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Graphical Abstract

1. m6Amodification regulating alternative splicing reveals a strong link between
RNA epitranscriptomic modification and genomic complexity.
2. Alternative splicing of m6A modification machinery endows tumor cells with
specific splicing patterns and characteristics.
3. The combination of alternative splicing withm6Amodification provides novel
prognostic models and therapeutic targets for individual cancer.
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Abstract
Background: N6-methyladenosine (m6A), the most prevalent internal mRNA
modification in eukaryotes, is added by m6A methyltransferases, removed by
m6A demethylases and recognised by m6A-binding proteins. This modification
significantly influences carious facets of RNAmetabolismand plays a pivotal role
in cellular and physiological processes.
Main body: Pre-mRNA alternative splicing, a process that generates multiple
splice isoforms from multi-exon genes, contributes significantly to the protein
diversity in mammals. Moreover, the presence of crosstalk betweenm6Amodifi-
cation and alternative splicing, with m6Amodifications on pre-mRNAs exerting
regulatory control, has been established. Them6Amodificationmodulates alter-
native splicing patterns by recruiting specific RNA-binding proteins (RBPs) that
regulate alternative splicing or by directly influencing the interaction between
RBPs and their target RNAs. Conversely, alternative splicing can impact the
deposition or recognition of m6A modification on mRNAs. The integration of
m6A modifications has expanded the scope of therapeutic strategies for cancer
treatment, while alternative splicing offers novel insights into the mechanistic
role of m6A methylation in cancer initiation and progression.
Conclusion:This review aims to highlight the biological functions of alternative
splicing of m6A modification machinery and its implications in tumouri-
genesis. Furthermore, we discuss the clinical relevance of understanding
m6A-dependent alternative splicing in tumour therapies.
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1 INTRODUCTION

Eukaryotic RNAs boast an impressive array of
over 170 chemical modifications, encompassing
N1-methyladenosine, N6-methyladenosine (m6A),
5-methylcytosine, N7-methylguanosine, hydroxymethyl-
cytosine and pseudo-uridine.1 Among these, m6A
modification stands out as the most abundantly and evo-
lutionarily conserved transcription alteration. Extensive
research has comprehensively analysed its influence on
various aspects ofmRNAmetabolism, including transcrip-
tion, translation, decay, stability, splicing and localisation.2
The development of m6A-immunoprecipitation and
sequencing (MeRIP-seq) techniques has facilitated a
comprehensive exploration of the pivotal roles played
by the m6A regulatory network in post-transcriptional
regulation, cellular processes and biological functions.3–5
Notably, alterations in m6A modification have been
associated with RNA metabolic disorders and affect vari-
ous human diseases, including cancer, obesity, diabetes,
neurological disorders and infertility.3–5 Currently, the
dysregulation of m6A modification has surfaced in the
majority of human tumour types. Primarily, it exerts
its impact on the post-transcriptional modification and
expression regulation of target transcripts by modulat-
ing the m6A levels of oncogenes or tumour suppressor
genes.6–8 Exploring the molecular mechanism under-
pinning m6A modification in tumour progression holds
immense clinical significance and value, offering potential
avenues for anti-tumour therapy.9,10
RNA splicing is an essential eukaryotic process govern-

ing gene expression. It involves the excision of non-coding
regions, introns and long non-coding (lnc) RNAs from pre-
mRNA, followed by the joining of exons to form mature
mRNA.11 Constitutive pre-mRNA splicing mainly involves
intron removal and exon connection to ensure gene expres-
sion stability. Conversely, alternative splicing yields multi-
ple transcripts and protein isoforms from a single gene,11
occasionally generating non-coding RNAs as byproducts.11
Alternative splicing augments gene expression complexity
and protein function diversity,12 contributing significantly
to normal physiology while also being implicated in var-
ious diseases, such as Parkinson’s disease, Alzheimer’s
disease, spinal muscular atrophy, familial dysautonomia,
cystic fibrosis, Frasier syndrome and cancer initiation and
progression.13,14 In tumour cells, alternative splicing plays
a crucial role in the development of diverse malignant
phenotypes.15 Tumour-specific alternative splicing holds
promise as potential diagnostic or prognostic markers and
opens novel avenues for targeted therapeutic strategies
against tumours.
Recently, increasing evidence has emerged that unveils

the regulatory role of alternative splicing of m6A modi-

fication machinery. Notably, deficiency of METTL3 has
been demonstrated to significantly impact the alternative
splicing patterns of thousands of genes.16–19 During alter-
native splicing events, m6A peaks exhibit enrichment in
exons and introns, with m6A-modified exons displaying
trends toward retention in mRNAs following splicing.17,18
These findings highlight the significant contributions
of m6A methylation to alternative splicing. This review
emphasises the underlying mechanisms and functions of
alternative splicing ofm6Amachinery and its implications
in tumourigenesis. Furthermore, we explore the thera-
peutic potential of targeting m6A-dependent alternative
splicing in tumour therapy.

2 REGULATION OFM6A
MODIFICATION

The m6A RNA modification is reversibly regulated by
m6A methyltransferases (writers), m6A demethylases
(erasers) and m6A-binding proteins (readers).20(Figure 1).
Writers are responsible for the addition of a methyl
group to the N6 position of adenosine on target RNAs,
whereas erasers remove the methyl group.20 Readers
recognise and decipher the m6A modification, thereby
instigating various functional consequences for the
targeted RNAs.20 The deposition of m6A is catalysed
by the methyltransferase complex (MTC), comprising
essential methyltransferases such as METTL3, METTL14,
METTL16, WTAP, VIRMA, ZC3H13, RBM15 and its
paralog (RBM15B).20 The m6A MTC is responsible for
introducing the m6A modification to the N6 position of
adenosine. This process entails the transfer of methyl
groups from S-adenosylmethionine (SAM) through the
methyltransferase enzyme. METTL3, functioning as the
catalytic core of the m6AMTC, forms a stable heterodimer
with METTL14 localised at nuclear speckles to facilitate
efficient m6A deposition.21,22 METTL14, although lack-
ing a catalytic domain and enzymatic activity, acts as a
synergistic partner for METTL3, aiding in its interaction
with RNA substrates through structural support.21,22
WTAP is crucial for the nuclear speckle localisation of
the METTL3/METTL14 heterodimer, thereby enhanc-
ing catalytic activity.23 Recent research has suggested
that the cleaved form of METTL3 (residues 239−580)
plays a vital role in recruiting WTAP efficiently into the
MTC.24 METTL16 is responsible for catalysing the m6A
methylation of U6 snRNA, lncRNAs and introns within
pre-mRNAs.25 Additionally, a protein known as VIRMA
(or KIAA1429) facilitates site-specific m6A deposition by
bridging the METTL3/METTL14/WTAP complex with
RNA substrates.26 RBM15 interacts with METTL3 and
WTAP to determine the DRACH sites.27 Furthermore,
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F IGURE 1 Regulation of the m6A modification. The m6A RNA modification is reversibly regulated by m6A methyltransferases
(writers), m6A demethylases (erasers) and m6A-binding proteins (readers). The writers are responsible for adding methyl groups to the N6
position of adenosine of specific RNAs, whereas erasers remove the methyl groups. The readers, on the other hand, are RBPs that can
recognise and interpret the m6A modification, thereby affecting various diverse of RNA metabolism such as mRNA translation, decay,
stability, splicing and localisation.

