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Abstract: Atherosclerosis, a progressive inflammatory disease of the arteries, remains a leading cause of cardiovascular morbidity 
and mortality worldwide. Recent years have witnessed the pivotal role of N6-methyladenosine (m6A) RNA methylation in regulating 
various biological processes, including those implicated in atherosclerosis. Current evidence suggested that m6A regulators (writers, 
erasers, and readers) participated in the modification of multiple non-coding RNAs (ncRNAs), including microRNAs (miRNAs), long 
non-coding RNAs (lncRNAs), and circular RNAs (circRNAs), thereby affecting their metabolism and functions. Meanwhile, ncRNAs 
have also emerged as key modulator of m6A regulators expression in turn. Therefore, understanding the mutual regulation between 
m6A modifications and ncRNAs is of great significance to identify novel therapeutic targets for atherosclerosis and has great clinical 
application prospects. This review aims to summarize the recent advances in the reciprocal regulation and provide insights into the 
interaction between m6A modification and ncRNAs in the context of atherosclerosis. 
Keywords: N6-methyladenosine (m6A), non-coding RNAs (ncRNAs), mutual regulation, atherosclerosis, epigenetics

Introduction
Atherosclerosis, a chronic inflammatory disease characterized by the accumulation of lipids and fibrous elements within 
the arterial wall, is the leading cause of cardiovascular disease (CVD) globally.1 Atherosclerosis is a complex process 
involving interactions between multiple cellular and molecular mechanisms, including endothelial dysfunction, inflam
mation, oxidative stress, and altered lipid metabolism.2 Recent advances in epigenetic research have highlighted the 
critical role of RNA modifications in regulating gene expression and cellular functions, offering novel insights into the 
pathogenesis of atherosclerosis.3

Among these modifications, N6-methyladenosine (m6A) is the most abundant and dynamic internal modification in 
eukaryotic messenger RNAs (mRNAs) and non-coding RNAs (ncRNAs).4 This modification can affect RNA stability, 
splicing, localization, and translation, thereby modulating cellular processes.3 Emerging evidence suggests that m6A 
modifications may play a pivotal role in modulating the expression of genes involved in inflammation, lipid metabolism, 
and endothelial function—key processes underlying atherosclerosis.5

NcRNAs, such as microRNA (miRNA), long noncoding RNA (lncRNA), and circular RNA (circRNA), have 
emerged as critical regulators of atherosclerosis.6 It is generally acknowledged that miRNAs negatively regulate gene 
expression by base-pairing with target mRNAs, and lncRNAs can function as scaffolds, decoys, guides, or enhancers to 
modulate gene expression, while circRNA is formed primarily through spliceosome-mediated reverse splicing of 
precursor mRNA (pre-mRNA) connecting the upstream 3′-splice site to the downstream 5′-splice site, resulting in 
a circular transcript.7–9

m6A modification is involved in cell differentiation and development processes. It regulates the expression of key 
genes related to development and differentiation, affecting the fate determination and functional specialization of cells. 
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For example, during embryonic development, m6A modification participates in the regulation of cell lineage commit
ment and organogenesis. In response to various stress stimuli such as hypoxia and nutrient deficiency, the m6A 
modification level in cells changes. This modification can regulate the expression of stress response genes, enabling 
cells to quickly adjust their physiological states to adapt to the stress environment. For instance, under hypoxic 
conditions, the expression of certain m6A-related enzymes and binding proteins changes, which in turn affects the 
stability and translation of hypoxia-responsive gene mRNAs.

The role of m6A modification in atherosclerosis is a rapidly evolving field with many exciting avenues for future 
research. Studies are needed to further elucidate the mechanisms by which m6A regulates gene expression and cellular 
functions in the context of atherosclerosis. Additionally, identifying specific m6A-modified mRNAs and proteins that are 
critical for disease progression could lead to the development of new therapeutic targets for atherosclerosis. However, the 
role of reciprocal epigenetic regulation between m6A modification and ncRNAs in atherosclerosis remains relatively 
unexplored. For instance, by modulating the expression and function of atherosclerosis-related genes, this interaction can 
influence lipid metabolism, inflammation, and oxidative stress.10–12 Understanding these mechanisms may lead to the 
identification of novel therapeutic targets for atherosclerosis.

In this review, we summarize the current understanding of the role of m6A modification and its interaction with 
ncRNAs in atherosclerosis, especially provide a comprehensive framework for exploring how m6A modification and 
ncRNAs in regulating gene expression and cellular functions, affecting RNA stability, splicing, localization, and 
translation, thereby modulating cellular processes critical to atherosclerosis. Understanding these mechanisms may 
pave the way for identifying novel therapeutic targets into the epigenetic regulation of atherosclerosis, with the ultimate 
goal of improving clinical outcomes for patients with this devastating disease.

The Pathogenesis of Atherosclerosis
The pathogenesis of atherosclerosis is a complex multifactorial process involving the interaction of multiple cellular and 
molecular mechanisms.13 It begins with endothelial cell injury caused by various risk factors such as hypertension, 
hyperglycemia, smoking, and hyperlipidemia.14 This damage increases vascular permeability, facilitating lipid infiltration 
and deposition, particularly of low-density lipoprotein (LDL) which oxidizes to form oxidized low-density lipoprotein 
(ox-LDL).15 Monocytes are then recruited to the site, differentiating into macrophages that engulf ox-LDL and transform 
into foam cells.16 Smooth muscle cells (SMCs) also proliferate and migrate to the intima, contributing to the formation of 
a fibrous cap over the growing lipid core.17 Local inflammation persists, with inflammatory cells releasing cytokines that 
further promote lesion development.18 Over time, this leads to the formation of an atherosclerotic plaque.18 The 
following outlines the key mechanisms of atherosclerosis:

(1) Endothelial cell injury:19 Endothelial cells, which form the inner lining of blood vessels, regulate vascular 
permeability, anticoagulation, anti-inflammation, and other vital functions. When exposed to harmful stimuli 
such as hypertension, hyperglycemia, hyperlipidemia, and smoking, these cells can become damaged, leading to 
endothelial dysfunction. This allows lipids and inflammatory cells from the blood to more easily penetrate the 
vessel wall, triggering atherosclerosis.20,21

(2) Lipid deposition:22 Following endothelial cell injury, lipids such as LDL in the blood tend to accumulate at the site 
of injury. These lipids gradually build up within the vessel wall, forming lipid streaks that evolve into fibrous 
plaques and atherosclerotic plaques.23

(3) Inflammatory response:22 Lipid deposition initiates a series of inflammatory reactions, including the infiltration 
and activation of white blood cells (such as monocytes and macrophages).24 These inflammatory cells release 
various inflammatory mediators, including cytokines, chemokines, and proteases, which further exacerbate 
endothelial cell damage and lipid deposition, creating a vicious cycle.25

(4) Smooth muscle cell proliferation and migration:26 Vascular smooth muscle cells play a crucial role in the 
atherosclerotic process.26 Stimulated by inflammation, these cells migrate from the tunica media to the tunica 
intima of the blood vessel and proliferate.26,27 Macrophages also release growth factors that stimulate smooth 
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muscle cell proliferation.24 These smooth muscle cells can synthesize and secrete extracellular matrix compo
nents like collagen fibers and proteoglycans, altering the structure and stability of plaques.26,27

(5) Calcification:28 In the later stages of atherosclerosis, calcification may occur within the plaque. This calcification 
makes the plaque harder and more fragile, increasing the risk of cardiovascular events.29

Clinically, atherosclerosis can lead to inadequate tissue perfusion due to vessel narrowing or obstruction, resulting in 
various symptoms and signs.2 Initial partial vessel occlusion may cause transient ischemic events, manifesting as 
temporary functional loss in affected areas like dizziness, weakness, or numbness.26 As the disease progresses, worsening 
obstruction and potential thrombosis can lead to severe ischemia and tissue infarction, presenting as myocardial 
infarction or stroke depending on the location.30 Peripheral artery disease can cause pain, especially during physical 
activity, limiting mobility and potentially leading to disability or gangrene.31 Stroke occurs when brain-supplying vessels 
are obstructed, causing neurological deficits.32 Simultaneous involvement of multiple vascular beds can result in 
a combination of ischemic symptoms across different organ systems, indicating an increased risk of ischemic complica
tions elsewhere.33

In summary, the pathogenesis of atherosclerosis involves endothelial cell injury, lipid deposition, inflammatory 
response, smooth muscle cell proliferation and migration, and calcification (Figure 1). These interconnected and 
interacting processes contribute to the development and progression of atherosclerosis.

Figure 1 Schematic diagram of atherosclerosis pathogenesis. The pathogenesis of atherosclerosis is initiated by endothelial cell injury, which enables lipid deposition. 
Subsequently, an inflammatory reaction occurs, which promotes the proliferation and migration of smooth muscle cells. Calcification also occurs during this process. These 
processes - ①endothelial cell injury, ②lipid deposition, ③inflammatory response, ④smooth muscle cell proliferation and migration, and ⑤calcification - are intertwined and 
interact with one another, jointly promoting the development and progression of atherosclerosis.
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The Machinery of m6A Modification on ncRNAs
Among various RNA modifications, m6A has emerged as the most prevalent internal modification in eukaryotic 
messenger RNAs (mRNAs) and non-coding RNAs (ncRNAs).34 The dynamic and reversible nature of m6A modifica
tions is orchestrated by “writers” (m6A methyltransferases), “erasers” (m6A demethylases), and “readers” (binding 
proteins that recognize m6A modifications and regulate RNA fate).35 The Writers, including enzymes like methyltrans
ferase-like 3 (METTL3) and METTL14, are responsible for adding m6A marks to RNA. The Erasers, such as fat mass 
and obesity (FTO)-associated protein and alkB homolog 5 (ALKBH5), remove these marks, fine-tuning RNA’s fate and 
function. The Readers, like the YT521-B homology domain (YTHD)-containing protein family, recognize and bind to 
m6A-modified RNA, regulating its various functions.36,37

This modification occurs in different RNA types, including mRNAs, rRNAs, and snRNAs, and is catalyzed by 
specific enzymes.37 m6A modification plays a crucial role in regulating RNA functions like translation, degradation, 
stability, splicing, and nuclear export.38 For instance, it can enhance translation by binding to initiation factors or induce 
protein synthesis. It can also promote RNA degradation or stability, depending on the reader protein involved.39 In 
summary, m6A modification, through the coordinated action of its writers, erasers, and readers, significantly impacts 
RNA functions and fate, thereby influencing gene expression and multiple cellular processes.39,40

This intricate m6A machinery also regulates gene expression at the post-transcriptional level by interacting with 
ncRNAs (such as miRNAs, lncRNAs and circRNAs) in diverse cellular processes, including RNA processing, stability, 
translation, and subcellular localization, thereby modulating cellular responses to environmental stimuli and disease 
states.40,41

The Interaction Between m6A-Modified Proteins and miRNAs
miRNAs are a class of short non-coding RNA made up of 22–25 nucleotides in length that mainly regulate gene 
expression by binding to the 3’UTR region of target mRNAs and inhibiting translation or promoting degradation.7 m6A- 
modified proteins indirectly regulate target gene expression by affecting the maturation, stability, and function of 
miRNAs.42

m6A writers: Some m6A methyltransferases may participate in the processing of miRNA precursors and affect their 
stability and processing efficiency through m6A modification.43 For example, the METTL3 and METTL14 complex may 
methylate specific miRNA precursors with m6A to promote their recognition and cutting by Drosha enzyme into pre- 
miRNA.44

m6A erasers: As demethylating enzymes, FTO and ALKBH5 affect the stability and function of miRNAs by 
removing m6A modification from them.45 Studies have shown that FTO can demethylate specific miRNAs, 
enhance their stability, and promote their binding to target mRNAs, thereby enhancing the inhibitory effect of 
miRNAs.41

m6A readers: As m6A-binding proteins, YTHDF family proteins affect the regulation of downstream target genes by 
recognizing and binding to m6A modification on miRNAs.41 For example, YTHDF2 may promote the recruitment of the 
CCR4-NOT complex by recognizing and binding to miRNAs with m6A modification, accelerating the degradation of 
target mRNAs.46

The Interaction Between m6A-Modified Proteins and lncRNAs
lncRNAs are a class of non-coding RNAs that are longer than 200 nucleotides and are widely involved in the regulation 
of gene expression.47 m6A-modified proteins regulate the stability, localization, and function of lncRNAs, thereby 
influencing their biological roles in cells.47

m6A writers: METTL3 and other methyltransferases modify lncRNAs with m6A, affecting their secondary structure 
and stability, and subsequently regulating their interactions with other molecules.48 For example, m6A modification may 
promote the binding of lncRNA to specific proteins, forming RNA-protein complexes, and participating in the regulation 
of gene expression.49
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m6A erasers: FTO and ALKBH5, among other demethylases, remove m6A modification from lncRNAs, affecting 
their stability and function.50 Demethylated lncRNAs may be more easily degraded or lose their original biological 
activity.51

m6A readers: YTHDF family proteins and other m6A-binding proteins, regulate the cellular localization and 
biological function of lncRNAs by recognizing and binding to m6A modification on lncRNAs.36 For example, 
YTHDF1 may promote the entry of lncRNAs containing m6A modification into ribosomes, enhancing the translation 
efficiency of RNA.52

The Interaction Between m6A-Modified Proteins and circRNA
circRNA is a class of non-coding Rnas that exist in a covalent closed loop form with high stability and tissue 
specificity.53 The m6A modified protein affects the biological function of circRNA by regulating the m6A modified 
level of circRNA.54

m6A writers: Methyltransferases such as METTL3 modify circRNA through m6A, affecting its stability and 
interaction with other molecules.55 m6A modification may promote circRNA to bind to specific proteins or RNAs to 
form functional complexes.54

m6A erasers: Demethylases such as FTO and ALKBH5 regulate circRNA stability and function by removing m6A 
modifications on CircrNA.55 After demethylation, circRNA may be more easily degraded or lose its original biological 
activity.56

m6A readers: m6A binding proteins such as YTHDF and HNRNP family proteins regulate cell localization and 
biological function by recognizing and binding m6A modifications on circRNA.55 For example, YTHDF2 may accelerate 
the degradation of circRNA by recognizing and binding to circRNA containing m6A modifications and promoting its 
recruitment of degradation complexes.57

To sum up, m6A-modified proteins are involved in a variety of biological processes through their interactions with 
ncRNAs (miRNAs, lncRNAs, and circRNAs) to finely regulate gene expression at the post-transcriptional level 
(Figure 2). In the future, with the deepening of the research, we are expected to reveal more about the molecular 
mechanism of the interaction between m6A-modified proteins and ncRNAs, and provide new ideas and methods for the 
treatment and diagnosis of diseases.

