal stem cells contain a microRNA
that promotes dormancy in metastatic breast cancer cells. Sci Signal 7: ra63.

Pan BL, Tong ZW, Li SD, Wu L, Liao JL, Yang YX, et al. (2018). Decreased
microRNA-182-5p helps alendronate promote osteoblast proliferation and
differentiation in osteoporosis via the Rapl/MAPK pathway. Biosci Rep.

Patop IL, & Kadener S (2018). circRNAs in Cancer. Curr Opin Genet Dev 48: 121-
127.

This article is protected by copyright. All rights reserved.



94. Peng F, Li TT, Wang KL, Xiao GQ, Wang JH, Zhao HD, et al. (2017). H19/let-
7/LIN28 reciprocal negative regulatory circuit promotes breast cancer stem cell
maintenance. Cell Death Dis 8: e2569.

95. Peng P, Chen T, Wang Q, Zhang Y, Zheng F, Huang S, et al. (2019). Decreased miR-
218-5p Levels as a Serum Biomarker in Bone Metastasis of Prostate Cancer. Oncol
Res Treat 42: 165-180.

96. Peng W, Deng W, Zhang J, Pei G, Rong Q, & Zhu S (2018). Long noncoding RNA
ANCR suppresses bone formation of periodontal ligament stem cells via sponging
miRNA-758. Biochem Biophys Res Commun 503: 815-821.

97.Pospiech N, Cibis H, Dietrich L, Muller F, Bange T, & Hennig S (2018).
Identification of novel PANDAR protein interaction partners involved in splicing
regulation. Sci Rep 8: 2798.

98. Qian DY, Yan GB, Bai B, Chen Y, Zhang SJ, Yao YC, et al. (2017). Differential
circRNA expression profiles during the BMP2-induced osteogenic differentiation of
MC3T3-E1 cells. Biomed Pharmacother 90: 492-499.

99.Qu B, Xia X, Yan M, Gong K, Deng S, Huang G, et al. (2015). miR-218 is involved
in the negative regulation of osteoclastogenesis and bone resorption by partial

suppression of p38MAPK-c-Fos-NFATc1 signaling: Potential role for osteopenic
diseases. Exp Cell Res 338: 89-96.

100. Quan G, & Li J (2018). Circular RNAs: biogenesis, expression and their
potential roles in reproduction. J Ovarian Res 11: 9.

101. Quinn JJ, & Chang HY (2016). Unique features of long non-coding RNA
biogenesis and function. Nat Rev Genet 17: 47-62.

102. Raaijmakers MH, Mukherjee S, Guo S, Zhang S, Kobayashi T, Schoonmaker
JA, et al. (2010). Bone progenitor dysfunction induces myelodysplasia and secondary
leukaemia. Nature 464: 852-857.

103. Raveh E, Matouk 1J, Gilon M, & Hochberg A (2015). The H19 Long non-
coding RNA in cancer initiation, progression and metastasis - a proposed unifying
theory. Mol Cancer 14: 184.

104. Rinn JL, Kertesz M, Wang JK, Squazzo SL, Xu X, Brugmann SA, et al.
(2007). Functional demarcation of active and silent chromatin domains in human
HOX loci by noncoding RNAs. Cell 129: 1311-1323.

105. Rossi M, Bucci G, Rizzotto D, Bordo D, Marzi MJ, Puppo M, et al. (2019).
LncRNA EPR controls epithelial proliferation by coordinating Cdknla transcription
and mRNA decay response to TGF-f. Nature Communications 10: 1969.

106. Sahay D, Leblanc R, Grunewald TG, Ambatipudi S, Ribeiro J, Clezardin P, et

al. (2015). The LPA1/ZEB1/miR-21-activation pathway regulates metastasis in basal
breast cancer. Oncotarget 6: 20604-20620.

This article is protected by copyright. All rights reserved.



107. Saini S, Majid S, Yamamura S, Tabatabai L, Suh SO, Shahryari V, et al.
(2011). Regulatory Role of mir-203 in Prostate Cancer Progression and Metastasis.
Clin Cancer Res 17: 5287-5298.