ZC3H13 has also been demonstrated to enhance the
nuclear localisation of WTAP.28 ZCCHC4, a specific m6A
methyltransferase for 28S RNA, primarily mediates the
m6A modification of this ribosomal RNA.29,30 The E3
ubiquitin ligase HAKAI, a conserved component of the
MTC, maintains the stability of other MTC components,
ensuring proper m6A deposition.31
RNA m6A methylation is a reversible process governed

by two proteins known as the FTO and ALKBH5, referred
to asm6A ‘erasers’ due to their role in removing themethyl
code from target mRNAs.32,33 FTO, a member of the Fe
(II) and oxoglutarate-dependent AlkB oxygenase super-
family, was the first characterised m6A demethylase in
2011.32 Its discovery introduced the concept of reversible
m6A modification.32 FTO is responsible for removing the
internal methyl group, with a preference for demethy-
lating m6Am, a less abundant in RNA modification.32
In 2013, ALKBH5 emerged as the second m6A demethy-

lase. ALKBH5 directly converts m6A to adenosine and
collaborates with FTO to maintain m6A levels.33
m6A modification significantly influences mRNA

metabolism through interactions with m6A RNA-binding
proteins (RBPs), collectively known as readers. These
reader proteins specifically recognise and bind to the
m6A-containing transcripts, thereby determining the
fate of RNA34–37 (Figure 1). The primary reader pro-
teins include the YT521-B homology (YTH) domain
family proteins (YTHDF1/2/3), YTH domain-containing
proteins (YTHDC1/2), insulin-like growth factor 2
mRNA-binding proteins (IGF2BPs), heterogeneous
nuclear ribonucleoproteins (hnRNPA2B1, hnRNPC and
hnRNPG), eukaryotic initiation factor 3 (eIF3), FMRP
and Prrc2a.20,35–37 These reader proteins regulate various
aspects of mRNA metabolism, encompassing transla-
tion, degradation, stability, nuclear export, microRNA
processing and pre-mRNA splicing34–37 (Figure 1). For
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instance, YTHDF1, promotes translation initiation and
elongation by interacting with translation initiation
factor eIF3.38 It competes with another reader FMRP
for binding to m6A-modifed transcripts, thereby sup-
pressing translation.39 Moreover, IGF2BPs and YTHDC2
enhance the translation of their target transcripts.40,41
mRNA decay and stability are primarily regulated by
reader proteins, with YTHDF2 being a notable partici-
pant, promoting mRNA decay in conjunction with the
CCR4-NOT deadenylase complex.42 YTHDF3, on the
other hand, cooperates with YTHDF1 and YTHDF2 to
regulate the translation or decay ofm6A-bearing RNA.43,44
YTHDC2 and IGF2BPs are multifunctional reader pro-
teins that influence mRNA decay and stability as well.40,41
Additionally, the inhibition of YTHDC1 accelerates the
degradation of specific nuclear mRNA.45 YTHDC1 also
acts as a mediator of transcriptional repression through
the lncRNA XIST,46 and facilitates the nuclear export
of m6A-modified mRNA in synergy with the export
proteins SRSF3 and NXF1.47,48 Prrc2a, a novel reader
protein, stabilises targeted transcripts.49 Similar to other
readers, FMRP also affects the decay and nuclear export
of methylated mRNAs.50,51 In addition to its impact on
mature mRNAs, m6A readers modulate the biogenesis
and function of ncRNAs. hnRNPA2B1 facilitates the pro-
cessing of pri-miRNAs to pre-miRNAs by recruiting the
DGCR8 protein.52 Recently, YTHDF3 has been reported
to enhance circRNA biogenesis and control circ-ZNF609
translation.53 YTHDC1, recognising m6A-modified RNAs,
induces transcriptional condensate formation and gene
activation.54 Moreover, m6A readers participate in alter-
native splicing events, with YTHDC1 promoting exon
inclusion in 293T cells by recruiting splicing factor SRSF3
or restricting SRSF10 recruitment in an m6A-dependent
manner.18 Similarly, in MIN6 cells, YTHDC1 regulates
alternative splicing by interacting with SRSF3 and CPSF6
MIN6 cells.55 NKAP, identified as an m6A reader, can reg-
ulate the transcription termination site splicing event of
m6A-modified transcripts by recruiting the splicing factor
SFPQ.56 NKAP also plays a role in miRNA maturation.57
The binding of hnRNPC and hnRNPG to targeted RNAs
is regulated through a mechanism termed the ‘m6A
switch’ which is involved in the splicing of m6A-labelled
mRNA.58,59 Notably, hnRNPG cooperates with YTHDC1
to promote the exon inclusion of Itbp3bp and Nek1.55 In
the following sections, wemainly summarise the potential
relationship between m6A methylation and alternative
splicing.

3 ALTERNATIVE SPLICING

The Human Genome Sequence Project has identified
approximately 20 000 protein-coding genes, a number sig-

nificantly lower than the total count of human proteins.60
Alternative RNA splicing, a pivotal post-transcriptional
process primarily involving exon recombination, plays a
critical role in generating multiple protein variants from
a single multi-exon gene.61–64 This intricate process con-
tributes significantly to the transcriptomic and proteomic
diversity in mammals. In species characterised by high
complexity, alternative splicing events occur with high fre-
quency. It is estimated that over 95% ofmulti-exon genes in
humans undergo alternative splicing, which encompasses
various processes such as exon shortening, elongation,
exon inclusion or intron retention.62,63 Precise regulation
of alternative splicing necessitates a complex network
of regulatory elements including splicing enhancers and
silencers binding to specific pre-mRNA sequences, either
enhancing or inhibiting the splicing process.62–64 Further-
more, numerous RBPs and splicing factors act as key reg-
ulators, determining splice sites selection and influencing
exon inclusion or exclusion.62–64 The meticulous regula-
tion ensures the production of specific isoforms in a cell-
or tissue-specific manner, thereby enabling the generation
of diverse protein variants with distinct functions.

3.1 Mechanisms of pre-mRNA splicing

Canonical splicing regulation can be categorised into four
phases: spliceosome assembly, catalytic activation, cat-
alytic reaction and spliceosome disassembly.11,65 Spliceo-
some assembly is a multi-step and indispensable process
for splicing reactions, characterised by a macromolecule
complex comprising small nuclear ribonucleoprotein par-
ticles (snRNPs, U1, U2, U4/U6 and U5) and over 150
constitutive and ancillary proteins.65,66 During spliceo-
some assembly, the U1 snRNP initially interacts with
the targeted pre-mRNA through the consensus motif of
CAGGURAGU located at the 5′ splice site.67 Subsequently,
theU2AF65 subunit binds to the polypyrimidine sequence,
while the U2AF35 subunit engages with the AG dinu-
cleotide at the 3′ splice site, forming the heterodimer
known as the U2 snRNP auxiliary factor.68 The U2 snRNP
is recruited to the branch point of the pre-mRNA, followed
by the addition of U5 andU4/U6 tri-snRNP into U1 snRNP.
Multiple DEAH box RNA helicases then rearrange snRNP
interactions in terms of conformation and composition
to form the active spliceosome.69 snRNPs, in conjunc-
tion with other splicing factors, associate with pre-mRNAs
to create the spliceosome, which subsequently under-
goes two successive transesterification reactions, leading
to intron removal and exon ligation.65 In the 1st transesteri-
fication reaction, a lariat structure forms at the 3′ end of the
exon,while the 2nd transesterification step releases the lar-
iat, eliminates the intron and ligates the exon, culminating
in the generation the mature mRNA65 (Figure 2).
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F IGURE 2 Schematic representation of pre-mRNA splicing.
The spliceosome assembly is a critical and complex process
necessary for splicing reactions. The spliceosomal complexes are
composed of small nuclear ribonucleoprotein particles (U1-5
snRNPs), pre-mRNA and various constitutive and ancillary
proteins. Following two successive transesterification reactions that
orchestrate intron removal and exon ligation, the mature mRNA is
produced.