Roles of m6A Modification on ncRNAs in Atherosclerosis
In atherosclerosis, m6A-modified proteins can modulae gene expression patterns critical for lipid metabolism, inflam
mation, and endothelial function.41,58 For instance, m6A writer METTL3 promotes atherosclerosis by increasing NLRP1 
expression and reducing Kruppel-like factor 4 (KLF4) levels in endothelial cells.59 Conversely, m6A eraser FTO 
alleviates atherosclerosis by reducing fat accumulation and enhancing cholesterol efflux.60

The Regulation of m6A Modification on miRNAs in Atherosclerosis
Accumulating evidence has revealed that m6A writers (METTL3 and METTL14) can modulate m6A modification of 
miRNAs, affecting the development of atherosclerosis.61 For instance, silencing METTL3 inhibited the expression of 
miR-375-3p targeting PDK1 transcription, which limited the phenotypic transformation of vascular smooth muscle cells 
(VSMCs) and made atherosclerosis plaques more stable.62 METTL3 also promoted pri-miR-221/222 maturation in an 
m6A-dependent manner, enhancing VSMCs proliferation and neointimal hyperplasia.63,64 In addition, METTL3 
enhanced m6A modification of miR-29a-3p and increased miR-29a-3p expression resulting in reducing alveolar 
epithelial cell PANoptosis.65 Similarly, Shao et al showed that METTL3-dependent modificated miRNA-29a inhibits 
atherosclerotic plaque formation by mediating macrophage autophagy through the PI3K/AKT/mTOR pathway.66 

Together, these studies highlight the therapeutic potential of METTL3 on miRNAs in treating atherosclerosis.
METTL14 is known to be a component of the m6A methyltransferase complex that mediates m6A modifications in 

mRNAs, and miRNAs have also been shown to be subject to such modifications.67 METTL14 regulated m6A 
methylation-modified primary miR-19a, thereby promoting cardiovascular endothelial cell proliferation and invasion 
involved in angiogenesis.67 Meanwhile, Wang et al explored that miR-99a-5p could target mTOR and subsequently 
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inhibiting NOD-like receptor thermal protein domain-associated protein 3 (NLRP3) inflammasome activation and 
promoting macrophage autophagy in atherosclerosis, resulting from the upregulation of METTL14 modulating m6A- 
mediated processing.68,69

As m6A eraser, FTO interacted with DGCR8 and modulated the processing of miR-515-5p in an m6A-dependent 
manner, resulting in reduced apoptosis and inhibited inflammation, which improves vascular endothelial cell injury in 
atherosclerosis.70,71

The m6A readers consist of the YTHD-containing protein family, which includes YTHDC1 in nucleus and YTHDC2, 
YTHDF1, YTHDF2, and YTHDF3 in the cytoplasm, and insulin-like growth factor 2 mRNA-binding proteins (IGF2BPs 
including IGF2BP1, IGF2BP2, and IGF2BP3).72 The cytoplasmic m6A reader YTHDC2 interacted with PBRM1 can 
bind to HIF-1α mRNA for its translation, which upregulates miR-210 and downregulates miR-383 levels in lesional 
macrophages and inflammatory bone marrow-derived macrophages.73,74 miR-210 enhances mitochondrial reactive 
oxygen species production, while miR-383 inhibits necroptosis by targeting genes involved in the DNA damage repair 
pathway.74 The study suggests a new mechanism by which HIF-1α increases necroptosis through miRNA-mediated ATP 
depletion, thus potentially contributing to the development of atherosclerosis by necrotic core formation.74 Another m6A 
readers, IGF2BP3 can stabilize lncRNA AGAP2-AS1 and promotes macrophage M2 polarization through the regulation 
of the miRNA-9-5p, which sponged with circ_0090231 in the injury of endothelial cells caused by ox-LDL.75,76

In summary, accumulating evidence suggests that m6A writers, specifically METTL3 and METTL14, play a crucial 
role in modulating m6A modification of miRNAs, thereby influencing the progression of atherosclerosis. METTL3, for 

Figure 2 Overview of the interaction between m6A modification and ncRNAs in the context of atherosclerosis. This figure provides an illustrative overview of how m6A 
modification interacts with ncRNAs, including (A) miRNAs, (B) lncRNAs, and (C) circRNAs, to regulate gene expression and cellular functions in the context of 
atherosclerosis. The m6A modification machinery, comprising writers (enzymes that add m6A marks), erasers (enzymes that remove m6A marks), and readers (proteins 
that recognize m6A marks and regulate RNA fate), plays a crucial role in modulating the stability, localization, and function of ncRNAs. These interactions influence various 
biological processes implicated in the pathogenesis of atherosclerosis, such as lipid metabolism, inflammation, and endothelial function.
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instance, regulates the expression of certain miRNAs, affecting vascular smooth muscle cell transformation and plaque 
stability in atherosclerosis. Similarly, METTL14 mediates m6A modifications in miRNAs, influencing cardiovascular 
endothelial cell proliferation and invasion. Additionally, the m6A eraser FTO interacts with DGCR8 to modulate miR- 
515-5p processing, reducing apoptosis and inflammation in atherosclerosis. Furthermore, m6A readers such as YTHDC2 
and IGF2BP3 regulate miRNA expression and macrophage polarization, respectively (Figure 3 and Table 1). These 
findings highlight the therapeutic potential of targeting m6A modifications in treating atherosclerosis.

The Regulation of m6A Modification on lncRNAs in Atherosclerosis
m6A modifications facilitated by m6A writers have the ability to regulate the generation of lncRNAs, subsequently 
influencing their biological functions. Typically, METTL3 adjusts the stability of lncRNAs, which can contribute 
to the development of atherosclerosis. Firstly, The interaction between METTL3 and lncRNA H19 appears to be 
a key mechanism in hypoxic preconditioning, while the overexpression of lncRNA H19 and its regulation of 
signaling pathways are implicated in the development of atherosclerosis.77,78 Secondly, METTL3 enhances the 
methylation of lncRNA GAS5, which promotes mitochondrial fission and upregulates the splicing factor SRSF10, 
impairing cardiac fibrosis and endothelial autophagy leading to atherogenesis for maintaining endothelial cell 
health and function.79,80 Thirdly, METTL3 is found to methylate lncRNA MALAT1 through enhancing its stability 
and function, which leads to the upregulation of PTBP1/USP8/TAK1 involved in inflammatory signaling, ulti
mately triggers pyroptosis in endothelial cells and promotes the M1 polarization of macrophages.81,82 Final, 
METTL3 modification mediates the alternative splicing of lncRNA ANRIL, whose stability and function can 
inhibit VSMCs phenotypic switching to prevent atherosclerotic plaque development.83,84

Research has demonstrated that METTL14, another m6A writer, has the capability to adjust the stability of lncRNAs 
through m6A-dependent mechanisms interacted with m6A readers, thereby impacting the biological role of lncRNAs in the 
context of atherosclerosis. For example, METTL14-enhanced m6A modifications downregulating lncRNA NEAT1 and then 
recognized by YTHDC1 induces endothelial pyroptosis by binding KLF4 to promote the transcriptional activation of the key 
pyroptotic protein NLRP3 in atherosclerosis.85 METTL14 can also modulate m6A modification of lncRNA XIST and 

Figure 3 Mechanisms of m6A modification on miRNAs in atherosclerosis. m6A writers METTL3 regulates specific miRNAs to affect VSMCs transformation and plaque 
stability, while METTL14 mediates m6A modifications in miRNAs, impacting endothelial cell proliferation and invasion. Additionally, the m6A eraser FTO and readers like 
YTHDC2 and IGF2BP3 also regulate miRNA processing and expression, contributing to various cellular processes in atherosclerosis.
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promotes the degradation of lncRNA XIST by recognizing the m6A reader YTHDF2, inhibiting the proliferation and 
migration of VSMCs and protecting endothelial cells from ox-LDL in the development of atherosclerosis.86–88

Wilm’s tumor-associated protein (WTAP), an adaptor protein of the m6A methyltransferase complex, can also 
participate in the m6A modification of lncRNAs.

WTAP-mediated m6A modification of lncRNA NORAD is recognized by YTHDF2 and induces the degradation of 
NORAD transcripts, which enhances the expression of inflammatory cytokines, adhesion molecules, and apoptosis- 
related proteins in vascular endothelial cells treated with ox-LDL.89,90

Recent studies have indicated that m6A erasers hold significant importance in facilitating the m6A modification of 
lncRNAs, thereby controlling their biological activities. ALKBH5, an m6A demethylase, interacts with lncRNA PVT1 
and mediates its demethylation, thereby promoting atherosclerosis progression via the miR-106b-5p/ACSL4 axis along 
with increasing lipid deposition and atherosclerotic plaque number.91,92

Another demethylase of m6A, ALKBH1, is also involved in regulating the ox-LDL-increased level of hypoxia- 
response gene lncRNA MIAT controlling advanced atherosclerotic lesion formation and plaque destabilization in the 
pathogenesis of atherosclerosis.93,94

Here, we delved into the significant role of m6A modifications in regulating the stability and functions of lncRNAs, 
particularly in relation to atherosclerosis. It highlights how m6A writer METTL3, adjusts the stability of lncRNAs like 
H19, GAS5, and MALAT1, affecting biological processes such as blood cholesterol synthesis, cardiac fibrosis, and 
inflammation, all of which contribute to atherogenesis. Furthermore, we discussed the regulatory roles of other m6A 
writers, METTL14 and WTAP, and m6A erasers, ALKBH5 and ALKBH1, in modulating lncRNAs and their impact on 

Table 1 Roles of m6A Modification on miRNAs in Atherosclerosis

m6A 
Regulators

miRNAs Mechanisms of m6A Modification Functions in Atherosclerosis Refs.

METTL3 miR-375-3p METTL3-mediated m6A modification in 

promoting VSMCs phenotype transformation 

via the miR-375-3p/PDK1 axis.

This process makes AS plaques more 

vulnerable.

[62]

METTL3 miR-221/222 METTL3 promotes pri-miR-221/222 

maturation in an m6A-dependent manner.

This process enhances VSMCs proliferation 

and neointimal hyperplasia.

[63,64]

METTL3 miR-29a/miR-29a-3p METTL3-mediated modification of m6A 
increased the expression of miR-29a-3p and 

elevated miR-29a.

This process induces increased autophagy in 
atherosclerosis progression by down- 

regulating the PI3K/AKT/mTOR pathway.

[65,66]

METTL14 miR-19a METTL14 regulates m6A methylation- 
modified primary miR-19a.

This process promotes cardiovascular 
endothelial cell proliferation and invasion.

[67]

METTL14 miR-99a-5p METTL14 upregulates miR-99a-5p by 

modulating m6A-mediated processing, which 
targets mTOR, subsequently inhibiting NLRP3 

inflammasome activation.

This process promotes macrophage 

autophagy in atherosclerosis.

[68,69]

FTO miR-515-5p Overexpression of FTO decreased the 

methylation level of m6A, and Silencing of 

FTO inhibited the expression of mir-515-5p 
leading to overexpression of ROCK1.

This process inhibits the expression of 

phosphorylated eNOS to antagonize ox-LDL- 

induced Human Umbilical Vein Endothelial 
Cells (HUVECs) injury.

[70,71]

YTHDF2 miR-210/miR-383 The cooperation between PBRM1 and 

YTHDF2 in controlling HIF-1α protein 
translation, which promotes inflammatory 

macrophage necroptosis through the 

regulation of miR-210 and miR-383.

This process increases necroptosis through 

miRNA-mediated ATP depletion, increasing 
atherosclerosis by necrotic core formation.

[73,74]

IGF2BP3 miR-9-5p IIGF2BP3 stabilizes AGAP2-AS1 binding to 

miR-9-5p through m6a modification, activating 

PI3K/AKT signaling pathway and inducing 
macrophage M2 polarization.

This process increases TXNIP expression and 

inhibits apoptosis to alleviate ox-LDL-induced 

HUVECs injury.

[75,76]
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atherosclerosis development (Figure 4 and Table 2). The intricate interplay between these factors sheds light on the 
complex molecular mechanisms underlying the disease.

The Regulation of m6A Modification on circRNAs in Atherosclerosis
circRNAs, characterized by their covalently closed single-stranded structures, typically originate from the exons of 
protein-coding genes, although they can also emerge from intronic, intergenic, untranslated, and non-coding regions. The 
formation of CircRNA primarily occurs through spliceosome-mediated reverse splicing of precursor mRNA (pre-mRNA) 
, linking the upstream 3 significant importance in regulating the biosynthesis and function of circRNAs, thereby 

Figure 4 Mechanisms of m6A modification on lncRNAs in atherosclerosis. m6A writers, such as METTL3 and METTL14, along with the adaptor protein WTAP, can adjust 
the stability of lncRNAs through m6A-dependent mechanisms, impacting various biological processes that contribute to atherogenesis. Additionally, m6A erasers like 
ALKBH5 and ALKBH1 play significant roles in facilitating m6A modification of lncRNAs, thereby controlling their biological activities and influencing atherosclerosis 
development.

Table 2 Roles of m6A Modification on lncRNAs in Atherosclerosis

m6A 
Regulators

lncRNAs Mechanisms of m6A Modification Functions in Atherosclerosis Refs.

METTL3 lncRNA H19 METTL3 can directly bind to lncRNA H19 
and up-regulate its expression, which leads to 

the increase of p38 and p65, thereby 

activating the MAPK and NF-κB signaling 
pathways in HUVECs and VSMCs, 

respectively.

This process promotes the proliferation of 
vascular smooth muscle cells and suppresses 

apoptosis by regulating the MAPK and NF-κB 

signaling pathways.

[77,78]

METTL3 lncRNA Gas5 METTL3 enhances the methylation of 

lncRNA GAS5 leading to mitochondrial 

fission, and lncRNA GAS5 
upregulates SRSF10 impairing endothelial 

autophagy for maintaining endothelial cell 

health and function. 

This process is associated with cardiac 

fibrosis, characterized by the accumulation of 

fibrous tissue in the cardiovascular system, 
affecting endothelial autophagy and 

atherogenesis.

[79,80]

(Continued)
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augmenting biological processes associated with atherosclerosis. Guo et al demonstrated that Interferon Regulatory 
Factor-1 (IRF-1) effectively macrophage pyroptosis by modulating the METTL3-regulated m6A modification of 
circ_0029589 involved in the development and progression of acute coronary syndrome (ACS) and atherosclerosis.95 

Furthermore, DEAD-box helicase 5 (DDX5) recruits METTL3 to promote the m6A modification of circHIPK3 leading 
to the inactivation of the Wnt signaling pathway significantly contributes to the promotion of aortic valve calcification.96

YTH domain-containing proteins may play a critical role in mediating m6A modification of circRNAs and the 
progression of atherosclerosis. YTHDF2 promotes the degradation of circSQSTM1 upon recognizing its m6A modifica
tion sites, indirectly regulating various biological functions downstream of circSQSTM1, such as Sirt1 and FOXO1 
signaling pathways.97 By influencing the levels of circSQSTM1, YTHDF2 can modulate endothelial cell functions, 
including inflammation, oxidative stress, and autophagy in atherosclerosis.97 In addition, YTHDF2 promotes the 

Table 2 (Continued). 

m6A 
Regulators

lncRNAs Mechanisms of m6A Modification Functions in Atherosclerosis Refs.

METTL3 lncRNA 
MALAT1

METTL3 increases the level of lnc MALAT1 
through m6a modification, and initiates 

pyroptosis and inflammation of macrophages 

and endothelial cells via PTBP1/USP8/TAK1 
pathway and miR-30c-5p/Cx43 axis, 

respectively.

This process penetrates the integrity of the 
endothelial barrier, increases vascular 

permeability, and releases a large number of 

inflammatory factors, which further 
promoting the formation and development of 

atherosclerosis.

[81,82]

METTL3 lncRNA 
ANRIL

METTL3 promotes the increase of m6A 
modification level in lncRNA ANRIL, in 

favour of its stability and function.

This process inhibites the phenotypic 
transformation of VSMCs to prevent 

atherosclerosis development.

[83,84]

METTL14/ 
YTHDC1

lncRNA 
NEAT1

METTL14 modified lncRNA NEAT1 m6A 
site, and was recognized by YTHDC1 to 

promote lncRNA NEAT1 expression, and 

then regulated NLRP3 transcription by 
binding with KLF4.

This process increase the pyroptosis level of 
endothelial cells in atherosclerosis.

[85]

METTL14/ 

YTHDF2

lncRNA XIST METTL14 enhanced the m6A level of lncRNA 

XIST and induced a significant decrease in its 
expression level. Meanwhile, m6A methylated 

lncRNA XIST was recognized by m6A reader 

YTHDF2 and mediated its degradation.

This process inhibits the proliferation, 

migration, and invasion of OX-LDL- 
stimulated VSMCs, as well as the apoptosis, 

inflammatory response, and oxidative 

stimulation of OX-LDL-induced HUVECs, 
thereby slowing the progression of 

atherosclerosis.

[86–88]

WTAP/ 
YTHDF2

lncRNA 
NORAD

Increased WTAP promotes interactions 
between lncRNA NORAD and 

methyltransferase complexes, including 

METTL3 and METTL14, and thenincreased 
m6a modification levels down-regulates the 

stability of NORAD transcripts.

This process plays a protective role in 
maintaining endothelial cell function and 

inhibiting atherosclerosis progression.

[89,90]

ALKBH5 lncRNA PVT1 lncRNA PVT1 promotes atherosclerosis 
progression via the miR-106b-5p/ACSL4 axis 

through its interaction with ALKBH5 and 

m6A demethylation.

This process results in increased lipid 
accumulation, more atherosclerotic plaques, 

and larger plaque size in animal models, 

suggesting a pivotal role in the development 
of atherosclerosis.

[91,92]

ALKBH1 lncRNA MIAT ALKBH1-mediated m6a demethylation 

promotes HIF1α binding to MIAT and 
transcriptional up-regulation of its 

expression.

This process in advanced atherosclerosis, 

controls the proliferation, apoptosis and 
phenotype transformation of smooth muscle 

cells, as well as proinflammatory properties 

of macrophages.

[93,94]
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degradation of circ_SFMBT2 in an m6A-dependent manner, thereby regulating its stability.98 By mediating the 
degradation of circRNAs such as circ_SFMBT2, YTHDF2 also plays a pivotal role in regulating downstream signaling 
pathways and biological processes, including cell proliferation, metastasis, and inflammation, highlighting the impor
tance of circRNAs in atherosclerosis and their potential as biomarkers and therapeutic targets.99,100

In summary, circRNAs with their unique covalently closed single-stranded structures, originate primarily from exons 
of protein-coding genes but can also emerge from other regions. Their formation relies on spliceosome-mediated reverse 
splicing of pre-mRNA (Figure 5 and Table 3). m6A modifications, facilitated by m6A writers, play a crucial role in 

Figure 5 Mechanisms of m6A modification on circRNAs in atherosclerosis. m6A modifications, facilitated by m6A writers such as IRF-1 and DDX5, regulate the 
biosynthesis and function of circRNAs, thereby influencing biological processes associated with atherosclerosis. Specifically, IRF-1 regulates the m6A modification of 
circ_0029589 involved in acute coronary syndrome and atherosclerosis, while DDX5 affects the Wnt signaling pathway and aortic valve calcification through the m6A 
modification of circHIPK3. Additionally, the m6A eraser YTHDF2 mediates the m6A modification of circRNAs, regulating their stability and downstream biological functions, 
such as inflammation, oxidative stress, autophagy, cell proliferation, and metastasis.

Table 3 Roles of m6A Modification on circRNAs in Atherosclerosis

m6A 
Regulators

circRNAs Mechanisms of m6A Modification Functions in Atherosclerosis Refs.