108. Salido-Guadarrama I, Romero-Cordoba S, Peralta-Zaragoza O, Hidalgo-
Miranda A, & Rodriguez-Dorantes M (2014). MicroRNAs transported by exosomes
in body fluids as mediators of intercellular communication in cancer. Onco Targets
Ther 7: 1327-1338.

109. Schmid-Alliana A, Schmid-Antomarchi H, Al-Sahlanee R, Lagadec P,
Scimeca JC, & Verron E (2018). Understanding the Progression of Bone Metastases
to Identify Novel Therapeutic Targets. Int J Mol Sci 19.

110. Sebastian A, Hum NR, Hudson BD, & Loots GG (2015). Cancer-Osteoblast
Interaction Reduces Sost Expression in Osteoblasts and Up-Regulates IncRNA
MALAT]I in Prostate Cancer. Microarrays (Basel) 4: 503-519.

111. Seeliger C, Karpinski K, Haug AT, Vester H, Schmitt A, Bauer JS, et al.
(2014). Five freely circulating miRNAs and bone tissue miRNAs are associated with
osteoporotic fractures. J Bone Miner Res 29: 1718-1728.

112. Shimo T, Kubota S, Yoshioka N, Ibaragi S, Isowa S, Eguchi T, et al. (2006).
Pathogenic role of connective tissue growth factor (CTGF/CCN2) in osteolytic
metastasis of breast cancer. J Bone Miner Res 21: 1045-1059.

113. Siu MK, Abou-Kheir W, Yin JJ, Chang YS, Barrett B, Suau F, ef al. (2018).
Correction: Loss of EGFR signaling-regulated miR-203 promotes prostate cancer
bone metastasis and tyrosine kinase inhibitors resistance. Oncotarget 9: 32403.

114. Sul OJ, Sung YB, Rajasekaran M, Ke K, Yu R, Back SH, et al. (2018).
MicroRNA-155 induces autophagy in osteoclasts by targeting transforming growth

factor beta-activated kinase 1-binding protein 2 upon lipopolysaccharide stimulation.
Bone 116: 279-289.

115. Sun KT, Chen MY, Tu MG, Wang IK, Chang SS, & Li CY (2015).
MicroRNA-20a regulates autophagy related protein-ATG16L1 in hypoxia-induced
osteoclast differentiation. Bone 73: 145-153.

116. Suva LJ, Washam C, Nicholas RW, & Griffin RJ (2011). Bone metastasis:
mechanisms and therapeutic opportunities. Nat Rev Endocrinol 7: 208-218.

117. Suzuki H, & Tsukahara T (2014). A view of pre-mRNA splicing from RNase
R resistant RNAs. Int J Mol Sci 15: 9331-9342.

118. Taipaleenmaki H, Browne G, Akech J, Zustin J, van Wijnen AJ, Stein JL, et

al. (2015). Targeting of Runx2 by miR-135 and miR-203 Impairs Progression of
Breast Cancer and Metastatic Bone Disease. Cancer Res 75: 1433-1444.

This article is protected by copyright. All rights reserved.



119. Taipaleenmaki H, Farina NH, van Wijnen AJ, Stein JL, Hesse E, Stein GS, et
al. (2016). Antagonizing miR-218-5p attenuates Wnt signaling and reduces metastatic
bone disease of triple negative breast cancer cells. Oncotarget 7: 79032-79046.

120. Tavazoie SF, Alarcon C, Oskarsson T, Padua D, Wang Q, Bos PD, et al
(2008). Endogenous human microRNAs that suppress breast cancer metastasis.
Nature 451: 147-152.

121. Tye CE, Boyd JR, Page NA, Falcone MM, Stein JL, Stein GS, et al. (2018).
Regulation of osteogenesis by long noncoding RNAs: An epigenetic mechanism
contributing to bone formation. Connect Tissue Res 59: 35-41.

122. Ulitsky I, & Bartel DP (2013). lincRNAs: genomics, evolution, and
mechanisms. Cell 154: 26-46.

123. Valinezhad Orang A, Safaralizadeh R, & Kazemzadeh-Bavili M (2014).
Mechanisms of miRNA-Mediated Gene Regulation from Common Downregulation to
mRNA-Specific Upregulation. Int J Genomics 2014: 970607.