3.2 Mechanisms of pre-mRNA
alternative splicing

Alternative splicing encompasses various patterns, includ-
ing (Cassette) exon skipping (SE), mutually exclusive
exon (MXE), alternative donor site (A5’SS), alternative
acceptor site (A3’SS), intron retention, alternative first
exon, alternative last exon, alternative promoter and
alternative polyadenylation (Figure 3). These patterns
are regulated by trans-acting factors that recognise cis-
acting splicing regulatory elements (SREs).62,64,70 SREs,
including exonic splicing enhancer (ESE), intron splic-
ing enhancer (ISE), as well as exonic splicing silencer,
and intronic splicing silencer, can either promote or sup-
press RNA splicing depending on the interaction with
trans-acting factors.60,64,70 The trans-acting factors that
govern alternative splicing predominantly comprise splic-
ing factors, which are RBPs. These splicing factors include
including the arginine/serine-rich (SR) proteins, heteroge-
neous ribonucleoproteins (hnRNP) proteins,62 and others.
Among these factors, SR protein splicing factors (SRSF1-
12) have garnered significant attention recently owing to
their crucial role in alternative splicing. Typically, SRSFs
possess one or two RRM domains dictating their RNA-
binding specificity, in addition to an RS domain facilitating
interaction with other SR proteins.71
SR proteins play a pivotal role in spliceosome assem-

bly and rearrangement of spliceosomes, with their impact
on splicing varying based on their binding site within the
pre-mRNA.71 Furthermore, SR proteins not only stimu-

late exon inclusion but also induce exon skipping through
their interaction with the pre-mRNA.71 Initially, SR pro-
teins were recognised for binding to ESEs or exonic regions
to enhance exon inclusion, as exemplified by SRSF1’s role
in regulating exon inclusion in the production of the Bcl-
xL isoform.72 However, subsequent research has unveiled
that SR proteins can also induce exon skipping by alter-
ing their binding sites relative to the regulated splice site.73
Generally, SR proteins located within exons act as splic-
ing enhancers, while those position in introns function
as splicing inhibitors.71 Regarding spliceosome assembly,
SRSF1, SRSF2 and SRSF6 participate in spliceosome for-
mation by recruiting U1 snRNP to the 5′ splice site and U2
snRNP to the 3′ splice site.74
In contrast, hnRNP proteins, comprising 23 members,

influence alternative splicing by changing their binding
sites relative to the splice site being regulated.75 Unlike
SR proteins, hnRNPs were initially identified as binding
predominantly to bind to intronic regions. This interac-
tion promotes exon skipping by disrupting the association
between spliceosomes and splice sites, impeding exon
recognition.76 For example, hnRNPA1’s interaction with
the flanking exon 9 of PKM leads to an increased skip-
ping of exon 9 and the subsequent up-regulation of
the PKM2 isoform lacking exon 9.77 However, hnRNPs
can also inhibit exon exclusion when binding to exonic
regions.78 Furthermore, SR proteins and hnRNP proteins
exhibit antagonistic activities, either promoting or inhibit-
ing splicing.79 Consequently, modulation of the balance
between SR and hnRNP proteins can impact alternative
splicing in nuclear speckles.
Furthermore, numerous tissue-specific splicing factors

fall under the category of trans-acting factors, such as
RBM5, RBM24, Nova1 and QKI.80 These splicing fac-
tors contribute to the generation of tissue-specific splic-
ing events characterised by unique temporal and spatial
profiles, thus enriching the diversity of cellular protein
functions.80 For instance, RBM24 interacts with the ISE
and promotes the retention ofmuscle-specific exons in stri-
atedmuscle.81 Notably, certain atypical splicing factors like
U2AF65, SF3B3 and SF1 regulate alternative splicing by
directly binding to pre-mRNA rather than SREs.82,83

4 THE REGULATION OFM6A
MODIFICATION IN ALTERNATIVE
SPLICING

As the most prevalent post-transcriptional modification,
m6A methylation exerts its influence across nearly every
aspect of mRNA processing, including mRNA transla-
tion, decay, stability, alternative splicing and localisation.21
While previous research predominantly centred on m6A
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F IGURE 3 Schematic depiction of constitutive and alternative splicing patterns. Constitutive splicing mainly involves the removal of
introns and the connection of exons to ensure the stability of gene expression. Alternative splicing events primarily involve different patterns:
cassette exon skipping, mutually exclusive exon, alternative 5′ splice site, alternative 3′ splice site, intron retention, alternative first exon,
alternative last exon, alternative promoter and alternative polyadenylation.

modification’s role in regulating mRNA stability, degra-
dation and translation, it has also been elucidated
that m6A can regulate the alternative splicing of pre-
mRNAby recruiting splicing factors throughm6A-binding
proteins18,84 (Figure 1). In 2021, Wei G et al.85 demon-
strated that approximately 10% of m6A signals are situated
within alternative introns/exons inmouse embryonic stem
cells, signifying potential crosstalk between the m6A
machinery and RNA splicing. Moreover, early m6A depo-
sition at 5′ and 3′ splice junctions enhances constitutive
kinetics.86 Furthermore, m6A deposition within introns
regulates alternative splicing events, underscoring the role
of m6A modification in dictating the fate of nascent tran-
scripts in terms of splicing kinetics and alternative splicing
outcomes.86 More recently, Achour C et al.87 presented
compelling evidence for m6A modification’s role in con-
trolling alternative splicing switches. They demonstrated
that m6A signals are enriched at splice junctions of tar-
get transcripts and drive the expression of splicing factors
through transcriptional regulator MYC, thereby contribut-
ing to the acquisition of malignant phenotypes in breast
cancer cells.87 In concurrence, Jara-Espejo M et al. first

identified the co-localisation of m6A and potential RNA
G-quadruplex structures at intron splice-junctions.88 Fur-
thermore, splicing factors have the ability to recognise
consensus m6A motifs within introns proximal to 5′ and
3′ splice sites,88 suggesting that epitranscriptomic m6A
modification may collaborate with RNA G-quadruplex
structures to regulate alternative splicing. These findings
highlight the significant impact of m6A modification on
the modulation of alternative splicing (Tables S1 and S2).
In the subsequent sections, we provide an overview of the
current understanding of how m6A influences alternative
splicing in cancer and discuss the therapeutic potential of
harnessing m6A-dependent alternative splicing for cancer
treatment.