METTL3 circ_0029589 The overexpression of IRF-1 was found to 

suppress the RNA expression of circ_0029589 

via by modulating the m6A modification of 
METTL3 in human macrophages.

This process induces macrophage pyroptosis in 

the development of ACS and atherosclerosis.

[95]

METTL3 circHIPK3 circHIPK3 binds to DDX5 to drive target m6A 

modification by recruiting METTL3, modulating 
Wnt/β-catenin pathway to synergistically.

This process significantly contributes to the 

promotion aortic valve lesions in the 
progression of cardiovascular diseases.

[96]

YTHDF2 circSQSTM1 YTHDF2 enhances the degradation of 

circSQSTM1 in an m6A-dependent manner.

This process regulates multiple biological 

functions in endothelial cells, including 
inflammation, oxidative stress, and autophagy.

[97]

YTHDF2 Circ_SFMBT2 YTHDF2 promotes the degradation of 

circ_SFMBT2 in an m6A-dependent manner, 
thereby regulating its stability.

This process regulates circRNAs regulate 

downstream signaling pathways and biological 
processes in atherosclerosis, including cell 

proliferation, metastasis, and inflammation.

[98–100]
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regulating circRNA biosynthesis and function, thereby influencing biological processes linked to atherosclerosis. 
Specifically, IRF-1 regulates the m6A modification of circ_0029589 involved in acute coronary syndrome and athero
sclerosis, while DDX5 promotes the m6A modification of circHIPK3, affecting the Wnt signaling pathway and aortic 
valve calcification. As m6A eraser, YTHDF2 mediates m6A modification of circRNAs, regulating their stability and 
downstream biological functions. For instance, YTHDF2 promotes the degradation of circSQSTM1 and circ_SFMBT2, 
modulating various signaling pathways and biological processes including inflammation, oxidative stress, autophagy, cell 
proliferation, and metastasis. This highlights the significance of circRNAs in atherosclerosis and their potential as 
biomarkers and therapeutic targets.

As discussed above, modulating the m6A modification machinery represents a novel therapeutic approach for 
atherosclerosis, by targeting specific miRNAs, lncRNAs, and circRNAs to stabilize plaques, minimize inflammation, 
and enhance endothelial function. Firstly, targeting METTL3 and METTL14 through miRNAs modulation could 
potentially stabilize plaques, alleviate inflammation, and enhance endothelial cell health, presenting novel therapeutic 
approaches for atherosclerosis. Secondly, adjusting lncRNAs through m6A writers and erasers could target specific 
molecular pathways involved in atherosclerosis, offering new treatment options. Thirdly, circRNAs, as potential 
biomarkers and therapeutic targets, can be modulated through m6A modifications to influence signaling pathways 
involved in atherosclerosis, presenting new diagnostic and treatment options. In short, this understanding facilitates 
the development of personalized therapies tailored to individual patients’ molecular profiles, offering more targeted and 
effective treatment strategies for atherosclerosis.

Roles of ncRNA in Regulation of m6A Modification in Atherosclerosis
As mentioned above, m6A regulators, including m6A writers, erasers, and readers, have the ability to adjust the m6A 
modification of ncRNAs biogenesis, stability, and translational efficiency, thereby significantly influencing atherosclero
sis development. By targeting or influencing these m6A regulators conversely, ncRNAs exert a crucial role in controlling 
the advancement and progression of atherosclerosis. Namely, ncRNAs can also regulate m6A modification by targeting 
m6A modification enzymes. For instance, miR-33a-5p inhibits ox-LDL-stimulated vascular smooth muscle cells 
(VSMCs) calcification by targeting METTL3.101 Furthermore, miR-145-5p downregulates YTHDF2, an m6A reader, 
leading to decreased degradation of SIRT3 mRNA and improved endothelial cell survival.102 In contrast, miR-192-5p 
aggravates atherosclerosis by inhibiting FTO, an m6A eraser.103

Regulatory Effects of miRNAs on m6A Modification in Atherosclerosis
miRNAs are small ncRNAs that post-transcriptionally regulate gene expression. Several miRNAs have been implicated 
in atherosclerosis by targeting genes involved in inflammation, lipid metabolism, and endothelial dysfunction. 
Simultaneously, miRNAs have the capability to specifically bind to m6A writers, erasers and readers, resulting in 
decreased mRNA and protein expression levels that contribute to atherosclerosis development.

Multiple studies have shown that various miRNAs can directly target the m6A writer METTL3 and reduce its mRNA and 
protein expression levels, thereby modulating its expression and activity. For instance, Zhang M et al showed that miR-186-5p 
sponged by SNHG3, a long non-coding RNA, upregulated METTL3 leading to increased m6A levels.104 Similarly, Wu H et al 
reported that miR-338-5p could directly target METTL3, thus suppressing the m6A/c-Myc pathway.105 Other studies revealed 
that miR-30c-5p, miR-33a-3p and miR-33a directly targeted METTL3 mRNA in regulating KRAS or AREG-mediated 
biological processes, respectively.106–108 Furthermore, several papers investigated that miR-212-5p, miR-373 and miR-1269b 
inhibited cells growth and metastasis by downregulating METTL3 expression.109–111 Additionally, Wang A et al showed that 
MEG3 induces microRNA-493-5p expression by downregulating the METTL3/MYC axis, highlighting the importance of this 
regulatory network in METTL3-mediated biological processes.112 Taken together, these studies underscore the complex 
regulatory network between miRNAs and METTL3, and METTL3 triggers atherosclerotic reactions by elevating NLRP1 levels 
and reducing KLF4 levels, leads to an increase in the expression of autophagy-related proteins ATG5 and ATG7, which 
subsequently enhances the formation of autophagosomes.59,113 Lastly, The downregulation of METTL3 accelerates the 
degradation of phosphatidylinositol 3-kinase (PI3K) mRNA, effectively shutting down the PI3K/AKT signaling pathway and 
thus suppressing the phenotypic transformation of VSMC.114 Future research may focus on further elucidating the molecular 
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mechanisms underlying these interactions and exploring the potential of targeting specific miRNA/METTL3 axes for athero
sclerosis therapy.

miRNAs can also modulate other types of m6A writer regulating atherosclerosis progression. Recent studies have 
illuminated that miR-4729 targeted METTL14, affecting its expression and consequently, the m6A modification of TIE1 
mRNA.115 Meanwhile, miR-26a-5p targeted METTL14, which in turn regulates NLRP3, a key component of the 
inflammasome pathway involved in pyroptosis, a form of programmed cell death.116 Noteworthily, METTL14 exhibits 
marked upregulation in atherosclerosis models, both in vivo and in vitro, as well as in clinical atherosclerosis cases. This 
upregulation plays a pivotal role in promoting vascular endothelial cell proliferation and inflammatory responses, while 
also facilitating smooth muscle cell calcification, proliferation, and migration.117–121 Furthermore, miR-144-3p, miR- 
139-5p, miR-455-3p, miR-29a and miR-501-3p can also directly target another type of m6A writer, WTAP, modulating 
its expression at mRNA level and consequently affecting Cellular replication, movement, infiltration, and colony 
establishment.121–125 Through m6A modification, WTAP enhances p16 expression, thereby suppressing the activity, 
proliferative capacity, and migratory potential of VSMCs.126 The increased expression of WTAP primarily relies on the 
activation of NF-κB p65, and WTAP positively modulates the inflammatory response.127

miRNAs play important roles in multiple biological processes by targeting and regulating m6A erasers. Firstly, Yang W et al 
found that miR-155 can regulate m6A levels and cellular processes by targeting FTO, significantly impacting on cell proliferation 
and migration.128 Secondly, the research by Du P et al focused on the interaction between miR-27a-3p and FTO, especially under 
hypoxic conditions.129 Thirdly, Zhang C et al explored the role of miRNA-192-5p in downregulating the expression of FTO, 
thereby aggravating kidney damage.103 In addition, the research by Zhang X et al has shown that miR-22-3p from extracellular 
vesicles of bone marrow mesenchymal stem cells can promote osteogenic differentiation by inhibiting FTO.130 Apart from the 
above studies, several other papers have explored the regulatory effects of other miRNAs on FTO. For example, Gu C et al found 
that miR-192 can attenuate high glucose-induced pyroptosis in retinal pigment epithelial cells.131 Meanwhile, Shao F et al 
discovered the targeting effect of miR-33 expressed from an SREBF2 intron, interacted directly with predicted target sites in the 
FTO 3 ‘UTR.132 Furthermore, studies by Hu F and Li Y et al revealed the important roles of miR-495 and miR-149-3p in 
regulating FTO and related biological processes, respectively.133,134 In summary, these research findings collectively uncover the 
diverse regulatory mechanisms of different miRNAs on FTO, which could slow down lipid influx in macrophages by 
suppressing PPARγ and facilitate cholesterol efflux via AMPK phosphorylation, thus impeding the formation of foam cells 
and atherosclerosis.60 Relying on AMPK activity, FTO boosts ABCA1 expression, which blocks lipid uptake, promotes 
cholesterol efflux, discourages foam cell creation, and halts the advancement of atherosclerosis.60 Meanwhile, FTO notably 
decreased the concentrations of total cholesterol (TC), low-density lipoprotein cholesterol (LDLC) and adipocyte apoptosis by 
activating the JAK2/STAT3 signaling pathway, while enhancing the development of atherosclerotic plaque.135,136

Increasing evidence has revealed that miRNAs can also directly target m6A readers, such as the YTH domain family 
of proteins. For instance, PLAGL2 promotes the expression of Snail, a key regulator of epithelial-mesenchymal transition 
(EMT), via the upregulation of lncRNA UCA1, in turn sponging miR-145-5p and then leading to the derepression of 
YTHDF1, which can bind to m6A methylated BRAF mRNA and promote its translation in macrophages increases with 
the progression of atherosclerosis.137,138 At the same time, miR-3436 and miR-376c as the negative regulator of 
YTHDF1, demonstrated their direct binding to the 3’UTR of YTHDF1 mRNA.139,140 Furthermore, Several studies 
have demonstrated the diverse ways in miR-495, miR-6125, miR-493-3p, miR-145 by modulating the expression or 
activity of YTHDF2, a key player in m6A-dependent mRNA degradation, respectively.102,141–143 The downregulation of 
YTHDF2 prevents the degradation of SIRT3 mRNA, ultimately inhibiting endothelial cell apoptosis and mitigating the 
rapid progression of atherosclerosis associated with diabetes.144 Similarly, miR-448 is found to directly target YTHDF3, 
inducing apoptosis of vascular endothelial cells through METTL3.145,146 By binding to the 3’-UTR of YTHDF3 mRNA, 
miR-448 suppresses its expression, thereby modulating its downstream effects.145

miRNAs can also target other m6A readers by interacting with respective binding site at 3′-UTR. For example, several 
studies demonstrated that the diverse regulatory roles of miRNAs in modulating IGF2BP1 expression and function, such 
as miR-193b-3p, miR-4500, miR-670-3p, miR-29, miR-196b, miR-98-5p and miR-140-5p.147–153 By mediating the 
JAK2/STAT3 pathway, IGF2BP1 plays a critical role in the progression of atherosclerosis, which can be inhibited by 
knocking down METTL3.154,155 Meanwhile, IGF2BP1 silencing prevents ox-LDL-induced lipid accumulation and 
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inflammation by reducing RUNX1 expression and promoting macrophage autophagy.155 In other studies, miR-555 and 
miR-34a inhibits the expression of heterogeneous nuclear ribonucleoprotein C1/C2 (hnRNP-C) and leucine-rich PPR- 
motif containing (LRPPRC), as novel m6A readers.156,157 Wherein the depletion of LRPPRC can enhance macrophage 
autophagy, thereby suppressing the development of foam cells.157 In atherosclerotic arteries, hnRNP-C exhibits pro
nounced expression not just in intimal cells but also in the medial layer’s smooth muscle cells, indicating its potential as 
an indicator of vascular cell activation.158

In brief, miRNAs have the ability to impact the m6A modification of various RNAs by interacting with m6A writers, 
erasers, and readers, subsequently altering gene expression or protein functionality (Table 4). By adjusting the regulatory 
proteins involved in m6A modification, miRNAs can influence this process and engage in multiple physiological and 
pathological events. miRNAs can bind to the 3′-UTR of the downstream target mRNA of m6A regulators through 
complementary base pairing, resulting in the breakdown of the target mRNA or hindrance of protein translation. 
Conversely, miRNAs can adjust m6A levels within their intended transcripts. Given the significant role of miRNAs in 

Table 4 Roles of miRNAs in Regulation of m6A Modification in Atherosclerosis

miRNAs m6A 
Regulators

Mechanisms of nc RNAs Regulation Functions in Atherosclerosis Refs.

miR-33a-5p METTL3 Overexpression of miR-33a-5p can 

downregulate METTTL3.

Inhibition of ox-LDL-stimulated VSMCs 

calcification.

[101]

miR-186-5p METTL3 miR-186-5p binds to the 3’UTR of METTL3 

to inhibit its expression.

(1) METTL3 causes atherosclerotic responses 
by increasing NLRP1 and decreasing KLF4, 

and Mettl3 knockout inhibits the formation of 

atherosclerotic lesions in mouse models.59   

(2) Overexpression of METTL3 promotes 
the expression of autophagy associated 5 

(ATG5) and ATG7 proteins, thereby 

promoting the formation of autophagosomes, 
thereby inhibiting the proliferation, migration 

and transition from systolic phenotype to 

synthetic phenotype of VSMC.113   

(3) METTL3 knockdown promotes 
phosphatidylinositol 3-kinase (Pi3k) mRNA 

decay, thereby inactivating PI3K/AKT 

signaling to inhibit phenotypic transformation 
of VSMC.114

[104–112]

miR-338-5p METTL3 miR-338-5p binding to METTL3 inhibited the 
expression of METTL3.

miR-30c-5p METTL3 miR-30c-5p can target and bind METTL3 to 

inhibit its expression.
miR-33a-3p METTL3 miR-33a-3p can target METTL3 and inhibit its 

expression.

miR-33a METTL3 miR-33a can directly target the 3 ‘UTR of 
METTL3 mRNA to inhibit the expression of 

METTL3.

miR-212-5p METTL3 A binding site has been identified between 
miR-212-5p and the 3’-UTR of METTL3 

mRNA, whereby miR-212-5p specifically 

inhibits the expression of METTL3.
miR-373 METTL3 METTL3 is a direct target of miR-373, whose 

upregulation leading to a substantial decrease 
in both METTL3 mRNA and protein levels.

miR-1269b METTL3 miR-1269b can target METTL3 mRNA 3ʹ- 
UTR and negatively regulate the expression 

of METTL3.

miR-493-5p METTL3 miR-493-5p targets METTL3 and inhibits 

METTL3 expression.
miR-4729 METTL14 Overexpression of miR-4729 can significantly 

inhibit the expression of METTL14 in vascular 

endothelial cells.

METTL14 is significantly upregulated in both 

in vivo and in vitro models and clinical cases 

of atherosclerosis and contributes to vascular 
endothelial cell proliferation and 

inflammatory response as well as smooth 

muscle cell calcification, proliferation, and 
migration.117–121

[115,116]

miR-26a-5p METTL14 miR-26a-5p weakened the expression of 

mRNA methyltransferase METTL14.

(Continued)
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Table 4 (Continued). 

miRNAs m6A 
Regulators

Mechanisms of nc RNAs Regulation Functions in Atherosclerosis Refs.

miR-144-3p WTAP Following the overexpression of miR-144-3p, 
there was a noticeable reduction in both the 

mRNA and protein levels of WTAP.

(1)WTAP positively regulates p16 expression 
through m6a modification to inhibit the 

activity, proliferation and migration potential 

of VSMCS.126   

(2) The upregulation of WTAP expression is 
mainly dependent on the activation of NF-κB 

p65, and WTAP positively regulates the pro- 

inflammatory response.127

[121–125]

miR-139-5p WTAP miR-139-5p regulates WTAP expression by 
targeting the negative 3 ‘-UTR direction of 

WTAP.

miR-455-3p WTAP WTAP is the target of miR-455-3p, and 
overexpression of miR-455-3p leads to 

decreased WTAP level.

miR-29a WTAP Overexpression of miR-29a inhibits WTAP 
expression by down-regulating QKI-6.

miR-501-3p WTAP miR-501-3p directly binds to the predicted 

WTAP2 binding site and negatively regulates 
its expression.

miR-155 FTO miR-155 directly targets FTO to negatively 

regulate its expression.