124. Van Poznak C, Somerfield MR, Barlow WE, Biermann JS, Bosserman LD,
Clemons MJ, et al. (2017). Role of Bone-Modifying Agents in Metastatic Breast

Cancer: An American Society of Clinical Oncology-Cancer Care Ontario Focused
Guideline Update. J Clin Oncol 35: 3978-3986.

125. Wan-Ibrahim WI, Singh VA, Hashim OH, & Abdul-Rahman PS (2016).
Biomarkers for Bone Tumors: Discovery from Genomics and Proteomics Studies and
Their Challenges. Mol Med 21: 861-872.

126. Wang F, Nazarali AJ, & Ji S (2016). Circular RNAs as potential biomarkers
for cancer diagnosis and therapy. Am J Cancer Res 6: 1167-1176.

127. Wang W, Yang L, Zhang D, Gao C, Wu J, Zhu Y, et al. (2018a). MicroRNA-
218 Negatively Regulates Osteoclastogenic Differentiation by Repressing the Nuclear
Factor-kappaB Signaling Pathway and Targeting Tumor Necrosis Factor Receptor 1.
Cell Physiol Biochem 48: 339-347.

128. Wang X, Guo B, Li Q, Peng J, Yang Z, Wang A, et al. (2013). miR-214
targets ATF4 to inhibit bone formation. Nat Med 19: 93-100.

129. Wang Y, Wang K, Hu Z, Zhou H, Zhang L, Wang H, et al. (2018b).
MicroRNA-139-3p regulates osteoblast differentiation and apoptosis by targeting
ELK1 and interacting with long noncoding RNA ODSM. Cell Death Dis 9: 1107.

130. Weber DG, Johnen G, Casjens S, Bryk O, Pesch B, Jockel KH, et al. (2013).
Evaluation of long noncoding RNA MALAT] as a candidate blood-based biomarker

for the diagnosis of non-small cell lung cancer. BMC Res Notes 6: 518.

131. Wei J, Li H, Wang S, Li T, Fan J, Liang X, et al. (2014). let-7 enhances
osteogenesis and bone formation while repressing adipogenesis of human

This article is protected by copyright. All rights reserved.



stromal/mesenchymal stem cells by regulating HMGAZ2. Stem Cells Dev 23: 1452-
1463.

132. Wei Y, Li D, Wang D, Qiu T, & Liu K (2017). Evaluation of microRNA-203
in bone metastasis of patients with non-small cell lung cancer through TGF-
beta/SMAD?2 expression. Oncol Rep.

133. Wilusz JE (2018). A 360 degrees view of circular RNAs: From biogenesis to
functions. Wiley Interdiscip Rev RNA 9: e1478.

134. WuJ, Zhao J, Sun L, Pan Y, Wang H, & Zhang WB (2018). Long non-coding
RNA H19 mediates mechanical tension-induced osteogenesis of bone marrow
mesenchymal stem cells via FAK by sponging miR-138. Bone 108: 62-70.

135. Xie Y, Chen Y, Zhang L, Ge W, & Tang P (2017). The roles of bone-derived
exosomes and exosomal microRNAs in regulating bone remodelling. J Cell Mol Med
21:1033-1041.

136. Xie Z, Li J, Wang P, Li Y, Wu X, Wang S, ef al. (2016). Differential
Expression Profiles of Long Noncoding RNA and mRNA of Osteogenically

Differentiated Mesenchymal Stem Cells in Ankylosing Spondylitis. J Rheumatol 43:
1523-1531.

137. Ye Y, Li SL, Ma YY, Diao YJ, Yang L, Su MQ, et al. (2017). Exosomal miR-
141-3p regulates osteoblast activity to promote the osteoblastic metastasis of prostate
cancer. Oncotarget 8: 94834-94849.

138. YiJ, Liu D, & Xiao J (2019). LncRNA MALAT1 sponges miR-30 to promote
osteoblast differentiation of adipose-derived mesenchymal stem cells by promotion of
Runx2 expression. Cell Tissue Res 376: 113-121.

139. Yin Y, Tang L, Chen J, & Lu X (2017). MiR-30a attenuates
osteoclastogenesis via targeting DC-STAMP-c-Fos-NFATcl signaling. Am J Transl
Res 9: 5743-5753.