4.1 The alternative splicing of m6A
writer machinery

Recently, growing evidence has emerged linking m6A
modification to alternative splicing. Current research
on alternative splicing regulated by m6A writers
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predominantly revolves around the methyltransferase
METTL3. METTL3, as the core enzyme responsible for
m6Amethylation, installs m6A on targeted RNAs, thereby
influencing alternative splicing in various types of tumour
cells.34,36 A study by Dominissini D et al. reported that
the down-regulation of METTL3 in HepG2 cells results in
the occurrence of differentially spliced exons and introns,
with the deposition of m6A peaks through m6A-seq.89
Further analysis using GO analysis revealed that silencing
METTL3 induces cell apoptosis by modulating the p53
signalling through differentially spliced variants, such as
MDM4, MDM2, FAS and BAX.89 These findings under-
score the important role of m6A in alternative splicing
events in hepatocellular carcinoma. Similarly, the deple-
tion of METTL3 disrupts multiple pathways, including
p53 signalling, VEGF signalling and cell cycle regulation,
through aberrant alternative splicing in glioma stem-like
MGG8 cells.90 Subsequent studies have investigated the
underlying mechanisms by which m6A modification
promotes glioblastoma progression by regulating alterna-
tive splicing events.91 Genes with decreased expression
are primarily involved in RNA processing and mRNA
splicing in glioma stem cells lacking METTL3.91 The m6A
modification increases the expression of SRSFs, particu-
larly SRSF3, SRSF6 and SRSF11, in a YTHDC1-dependent
manner of nonsense-mediated mRNA decay.91 This con-
tributes to the production of anti-apoptotic splice variants
of BCL-X and glioma stem cell-promoting splice variants of
NCOR2, ultimately facilitating to the growth and progres-
sion of glioblastoma.91 In bone mesenchymal stem cells,
depletion of METTL3 not only inhibits VEGFA expression
but also its splice variants, VEGFA-164 and VEGFA-188.19
FUBP1 has been identified as a ‘long tail’ cancer driver
through a combinatorial CRISPR/Cas9 screen.92 FUBP1
cooperates with PTEN to reverse the malignant transfor-
mation of mammary epithelial cells.92 Further investiga-
tion revealed that blocking FUBP1 decreases the global
m6A content by preventing the recruitment of METTL3,
which is induced by PTEN.92 This leads to changes in
the alternative splicing landscape and the expression of
abnormal driver isoforms in breast cancer.92 In contrast,
Achour C et al.87 proposed a contradictory viewpoint,
wherein METTL3 promotes breast cancer progression by
controlling tumour-associated alternative splicing switch
via the m6A deposition in splice site boundaries.87 Despite
the conflicting evidence, these findings identify METTL3
as a crucial regulator of alternative splicing events in the
breast cancer progression. The splicing switch of m6A
modification has also been identified in oral squamous
cell carcinoma.93 Them6A depositions on exon 3 and exon
5 maintain the structures of intron 2/exon 3, exon 3/intron
3 and exon 5/intron 5 of KRT4 pre-mRNA by suppressing
the binding of DGCR8 to the boundaries of intron 2/exon

3, exon 3/intron 3 and exon 5-intron 5.93 These findings
reveal that m6Amethylation on the exon–intron boundary
of pre-mRNA hinders the intron splicing of pre-mRNA
by inhibiting the binding of DGCR8 to the exon–intron
boundary.93 Furthermore, m6A modification not only
directly influences the alternative splicing machinery, but
also indirectly affects alternative splicing by regulating
the abundance of various splicing factors in an m6A-
dependent manner in various cancers, including chronic
lymphocytic leukaemia,94 leukaemia,95 breast invasive
ductal carcinoma, colon adenocarcinoma, lung adeno-
carcinoma and gastric adenocarcinoma.96 These findings
provide compelling evidence for the significant roles
of m6A modification machinery In alternative splicing
patterns.
Targeting METTL3 effectively generates differentially

spliced variants in multiple primary cancers. Specifically,
the silencing of METTL3 conferred by siRNAs or the
treatment with the METTL3-pharmacological inhibitor
STM2457 has been shown to significantly alter the tran-
scriptome and splicing patterns regulated by androgens
in prostate cancer cells.90 The inhibition of METTL3
leads to the occurrence of numerous differential alter-
native splicing events, particularly exon skipping.90 This
is accompanied by an increase in the ratio of androgen
receptor-FL to truncated androgen receptor variants, pre-
senting a promising therapeutic target for manipulating
androgen signalling in patients with prostate cancer.90
Importantly, METLL3, but not FTO, modulates the alter-
native splicing of the HPV16 E6/E7 mRNAs and gene
expression in cervical cancer cells.97 This suggests a
potential role of m6A modification in HPV-induced cer-
vical carcinogenesis.97 Additionally, the knockdown of
METTL3 results in the alternative splicing of 1803 genes,
with significant enrichment of cell cycle-related functions
in osteosarcoma cells.98 Further exploration reveals that
69.2−86.7% of these alternatively spliced genes exhibit
m6A deposition near alternative splicing sites, along with
the enrichment of 19 RBPs.98 These findings indicate that
m6A-dependent alternative splicing may be a critical fac-
tor in driving osteosarcoma progression. Collectively, these
results demonstrate the relevance of alternative splicing
events mediated bym6Amodification in the initiation and
progression of cancers.
The global view of MeRIP-seq results of transcriptome-

wide m6A modification, demonstrates that METTL3-
dependent splicing is observed not only in tumour cells
but also in non-tumour cells (Tables S1 and S2). Further-
more, the inactivation ofMETTL3 and subsequent reversal
of m6A modification lead to aberrant splicing events,
predominantly characterised by exon skipping.99 These
splicing events are enriched in the synapse-associated
pathway.99 Moreover, the depletion of METTL3 promotes
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exon 21 skipping ofGrin1, resulting in a significant increase
in intracellular calcium levels and subsequently inducing
apoptosis in cerebellar granule cells.99 Furthermore, the
loss of METTL3 has been shown to hinder the differen-
tiation of spermatogonial cells and the onset of meiosis
in germ cells, mainly by regulating the alternative splic-
ing of genes involved in spermatogenesis through m6A
modification.100 Additionally, lipopolysaccharides have
been observed to stimulate the expression of METTL3
in dental pulp cells, providing a new perspective on the
role of epitranscriptomic regulation in the inflammatory
response.101 Further studies have revealed that the deple-
tion of METTL3 modulates the alternative splicing of
MyD88 and, as a result, leads to increased expression of
the MyD88 S isoform, which inhibits the inflammatory
response induced by lipopolysaccharide in dental pulp
cells.101 Overall, these findings demonstrate that the m6A-
dependent alternative splicing patterns are critical for the
effect of tumour pathophysiology and patient outcomes
and the regulation of a wide spectrum of cellular and
physiological processes.
Considering the diverse functions of m6A modification

in mRNA metabolism, the dTAG degron system has been
utilised to degrade METTL3 rapidly and efficiently, eluci-
dating the discrimination of direct and indirect effects of
METTL3.85 The findings reveal that the acute depletion of
METTL3 specifically affects the inclusions of alternative
introns and exons of nascent RNA in mouse embryonic
stem cells.85 Moreover, the CRISPR-mediated genome-
editing system is highly beneficial for characterising the
m6Amodification, highlighting the important mechanical
role of m6A in alternative splicing events.102 Further-
more, the CRISPR/Cas9-mediated cleavage of snoRNA
SNORD75 in Gas5 led to the generation of exon 3–5
skipping in 293FT-75-2 cells, largely attributed to the dis-
ruption of the binding of the METTL3/METTL14 complex
to SNORD75.102 A targeted RNAmethylation system, com-
posed of dCas13–M3nls and dCas13–M3M14nes, has been
developed using the CRISPR–Cas13 tool combined with
METTL3 and (or) METTL14.103 The RNAmethylation sys-
tem effectively manipulates the installation of m6A on
diverse RNA targets, thereby modulating RNA abundance
and alternative splicing.103 Additionally, the dCas13–M3nls
system,when transfected intoHEK293T cells with dCas13–
M3nls, results in alternative splicing events, such as the
exclusion of Brd8 exon 21 and the inclusion of Znf638 exon
2.103 These findings shed light on our growing understand-
ing of m6A in alternative splicing and provide a novel
strategy for identifying the alternative splicing of m6A
machinery. However, the use of targeted RNA m6A sys-
tems for the programmable manipulation of alternative
splicing events in tumour treatment remains insufficiently
explored.