(1) FTO reduces adipocyte apoptosis by 

activating the JAK2/STAT3 signaling 
pathway.135 

(2) FTO significantly reduced the levels of TC 

[cholesterol (CHOL)] and low density 
lipoprotein cholesterol (LDLC), and FTO 

improved the formation of atherosclerotic 

lesions.136 

(3) FTO elevates ABCA1 expression in 

a manner reliant on AMPK activity, thereby 

inhibiting lipid intake, augmenting cholesterol 
efflux, suppressing foam cell formation, and 

hindering the progression of 

atherosclerosis.60 

(4) FTO inhibits macrophage lipid influx by 

downregulating PPARγ and accelerates 

cholesterol efflux through AMPK 
phosphorylation, thereby impeding the 

formation of foam cells and atherosclerosis.60

[103,128–134]

miR-27a-3p FTO miR-27a-3p suppresses FTO expression by 

directly binding to it.

miR-192-5p FTO miR-192-5p directly targets FTO and inhibits 
its expression.

miR-22-3p FTO miR-22-3p targets FTO and negatively 

regulates its expression.
miR-192 FTO miR-192 negatively regulates FTO 

expression.

miR-33 FTO miR-33 can inhibit FTO expression by 
interacting directly with predicted target sites 

in the FTO 3 ‘UTR.

miR-495 FTO miR-495 can promote the transformation of 
macrophages into M1-type proinflammatory 

macrophages by inhibiting the expression of 

its target gene, FTO.
miR-149-3p FTO Overexpression of miR-149-3p inhibits the 

expression of the FTOby binding to the 

3’UTR of its mRNA.
miR-448 YTHDF3 miR-448 targets YTHDF3 and inhibits its 

mRNA levels.

HCMV promotes increased MCU translation 

and induces apoptosis of vascular endothelial 
cells through METTL3 and YTHDF3- 

dependent m6A methylation mechanism.146

[145,146]

miR-495 YTHDF2 miR-495 can target YTHDF2 and inhibit its 
expression.

Downregulating YTHDF2 inhibits the 
degradation of SIRT3 mRNA, thereby 

suppressing endothelial cell apoptosis and 

improving the accelerated development of 
atherosclerosis in diabetes.144

[102,141–143]

miR-6125 YTHDF2 MiR-6125 targets the 3’-UTR of YTHDF2 and 

downregulates its expression.
miR-493-3p YTHDF2 Overexpression of miR-493-3p down- 

regulates the expression of YTHDF2.

miR-145 YTHDF2 miR-145 directly targets the 3′-UTR of 
YTHDF2 mRNA, enabling downregulation of 

YTHDF2 expression at both the mRNA and 

protein levels.

(Continued)
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managing m6A modifications in atherosclerosis, further investigation into miRNA-regulated m6A modifications is 
necessary.

Regulatory Effects of lncRNAs on m6A Modification in Atherosclerosis
lncRNAs are longer than 200 nucleotides and regulate gene expression at multiple levels. Several lncRNAs have been 
shown to modulate atherosclerosis by interacting with m6A-modified transcripts. For instance, lncRNA H19 promotes 
atherosclerosis by regulating MAPK and NF-κB signaling pathways, which are partially mediated by m6A 
modifications.78 Similarly, MALAT1, an m6A-modified lncRNA, contributes to macrophage pyroptosis and athero
sclerosis through the METTL3/MALAT1/PTBP1 axis.82

Accumulating evidence has revealed that lncRNAs participate in m6A modification related biological processes by 
regulating m6A writers METTL3, METTL14 and WTAP. For instance, lncRNA BLACAT2 could increase the expression 
of METTL3 by sponging miR-193b-5p, which consequently stimulates cell growth, motility and infiltration.159 lncRNA 
RASAL2-AS1 selectively interacts with the METTL14 protein, thereby enhancing the methylation status and stability of 
m6A.160 By sponging miR-299-3p and miR-433-3p respectively, the lncRNA DLGAP1-AS1 and PCGEM1 stabilizes 
WTAP leading to increased m6A methylation levels.161,162 Furthermore, an m6A-modified lncRNA, LINC00667, 
interacts with KIAA1429, an m6A methyltransferase complex subunit, and forms a positive feedback loop.163

Table 4 (Continued). 

miRNAs m6A 
Regulators

Mechanisms of nc RNAs Regulation Functions in Atherosclerosis Refs.

miR-145-5p YTHDF1 Overexpression of miR-145-5p significantly 
decreased the expression of YTHDF1 gene 

and protein.

YTHDF1 can bind to m6A methylated BRAF 
mRNA and promote its translation in 

macrophages increases with the progression 

of atherosclerosis.138

[137–140]

miR-346 YTHDF1 YTHDF1 is negatively regulated by miR-346.
miR-376c YTHDF1 miR-376c negatively regulates YTHDF1 

expression.

miR-193b-3p IGF2BP1 miR-193b-3p targets and induces IGF2BP1 
expression.

(1) METTL3 knockdown inhibits the JAK2/ 
STAT3 pathway via IGF2BP1, preventing the 

progression of atherosclerosis.154    

(2) Silencing IGF2BP1 inhibits ox-LDL- 
induced lipid accumulation and inflammation 

by reducing RUNX1 expression and 

promoting macrophage autophagy.155

[147–153]

miR-4500 IGF2BP1 Inhibition of miR-4500 increased IGF2BP1 

expression.
miR-670-3p IGF2BP1 miR-670-3p regulates the expression of 

IGF2BP1 and influences the expression level 

of m6A.
miR-29 IGF2BP1 IGF2BP1 is negatively regulated by miR-29 at 

the post-transcriptional level.

miR-196b IGF2BP1 miR-196b directly targets the 3 ‘UTR of 
IGF2BP1 mRNA, causing its downregulated 

expression.

miR-98-5p IGF2BP1 The expression of IGF2BP1 protein is 
negatively regulated by miR-98-5p.

miR-140-5p IGF2BP1 miR-140-5p directly targets and down- 

regulates IGF2BP1.
miR-555 hnRNP-C hnRNP-C expression is negatively regulated 

by miR-555

In arteries with atherosclerotic lesions, 

hnRNP-C is strongly expressed not only in 

intimal cells but also in medial smooth muscle 
cells, suggesting that hnRNP-C may serve as 

a marker of vascular cell activation.158

[156]

miR-34a LRPPRC miR-34a inhibits the expression of LRPPRC 
by directly binding to its 3’-UTR.

LRPPRC knockdown can improve 
macrophage autophagy to inhibit the 

formation of foam cells.157

[157]
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Increasing evidence suggests that lncRNAs play critical roles in modulating m6A erasers and readers. The lncRNA 
MIAT and JPX modulate the function of YTHDF2, either by altering its binding to m6A-modified RNAs or by affecting 
its stability.164,165 These interactions have significant impacts on gene expression patterns and cellular phenotypes, 
including cardiac hypertrophy. These findings suggest that targeting lncRNA-YTHDF2 interactions could provide novel 
therapeutic strategies for treating various diseases. Similarly, lncRNA AC105942.1 downregulates the expression of m6A 
reader hnRNPA2/B1 in VSMCs.166 This downregulation is achieved through a direct interaction between AC105942.1 
and hnRNPA2/B1, which disrupts the normal function of hnRNPA2/B1 in promoting cell proliferation. As a result, the 
proliferative capacity of VSMCs is attenuated, suggesting a potential role for AC105942.1 in regulating vascular 
homeostasis and preventing excessive cell growth.166

In brief, lncRNAs play a crucial role in regulating m6A modifications and their associated biological functions by 
specifically targeting m6A writers, erasers, and readers (Table 5). These lncRNAs have the capability to control m6A 
regulatory proteins and their corresponding target mRNAs by recruiting m6A writers and readers. Conversely, lncRNAs 
can also exert an indirect regulatory effect on m6A modifications, thereby influencing the stability of downstream genes.

Regulatory Effects of circRNAs on m6A Modification in Atherosclerosis
circRNAs are covalently closed continuous RNA molecules generated by back-splicing. They exhibit high stability and 
tissue-specific expression patterns. circRNAs have emerged as regulators of atherosclerosis through their interactions 
with m6A modification enzymes and ncRNAs. For instance, circSQSTM1 protects endothelial function in atherosclerosis 
by inhibiting inflammation and oxidative stress.97 circRNA_0029589 modulates macrophage pyroptosis in acute cor
onary syndrome patients through m6A modifications.95 Similarly, circPTPRA, a circRNA, blocks IGF2BP1-mediated 
recognition of m6A-modified mRNAs.167

Table 5 Roles of lncRNAs in Regulation of m6A Modification in Atherosclerosis

lncRAs m6A Regulators Mechanisms of nc RNAs Regulation Functions in Atherosclerosis Refs.

lncRNA BLACAT2 METTL3 BLACAT2 sponges miR-193b-5p and 

positively regulates METTL3.

Cell growth, motility and infiltration [159]

lncRNA RASAL2-AS1 METTL14 lncRNA RASAL2-AS1 specifically binds 
to METTL14 protein and promotes the 

methylation level and stability of m6A.

Enhancement of the methylation status 
and stability of m6A

[160]

lncRNA DLGAP1-AS1 WTAP DLGAP1-AS1 acts as a sponge to bind 
miR-299-3p through 3ʹ-UTR, thereby 

alleviating the inhibition of WTAP 

expression and up-regulating the 
expression of WTAP.

Increased m6A methylation levels [161,162]

lncRNA PCGEM1 WTAP PCGEM1 acts as a miR-433-3p sponge to 

positively regulate WTAP.
LINC00667 KIAA1429 LINC00667 positively regulates 

KIAA1429 by sponging miR-556-5p.

Overexpression of KIAA1429 inhibited 

the proliferation/migration of OX-LDL- 

treated HUVECs, while knockdown of 
KIAA1429 up-regulated the proliferation 

and migration of HUVECs[184].

[163]

lncRNA MIAT YTHDF2 lncRNA MIAT interacts with YTHDF2, 
increasing its expression.

Impacts on gene expression patterns and 
cellular phenotypes, including cardiac 

hypertrophy

[164,165]

lncRNA JPX YTHDF2 The interaction between lncRNA JPX 

and YTHDF2 leads to the destabilization 
of YTHDF2, through involved in mRNA 

stability and translation.

lncRNA AC105942.1 hnRNPA2/B1 lncRNA AC105942.1 can down-regulate 
the expression of hnRNPA2/B1, thereby 

regulating the levels of CDK4 and p27.

lncRNA AC105942.1 down-regulates 
hnRNPA2B1 to prevent atherosclerosis 

by inhibiting VSMCs proliferation.166

[166]
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Some circRNAs target m6A writers and regulate the expression of their downstream target genes via m6A modifica
tion. By sponging miR-590-5p, circPUM1 indirectly stabilizes METTL3, leading to increased m6A methylation and 
subsequent changes in gene expression that favor cell growth and glycolysis.168 Induced by EIF4A3, circ_0001187 
promotes the ubiquitin-proteasomal degradation of METTL3.169 circVMP1 targets the miR-524-5p-METTL3/SOX2 
axis, upregulating METTL3 and SOX2 expression by sponging miR-524-5p.170 circ_0000523 sponges miR-let-7b, 
leading to the upregulation of METTL3 and subsequent changes in cell proliferation, apoptosis, and metastasis.171 

circ0008399 interacts with another m6A methyltransferase WTAP, leading to an increase in m6A methylation levels, 
which subsequently enhances the stability and translation efficiency of mRNAs.172

For m6A erasers, the regulatory roles of circRNAs in various biological processes, focus on their interactions with 
miRNAs and the FTO protein. For instance, circGPR137B acts as a sponge for miR-4739, thereby modulating the 
expression of FTO and other target genes.173 circMAPK9 promotes adipogenesis through the modulation of the hsa-miR 
-1322/FTO axis.174 circ_0072309 interacts with miR-607 through its miRNA response element, resulting in the 
upregulation of FTO expression.175 circ-ZNF609 ameliorates cardiotoxicity by upregulating FTO, suggesting 
a protective role for certain circRNAs in the context of drug-induced toxicity.176

cicrRNAs can play an important role in m6A modification by targeting m6A readers, such as YTHDF1/2 and 
IGF2BP1-3. Generally, circMAP2K4 acts as a sponge for miR-139-5p, thereby regulating the expression of YTHDF1, an 
m6A reader protein.140 YTHDF1 is known to bind m6A-modified RNAs and affect their translation and decay.138 By 
sponging miR-766, circ_0001105 prevents this miRNA from binding to and repressing the expression of its target genes, 
including YTHDF2.177 YTHDF2, in turn, is known to affect the stability and translation of m6A-modified RNAs, which 
are important for various cellular processes including gene expression regulation.144 Furthermore, circPTPRA interacts 
with IGF2BP1, disrupting its ability to recognize RNA m6A modifications for the function and activity of IGF2BP1 in 
post-transcriptional gene regulation.167 circFAM13B induced by HNRNPL, inhibits glycolysis through the IGF2BP1/ 
PKM2 pathway, as well as IGF2BP1 upregulates the level of circRRM2 through its interaction with MYC, resulting in 
increased IGF2BP1 levels.178,179 circEZH2 may directly interact with IGF2BP2, enhancing its stability by blocking the 
ubiquitination-dependent degradation of the IGF2BP2 protein, which enhances M1-like macrophage polarization, while 
STAT6 binds to the HMGA2 promoter and promotes IGF2BP2 expression to regulate IL-4-induced M2 macrophage 
activation.180,181 In addition, circNEIL3 enhances the stability of IGF2BP3 protein by inhibiting ubiquitin/proteasome- 
dependent degradation.182 It is worth noting that IGF2BP3 stabilizes SESN1 mRNA and mitigates oxidative DNA 
damage and endothelial dysfunction in HUVECs caused by ox-LDL by activating Nrf2 signaling.183

In brief, circRNAs have an impact on m6A modification by adjusting m6A regulators. Initially, circRNAs control the 
m6A modifications of their downstream target mRNAs (Table 6). Additionally, they indirectly regulate m6A 

Table 6 Roles of circiRNAs in Regulation of m6A Modification in Atherosclerosis

circRNAs m6A 
Regulators

Mechanisms of nc RNAs Regulation Functions in Atherosclerosis Refs.

circPUM1 METTL3 circPUM1 can sponge miR-590-5p positively 

regulating METTL3

Increased m6A methylation and subsequent 

changes in gene expression that favor cell 

growth and glycolysis

[168–171]

circ_0001187 METTL3 circ_0001187 enhanced the degradation of 
METTL3 protein through ubiquitin/ 

proteasomal dependent degradation pathway

circVMP1 METTL3 circVMP1 acts as a miR-524-5p sponge to up- 
regulate METTL3.

circ_0000523 METTL3 circ_0000523 downregulates METTL3 

expression by inhibiting the transcription of 
miR-let-7b.

(Continued)
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modifications through sponging miRNAs. Gaining a deeper comprehension of the biological functions of circRNAs in 
m6A modifications will offer novel perspectives for atherosclerosis diagnosis and treatment.

Conclusions
In this review, we explored the potential interplay between m6A modifications and ncRNAs representing a novel layer of 
gene expression regulation in the context of atherosclerosis development. Firstly, we delved into the regulatory functions 

Table 6 (Continued). 

circRNAs m6A 
Regulators

Mechanisms of nc RNAs Regulation Functions in Atherosclerosis Refs.

cicr_0008399 WTAP circ_0008399 binds to WTAP to promote the 
formation of the WTAP/METTL3/METTL14 

m6A methyltransferase complex.

Enhancing the stability and translation 
efficiency of mRNAs

[172]

circGPR137B FTO circGPR137B co-located with miR-4739 in the 
cytoplasm, acting as a sponge of miR-4739, 

upregulates the demethylation of circGPR137B 

mediating m6a and promotes its expression, 
positively regulating FTO.

FTO activates the JAK2/STAT3 signaling 
pathway to reduce adipocyte apoptosis, 

decreases levels of TC and LDLC while 

improving atherosclerotic lesion formation, 
enhances ABCA1 expression via AMPK activity 

to inhibit lipid intake and foam cell formation, 

and downregulates PPARγ while 
phosphorylating AMPK to impede foam cell 

formation and atherosclerosis progression

[173–176]

circMAPK9 FTO circMAPK9 promotes adipogenesis by 

alleviating the inhibitory effect of miR-1322 on 
fat mass and obesity-related proteins.

circ_0072309 FTO circ_0072309 interacts with miR-607 through 

its miRNA response element, resulting in the 
upregulation of FTO expression.

CircZNF609 FTO circZNF609 degrades FTO to inhibit its 

expression.
circ_0001105 YTHDF2 circ_0001105 may function as a competing 

endogenous RNA (ceRNA) for miR-766, 

alleviating the inhibitory effect of miR-766 on 
its target, YTHDF2.

Affecting the stability and translation of m6A- 

modified RNAs

[140,177]

circMAP2K4 YTHDF1 circMAP2K4 acts as a miR-139-5p sponge to 

upregulate YTHDF1 expression.
circPTPRA IGF2BP1 circPTPRA binds to IGF2BP1 and blocks its 

recognition of downstream m6A-modified 

mRNA.

Enhancing M1-like macrophage polarization 

and mitigating oxidative DNA damage and 

endothelial dysfunction

[167,178,179]

circFAM13B IGF2BP1 circFAM13B competitively blocks the 

recognition and binding of IGF2BP1 to the 3’ 

UTR of PKM2, inhibiting the stability of PKM2 
mRNA.

circRRM2 IGF2BP1 IGF2BP1 upregulates the level of circRRM2 

through its interaction with MYC, resulting in 
increased IGF2BP1 levels.

circEZH2 IGF2BP2 circEZH2 may directly interact with IGF2BP2, 

enhancing its stability by blocking the 
ubiquitination-dependent degradation of the 

IGF2BP2 protein.