140. Yu FY, Xie CQ, Sun JT, Peng W, & Huang XW (2018). Overexpressed miR-
145 inhibits osteoclastogenesis in RANKL-induced bone marrow-derived
macrophages and ovariectomized mice by regulation of Smad3. Life Sci 202: 11-20.

141. Yu X, Zhang Y, Li T, Ma Z, Jia H, Chen Q, et al. (2017). Long non-coding
RNA Linc-RAM enhances myogenic differentiation by interacting with MyoD. Nat
Commun 8: 14016.

142. Zhang G, Sun H, Zhang Y, Zhao H, Fan W, Li J, et al (2018a).
Characterization of dysregulated IncRNA-mRNA network based on ceRNA
hypothesis to reveal the occurrence and recurrence of myocardial infarction. Cell
Death Discov 4: 35.

143. Zhang M, Jia L, & Zheng Y (2018b). circRNA Expression Profiles in Human
Bone Marrow Stem Cells Undergoing Osteoblast Differentiation. Stem Cell Rev.

This article is protected by copyright. All rights reserved.



144. Zhang Y, Xie RL, Croce CM, Stein JL, Lian JB, van Wijnen AJ, et al. (2011).
A program of microRNAs controls osteogenic lineage progression by targeting
transcription factor Runx2. Proc Natl Acad Sci U S A 108: 9863-9868.

145. Zhao FL, Hu GD, Wang XF, Zhang XH, Zhang YK, & Yu ZS (2012). Serum
overexpression of microRNA-10b in patients with bone metastatic primary breast
cancer. J Int Med Res 40: 859-866.

146. Zheng X, Dai J, Zhang H, & Ge Z (2018). MicroRNA-221 promotes cell
proliferation, migration, and differentiation by regulation of ZFPM?2 in osteoblasts.
Braz J Med Biol Res 51: €7574.

147. Zhou R, Wu Y, Wang W, Su W, Liu Y, Wang Y, et al. (2018a). Circular
RNAs (circRNAs) in cancer. Cancer Lett 425: 134-142.

148. Zhou Z, Lu Y, Wang Y, Du L, Zhang Y, & Tao J (2018b). Let-7c regulates
proliferation and osteo-differentiation of human adipose-derived mesenchymal stem
cells under oxidative stress by targeting SCD-1. Am J Physiol Cell Physiol.

149. Zhu L, & Xu PC (2013). Downregulated LncRNA-ANCR promotes osteoblast
differentiation by targeting EZH2 and regulating Runx2 expression. Biochem Biophys
Res Commun 432: 612-617.

150. Zhuang W, Ge X, Yang S, Huang M, Zhuang W, Chen P, er al. (2015).
Upregulation of IncRNA MEG3 Promotes Osteogenic Differentiation of

Mesenchymal Stem Cells From Multiple Myeloma Patients By Targeting BMP4
Transcription. Stem Cells 33: 1985-1997.

151. Zuo C, Wang Z, Lu H, Dai Z, Liu X, & Cui L (2013). Expression profiling of

IncRNAs in C3H10T1/2 mesenchymal stem cells undergoing early osteoblast
differentiation. Mol Med Rep 8: 463-467.

This article is protected by copyright. All rights reserved.



Table 1- Noncoding RNAs (ncRNAs) involved in normal osteoblast (OB) and osteoclast
(OC) functions.

Inhibition of OB
differentiation

ANCR (DANCR)  Runx2, miR-758

Inc-RUNX2-AS/ Runx2

(Zhu & Xu, 2013; Peng et al.,
2018)

(Li et al., 2018a)

TGF-B1/Smad3/HDAC signalling
pathway, miR-449b, miR-107, miR-

(Gabory et al., 2010; Raveh et al.,
2015; Huang et al., 2015; Liao et

H19 27b, miR-34a, miR-106b, miR-449a, al., 2017; Liang et al., 2016; Wu
miR-125a, miR-17, miR-141, miR- et al., 2018; Peng et al., 2017,
22, miR-138, let-7 Wei et al., 2014)
Promotion of OB HOTAIR HoxD, Hoxcll, Hoxcl2, Dlkl-Meg3, (Rinn et al., 2007; Amandio et al.,
differentiation 1gf2-H19, Hottip 2016; Huynh et al., 2017)
Linc-ROR miR-138, miR-145 (Feng et al., 2018)
IncRNA-1 Runx2/p57, Sp7 (Nardocci et al., 2018)
MALATI1 miR-30 (Yietal.,2019)
MEG3 Sox2 (Zhuang et al., 2015)
Promotion of dental and
craniofacial Msx1-AS Msx1 (Blin-Wakkach et al., 2001)
development