Drosophila has emerged as a powerful in vivo model
for dissecting themolecularmechanisms underlyingm6A-
dependent alternative splicing.104,105 In 2016, Lence T
et al.105 demonstrated the significant role of m6A in
sex determination through alternative splicing regulation.
They observed that the down-regulation of Ime4 (METTL3
orthologue in drosophila) or dMettl14 led to alternative
splicing at the 5′ splice site and intron retention, ultimately
determining the sex of the drosophila.105 The targeting of
m6Amodification is associated with the inclusion ofmale-
specific exon 3 and the reduction of the female-specific
isoform, while the female-specific isoform depends on
m6A-dependent exon 3 skipping of Sxl.105 Notably, the
effect of m6A on sex determination by regulating the
alternative splicing of the Sxl gene has been indepen-
dently corroborated by various other studies.104,106 Five
years later, additional advancements have been made by
other researchers in understanding the splicing events
of the Sxl gene.107 Further evidence has been put forth
wherein in females, Sxl recruits m6A writer components,
which subsequently introduce m6A modification in exon
3 and neighbouring introns of the Sxl transcript.107 Fol-
lowing this, YTHDC1 interacts withm6A-modified regions
to induce exon 3 skipping by interacting with splicing
factors.107 These studies collectively support the functional
importance of m6A-dependent alternative splicing of Sxl
in the sex determination of drosophila. However, it is
yet to be determined if this mechanism is conserved in
mammals.
Apart fromMETTL3, other methyltransferases also play

a role in the regulation of alternative splicing. m6A modi-
fication is essential for the maturation of oligodendrocyte
lineage cells and the myelination of the central nervous
systemby abatingMETTL14.108 METTL14 ablation inhibits
the maturation of oligodendrocytes and impairs the thick-
ness of the myelin sheath, accompanied by a decrease in
myelinated axons.108 Mechanistically, METTL14 ablated
mutants regulate oligodendrocyte transcripts and alter-
native splicing events of numerous RNA transcripts.108
Specifically, the ablation affects 1372 splicing events in 364
genes, such as Ptprz, in oligodendrocyte precursor cells.108
Additionally, in oligodendrocytes, it impacts 1930 splicing
events in 485 genes, such as Nfasc.108 MAT2A has been
characterised by encoding SAMsynthetase. In a 2017 study,
it was reported that METTL16, a conserved U6 snRNA
methyltransferase, interacts with the hairpin regions of
MAT2A 3′ UTR.109 This interaction is essential for induc-
ing intron retention through the METTL16-VCR domains,
supporting the role of METTL3 as a central factor in main-
taining SAMhomeostasis.109 However, amore recent study
in 2021 reported that METT-10, the METTL16 orthologue
in Caenorhabd elegans, regulates the homeostasis of SAM
synthetase by regulating the alternative splicing of SAMS-3
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and SAMS-4,which is accompanied bynonsense-mediated
mRNA decay induced by m6A modification.110 Recently,
themechanisms bywhichMETT-10 and humanMETTL16
induce m6A modification at the 3′ splice site of SAMS
genes, which play a role in regulating SAM homeosta-
sis, have been extensively explored.111 Studies reveal that
although METT-10 and METTL16 regulate SAM home-
ostasis through distinct regulatory mechanisms mediated
by alternative splicing, the targeted RNAs that undergo
m6A methylation are well-conserved between C. elegans
and Homo sapiens.111
WTAP has been implicated in regulating the alter-

native splicing of pre-mRNA, such as Sxl, transformer
and Ultrabithorax.112 The depletion of the drosophila
homolog of WTAP, hFL(2)D, has been shown to affect
the alternative 3′ splice sites of transformer pre-mRNAs,
which are substrates of Sxl regulation. This suggests that
hFL(2)D has a regulatory role in sex determination.112
Additionally, FL(2)d promotes the skipping of exon 3 to
maintain female identity and the inclusion of the small
internal exons of Ultrabithorax.113 Furthermore, FL(2)d
also interacts with early-acting general splicing regula-
tors, including U2AF38, U170K, U2AF50 and Snf.113
Notably, Sxl has been co-immunoprecipitated by Fl(2),
with Fl(2)d regulating alternative splicing in an Sxl-
dependent manner.113 Therefore, Fl(2)d has been hypoth-
esised to regulate splice-site selection in the first splicing
reaction with spliceosome assembly in an Sxl-dependent
manner. The role of WTAP in splicing events has been
examined in mammalian cells.114 WTAP protein degrada-
tion induced by IGF-1 through the nuclear 26S proteasome
pathway leads to changes in the splicing switch of survival
factor survivin in human vascular smooth muscle cells.114
Specifically, the antiapoptotic variant survivin increases
and the proapoptotic survivin-2B variant decreases.114
These findings highlight the clear linkage between the
nuclear accumulation of WTAP and the balance of sur-
vivin isoforms. Although WTAP has been linked to the
splicing switch, it is yet to be established whether the
effect is dependent on methyltransferase activity mediated
by WATP.
As amember of the split-ends family of proteins, RBM15

plays a role in RNA metabolism including alternative
splicing. RBM15 interacts with the intronic regions of
specific pre-mRNAs, namely GATA1, RUNX1, TAL1 and c-
MPL, to directly regulate their alternative splicing.115 This
regulation is achieved by recruiting the intron-binding
splicing factor SF3B1. Through this mechanism, RBM15
contributes to the megakaryocyte differentiation and mat-
uration of human primary cells.115 However, it remains
unclear whether RBM15 controls the alternative splicing
in an m6A-dependent manner.

4.2 The alternative splicing of m6A
eraser machinery

Evidence suggests that that m6A demethylases partici-
pate in the modulation of alternative splicing, particularly
in response to various cellular conditions and infec-
tions. Virus infections, in particular, have highlighted the
connection between m6A modification and alternative
splicing. Using MeRIP-seq, researchers have observed a
decrease in m6A peaks in the last exon of CIRBP mRNA
following Flaviviridae infection in Huh7 cells.116 Impor-
tantly, this infection-induced reduction in m6A modifi-
cation of CIRBP transcripts modulates their alternative
splicing, resulting in the down-regulation of the long
CIRBP isoform with intron retention, while the short iso-
form remains unaffected.116 The present review presents
compelling evidence for the impact of m6A modification
on viral infection through alternative splicing. In the case
of the demethylase ALKBH5, it has been observed to pro-
mote the production of HPV16 E6 mRNA with intron
retention and contributes to the exon skipping of the
late L1 mRNA in C33A2 cells.97 ALKBH5’s removal of
m6A modification is responsible for the correct splicing of
longer transcripts in pachytene spermatocytes and round
spermatids.117 However, the knockout of ALKBH5 in sper-
matogenic cells leads to an increased number of splicing
events in longer transcripts, resulting in impaired male
fertility and spermatogenesis.117
Interestingly, the ALKBH5-dependent alternative splic-