IGF2BP2 deficiency enhances M1-like 

macrophage polarization, while STAT6 binds to 
the HMGA2 promoter and promotes IGF2BP2 

expression to regulate IL-4-induced M2 

macrophage activation.181

[180,181]

circNEIL3 IGF2BP3 circNEIL3 enhances the stability of IGF2BP3 

protein by inhibiting ubiquitin/proteasome- 

dependent degradation.

IGF2BP3 stabilizes SESN1 mRNA and alleviates 

ox-LDL-triggered oxidative DNA damage and 

endothelial dysfunction in HUVECs by 
activating Nrf2 signaling.183

[182,183]
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of m6A modification on ncRNAs, influencing their maturation, stability, translation, and degradation, as a complex 
multifactorial process involving the interaction of multiple cellular and molecular mechanisms. Secondly, we elaborated 
on the capacity of ncRNAs to modulate m6A regulators. ncRNAs can target these regulators and adjust the stability of 
downstream genes through m6A modifications, thereby influencing atherosclerosis progression. Furthermore, we out
lined the mutual relationship between m6A methylation and ncRNAs offers a fresh perspective for unraveling the 
regulatory mechanisms that underlie atherosclerosis progression and aids in developing targeted atherosclerosis therapies.

The mutual regulation between m6A modifications and ncRNAs in atherosclerosis holds significant implications for 
understanding the disease’s pathophysiology and developing novel therapeutics. m6A modifications play a crucial role in 
fine-tuning the expression and function of ncRNAs such as miRNAs, lncRNAs, and circRNAs. This, in turn, impacts key 
processes in atherosclerosis, including lipid metabolism, inflammation, and endothelial function. For example, METTL3, 
a key m6A writer, can promote atherosclerosis by increasing NLRP1 expression and reducing Kruppel-like factor 4 
(KLF4) levels in endothelial cells. On the other hand, m6A erasers like FTO can alleviate atherosclerosis by reducing fat 
accumulation and enhancing cholesterol efflux. By targeting specific components of this regulatory network, it may be 
possible to develop targeted therapies to modulate the progression of atherosclerosis.

ncRNAs also exert a reciprocal influence on m6A modification machinery. They can bind to m6A writers, erasers, and 
readers, thereby altering the m6A modification status of target RNAs and ultimately affecting gene expression. This 
complex interplay provides a rich landscape of potential targets for therapeutic intervention. For instance, miRNAs can 
directly target m6A writers such as METTL3 and METTL14, modulating their activity and influencing downstream gene 
expression related to atherosclerosis. Additionally, circRNAs can act as sponges for miRNAs or interact with m6A 
modification enzymes to regulate the stability and function of target mRNAs. Understanding these detailed mechanisms 
offers the potential to design drugs that can precisely modulate the m6A - ncRNA regulatory axis, providing new hope 
for the treatment of atherosclerosis.

Despite the significant progress made in understanding the relationship between m6A modifications and ncRNAs in 
atherosclerosis, several limitations exist. Current research is mainly based on in vitro and animal models, and the 
translation of these findings to human clinical applications requires further investigation. The complexity of the m6A - 
ncRNA regulatory network also poses a challenge. There are multiple m6A regulators and a vast array of ncRNAs, and 
their interactions are highly context-dependent. Disentangling these intricate relationships to identify the most critical 
nodes for therapeutic intervention is a daunting task.

Future studies should focus on several aspects. Firstly, more in-depth research is needed to elucidate the detailed 
molecular mechanisms underlying the m6A - ncRNA interaction in atherosclerosis. This includes understanding how 
different cell types in the atherosclerotic plaque respond to m6A modifications and ncRNA regulation. Secondly, the 
development of specific and potent inhibitors or activators targeting m6A regulators and ncRNAs is crucial. These tools 
can help to further validate the functional significance of the identified targets and potentially be developed into 
therapeutic agents. Thirdly, longitudinal clinical studies are required to assess the potential of m6A - related ncRNAs 
as biomarkers for atherosclerosis diagnosis, prognosis, and treatment response. By addressing these limitations and 
focusing on these future directions, we can hope to fully exploit the potential of the m6A - ncRNA axis in the 
management of atherosclerosis.

Informed Consent
Prior to completing the survey, each participant signed an informed consent form after fully understanding the study 
objectives.

Author Contributions
All authors made a significant contribution to the work reported, whether that is in the conception, study design, 
execution, acquisition of data, analysis and interpretation, or in all these areas; took part in drafting, revising or critically 
reviewing the article; gave final approval of the version to be published; have agreed on the journal to which the article 
has been submitted; and agree to be accountable for all aspects of the work.

https://doi.org/10.2147/IJGM.S508197                                                                                                                                                                                                                                                                                                                                                                                                                                        International Journal of General Medicine 2025:18 1066

Wang et al                                                                                                                                                                           

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)



Funding
This research was funded by Guangzhou Science and Technology Plan Project, grant number 2023A03J0399, and The 
Second Affiliated Hospital of Guangzhou Medical University Plan Project, grant number 2023-LCYJ-ZF-48.

Disclosure
The authors report no conflicts of interest in this work.

References
1. Gou TT, Hu MH, Xu M, et al. Novel wine in an old bottle: preventive and therapeutic potentials of andrographolide in atherosclerotic 

cardiovascular diseases. J Pharm Anal. 2023;13(6):563–589. doi:10.1016/j.jpha.2023.05.010
2. Borovac JA. The molecular mechanisms and therapeutic targets of atherosclerosis: from basic research to interventional cardiology. Int J Mol 

Sci. 2024;25(9):4936. doi:10.3390/ijms25094936
3. Mei ZQ, Mou YH, Zhang N, Liu XY, He ZS, Gu SY. Emerging mutual regulatory roles between m6A modification and microRNAs. Int J Mol 

Sci. 2023;24(1):773. doi:10.3390/ijms24010773
4. Tian M, Mao L, Zhang L. Crosstalk among N6-methyladenosine modification and RNAs in central nervous system injuries. Front Cell 

Neurosci. 2022;16. doi:10.3389/fncel.2022.1013450
5. Qi CM, Li HR, Yu YS, et al. m6A RNA methylation decreases atherosclerotic vulnerable plaque through inducing T cells. Braz J Cardiov Surg. 

2023;38(1):124–131.
6. Gui YZ, Zheng HC, Cao RY. Foam cells in atherosclerosis: novel insights into its origins, consequences, and molecular mechanisms. Front 

Cardiovasc Med. 2022;9:845942. doi:10.3389/fcvm.2022.845942
7. Ring A, Ismaeel A, Wechsler M, et al. MicroRNAs in peripheral artery disease: potential biomarkers and pathophysiological mechanisms. Ther 

Adv Cardio Dis. 2022;16:17539447221096940. doi:10.1177/17539447221096940
8. Chen HM, Li XY, Chen WQ, Wu TW, Liu SY. LncRNA HOTAIR inhibits miR-19a-3p to alleviate foam cell formation and inflammatory 

response in atherosclerosis. Int J Med Sci. 2024;21(3):521–529. doi:10.7150/ijms.90315
9. Yang J, Rong SL. The emerging role of CircRNAs in atherosclerosis. Curr Vasc Pharmacol. 2023;21(1):26–41. doi:10.2174/ 

1570161121666230106153857
10. Liu WW, Zheng SQ, Li T, et al. RNA modifications in cellular metabolism: implications for metabolism-targeted therapy and immunotherapy. 

Signal Transduction Tar. 2024;9(1):70.
11. Wang JN, Wang F, Ke J, et al. Inhibition of attenuates renal injury and inflammation by alleviating m6A modifications via IGF2BP2-dependent 

mechanisms. Sci Transl Med. 2022;14(640):eabk2709. doi:10.1126/scitranslmed.abk2709
12. Sun RM, Tian XY, Li Y, et al. The m6A reader YTHDF3-mediated PRDX3 translation alleviates liver fibrosis. Redox Biol. 2022;54:102378. 

doi:10.1016/j.redox.2022.102378
13. Zheng ZP, Yuan D, Shen C, Zhang ZY, Ye J, Zhu L. Identification of potential diagnostic biomarkers of atherosclerosis based on bioinformatics 

strategy. Bmc Med Genomics. 2023;16(1):100. doi:10.1186/s12920-023-01531-w
14. Turkmen K, Ozer H, Kusztal M. The relationship of epicardial adipose tissue and cardiovascular disease in chronic kidney disease and 

hemodialysis patients. J Clin Med. 2022;11(5):1308. doi:10.3390/jcm11051308
15. Cheng XM, Hu YY, Yang T, Wu N, Wang XN. Reactive oxygen species and oxidative stress in vascular-related diseases. Oxidative Med Cell 

Longevity. 2022;2022:7906091.
16. Zhang YL, Fu Y, Jia LY, et al. TMT-based quantitative proteomic profiling of human monocyte-derived macrophages and foam cells. Proteome 

Sci. 2022;20(1). doi:10.1186/s12953-021-00183-x
17. Li RL, Wang LY, Liu SQ, et al. Natural flavonoids derived from fruits are potential agents against atherosclerosis. Front Nutr. 2022;9:862277. 

doi:10.3389/fnut.2022.862277
18. Sergin I, Evans TD, Razani B. Degradation and beyond: the macrophage lysosome as a nexus for nutrient sensing and processing in 

atherosclerosis. Curr Opin Lipidol. 2015;26(5):394–404. doi:10.1097/MOL.0000000000000213
19. Sena CM, Leandro A, Azul L, Seiça R, Perry G. Vascular oxidative stress: impact and therapeutic approaches. Front Physiol. 2018;9:1668. 

doi:10.3389/fphys.2018.01668
20. Seong HR, Wang CC, Irfan M, et al. DK-MGAR101, an extract of adventitious roots of mountain ginseng, improves blood circulation by 

inhibiting endothelial cell injury, platelet aggregation, and thrombus formation. J Ginseng Res. 2022;46(5):683–689. doi:10.1016/j. 
jgr.2022.01.001

21. Rocco E, Grimaldi MC, Maino A, et al. Advances and challenges in biomarkers use for coronary microvascular dysfunction: from bench to 
clinical practice. J Clin Med. 2022;11(7):2055. doi:10.3390/jcm11072055

22. Mocnik M, Varda NM. Current knowledge of selected cardiovascular biomarkers in pediatrics: kidney injury molecule-1, salusin-α and -β, 
uromodulin, and adropin. Children-Basel. 2022;9(1):102. doi:10.3390/children9010102

23. Björkegren JLM, Lusis AJ. Atherosclerosis: recent developments. Cell. 2022;185(10):1630–1645. doi:10.1016/j.cell.2022.04.004
24. Fang F, Xiao CYL, Li CL, Liu XH, Li S. Tuning macrophages for atherosclerosis treatment. Regen Biomater. 2023;10:rbac103. doi:10.1093/rb/ 

rbac103
25. Rastogi V, Stefens SJM, Houwaart J, et al. Molecular imaging of aortic aneurysm and its translational power for clinical risk assessment. Front 

Med-Lausanne. 2022;9:814123. doi:10.3389/fmed.2022.814123
26. Zha YW, Zhuang WW, Yang YQ, Zhou Y, Li HL, Liang JY. Senescence in vascular smooth muscle cells and atherosclerosis. Front Cardiovasc 

Med. 2022;9:910580. doi:10.3389/fcvm.2022.910580
27. Mao L, Yin RL, Yang LY, Zhao D. Role of advanced glycation end products on vascular smooth muscle cells under diabetic atherosclerosis. 

Front Endocrinol. 2022;13:983723. doi:10.3389/fendo.2022.983723

International Journal of General Medicine 2025:18                                                                             https://doi.org/10.2147/IJGM.S508197                                                                                                                                                                                                                                                                                                                                                                                                   1067

Wang et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1016/j.jpha.2023.05.010
https://doi.org/10.3390/ijms25094936
https://doi.org/10.3390/ijms24010773
https://doi.org/10.3389/fncel.2022.1013450
https://doi.org/10.3389/fcvm.2022.845942
https://doi.org/10.1177/17539447221096940
https://doi.org/10.7150/ijms.90315
https://doi.org/10.2174/1570161121666230106153857
https://doi.org/10.2174/1570161121666230106153857
https://doi.org/10.1126/scitranslmed.abk2709
https://doi.org/10.1016/j.redox.2022.102378
https://doi.org/10.1186/s12920-023-01531-w
https://doi.org/10.3390/jcm11051308
https://doi.org/10.1186/s12953-021-00183-x
https://doi.org/10.3389/fnut.2022.862277
https://doi.org/10.1097/MOL.0000000000000213
https://doi.org/10.3389/fphys.2018.01668
https://doi.org/10.1016/j.jgr.2022.01.001
https://doi.org/10.1016/j.jgr.2022.01.001
https://doi.org/10.3390/jcm11072055
https://doi.org/10.3390/children9010102
https://doi.org/10.1016/j.cell.2022.04.004
https://doi.org/10.1093/rb/rbac103
https://doi.org/10.1093/rb/rbac103
https://doi.org/10.3389/fmed.2022.814123
https://doi.org/10.3389/fcvm.2022.910580
https://doi.org/10.3389/fendo.2022.983723


28. Cansby E, Kumari S, Caputo M, et al. Silencing of STE20-type kinase STK25 in human aortic endothelial and smooth muscle cells is 
atheroprotective. Commun Biol. 2022;5(1):379. doi:10.1038/s42003-022-03309-9

29. Wang XJ, Liu XQ, Qi YD, et al. High level of serum uric acid induced monocyte inflammation is related to coronary calcium deposition in the 
middle-aged and elder population of china: a five-year prospective cohort study. J Inflamm Res. 2022;15:1859–1872. doi:10.2147/JIR.S353883

30. Cao Q, Wang XF, Jia L, et al. Inhibiting DNA methylation by 5-Aza-2′-deoxycytidine ameliorates atherosclerosis through suppressing 
macrophage inflammation. Endocrinology. 2014;155(12):4925–4938. doi:10.1210/en.2014-1595

31. Qureshi F, Amundson R, Singh SP, Pitchyaiah P, Ramprasad A, Surucu S. Orthopedic surgery referral pattern analysis per demographic factors 
among patients diagnosed with severe peripheral artery disease in terms of partial or total limb amputation. Cureus J Med Sci. 2022;14(1): 
e21455.

32. Bui TA, Jickling GC, Winship IR. Neutrophil dynamics and inflammaging in acute ischemic stroke: a transcriptomic review. Front Aging 
Neurosci. 2022;14:1041333. doi:10.3389/fnagi.2022.1041333

33. Kotlyarov S, Kotlyarova A. Involvement of fatty acids and their metabolites in the development of inflammation in atherosclerosis. Int J mol 
Sci. 2022;23(3):1308. doi:10.3390/ijms23031308

34. Wan L, Liu J, Huang CB, et al. Comprehensive analysis and functional characteristics of differential expression of N6-methyladenosine 
methylation modification in the whole transcriptome of rheumatoid arthritis. Mediat Inflamm. 2022;2022:4766992.

35. Meyer KD, Jaffrey SR. Rethinking m6A readers, writers, and erasers. Annu Rev Cell Dev Bi. 2017;33:319–342. doi:10.1146/annurev-cellbio 
-100616-060758

36. Qin YH, Li LQ, Luo E, et al. Role of m6A RNA methylation in cardiovascular disease Review. Int J Mol Med. 2020;46(6):1958–1972. 
doi:10.3892/ijmm.2020.4746

37. Jiang XL, Liu BY, Nie Z, et al. The role of m6A modification in the biological functions and diseases. Signal Transduction Tar. 2021;6(1):74.
38. Zhang W, Qian Y, Jia GF. The detection and functions of RNA modification m6A based on m6A writers and erasers. J Biol Chem. 2021;297 

(2):100973. doi:10.1016/j.jbc.2021.100973
39. Qiu L, Jing Q, Li YB, Han JH. RNA modification: mechanisms and therapeutic targets. Mol Biomed. 2023;4(1):25. doi:10.1186/s43556-023- 

00139-x
40. Chen DH, Zhang JG, Wu CX, Li Q. Non-coding RNA m6A modification in cancer: mechanisms and therapeutic targets. Front Cell Dev Biol. 

2021;9:778582. doi:10.3389/fcell.2021.778582
41. Kumari R, Ranjan P, Suleiman ZG, et al. mRNA modifications in cardiovascular biology and disease: with a focus on m6A modification. 

Cardiovasc Res. 2022;118(7):1680–1692. doi:10.1093/cvr/cvab160
42. Feng HR, Yuan XF, Wu ST, et al. Effects of writers, erasers and readers within miRNA-related m6A modification in cancers. Cell Proliferat. 