(1) MiRNAs and osteoblasts (OBs):

Inhibition of OB
differentiation

let-7c
miR-100
miR-106
miR-133a
miR-135a
miR-137
miR-138
miR-139-3p
miR-141
miR-143

Scd-1
Bmpr2
Bmp?2
Runx2
Runx2
Runx2
Fak
Elkl
DIx5

Osterix

(Zhou et al., 2018)
(Ell et al., 2014)
(Ell et al., 2014)
(Zhang et al., 2011)
(Zhang et al., 2011)
(Zhang et al., 2011)
(Ell et al., 2014)
(Wang et al., 2018b)
(Ell et al., 2014)

(Ell et al., 2014)
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miR-155
miR-17-5p
miR-182-5p
miR-204
miR-205
miR-200a
miR-206
miR-208
miR-214
miR-217
miR-23a

miR-23a cluster

Socsl, Mitf
Bmp?2
Adcy6
Runx2
Runx2

DIx5

Cx43

Etsl

Atf4, Osterix
Runx2

Fak, Runx2, Satb2

HoxA cluster function

(Ell et al., 2014)
(Ell et al., 2014)
(Pan et al., 2018)
(Zhang et al., 2011)
(Zhang et al., 2011)
(Ell et al., 2014)
(Ell et al., 2014)
(Ell et al., 2014)
(Ell et al., 2014)
(Zhang et al., 2011)
(Ell et al., 2014)
(Godfrey et al., 2018)

miR-24-2 Fak, Runx2, Satb2 (Ell et al., 2014)
miR-27a Fak, Runx2, Satb2 (Ell et al., 2014)
miR-30 Smadl, Runx2 (Ell et al., 2014)
miR-30c Runx2 (Zhang et al., 2011)
miR-338 Runx2 (Zhang et al., 2011)
miR-34 Satb2, Runx2, Notch pathway (Ell et al., 2014)
miR-34c Runx2 (Zhang et al., 2011)
miR-542-3p Bmp7 (Ell et al., 2014)
miR-764-5p Chip/Stubl (Ell et al., 2014)
miR-93 Sp7 (Ell et al., 2014)
miR-15b Smurfl (Ell et al., 2014)
miR-17~92 (Ell et al., 2014)
miR-181a Tgfbi (Ell et al., 2014)
miR-20a PPARg, Bambi, Criml (Ell et al., 2014)
miR-218 Sost-1, Dkk-2, Sfrp2 (Hassan et al., 2012)
miR-219a-5p (Aquino-Martinez et al., 2018)
Promotion of OB_£7| iR 971 Zzpm2 (Zheng et al., 2018)
differentiation
miR-29a ON, Dkkl, Krm2, sFrp2 (Ell et al., 2014)
miR-332 Tob2 (Ell et al., 2014)
miR-342-3p Atf3 (Han et al., 2018)
miR-335-5p Dkkl1 (Ell et al., 2014)
miR-451a Osrl (Karvande et al., 2018)
miR-874 Sufu (Lin et al., 2018)
(2) MiRNAs and osteocytes:
Promotion of osteocytes miR-21 Pten (Davis et al., 2017)
apoptosis miR-218 IxB kinase B (Davis et al., 2017)
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(3) MiRNAs and osteoclasts (OCs):