ing machinery has also been elucidated. Through the
use of rMATS, a total of 90 differential alternative splic-
ing events (A5SS, A3SS, MXE, RI and SE) are iden-
tified between PaCa-2 cells overexpressing ALKBH5.118
The integration of RNA-seq and MeRIP-seq data allowed
researchers to screen for hypo-methylation and altered
splicing events, ultimately identifying SLC25A37 as the
only gene exhibiting significant changes inm6A peaks and
splicing events. This also involved two hypo-methylated
m6A regions containing A5SS and A3SS events.118 Fur-
thermore, they confirmed that ALKBH5 modulates the
RNA splicing of SLC25A37 to generate isoform 1−4
through an m6A-dependent mechanism, affecting iron
metabolism in pancreatic ductal adenocarcinoma.118 Addi-
tionally, ALKBH5-mediated m6A demethylation reduces
the mRNA stability of CELF2, a splicing factor involved
in mRNA splicing, translation and editing, thus high-
lighting the indirect effect of ALKBH5 on splicing events
in pancreatic cancer.119 CELF2 controls the alternative
splicing of CD44, resulting in the production of dif-
ferent CD44 isoforms through exon skipping.119 Conse-
quently, CELF2 promotes the conversion of CD44s to
CD44v isoform, which acts as a regulator that protects
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against the progression of pancreatic cancer through the
endoplasmic reticulum-associated degradation signalling
pathway.119 However, knowledge of the mechanistic rela-
tionship between ALKBH5 and alternative splicing in
human carcinogenesis remains limited.
FTO, another m6A demethylase, also plays a role in

alternative splicing events. Blocking FTO activity has
been demonstrated to significantly increase the inclu-
sion of exon 6 in Runx1t1 pre-mRNA, resulting in the
production of the splice isoform Runx1t1-Lexon6+, while
the Runx1t1-Sexon6− isoform almost completely disappears
in adipocytes.120 Studies also further explore the mech-
anisms by which the FTO-mediated removal of m6A
hinders the recruitment of SRSF2, wherein it leads to
the exon 6 skipping in Runx1t1 and subsequently pro-
moting the differentiation of pre-adipocytes in mice.120
Similarly, Zhao X et al.121 also demonstrated that the
depletion of FTO enhances the ability of SRSF2 protein
to recognise exon splicing enhancers, thereby promoting
the exon 6 skipping of Runx1t1 in mouse pre-adipocytes.
Collectively, these findings underscore the significance
of the FTO-dependent alternative splicing machinery in
m6A demethylation-dependent pathways, acting as a cru-
cial regulatorymechanism during adipogenesis. In human
293T cells, FTO was observed to be more prone to inter-
act with the intronic regions of pre-mRNA, as well as with
the alternative splicing exons and poly(A) sites located
nearby.122 Furthermore, the deficiency of FTO leads to
widespread changes in splicing events, with a particular
increase in exon skipping.122 Interestingly, this exon skip-
ping pattern is reversed after the knockdown of METTL3,
another protein involved in RNA splicing, in 293T cells.122
Similar to m6A methyltransferases, the demethylase FTO
has been demonstrated to regulate alternative splicing
events throughmodulating and recruiting specific splicing
factors to targeted mRNAs.

4.3 The role of m6A reader in
alternative splicing

Mounting evidence strongly supports the critical involve-
ment of m6A readers in the regulation of alternative
splicing, often acting in synergy with SRSFs. Among
these readers, YTHDC1 emerges as the most exten-
sively studied m6A reader in the context of splicing
regulation.18,48,84,123 It is now widely recognised that
YTHDC1, in an m6A-dependent manner, recruits specific
splicing factors to m6A-modified sites, thereby influenc-
ing alternative splicing events18,48,84 (Figure 4). YTHDC1,
for instance, promotes exon inclusion in m6A-modified
mRNAs by recruiting SRSF3 while counteracting the
mRNA binding of SRSF10 in 293T cells.18 An RNA pull-

down assay demonstrated that YTHDC1 can competitively
bind with both SRSF10 and SRSF3. The m6A modifica-
tion is indispensable for facilitating the nuclear speckle
localisation, mRNA binding and alternative splicing by
SRSF3 while inhibiting these functions when SRSF10 is
involved18 (Figure 4). When m6A methylation is reversed
or YTHDC1 is disrupted, SRSF10 promotes exon skipping
in the targeted mRNA.18 Furthermore, recent studies indi-
cate that YTHDC1 regulates the alternative splicing of
lncHOXB-AS3 through anm6A-dependent mechanism.123
This regulation leads to an increase in the expression of
lncHOXB-AS3 spliceosome NR_033205.1, which, in turn,
induces self-renewal in self-renewal of leukaemic stem
cells and accelerates the progression of acute myeloid
leukaemia.123 These studies provide compelling evidence
on the regulatory role of m6A-YTHDC1 in terms of alter-
native splicing, facilitating interactions between trans-
and cis-regulatory elements.
In human lung cancer cells, m6A-YTHDC1 promotes

exon 3 skipping, resulting in the production of the tumour-
promoting RBM4-Sexon3− variant by recruiting hnRNPK
mediated by AURKA. The RBM4-Sexon3− variant is also
known to play a tumour-promoting role in lung cancer.48
YTHDC1 also plays a pivotal role in regulating the alter-
native splicing of HIV-1 RNAs during HIV-1 infection.124
YTHDC1’s significance extends to oocyte development and
embryonic development in mice, where its inactivation
leads to significant alternative splicing events, such as
the retention of introns in Phf1.84 Hu Y et al , inves-
tigated the underlying mechanisms by which YTHDC1
regulates mouse oocyte development.125 They observed
that KIAA1429 knockout down-regulated the m6A lev-
els, primarily affecting the alternative splicing of mRNA
involved in oogenesis.125 KIAA1429 promotes this alter-
native splicing through the recruitment of SRSF3 by
YTHDC1, leading to exon inclusion.125 YTHDC1 also pro-
motes the retention of E6-encoding introns, inducing the
production of full-length E6 mRNA in human cells.97
However, the specific mechanism by which this occurs is
yet to be fully elucidated.97 Additionally, m6A-YTHDC1
is involved in back-splicing events, a form of alterna-
tive splicing,53 promoting the biogenesis of circ-ZNF609
through the back-splicing reaction in an m6A-dependent
manner, albeit with no effect on its export or stability.53
IGF2BPs, another class of m6A readers, have been

shown to affect tumour progression through alternative
splicing.126,127 Using eCLIP analysis, Tran TM et al.127
revealed that IGF2BP3 significantly influences the alter-
native splicing of numerous transcripts, with 261 splicing
events in CD11b+ cells and 97 splicing events in Lin
cells. The depletion of IGF2BP3 results in to decreased
expression of both full-length variants and alternatively
spliced variants (shorter variant) for Cd69, Hoxa7 and
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F IGURE 4 The mechanism of YTHDC1 in regulating alternative splicing. YTHDC1 selectively recruits SRSF3 over SRSF10 to facilitate
the inclusion of specific exons in m6A-modified mRNAs. However, this preference is disrupted when the m6A modification disappears. In
addition, AURKA, which is transported into the nucleus recruits hnRNPK to YTHDC1, leading to exon skipping event.