2023;56(1):e13340. doi:10.1111/cpr.13340
43. Bhat SS, Bielewicz D, Gulanicz T, et al. mRNA adenosine methylase (MTA) deposits m6A on pri-miRNAs to modulate miRNA biogenesis in 

Arabidopsis thaliana. Proc Natl Acad Sci U S A. 2020;117(35):21785–21795. doi:10.1073/pnas.2003733117
44. Tomé-Carneiro J, de Las Hazas MCL, Boughanem H, et al. Up-to-date on the evidence linking miRNA-related epitranscriptomic modifications 

and disease settings. Can these modifications affect cross-kingdom regulation? Rna Biol. 2021;18:586–599. doi:10.1080/ 
15476286.2021.2002003

45. Chen Y, Lin Y, Shu YQ, He J, Gao W. Interaction between N6-methyladenosine (m6A) modification and noncoding RNAs in cancer. Mol 
Cancer. 2020;19(1):94. doi:10.1186/s12943-020-01207-4

46. Du H, Zhao Y, He JQ, et al. YTHDF2 destabilizes m6A-containing RNA through direct recruitment of the CCR4-NOT deadenylase complex. 
Nat Commun. 2016;7:12626. doi:10.1038/ncomms12626

47. He YJ, Du XZ, Chen M, Han L, Sun JJ. Novel insight into the functions of N6-methyladenosine modified lncRNAs in cancers (Review). 
Int J Oncol. 2022;61(6):152. doi:10.3892/ijo.2022.5442

48. Chen LP, Zhang CF, Ma WB, Huang JJ, Zhao Y, Liu HY. METTL3-mediated m6A modification stabilizes TERRA and maintains telomere 
stability. Nucleic Acids Res. 2022;50(20):11619–11634. doi:10.1093/nar/gkac1027

49. Zeng Z, Wang J, Xu FY, et al. The m6A modification-mediated positive feedback between glycolytic lncRNA SLC2A1-DT and c-Myc 
promotes tumorigenesis of hepatocellular carcinoma. Int J Biol Sci. 2024;20(5):1744–1762. doi:10.7150/ijbs.86658

50. Zhang JN, Wei JB, Sun R, et al. A lncRNA from the FTO locus acts as a suppressor of the m6A writer complex and p53 tumor suppression 
signaling. Mol Cell. 2023;83(15):2692–2708. doi:10.1016/j.molcel.2023.06.024

51. Wang F, Hu YH, Wang HD, et al. LncRNA FTO-IT1 promotes glycolysis and progression of hepatocellular carcinoma through modulating 
FTO-mediated N6-methyladenosine modification on GLUT1 and PKM2. J Exp Clin Canc Res. 2023;42(1):267. doi:10.1186/s13046-023- 
02847-2

52. Bai RM, Sun MM, Chen YY, et al. H19 recruited N6-methyladenosine (m6A) reader YTHDF1 to promote SCARB1 translation and facilitate 
angiogenesis in gastric cancer. Chinese Med J-Peking. 2023;136(14):1719–1731. doi:10.1097/CM9.0000000000002722

53. Liu CX, Chen LL. Circular RNAs: characterization, cellular roles, and applications. Cell. 2022;185(12):2016–2034. doi:10.1016/j. 
cell.2022.04.021

54. Lin H, Wang YX, Wang PH, Long FY, Wang T. Mutual regulation between N6-methyladenosine (m6A) modification and circular RNAs in 
cancer: impacts on therapeutic resistance. Mol Cancer. 2022;21(1):148. doi:10.1186/s12943-022-01620-x

55. Zhang LL, Hou CF, Chen C, et al. The role of N6-methyladenosine (m6A) modification in the regulation of circRNAs. Mol Cancer. 2020;19 
(1):105. doi:10.1186/s12943-020-01224-3

56. Zhang G, Hou JH, Mei CX, Wang X, Wang Y, Wang KF. Effect of circular RNAs and N6-methyladenosine (m6A) modification on cancer 
biology. Biomed Pharmacother. 2023;159:114260. doi:10.1016/j.biopha.2023.114260

57. Shao YJ, Liu ZH, Song X, et al. ALKBH5/YTHDF2-mediated m6A modification of circAFF2 enhances radiosensitivity of colorectal cancer by 
inhibiting Cullin neddylation. Clin Transl Med. 2023;13(7):e1318. doi:10.1002/ctm2.1318

58. Zhao W, Xu Y, Zhu J, Zhang C, Zhou W, Wang S. M6A plays a potential role in carotid atherosclerosis by modulating immune cell modification 
and regulating aging-related genes. Sci Rep. 2024;14(1):60. doi:10.1038/s41598-023-50557-8

59. Chien CS, Li JY, Chien Y, et al. METTL3-dependent N6-methyladenosine RNA modification mediates the atherogenic inflammatory cascades 
in vascular endothelium. Proc Natl Acad Sci U S A. 2021;118(7):e2025070118. doi:10.1073/pnas.2025070118

https://doi.org/10.2147/IJGM.S508197                                                                                                                                                                                                                                                                                                                                                                                                                                        International Journal of General Medicine 2025:18 1068

Wang et al                                                                                                                                                                           

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1038/s42003-022-03309-9
https://doi.org/10.2147/JIR.S353883
https://doi.org/10.1210/en.2014-1595
https://doi.org/10.3389/fnagi.2022.1041333
https://doi.org/10.3390/ijms23031308
https://doi.org/10.1146/annurev-cellbio-100616-060758
https://doi.org/10.1146/annurev-cellbio-100616-060758
https://doi.org/10.3892/ijmm.2020.4746
https://doi.org/10.1016/j.jbc.2021.100973
https://doi.org/10.1186/s43556-023-00139-x
https://doi.org/10.1186/s43556-023-00139-x
https://doi.org/10.3389/fcell.2021.778582
https://doi.org/10.1093/cvr/cvab160
https://doi.org/10.1111/cpr.13340
https://doi.org/10.1073/pnas.2003733117
https://doi.org/10.1080/15476286.2021.2002003
https://doi.org/10.1080/15476286.2021.2002003
https://doi.org/10.1186/s12943-020-01207-4
https://doi.org/10.1038/ncomms12626
https://doi.org/10.3892/ijo.2022.5442
https://doi.org/10.1093/nar/gkac1027
https://doi.org/10.7150/ijbs.86658
https://doi.org/10.1016/j.molcel.2023.06.024
https://doi.org/10.1186/s13046-023-02847-2
https://doi.org/10.1186/s13046-023-02847-2
https://doi.org/10.1097/CM9.0000000000002722
https://doi.org/10.1016/j.cell.2022.04.021
https://doi.org/10.1016/j.cell.2022.04.021
https://doi.org/10.1186/s12943-022-01620-x
https://doi.org/10.1186/s12943-020-01224-3
https://doi.org/10.1016/j.biopha.2023.114260
https://doi.org/10.1002/ctm2.1318
https://doi.org/10.1038/s41598-023-50557-8
https://doi.org/10.1073/pnas.2025070118


60. Yang Z, Yu GL, Zhu X, Peng TH, Lv YC. Critical roles of FTO-mediated mRNA m6A demethylation in regulating adipogenesis and lipid 
metabolism: implications in lipid metabolic disorders. Genes Dis. 2022;9(1):51–61. doi:10.1016/j.gendis.2021.01.005

61. Liu YJ, Luo G, Tang Q, et al. Methyltransferase-like 14 silencing relieves the development of atherosclerosis via m6A modification of p65 
mRNA. Bioengineered. 2022;13(5):11832–11843. doi:10.1080/21655979.2022.2031409

62. Chen J, Lai K, Yong X, et al. Silencing METTL3 stabilizes atherosclerotic plaques by regulating the phenotypic transformation of vascular 
smooth muscle cells via the miR-375-3p/PDK1 axis. Cardiovasc Drugs Ther. 2023;37(3):471–486. doi:10.1007/s10557-022-07348-6

63. Liu X, Cheng Y, Zhang S, Lin Y, Yang J, Zhang C. A necessary role of miR-221 and miR-222 in vascular smooth muscle cell proliferation and 
neointimal hyperplasia. Circ Res. 2009;104(4):476–487. doi:10.1161/CIRCRESAHA.108.185363

64. Mackenzie NC, Staines KA, Zhu D, Genever P, Macrae VE. miRNA-221 and miRNA-222 synergistically function to promote vascular 
calcification. Cell Biochem Funct. 2014;32(2):209–216. doi:10.1002/cbf.3005

65. Cui Y, Wang X, Lin F, et al. MiR-29a-3p improves acute lung injury by reducing alveolar epithelial cell PANoptosis. Aging Dis. 2022;13 
(3):899–909. doi:10.14336/AD.2021.1023

66. Shao W, Wang S, Wang X, et al. miRNA-29a inhibits atherosclerotic plaque formation by mediating macrophage autophagy via PI3K/AKT/ 
mTOR pathway. Aging. 2022;14(5):2418–2431. doi:10.18632/aging.203951

67. Zhang BY, Han L, Tang YF, et al. METTL14 regulates M6A methylation-modified primary miR-19a to promote cardiovascular endothelial cell 
proliferation and invasion. Eur Rev Med Pharmacol Sci. 2020;24(12):7015–7023. doi:10.26355/eurrev_202006_21694

68. Liu Z, Wu K, Gu S, et al. A methyltransferase-like 14/miR-99a-5p/tribble 2 positive feedback circuit promotes cancer stem cell persistence and 
radioresistance via histone deacetylase 2-mediated epigenetic modulation in esophageal squamous cell carcinoma. Clin Transl Med. 2021;11(9): 
e545. doi:10.1002/ctm2.545

69. Wang G, Jing SY, Liu G, et al. miR-99a-5p: a potential new therapy for atherosclerosis by targeting mTOR and then inhibiting NLRP3 
inflammasome activation and promoting macrophage autophagy. Dis Markers. 2022;2022:7172583.

70. Gao F, Wang XC, Luo ZD, et al. LncRNA HOXA11-AS promotes vascular endothelial cell injury in atherosclerosis by regulating the miR-515- 
5p/ROCK1 axis. ESC Heart Fail. 2022;9(4):2259–2271. doi:10.1002/ehf2.13815

71. Cai D, Zhang J, Yang J, Lv Q, Zhong C. Overexpression of FTO alleviates osteoarthritis by regulating the processing of miR-515-5p and the 
TLR4/MyD88/NF-κB axis. Int Immunopharmacol. 2023;114:109524. doi:10.1016/j.intimp.2022.109524

72. Yang JW, Liang F, Zhang FL, Zhao HL, Gong QH, Gao N. Recent advances in the reciprocal regulation of m6A modification with non-coding 
RNAs and its therapeutic application in acute myeloid leukemia. Pharmacol Therapeut. 2024;259:108671. doi:10.1016/j. 
pharmthera.2024.108671

73. Shmakova A, Frost M, Batie M, Kenneth NS, Rocha S. PBRM1 cooperates with YTHDF2 to control HIF-1α protein translation. Cells. 2021;10 
(6):1425. doi:10.3390/cells10061425

74. Karshovska E, Wei Y, Subramanian P, et al. HIF-1α (Hypoxia-Inducible Factor-1α) promotes macrophage necroptosis by regulating miR-210 
and miR-383. Arterioscler Thromb Vasc Biol. 2020;40(3):583–596. doi:10.1161/ATVBAHA.119.313290

75. Xu P, Feng DX, Wang J, et al. LncRNA AGAP2 antisense RNA 1 stabilized by insulin-like growth factor 2 mRNA binding protein 3 promotes 
macrophage M2 polarization in clear cell renal cell carcinoma through regulation of the microRNA-9-5p/THBS2/PI3K-Akt pathway. Cancer 
Cell Int. 2023;23(1):330. doi:10.1186/s12935-023-03173-5

76. Lei X, Yang Y. Oxidized low-density lipoprotein contributes to injury of endothelial cells via the circ_0090231/miR-9-5p/TXNIP axis. Cent Eur 
J Immunol. 2022;47(1):41–57. doi:10.5114/ceji.2021.112521

77. Su Y, Xu R, Zhang R, et al. N6-methyladenosine methyltransferase plays a role in hypoxic preconditioning partially through the interaction with 
lncRNA H19. Acta Biochim Biophys Sin. 2020;52(12):1306–1315. doi:10.1093/abbs/gmaa130

78. Pan JX. LncRNA H19 promotes atherosclerosis by regulating MAPK and NF-kB signaling pathway. Eur Rev Med Pharmacol Sci. 2017;21 
(2):322–328.

79. Tu B, Song K, Zhou Y, et al. METTL3 boosts mitochondrial fission and induces cardiac fibrosis by enhancing LncRNA GAS5 methylation. 
Pharmacol Res. 2023;194:106840. doi:10.1016/j.phrs.2023.106840

80. Fan Y, Zhang Y, Zhao H, et al. lncR-GAS5 upregulates the splicing factor SRSF10 to impair endothelial autophagy, leading to atherogenesis. 
Front Med. 2023;17(2):317–329. doi:10.1007/s11684-022-0931-4

81. Shu B, Zhou YX, Li H, Zhang RZ, He C, Yang X. The METTL3/MALAT1/PTBP1/USP8/TAK1 axis promotes pyroptosis and M1 polarization 
of macrophages and contributes to liver fibrosis. Cell Death Discov. 2021;7(1):368. doi:10.1038/s41420-021-00756-x

82. Yang ZJ, Liu R, Han XJ, et al. Knockdown of the long non-coding RNA MALAT1 ameliorates TNF-α-mediated endothelial cell pyroptosis via 
the miR-30c-5p/Cx43 axis. Mol Med Rep. 2023;27(4):90. doi:10.3892/mmr.2023.12977

83. Wang ZW, Pan JJ, Hu JF, et al. SRSF3-mediated regulation of N6-methyladenosine modification-related lncRNA ANRIL splicing promotes 
resistance of pancreatic cancer to gemcitabine. Cell Rep. 2022;39(6):110813. doi:10.1016/j.celrep.2022.110813

84. Hu DJ, Li ZY, Zhu YT, Li CC. Overexpression of long noncoding RNA ANRIL inhibits phenotypic switching of vascular smooth muscle cells 
to prevent atherosclerotic plaque development in vivo. Aging. 2020;13(3):4299–4316. doi:10.18632/aging.202392

85. Yang Q, Chen S, Wang X, et al. Exercise mitigates endothelial pyroptosis and atherosclerosis by downregulating NEAT1 through 
N6-methyladenosine modifications. Arterioscler Thromb Vasc Biol. 2023;43(6):910–926. doi:10.1161/ATVBAHA.123.319251

86. Yang X, Zhang S, He C, et al. METTL14 suppresses proliferation and metastasis of colorectal cancer by down-regulating oncogenic long 
non-coding RNA XIST. Mol Cancer. 2020;19(1):46. doi:10.1186/s12943-020-1146-4

87. Zhang Y, Tang Y, Yan J. LncRNA-XIST promotes proliferation and migration in ox-LDL stimulated vascular smooth muscle cells through 
miR-539-5p/SPP1 axis. Oxid Med Cell Longev. 2022;2022:9911982. doi:10.1155/2022/9911982

88. Lu G, Tian P, Zhu Y, Zuo X, Li X. LncRNA XIST knockdown ameliorates oxidative low-density lipoprotein-induced endothelial cells injury by 
targeting miR-204-5p/TLR4. J Biosci. 2020;45:52. doi:10.1007/s12038-020-0022-0

89. Li G, Ma L, He S, et al. WTAP-mediated m(6)A modification of lncRNA NORAD promotes intervertebral disc degeneration. Nat Commun. 
2022;13(1):1469. doi:10.1038/s41467-022-28990-6

90. Bian W, Jing X, Yang Z, et al. Downregulation of LncRNA NORAD promotes Ox-LDL-induced vascular endothelial cell injury and 
atherosclerosis. Aging. 2020;12(7):6385–6400. doi:10.18632/aging.103034

International Journal of General Medicine 2025:18                                                                             https://doi.org/10.2147/IJGM.S508197                                                                                                                                                                                                                                                                                                                                                                                                   1069

Wang et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1016/j.gendis.2021.01.005
https://doi.org/10.1080/21655979.2022.2031409
https://doi.org/10.1007/s10557-022-07348-6
https://doi.org/10.1161/CIRCRESAHA.108.185363
https://doi.org/10.1002/cbf.3005
https://doi.org/10.14336/AD.2021.1023
https://doi.org/10.18632/aging.203951
https://doi.org/10.26355/eurrev_202006_21694
https://doi.org/10.1002/ctm2.545
https://doi.org/10.1002/ehf2.13815
https://doi.org/10.1016/j.intimp.2022.109524
https://doi.org/10.1016/j.pharmthera.2024.108671
https://doi.org/10.1016/j.pharmthera.2024.108671
https://doi.org/10.3390/cells10061425
https://doi.org/10.1161/ATVBAHA.119.313290
https://doi.org/10.1186/s12935-023-03173-5
https://doi.org/10.5114/ceji.2021.112521
https://doi.org/10.1093/abbs/gmaa130
https://doi.org/10.1016/j.phrs.2023.106840
https://doi.org/10.1007/s11684-022-0931-4
https://doi.org/10.1038/s41420-021-00756-x
https://doi.org/10.3892/mmr.2023.12977
https://doi.org/10.1016/j.celrep.2022.110813
https://doi.org/10.18632/aging.202392
https://doi.org/10.1161/ATVBAHA.123.319251
https://doi.org/10.1186/s12943-020-1146-4
https://doi.org/10.1155/2022/9911982
https://doi.org/10.1007/s12038-020-0022-0
https://doi.org/10.1038/s41467-022-28990-6
https://doi.org/10.18632/aging.103034


91. Chen S, Zhou L, Wang Y. ALKBH5-mediated m(6)A demethylation of lncRNA PVT1 plays an oncogenic role in osteosarcoma. Cancer Cell 
Int. 2020;20:34. doi:10.1186/s12935-020-1105-6