miR-124-3p NFATcl, RhoA, Racl (Jietal., 2016)
miR-125a-5p Traf6 (Jietal,2016)
miR-145 Sox9, Smad3 (Yuetal.,2018)
miR-146a-5p Trafb, Statl (Jietal., 2016)
miR-155 Socsl, Mitf (Ell et al., 2014)
miR-17 EphA4 (Lau & Sheng, 2018)
miR-218 p38 MAPK, NFATcl (Quet al., 2015)
miR-218-5p p38MAPK-c-Fos-NFATcl (Jietal., 2016)
Inhibition of OC miR-26a-5p Crgf (Jietal,2016)
differen* Qi miR-27a Runx2 (Guo et al., 2018b)
miR-30a (Yin et al., 2017)
miR-34a-5p Tgif2 (Jietal., 2016)
miR-503-5p Rank (Jietal,2016)
miR-7b-5p DC-Stamp (Jietal., 2016)
miR-148a-3p MafB (Jietal., 2016)
miR-183-5p HO-1 (Jietal., 2016)
miR-199a-5p Mafb (Guo et al., 2018a)
miR-29 Cdc42, Srgap2, Nfia, Cd93, Calcr (Jietal., 2016)
Promotion of OC miR-31-5p RhoA (Jietal., 2016)
differentiation
miR-422a Cbl, Cd226, Igfl, Pagl, Tob2 (Jietal., 2016)
miR-9718 Pias3 (Jietal,2016)
miR-21-5p FasL, Pdcd4 (Jietal,2016)
Promotion/inhibition of
OC differentiation miR-223-3p Nfia, Ikk (Jietal., 2016)
miR-29b Cdc42, Srgap2 (Ell et al., 2014)
Promotion of OC miR-133a-3p Cxclll, Cxcr3, Slc39A1 (Jietal., 2016)
activity miR-182 Pkr (Inoue et al., 2018)
Promotion of OC miR-155 Mitf (Sul ez al., 2018)
autophagy miR-20a PPARg, Bambi, Criml (Sun et al., 2015)
(4) MiRNAs and chondrocytes:
Inhibition of miR-145 Sox9 (Ell et al., 2014)
chondrocyte miR-34a (Ell et al., 2014)
differentiation miR-199a-3p Smad]l (Ell et al., 2014)
Promotion of miR-140 Hdac4, Dnpep (Ell et al., 2014)

chondrocyte activity
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Promotion of
chondrocyte miR-17~92 (Ell et al., 2014)
development
Inhibition of OB .
differentiation circIGSF11 (Zhang et al., 2018b)

This article is protected by copyright. All rights reserved.



Table 2- Dysregulated non-coding RNAs (ncRNAs) involved in bone metastasis.

NCI,{NA Function(s) Target(s) References
(expression level)
Osteoclasts:
miR-133a (up) Promotes bone resorption in vivo  Mitf, Traf6, Calcr, Mmp 14 (Ell et al., 2013)
miR-141-3p (up) Promotes bone resorption in vivo  Mitf, Traf6, Calcr, Mmp 14 (Ell et al., 2013)
miR-190 (up) Promotes bone resorption in vivo  Mitf, Traf6, Calcr, Mmp14 (Ell et al., 2013)
miR-21 (up) Promotes bone resorption in vitro  Pdcd4 (Hu et al., 2017)
miR-214-3p (up)  Promotes bone resorption in vivo  Traf3 (Liu et al., 2017)
miR-219-5p (up) Promotes bone resorption in vivo  Mitf, Traf6, Calcr, Mmp14 (Ell et al., 2013)
) Inhibits bone resorption in vivo , (Krzeszinski et al.,
miR-34a (up) (MRX34 in clinical trial) T8if2 2014)
Osteoblasts:
miR-141 (up) Promotes bone formation in vivo  p38-Mapk, Opg (Yeetal., 2017)
miR-214-3p (up)  Inhibits bone formation in vivo Atf4 Efljﬁgif;eicmaki, 2018)
miR-218 (up) Promotes bone disruption in vitro  Collagen-type I (Liu et al., 2018)
Breast cancer cells:
let-7g (up) Inhibits bone metastasis in vivo Hmga? (Ell & Kang, 2014)
MALATT (up) Promotes bone metastasis in vitro miR-30 sponge (?) (Jadaliha et al., 2016)
MAYA (up) Promotes bone metastasis in vivo CTGF (Lietal.,2017a)
(Croset et al., 2015;
miR-10b (up) Promotes bone metastasis in vivo HoxD10 Ell & Kang, 2014; Ma
etal.,2007)
miR-124 (down) Promotes bone metastasis in vivo  1l-11 (Cai et al., 2018)
miR-126 (down) Promotes bone metastasis in vivo (Tavazoie et al., 2008)
miR-135 (down) Promotes bone metastasis in vivo  Runx2 (Z"t")ailsp)aleenmakl etal,