Hoxa9, suggesting that IGF2BP3 serves as a critical
regulator and a potential therapeutic target for MLL-
Af4-driven leukaemia.127 In hepatocellular carcinoma, 53
IGF2BP3-associated alternative splicing events have been
identified,126 suggesting that IGF2BP3 may promote hepa-
tocellular carcinomaprogression through alternative splic-
ing events that enrich multiple oncologic pathways.126
Similarly, IGF2BP3 affects 121 alternative splicing events
involving cassette exon, 5pMXE and 3pMXE, with 61
specific alternative splicing genes in lung cancer.128 Specif-
ically, IGF2BP3 regulates the alternative splicing patterns
of PKM genes, known for aberrant splicing in various
cancers, potentially promoting lung tumourigenesis and
offering a novel therapeutic target for patients with lung
cancer.128 Additionally, alternative splicing mediated by
IGF2BP1 also plays a role in the progression of lung
cancer.129 In coordination with other splicing factors,
IGF2BP1 promotes the expression of the ncIMPAD1-203
variant through the alternative splicing machinery, con-
tributing to the epithelial-mesenchymal transition process
and EGFR-TKI resistance in lung adenocarcinoma.129
These results collectively highlight the pivotal role of
IGF2BPs in regulating alternative splicing patterns across
various cancers.
The m6A reader hnRNPC binds to targeted mRNAs

bearing m6A modification and regulates their alterna-
tive splicing through the m6A switch mechanism130,131

(Figure 5). This switch modulates the stability of mRNA’s
secondary structure, thereby enhancing the interaction
between protein and RNA130,131 (Figure 5). For instance,
m6A deposition at the hairpin-stem of lncRNA MALAT1
alters the stability of its structure, increasing the acces-
sibility of the U5-tract bound by hnRNPC.130,131 This
ultimately regulates cellular processes including alterna-
tive splicing.130,131 hnRNPC-dependent alternative splic-

ing accelerates the liver metastasis of pancreatic ductal
adenocarcinoma.132 Specifically, hnRNPC facilitates the
alternative splicing of TAF8 by binding to TAF8 mRNA,
resulting in the production of the pro-metastatic TAF8 S
isoform in pancreatic ductal adenocarcinoma.132 Interest-
ingly, mutation of the m6A sites within TAF8 disrupts
the interaction between hnRNPC and the TAF8 tran-
script, leading to an increase in the anti-metastatic TAF8 L
isoform and a decrease in the TAF8 S isoform, thereby lim-
iting the metastatic potential of cancer cells.132 The m6A
switch mechanism serves as a foundation for understand-
ing the alternative splicing regulated bym6Amodification,
offering insights into how splicing factors recognise and
bind to m6A-marked RNAs, thereby regulating alternative
splicing.
Similar to hnRNPC, the m6A reader hnRNPG selec-

tively binds to AGG[m6A]C motifs within the lncRNA
MALAT1 hairpin structure through its C-terminal low-
complexity region133 (Figure 5). The m6A methylation
of MALAT1 enhances the accessibility of these motifs,
facilitating hnRNPG interactions.133 hnRNPG primarily
regulates alternative splicing by preferentially binding to
m6A-modified mRNAs, influencing the alternative splic-
ing of nearby exons.133 Zhou KI, provided further insights
into the mechanism of hnRNPG-dependent alternative
splicing.59 They discovered that hnRNPG interacts with
m6A-modified transcript and RNA polymerase II through
its RRM and Arg-Gly-Gl motifs in the low-complexity
region. This interaction regulates the occupancy of RNA
polymerase II and promotes the inclusion of exons59
(Figure 5). This study unveils a previously unidentified
role of co-transcriptionalm6A in the regulation of splicing,
mediated by hnRNPG59 (Figure 5).
hnRNPA2B1, another m6A reader and splicing factor,

directly recognises the consensus m6A “RGAC” motif
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F IGURE 5 The mechanisms of hnRNPC and hnRNPG in regulating alternative splicing. (A) The m6A modification modulates the
stability of the secondary structure of RNAs and facilitates the binding of the reader hnRNPC protein. m6A deposition at the hairpin-stem of
lncRNAs alters the structure stability and contributes to the interaction between hnRNPC and UUUUUmotifs, which leads to s alternative
splicing of the target RNAs. (B) The RRM and Arg-Gly-Gl (RGG) motifs of hnRNPG binds to m6A-modified RNAs. In addition, it interacts
with the phosphorylated C-terminal domain of RNAP polymerase II (RNAPII) to facilitate its dwell at the exon–intron junction. This dwell
increases the splice site utilisation, ultimately inducing exon inclusion. Conversely, mutations in the RGG motifs of hnRNPG induces an
opposite effect.

to regulate alternative splicing.52 In MDA-MB-231 cells,
the depletion of hnRNPA2B1 has similar effects on alter-
native splicing as the depletion of METTL3,52 imply-
ing that hnRNPA2B1 serves as an executor for m6A-
dependent alternative splicing.52 hnRNPA2B1-dependent
alternative splicing events have been observed in multiple
human cancers, involving bothm6A-dependent andm6A-
independent pathways.134 GO analyses have shown that
hnRNPA2B1 significantly influences alternative splicing
events in colon cancer cells that overexpress hnRNPA2B1,
suggesting a crucial role in colon cancer progression.134
In gastric cancer cells, hnRNPA2B1 binds to the exon 4
of BIRC5 pre-mRNA adjacent to 3′ UTR, regulating its
alternative splicing.135 This binding results in an increase
in the pro-cancer BIRC5-202 isoform and a decrease
in the anti-cancer BIRC5-203 isoform, promoting gas-
tric cancer progression and chemotherapy resistance.135
hnRNPA2B1 stabilised by Linc01232 enhances the expres-
sion of the full-length A-Raf isoform while reducing the
short A-Raf isoform through alternative splicing.136 This
process promotes the metastasis of pancreatic cancer by
activating the MAPK signalling pathway.136 Additionally,
hnRNPA2B1 facilitates exon 11 skipping of MST1R pre-
mRNA, increasing the RONΔ165 isoform in head and
neck cancers.137 This isoform activates the Akt/PKB sig-
nalling, ultimately leading to epithelial-to-mesenchymal
transition in head and neck cancer.137 It is important to
note that as an m6A reader protein, hnRNPA2B1 itself
is a splicing factor responsible for regulating splicing
events. However, further research is required to deter-

mine whether hnRNPA2B1-dependent alternative splicing
events are associated with m6A modification.
Recent research has unveiled NKAP as an m6A reader

that directly interacts with the “RGm6AC” site on SLC7A11
mRNA.56 This interaction leads to the splicing event
of its transcription termination site and the retention
of the last exon by recruiting the splicing factor SFPQ,
thereby protecting glioblastoma cells from ferroptosis.56
This discovery suggests the possibility of identifying more
reader proteins with splicing functions in the future. Fur-
ther investigation is also necessary to determine if other
known m6A reading proteins also possess similar splicing
functions.