92. Zhang M, Yu Z, Zhao L, Luo H. Long non-coding RNA PVT1 regulates atherosclerosis progression via the microRNA-106b-5p/ACSL4 axis. 
Biochem Biophys Res Commun. 2023;667:170–179. doi:10.1016/j.bbrc.2023.05.037

93. Wu L, Pei Y, Zhu Y, et al. Association of N(6)-methyladenine DNA with plaque progression in atherosclerosis via myocardial 
infarction-associated transcripts. Cell Death Dis. 2019;10(12):909. doi:10.1038/s41419-019-2152-6

94. Fasolo F, Jin H, Winski G, et al. Long noncoding RNA MIAT controls advanced atherosclerotic lesion formation and plaque destabilization. 
Circulation. 2021;144(19):1567–1583. doi:10.1161/CIRCULATIONAHA.120.052023

95. Guo M, Yan R, Ji Q, et al. IFN regulatory Factor-1 induced macrophage pyroptosis by modulating m6A modification of circ_0029589 in 
patients with acute coronary syndrome. Int Immunopharmacol. 2020;86:106800. doi:10.1016/j.intimp.2020.106800

96. Xian G, Huang R, Xu M, et al. Noncoding RNA regulates the expression of Krm1 and Dkk2 to synergistically affect aortic valve lesions. Exp 
Mol Med. 2024;56(7):1560–1573. doi:10.1038/s12276-024-01256-5

97. Chen Z, Wang R, Zhu Y, et al. A novel circular RNA, circSQSTM1, protects the endothelial function in atherosclerosis. Free Radic Biol Med. 
2023;209:301–319. doi:10.1016/j.freeradbiomed.2023.10.398

98. Xu J, Shang Y, Qin X, et al. N6-methyladenosine reader YTHDF2 enhances non-small-cell lung cancer cell proliferation and metastasis through 
mediating circ_SFMBT2 degradation. Contrast Media Mol Imaging. 2022;1087622. doi:10.1155/2022/1087622

99. Li C, Zhang G, Ren Z. Effect of circ-SFMBT2 on the biological behavior of non-small cell lung cancer cells by targeting the miR-7-5p/ 
ADAM10 axis. Zhonghua Yi Xue Yi Chuan Xue Za Zhi. 2022;39(2):162–170. doi:10.3760/cma.j.cn511374-20201221-00895

100. Chen W, Liu Y, Li L, et al. The potential role and mechanism of circRNAs in foam cell formation. Noncoding RNA Res. 2023;8(3):315–325. 
doi:10.1016/j.ncrna.2023.03.005

101. Han R, Luo J, Wang L, Li L, Zheng H. miR-33a-5p suppresses ox-LDL-stimulated calcification of vascular smooth muscle cells by targeting 
METTL3. Cardiovasc Toxicol. 2021;21(9):737–746. doi:10.1007/s12012-021-09663-0

102. Yang Z, Li J, Feng G, et al. MicroRNA-145 modulates N(6)-methyladenosine levels by targeting the 3’-untranslated mRNA region of the N(6)- 
methyladenosine binding YTH domain family 2 protein. J Biol Chem. 2017;292(9):3614–3623. doi:10.1074/jbc.M116.749689

103. Zhang C, Guan G, Wang J, Wei H, Cai J. MicroRNA-192-5p downregulates fat mass and obesity-associated protein to aggravate renal ischemia/ 
reperfusion injury. Ren Fail. 2023;45(2):2285869. doi:10.1080/0886022X.2023.2285869

104. Zhang M, Bai M, Wang L, et al. Targeting SNHG3/miR-186-5p reverses the increased m6A level caused by platinum treatment through 
regulating METTL3 in esophageal cancer. Cancer Cell Int. 2021;21(1):114. doi:10.1186/s12935-021-01747-9

105. Wu H, Li F, Zhu R. miR-338-5p inhibits cell growth and migration via inhibition of the METTL3/m6A/c-Myc pathway in lung cancer. Acta 
Biochim Biophys Sin. 2021;53(3):304–316. doi:10.1093/abbs/gmaa170

106. Gong Y, Luo G, Zhang S, Chen Y, Hu Y. Transcriptome sequencing analysis reveals miR-30c-5p promotes ferroptosis in cervical cancer and 
inhibits growth and metastasis of cervical cancer xenografts by targeting the METTL3/KRAS axis. Cell Signalling. 2024;117:111068. 
doi:10.1016/j.cellsig.2024.111068

107. Su X, Lai T, Tao Y, et al. miR-33a-3p regulates METTL3-mediated AREG stability and alters EMT to inhibit pancreatic cancer invasion and 
metastasis. Sci Rep. 2023;13(1):13587. doi:10.1038/s41598-023-39506-7

108. Du M, Zhang Y, Mao Y, et al. MiR-33a suppresses proliferation of NSCLC cells via targeting METTL3 mRNA. Biochem Biophys Res 
Commun. 2017;482(4):582–589. doi:10.1016/j.bbrc.2016.11.077

109. Zhou H, Zhang N. miR-212-5p inhibits nasopharyngeal carcinoma progression by targeting METTL3. Open Med. 2022;17(1):1241–1251. 
doi:10.1515/med-2022-0515

110. Zhang H, Li X, Li Y, et al. CREB ameliorates osteoarthritis progression through regulating chondrocytes autophagy via the miR-373/METTL3/ 
TFEB axis. Front Cell Dev Biol. 2021;9:778941. doi:10.3389/fcell.2021.778941

111. Kang J, Huang X, Dong W, Zhu X, Li M, Cui N. MicroRNA-1269b inhibits gastric cancer development through regulating 
methyltransferase-like 3 (METTL3. Bioengineered. 2021;12(1):1150–1160. doi:10.1080/21655979.2021.1909951

112. Wang A, Chen Y, Shi L, et al. Tumor-suppressive MEG3 induces microRNA-493-5p expression to reduce arabinocytosine chemoresistance of 
acute myeloid leukemia cells by downregulating the METTL3/MYC axis. J Transl Med. 2022;20(1):288. doi:10.1186/s12967-022-03456-x

113. Fang ZM, Zhang SM, Luo H, et al. Methyltransferase-like 3 suppresses phenotypic switching of vascular smooth muscle cells by activating 
autophagosome formation. Cell Prolif. 2023;56(4):e13386. doi:10.1111/cpr.13386

114. Zhao Y, Xia A, Li C, et al. Methyltransferase like 3-mediated N6-methylatidin methylation inhibits vascular smooth muscle cells phenotype 
switching via promoting phosphatidylinositol 3-kinase mRNA decay. Front Cardiovasc Med. 2022;9:913039. doi:10.3389/fcvm.2022.913039

115. Liu T, Zhou H, Lu H, et al. MiR-4729 regulates TIE1 mRNA m6A modification and angiogenesis in hemorrhoids by targeting METTL14. Ann 
Transl Med. 2021;9(3):232. doi:10.21037/atm-20-3399

116. Yuan X, Li T, Shi L, Miao J, Guo Y, Chen Y. Human umbilical cord mesenchymal stem cells deliver exogenous miR-26a-5p via exosomes to 
inhibit nucleus pulposus cell pyroptosis through METTL14/NLRP3. Mol Med. 2021;27(1):91. doi:10.1186/s10020-021-00355-7

117. Gong C, Fan Y, Liu J. METTL14 mediated m6A modification to LncRNA ZFAS1/ RAB22A: a novel therapeutic target for atherosclerosis. 
Int J Cardiol. 2021;328:177. doi:10.1016/j.ijcard.2020.12.002

118. Chen J, Ning Y, Zhang H, et al. METTL14-dependent m6A regulates vascular calcification induced by indoxyl sulfate. Life Sci. 
2019;239:117034. doi:10.1016/j.lfs.2019.117034

119. Yang X, Wang C, Zhu G, Guo Z, Fan L. METTL14/YTHDF1 axis-modified UCHL5 aggravates atherosclerosis by activating the NLRP3 
inflammasome. Exp Cell Res. 2023;427(2):113587. doi:10.1016/j.yexcr.2023.113587

120. Chen LH, Zhao YY, Huang L, et al. The potential roles of RNA N6-methyladenosine in atherosclerosis. Eur Rev Med Pharmacol Sci. 2022;26 
(4):1075–1083. doi:10.26355/eurrev_202202_28096

121. Kang P, Dong P. CircMETTL14(11)S upregulated METTL14 and induced CXCR4 to aggravate endothelial inflammation and atherosclerosis. 
Int Immunopharmacol. 2024;126:110979. doi:10.1016/j.intimp.2023.110979

122. Liu W, Gao X, Sun Y, et al. Song, miR-139-5p loss-mediated WTAP activation contributes to hepatocellular carcinoma progression by 
promoting the epithelial to mesenchymal transition. Front Oncol. 2021;11:611544. doi:10.3389/fonc.2021.611544

https://doi.org/10.2147/IJGM.S508197                                                                                                                                                                                                                                                                                                                                                                                                                                        International Journal of General Medicine 2025:18 1070

Wang et al                                                                                                                                                                           

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1186/s12935-020-1105-6
https://doi.org/10.1016/j.bbrc.2023.05.037
https://doi.org/10.1038/s41419-019-2152-6
https://doi.org/10.1161/CIRCULATIONAHA.120.052023
https://doi.org/10.1016/j.intimp.2020.106800
https://doi.org/10.1038/s12276-024-01256-5
https://doi.org/10.1016/j.freeradbiomed.2023.10.398
https://doi.org/10.1155/2022/1087622
https://doi.org/10.3760/cma.j.cn511374-20201221-00895
https://doi.org/10.1016/j.ncrna.2023.03.005
https://doi.org/10.1007/s12012-021-09663-0
https://doi.org/10.1074/jbc.M116.749689
https://doi.org/10.1080/0886022X.2023.2285869
https://doi.org/10.1186/s12935-021-01747-9
https://doi.org/10.1093/abbs/gmaa170
https://doi.org/10.1016/j.cellsig.2024.111068
https://doi.org/10.1038/s41598-023-39506-7
https://doi.org/10.1016/j.bbrc.2016.11.077
https://doi.org/10.1515/med-2022-0515
https://doi.org/10.3389/fcell.2021.778941
https://doi.org/10.1080/21655979.2021.1909951
https://doi.org/10.1186/s12967-022-03456-x
https://doi.org/10.1111/cpr.13386
https://doi.org/10.3389/fcvm.2022.913039
https://doi.org/10.21037/atm-20-3399
https://doi.org/10.1186/s10020-021-00355-7
https://doi.org/10.1016/j.ijcard.2020.12.002
https://doi.org/10.1016/j.lfs.2019.117034
https://doi.org/10.1016/j.yexcr.2023.113587
https://doi.org/10.26355/eurrev_202202_28096
https://doi.org/10.1016/j.intimp.2023.110979
https://doi.org/10.3389/fonc.2021.611544


123. Zhao P, Han P, Ma Y, Tian P, Li J. Circ_0082878 contributes to prostate cancer progression via the miR-455-3p/WTAP axis. Environ Toxicol. 
2024;39(2):979–990. doi:10.1002/tox.24031

124. Xi Z, Wang P, Xue Y, et al. Overexpression of miR-29a reduces the oncogenic properties of glioblastoma stem cells by downregulating Quaking 
gene isoform 6. Oncotarget. 2017;8(15):24949–24963. doi:10.18632/oncotarget.15327

125. He L, Chen S, Ying Y, et al. MicroRNA-501-3p inhibits the proliferation of kidney cancer cells by targeting WTAP. Cancer Med. 2021;10 
(20):7222–7232. doi:10.1002/cam4.4157

126. Zhu B, Gong Y, Shen L, et al. Total Panax notoginseng saponin inhibits vascular smooth muscle cell proliferation and migration and intimal 
hyperplasia by regulating WTAP/p16 signals via m6A modulation. Biomed Pharmacother 2020;124:109935. doi:10.1016/j.biopha.2020.109935

127. Ge Y, Chen R, Ling T, et al. Elevated WTAP promotes hyperinflammation by increasing m6A modification in inflammatory disease models. 
J Clin Invest. 2024;134(14):e177932. doi:10.1172/JCI177932

128. Yang W, Xie L, Wang P, Zhuang C. MiR-155 regulates m6A level and cell progression by targeting FTO in clear cell renal cell carcinoma. Cell 
Signalling. 2022;91:110217. doi:10.1016/j.cellsig.2021.110217

129. Du P, Meng L, Liao X, et al. The miR-27a-3p/FTO axis modifies hypoxia-induced malignant behaviors of glioma cells. Acta Biochim Biophys 
Sin. 2023;55(1):103–116. doi:10.3724/abbs.2023002

130. Zhang X, Wang Y, Zhao H, et al. Extracellular vesicle-encapsulated miR-22-3p from bone marrow mesenchymal stem cell promotes osteogenic 
differentiation via FTO inhibition. Stem Cell Res Ther. 2020;11(1):227. doi:10.1186/s13287-020-01707-6

131. Gu C, Zhang H, Li Q, Zhao S, Gao Y. MiR-192 attenuates high glucose-induced pyroptosis in retinal pigment epithelial cells via inflammasome 
modulation. Bioengineered. 2022;13(4):10362–10372. doi:10.1080/21655979.2022.2044734

132. Shao F, Wang X, Yu J, Jiang H, Zhu B, Gu Z. Expression of miR-33 from an SREBF2 intron targets the FTO gene in the chicken. PLoS One. 
2014;9(3):e91236. doi:10.1371/journal.pone.0091236

133. Hu F, Tong J, Deng B, Zheng J, Lu C. MiR-495 regulates macrophage M1/M2 polarization and insulin resistance in high-fat diet-fed mice via 
targeting FTO. Pflugers Arch. 2019;471(11–12):1529–1537. doi:10.1007/s00424-019-02316-w

134. Li Y, Yang F, Gao M, et al. Yang, miR-149-3p regulates the switch between adipogenic and osteogenic differentiation of BMSCs by targeting 
FTO. Mol Ther Nucleic Acids. 2019;17:590–600. doi:10.1016/j.omtn.2019.06.023

135. Shen Z, Liu P, Sun Q, et al. FTO inhibits UPR(mt)-induced apoptosis by activating JAK2/STAT3 pathway and reducing m6A level in 
adipocytes. Apoptosis. 2021;26(7–8):474–487. doi:10.1007/s10495-021-01683-z

136. Mo C, Yang M, Han X, et al. Fat mass and obesity-associated protein attenuates lipid accumulation in macrophage foam cells and alleviates 
atherosclerosis in apolipoprotein E-deficient mice. J Hypertension. 2017;35(4):810–821. doi:10.1097/HJH.0000000000001255

137. Chen W, He Q, Liu J, Li N, Xiao K, Chen H. PLAGL2 promotes Snail expression and gastric cancer progression via UCA1/miR-145-5p/ 
YTHDF1 axis. Carcinogenesis. 2023;44(4):328–340. doi:10.1093/carcin/bgad016

138. Li Q, Yu L, Gao A, et al. METTL3 (Methyltransferase Like 3)-dependent N6-methyladenosine modification on braf mRNA promotes 
macrophage inflammatory response and atherosclerosis in mice, arteriosclerosis. Thrombosis Vasc Biol. 2023;43(5):755–773. doi:10.1161/ 
ATVBAHA.122.318451

139. Zhou J, Xiao D, Qiu T, Li J, Liu Z. Loading MicroRNA-376c in extracellular vesicles inhibits properties of non-small cell lung cancer cells by 
targeting YTHDF1. Technol Cancer Res Treat. 2020;19:1533033820977525. doi:10.1177/1533033820977525

140. Chi F, Cao Y, Chen Y. Analysis and Validation OF circRNA-miRNA network in regulating m(6)A RNA methylation modulators reveals 
CircMAP2K4/miR-139-5p/YTHDF1 axis involving the proliferation of hepatocellular carcinoma. Front Oncol. 2021;11:560506. doi:10.3389/ 
fonc.2021.560506

141. Du C, Lv C, Feng Y, Yu S. Activation of the KDM5A/miRNA-495/YTHDF2/m6A-MOB3B axis facilitates prostate cancer progression. J Exp 
Clin Cancer Res. 2020;39(1):223. doi:10.1186/s13046-020-01735-3

142. Li H, Zhang N, Jiao X, et al. Downregulation of microRNA-6125 promotes colorectal cancer growth through YTHDF2-dependent recognition 
of N6-methyladenosine-modified GSK3β. Clin Transl Med. 2021;11(10):e602. doi:10.1002/ctm2.602

143. Li J, Meng S, Xu M, et al. Downregulation of N(6)-methyladenosine binding YTHDF2 protein mediated by miR-493-3p suppresses prostate 
cancer by elevating N(6)-methyladenosine levels. Oncotarget. 2018;9(3):3752–3764. doi:10.18632/oncotarget.23365

144. Zhang Y, Wang R, Tan H, et al. Fufang Zhenzhu Tiaozhi (FTZ) capsule ameliorates diabetes-accelerated atherosclerosis via suppressing 
YTHDF2-mediated m6A modification of SIRT3 mRNA. J Ethnopharmacol. 2023;317:116766. doi:10.1016/j.jep.2023.116766

145. Guo JC, Liu Z, Yang YJ, Guo M, Zhang JQ, Zheng JF. KDM5B promotes self-renewal of hepatocellular carcinoma cells through the 
microRNA-448-mediated YTHDF3/ITGA6 axis. J Cell Mol Med. 2021;25(13):5949–5962. doi:10.1111/jcmm.16342

146. Zhu W, Zhang H, Wang S. Vitamin D3 suppresses human cytomegalovirus-induced vascular endothelial apoptosis via rectification of 
paradoxical m6A modification of mitochondrial calcium uniporter mRNA, which is regulated by METTL3 and YTHDF3. Front Microbiol. 
2022;13:861734. doi:10.3389/fmicb.2022.861734

147. Li L, Zhang X, Yang H, et al. miR-193b-3p promotes proliferation of goat skeletal muscle satellite cells through activating IGF2BP1. Int J Mol 
Sci. 2022;23(24):15760. doi:10.3390/ijms232415760

148. Li Z-W, Xue M, Zhu B-X, Yue C-L, Chen M, Qin H-H. microRNA-4500 inhibits human glioma cell progression by targeting IGF2BP1. 
Biochem Biophys Res Commun. 2019;513(4):800–806. doi:10.1016/j.bbrc.2019.04.058

149. Hao J, Hu H, Jiang Z, et al. microRNA-670 modulates Igf2bp1 expression to regulate RNA methylation in parthenogenetic mouse embryonic 
development. Sci Rep. 2020;10(1):4782. doi:10.1038/s41598-020-61816-3

150. Yang J, Gong X, Yang J, et al. Suppressive role of microRNA-29 in hepatocellular carcinoma via targeting IGF2BP1. Int J Clin Exp Pathol. 
2018;11(3):1175–1185.