(Croset et al., 2015;
Ell & Kang, 2014)
(Taipaleenmaki et al.,

miR-17 (up) Promotes bone metastasis in vivo  Thr2

miR-203 (down) Promotes bone metastasis in vivo  Runx2

2015)
miR-206 (down) Promotes bone metastasis in vivo (Tavazoie et al., 2008)
miR-21 (up) Promotes bone metastasis in vitro Pten, Pdcd4, Spry2 (Sahay et al., 2015)

(Liu et al., 2018;
Hassan et al., 2012;

miR-218 (up) Promotes bone metastasis in vivo ~ WNT activity (Taipaleenmaki ef a.
2015)
. o . 11I-8, 1I-11, Dkk-1 Runx2,
miR-30s (up) Inhibits bone metastasis in vivo Cdhll, Ctef Itga S’M;;Cb 3 (Croset et al., 2018)
miR-335 (down) Promotes bone metastasis in vivo  Sox4, Tnc (Tavazoie et al., 2008)

Prostate cancer cells:
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(Sebastian et al.,

MALATI (up) Promotes bone metastasis in vitro 2015)
) . N (Croset et al., 2015;
R-14 Inh Hefl
mi 3 (up) nhibits bone metastasis in vivo ef. Ell & Kang, 2014)
Croset et al., 2015;
miR-145/(up) Inhibits bone metastasis in vitro ~ Hefl (Croset et a

Ell & Kang, 2014)

Inhibits proliferation and

miR-146a (up) Rock (Ell & Kang, 2014)

adhesion in vitro

miR-16 (up) Inhibits bone metastasis in vivo (Ell & Kang, 2014)
Survivin/Birc5

miR-203 (up) Inhibits bone metastasis in vivo EGFR signaling pathway,

Runx2, DIx5, Sppl, Bglap

(Siu et al., 2018; Saini
etal.,2011)

(Colden et al., 2017,

miR-466 (up) Inhibits bone metastasis in vivo Runx2, Sppl, Bglap Saini ef al.. 2011)

Non-small cell lung cancer cells:

MALAT]I (up) Promotes bone metastasis in vivo (Liu et al., 2016)
Bax, Casp-3, p53, pSmad2,

Tef-B1 (Wei et al., 2017)

miR-203 (down) Promotes bone metastasis in vivo

Mesenchymal stem cells:

Promotion of '
let-7 (up) . I‘Ol"nO 101 O Cancer progression Il-6 (EH & Kang’ 2014)
in vivo

p

miR-23b (up) i;i?fotes breast cancer dormancy /o (Ono et al., 2014)

p
miR-222/223 (up) - | romotes breast cancer dormancy (Bliss et al., 2016)
in vivo
Inhibits osteoblast differentiati
RUNX2-AS1 (up) > OSteoDiast QIICTEtation a2 (Li et al., 2018a)

in vivo
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Figure 1- Schematic representation of ncRNA mechanisms of action.

NcRNAs regulate gene expression both at transcriptional and post-transcriptional levels.
LncRNA (left box), miRNA (middle box), and circRNA (right box) act in a variety of ways
promoting or inhibiting the expression of specific targets. Mechanisms of action of ncRNAs
are summarized within each box.
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Figure 2- Involvement of ncRNAs in ‘vicious cycle’ of bone metastases.

A metastatic cancer cell displays a different gene expression pattern in comparison to a
normal cell in part as a result of dysregulated expression of IncRNAs, miRNAs, and
circRNAs, which in turn alters the expression of proteins involved in metastasis formation.
Moreover, ncRNAs may serve as inter-cellular messengers for cell-cell communication.
Specifically, ncRNAs can be secreted by cancer cells and bone cells (osteoclast, osteoblast)
either encapsulated within extracellular vesicles (EVs), such as microvesicles and exosomes,
or as ncRNA-(lipo-)protein complexes, which are taken up by recipient cells. These ncRNAs
can then reprogram recipient cells to facilitate bone metastases formation. NcRNAs involved
in bone metastasis formation and progression are listed for each cell type (metastatic cancer
cell, osteoblast, osteoclast).
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