151. Rebucci M, Sermeus A, Leonard E, et al. Michiels, miRNA-196b inhibits cell proliferation and induces apoptosis in HepG2 cells by targeting 
IGF2BP1. Mol Cancer. 2015;14:79. doi:10.1186/s12943-015-0349-6

152. Jiang T, Li M, Li Q, et al. MicroRNA-98-5p inhibits cell proliferation and induces cell apoptosis in hepatocellular carcinoma via targeting 
IGF2BP1. Oncol Res. 2017;25(7):1117–1127. doi:10.3727/096504016X14821952695683

153. Su Y, Xiong J, Hu J, Wei X, Zhang X, Rao L. MicroRNA-140-5p targets insulin like growth factor 2 mRNA binding protein 1 (IGF2BP1) to 
suppress cervical cancer growth and metastasis. Oncotarget. 2016;7(42):68397–68411. doi:10.18632/oncotarget.11722

International Journal of General Medicine 2025:18                                                                             https://doi.org/10.2147/IJGM.S508197                                                                                                                                                                                                                                                                                                                                                                                                   1071

Wang et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1002/tox.24031
https://doi.org/10.18632/oncotarget.15327
https://doi.org/10.1002/cam4.4157
https://doi.org/10.1016/j.biopha.2020.109935
https://doi.org/10.1172/JCI177932
https://doi.org/10.1016/j.cellsig.2021.110217
https://doi.org/10.3724/abbs.2023002
https://doi.org/10.1186/s13287-020-01707-6
https://doi.org/10.1080/21655979.2022.2044734
https://doi.org/10.1371/journal.pone.0091236
https://doi.org/10.1007/s00424-019-02316-w
https://doi.org/10.1016/j.omtn.2019.06.023
https://doi.org/10.1007/s10495-021-01683-z
https://doi.org/10.1097/HJH.0000000000001255
https://doi.org/10.1093/carcin/bgad016
https://doi.org/10.1161/ATVBAHA.122.318451
https://doi.org/10.1161/ATVBAHA.122.318451
https://doi.org/10.1177/1533033820977525
https://doi.org/10.3389/fonc.2021.560506
https://doi.org/10.3389/fonc.2021.560506
https://doi.org/10.1186/s13046-020-01735-3
https://doi.org/10.1002/ctm2.602
https://doi.org/10.18632/oncotarget.23365
https://doi.org/10.1016/j.jep.2023.116766
https://doi.org/10.1111/jcmm.16342
https://doi.org/10.3389/fmicb.2022.861734
https://doi.org/10.3390/ijms232415760
https://doi.org/10.1016/j.bbrc.2019.04.058
https://doi.org/10.1038/s41598-020-61816-3
https://doi.org/10.1186/s12943-015-0349-6
https://doi.org/10.3727/096504016X14821952695683
https://doi.org/10.18632/oncotarget.11722


154. Dong G, Yu J, Shan G, Su L, Yu N, Yang S. N6-methyladenosine methyltransferase METTL3 promotes angiogenesis and atherosclerosis by 
upregulating the JAK2/STAT3 pathway via m6A reader IGF2BP1. Front Cell Dev Biol. 2021;9:731810. doi:10.3389/fcell.2021.731810

155. Liu M, Tao G, Cao Y, Hu Y, Zhang Z. Silencing of IGF2BP1 restrains ox-LDL-induced lipid accumulation and inflammation by reducing 
RUNX1 expression and promoting autophagy in macrophages. J Biochem mol Toxicol. 2022;36(4):e22994. doi:10.1002/jbt.22994

156. Shim BS, Wu W, Kyriakis CS, et al. MicroRNA-555 has potent antiviral properties against poliovirus. J Gen Virol. 2016;97(3):659–668. 
doi:10.1099/jgv.0.000372

157. Xu Z, Li X, Ding Z, et al. LRPPRC inhibits autophagy and promotes foam cell formation in atherosclerosis. FEBS J. 2022;289(23):7545–7560. 
doi:10.1111/febs.16567

158. Panchenko MP, Silva N, Stone JR. Up-regulation of a hydrogen peroxide-responsive pre-mRNA binding protein in atherosclerosis and intimal 
hyperplasia. Cardiovasc Pathol. 2009;18(3):167–172. doi:10.1016/j.carpath.2008.03.008

159. Hu H, Kong Q, Huang XX, et al. Longnon-coding RNA BLACAT2 promotes gastric cancer progression via the miR-193b-5p/METTL3 
pathway. J Cancer. 2021;12(11):3209–3221. doi:10.7150/jca.50403

160. Rong M, Zhang M, Dong F, et al. LncRNA RASAL2-AS1 promotes METTL14-mediated m6A methylation in the proliferation and progression 
of head and neck squamous cell carcinoma. Cancer Cell Int. 2024;24(1):113. doi:10.1186/s12935-024-03302-8

161. Huang T, Cao L, Feng N, Xu B, Dong Y, Wang M. N(6)-methyladenosine (m(6)A)-mediated lncRNA DLGAP1-AS1enhances breast 
canceradriamycin resistance through miR-299-3p/WTAP feedback loop. Bioengineered. 2021;12(2):10935–10944. doi:10.1080/ 
21655979.2021.2000198

162. Weng L, Qiu K, Gao W, Shi C, Shu F. LncRNA PCGEM1 accelerates non-small cell lung cancer progression via sponging miR-433-3p to 
upregulate WTAP. BMC Pulm Med. 2020;20(1):213. doi:10.1186/s12890-020-01240-5

163. Ren S, Zhang Y, Yang X, et al. N6-methyladenine- induced LINC00667 promoted breast cancer progression through m6A/KIAA1429 positive 
feedback loop. Bioengineered. 2022;13(5):13462–13473. doi:10.1080/21655979.2022.2077893

164. Yang Y, Mbikyo MB, Zhang J, Zhang Y, Zhang N, Li Z. The lncRNA MIAT regulates CPT-1a mediated cardiac hypertrophy through m(6)A 
RNA methylation reading protein Ythdf2. Cell Death Discov. 2022;8(1):167. doi:10.1038/s41420-022-00977-8

165. Luo D, Tang H, Tan L, et al. lncRNA JPX promotes tumor progression by interacting with and destabilizing YTHDF2 in cutaneous melanoma. 
Mol Cancer Res. 2024;22(6):524–537. doi:10.1158/1541-7786.MCR-23-0701

166. Zhang RY, Wu CM, Hu XM, et al. LncRNA AC105942.1 downregulates hnRNPA2/B1 to attenuate vascular smooth muscle cells proliferation. 
DNA Cell Biol. 2021;40(5):652–661. doi:10.1089/dna.2020.6451

167. Xie F, Huang C, Liu F, et al. CircPTPRA blocks the recognition of RNA N(6)-methyladenosine through interacting with IGF2BP1 to suppress 
bladder cancer progression. Mol Cancer. 2021;20(1):68. doi:10.1186/s12943-021-01359-x

168. Li M, Wang Q, Zhang X, Yan N, Li X. CircPUM1 promotes cell growth and glycolysis in NSCLC via up-regulating METTL3 expression 
through miR-590-5p. Cell Cycle. 2021;20(13):1279–1294. doi:10.1080/15384101.2021.1934625

169. Yang X, Han F, Hu X, et al. EIF4A3-induced Circ_0001187 facilitates AML suppression through promoting ubiquitin-proteasomal degradation 
of METTL3 and decreasing m6A modification level mediated by miR-499a-5p/RNF113A pathway. Biomark Res. 2023;11(1):59. doi:10.1186/ 
s40364-023-00495-4

170. Xie H, Yao J, Wang Y, Ni B. Exosome-transmitted circVMP1 facilitates the progression and cisplatin resistance of non-small cell lung cancer by 
targeting miR-524-5p-METTL3/SOX2 axis. Drug Deliv. 2022;29(1):1257–1271. doi:10.1080/10717544.2022.2057617

171. Wang Y, Zhang B, Zhu Y, et al. hsa_circ_0000523/miR-let-7b/METTL3 axis regulates proliferation, apoptosis and metastasis in the 
HCT116 human colorectal cancer cell line. Oncol Lett. 2022;23(6):186. doi:10.3892/ol.2022.13306

172. Wei W, Sun J, Zhang H, et al. Circ0008399 interaction with WTAP promotes assembly and activity of the m(6)A methyltransferase complex 
and promotes cisplatin resistance in bladder cancer. Cancer Res. 2021;81(24):6142–6156. doi:10.1158/0008-5472.CAN-21-1518

173. Liu L, Gu M, Ma J, et al. CircGPR137B/miR-4739/FTO feedback loop suppresses tumorigenesis and metastasis of hepatocellular carcinoma. 
Mol Cancer. 2022;21(1):149. doi:10.1186/s12943-022-01619-4

174. Chen S, Song P, Wang Y, et al. CircMAPK9 promotes adipogenesis through modulating hsa-miR-1322/FTO axis in obesity. iScience. 2023;26 
(10):107756. doi:10.1016/j.isci.2023.107756

175. Mo WL, Deng LJ, Cheng Y, Yu WJ, Yang YH, Gu WD. Circular RNA hsa_circ_0072309 promotes tumorigenesis and invasion by regulating 
the miR-607/FTO axis in non-small cell lung carcinoma. Aging. 2021;13(8):11629–11645. doi:10.18632/aging.202856

176. Yu P, Wang J, Xu GE, et al. RNA m(6)A-regulated circ-ZNF609 suppression ameliorates doxorubicin-induced cardiotoxicity by upregulating 
FTO. JACC Basic Transl Sci. 2023;8(6):677–698. doi:10.1016/j.jacbts.2022.12.005

177. Yang J, Han Q, Li C, Yang H, Chen X, Wang X. Circular RNA circ_0001105 inhibits progression and metastasis of osteosarcoma by sponging 
miR-766 and activating YTHDF2 expression. Onco Targets Ther. 2020;13:1723–1736. doi:10.2147/OTT.S234668

178. Lv J, Li K, Yu H, et al. HNRNPL induced circFAM13B increased bladder cancer immunotherapy sensitivity via inhibiting glycolysis through 
IGF2BP1/PKM2 pathway. J Exp Clin Cancer Res. 2023;42(1):41. doi:10.1186/s13046-023-02614-3

179. Hao R, Zhang L, Si Y, et al. A novel feedback regulated loop of circRRM2-IGF2BP1-MYC promotes breast cancer metastasis. Cancer Cell Int. 
2023;23(1):54. doi:10.1186/s12935-023-02895-w

180. Yao B, Zhang Q, Yang Z, et al. CircEZH2/miR-133b/IGF2BP2 aggravates colorectal cancer progression via enhancing the stability of m(6) 
A-modified CREB1 mRNA. mol Cancer. 2022;21(1):140. doi:10.1186/s12943-022-01608-7

181. Wang X, Ji Y, Feng P, et al. The m6A reader IGF2BP2 regulates macrophage phenotypic activation and inflammatory diseases by stabilizing 
TSC1 and PPARγ. Adv Sci. 2021;8(13):2100209. doi:10.1002/advs.202100209

182. Pan Z, Zhao R, Li B, et al. EWSR1-induced circNEIL3 promotes glioma progression and exosome-mediated macrophage immunosuppressive 
polarization via stabilizing IGF2BP3. Mol Cancer. 2022;21(1):16. doi:10.1186/s12943-021-01485-6

183. Gao F, Zhang B, Xiao C, et al. IGF2BP3 stabilizes SESN1 mRNA to mitigate oxidized low-density lipoprotein-induced oxidative stress and 
endothelial dysfunction in human umbilical vein endothelial cells by activating Nrf2 signaling. Prostaglandins Other Lipid Mediators. 
2024;172:106832. doi:10.1016/j.prostaglandins.2024.106832

https://doi.org/10.2147/IJGM.S508197                                                                                                                                                                                                                                                                                                                                                                                                                                        International Journal of General Medicine 2025:18 1072

Wang et al                                                                                                                                                                           

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.3389/fcell.2021.731810
https://doi.org/10.1002/jbt.22994
https://doi.org/10.1099/jgv.0.000372
https://doi.org/10.1111/febs.16567
https://doi.org/10.1016/j.carpath.2008.03.008
https://doi.org/10.7150/jca.50403
https://doi.org/10.1186/s12935-024-03302-8
https://doi.org/10.1080/21655979.2021.2000198
https://doi.org/10.1080/21655979.2021.2000198
https://doi.org/10.1186/s12890-020-01240-5
https://doi.org/10.1080/21655979.2022.2077893
https://doi.org/10.1038/s41420-022-00977-8
https://doi.org/10.1158/1541-7786.MCR-23-0701
https://doi.org/10.1089/dna.2020.6451
https://doi.org/10.1186/s12943-021-01359-x
https://doi.org/10.1080/15384101.2021.1934625
https://doi.org/10.1186/s40364-023-00495-4
https://doi.org/10.1186/s40364-023-00495-4
https://doi.org/10.1080/10717544.2022.2057617
https://doi.org/10.3892/ol.2022.13306
https://doi.org/10.1158/0008-5472.CAN-21-1518
https://doi.org/10.1186/s12943-022-01619-4
https://doi.org/10.1016/j.isci.2023.107756
https://doi.org/10.18632/aging.202856
https://doi.org/10.1016/j.jacbts.2022.12.005
https://doi.org/10.2147/OTT.S234668
https://doi.org/10.1186/s13046-023-02614-3
https://doi.org/10.1186/s12935-023-02895-w
https://doi.org/10.1186/s12943-022-01608-7
https://doi.org/10.1002/advs.202100209
https://doi.org/10.1186/s12943-021-01485-6
https://doi.org/10.1016/j.prostaglandins.2024.106832


International Journal of General Medicine                                                                                   

Publish your work in this journal 
The International Journal of General Medicine is an international, peer-reviewed open-access journal that focuses on general and internal 
medicine, pathogenesis, epidemiology, diagnosis, monitoring and treatment protocols. The journal is characterized by the rapid reporting of 
reviews, original research and clinical studies across all disease areas. The manuscript management system is completely online and includes a 
very quick and fair peer-review system, which is all easy to use. Visit http://www.dovepress.com/testimonials.php to read real quotes from 
published authors.  

Submit your manuscript here: https://www.dovepress.com/international-journal-of-general-medicine-journal

International Journal of General Medicine 2025:18                                                                                    1073

Wang et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://www.dovepress.com
http://www.dovepress.com/testimonials.php
https://www.facebook.com/DoveMedicalPress/
https://twitter.com/dovepress
https://www.linkedin.com/company/dove-medical-press
https://www.youtube.com/user/dovepress

	Introduction
	The Pathogenesis of Atherosclerosis
	The Machinery of m6A Modification on ncRNAs
	The Interaction Between m6A-Modified Proteins and miRNAs
	The Interaction Between m6A-Modified Proteins and lncRNAs
	The Interaction Between m6A-Modified Proteins and circRNA

	Roles of m6A Modification on ncRNAs in Atherosclerosis
	The Regulation of m6A Modification on miRNAs in Atherosclerosis
	The Regulation of m6A Modification on lncRNAs in Atherosclerosis
	The Regulation of m6A Modification on circRNAs in Atherosclerosis

	Roles of ncRNA in Regulation of m6A Modification in Atherosclerosis
	Regulatory Effects of miRNAs on m6A Modification in Atherosclerosis
	Regulatory Effects of lncRNAs on m6A Modification in Atherosclerosis
	Regulatory Effects of circRNAs on m6A Modification in Atherosclerosis

	Conclusions
	Informed Consent
	Author Contributions
	Funding
	Disclosure