5 ALTERNATIVE SPLICING
REGULATESM6AMODIFICATION

Notably, alternative splicing events have the capacity
to influence m6A modification and regulators (Table
S3). The knockout of METTL3 does not fully reverse
mRNA m6A methylation owing to the presence of spliced
METTL3 variants in various cellular contexts, including
mouse embryonic stem cells, U2OS cells and MEFs.138
These spliced variants of METTL3 effectively bypass
CRISPR/Cas9-induced mutations in METTL3, encoding
catalytically activeMETTL3.138 XuRY et al.139 also revealed
the existence of spliced METTL3 variants in hepato-
cellular carcinoma. They found that these alternatively
spliced variants of METTL3 can be detected in various
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human tissues.139 One such variant, termed METTL3-
D, undergoes alternative 3′ splicing events, resulting in
a variant characterised by a shorter exon 4 and reten-
tion of introns 8 and 9, ultimately leading to decreased
cellular m6A modification.139 In contrast, the canonical
full-length METTL3-A isoform positively correlates with
hepatocellular carcinoma progression, fostering increased
cell proliferation, migration and invasion.139 Conversely,
the METTL3-D isoform appears to suppress cell prolif-
eration and metastasis in hepatocellular carcinoma by
decreasing the level of m6A modification.139 Further-
more, METTL3 isoforms with intron 8 and 9 retention
have been identified in several human tissues.140 The
splicing pattern that retains introns in METTL3 inhibits
transcript export with intron retention in the cytoplasm,
leading to a reduction inMETTL3 expression.140 Similarly,
Chen S et al.141 presented similar evidence for alterna-
tive splicing of METTL14 pre-mRNA. They observed that
CLK1-mediated phosphorylation of SRSF5 at Serine 250
enhances the enrichment of SRSF5 in the pre-mRNA
of METTL14.141 This phosphorylation event subsequently
inhibits exon 10 skipping in METTL14, resulting in an
up-regulation of the METTL14-Lexon10+ variant and a
down-regulation of the METTL14-Lexon10− variant in pan-
creatic cancer.141 Importantly, the retention of exon 10 in
METTL14 leads to an elevation in global m6A content
and acceleratesmetastasis in pancreatic cancer.141 Further-
more, m6A peaks have been identified spanning exon 11
and intron 11 of theYTHDC1 gene, situated in close proxim-
ity to the 5′ splice sites.85 Acute depletion of METTL3 has
been demonstrated to increase YTHDC1 transcript levels
and disrupt the alternative splicing of YTHDC1 in mouse
embryonic stem cells.85 These findings collectively sug-
gest that alternative splicing plays a significant role in
the autoregulation of the m6A machinery. Consequently,
this intricate interplay between m6A modification and
alternative splicing not only highlights their mutual influ-
ence but also provides novel mechanistic insights into
the regulatory mechanisms governing epitranscriptomic
modulators.

6 CLINICAL IMPLICATIONS OFM6A
METHYLATION IN ALTERNATIVE
SPLICING REGULATION

The emerging roles of m6A modification in the regulation
of alternative splicing are garnering increasing attention,
particularly within the context of various diseases, espe-
cially cancers. Targeting the m6A machinery involved
in alternative splicing offers promising avenues for both
diagnostic and therapeutic interventions in cancer. Impor-
tantly, m6A-dependent alternative splicing has been asso-

ciated with cancer prognosis, presenting compelling evi-
dence for prognostic and therapeutic stratification. In
low-grade glioma, for example, as many as 3272 alternative
splicing events are regulated by the m6A regulator.142 Fur-
thermore, m6A-related alternative splicing plays a role in
glioma progression through its influence on the immune-
microenvironment, making it a potential biomarker for
prognostic assessment and personalised treatment strate-
gies in patientswith glioma.142,143 Similarly, in oesophageal
carcinoma, a negative correlation between m6A patterns
and alternative splicing features in individual patients
has been observed.144 Likewise, the involvement of m6A-
dependent alternative splicing and its regulatory players
in clinical features suggests their potential as prognostic
biomarkers for patients with non-small cell lung cancer.145
These findings underscore the clinical relevance of alter-
native splicing in the context of m6A modification, and
the alternative splicing of the m6A methylation machin-
ery may represent an uncharted pathway in mediating
tumour progression. Furthermore, m6A-related alterna-
tive splicing events may prove to be potent prognostic
biomarkers for patients with cancer, with the potential
for constructing prognostic risk signatures based on m6A
regulator-induced alternative splicing patterns.
Moreover, m6A-dependent alternative splicing has been

implicated in influencing tumour initiation and progres-
sion. m6Amodification alsomediates chemotherapy resis-
tance of tumour cells through alternative splicing events.
For example, in pancreatic cancer cells, SRSF3 enhances
resistance to gemcitabine chemotherapy by up-regulating
the expression of the lncRNA ANRIL-L isoform through
the inclusion of exon 1.146 Notably, m6A modification of
ANRIL is essential for the SRSF3-mediated inclusion of
exon 1.146 Conversely, the alternative splicing of m6Amod-
ification machinery contributes to anti-tumour effects.
Baicalin hydrate, a natural compound with anti-tumour
activity, has been demonstrated to effectively inhibit the
growth of nasopharyngeal carcinoma. This inhibitory
effect is achieved by increasing the ratio of alternative
splicing to constitutive splicing in Suv39H1 pre-mRNA
through the activation of m6A methylation.147 The under-
lying mechanism involves Baicalin hydrate-induced up-
regulation of METTL3 and METTL4, which, in turn, pro-
mote m6A methylation at splice sites within the Suv39H1
transcript.147 Another notable example involvesm6Amod-
ification influencing the glioma stem cell phenotype and
apoptosis in glioblastoma cells. Here, m6A modification
contributes to the increase in the NCOR2α isoform and
a concomitant decrease in the NCOR2α isoform through
the YTHDC1-dependent alternative splicing machinery,
thereby sustaining glioma stem cell stemness and reduc-
ing apoptosis in glioblastoma cells.91 These findings col-
lectively underline the pivotal role of m6A-dependent
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alternative splicing in regulating diverse tumourigenic
phenotypes. Therefore, targeting m6A-dependent alterna-
tive splicing holds significant promise as a therapeutic
strategy in cancer treatment.

7 CONCLUSIONS AND PERSPECTIVES

As the most prevalent and abundant RNA modifica-
tion in eukaryotes, m6A methylation has been revealed
to exert significant effects on various stages of mRNA
metabolism. The expanding body of evidence under-
scores the pivotal role of the m6A regulatory network
in post-transcriptional regulation, cellular and biologi-
cal processes and human diseases.1,21,148 While earlier
research primarily concentrated on the regulatory role
of m6A modification in mRNA stability, degradation
and translation, recent advancements have shed light
on the interplay between m6A modification and RNA
splicing.17,48,88,104,117,145 Alternative splicing of pre-mRNA
is a critical post-transcriptional process that governs the
complex transcriptomic and proteomic landscape of mam-
mals. Given the emerging significance of m6A modifi-
cation in alternative splicing regulation, there exists a
tremendous opportunity to enrich our comprehension of
species complexity through the lens of m6A and to further
deepen our mechanistic insights into m6A modification.
This review aims to unravel the potential interaction
between the m6A modification and alternative splicing,
emphasising the strong connection between RNA epitran-
scriptomic modification and genomic intricacy.
m6A modification, serving as a double-edged sword,

wields both promoting and restraining influences on
alternative splicing events, which play a critical role
in various biological processes, such as sex determina-
tion, reproductive development, inflammatory response
and adipogenesis.48,84,99,132 The dysregulation of m6A-
dependent alternative splicing has been identified in
numerous human diseases, with a particular emphasis
on cancer. m6A modification can function as a splicing
switch, controlling the fate of splicing events. m6A reader
proteins regulate alternative splicing by recruiting a spec-
trum of splicing factors that recognise and bind to m6A
consensus motifs proximal to splice junction.16 Mean-
while, m6A modification also exerts regulatory effects on
splicing factors, such as SRSF3, SRSF6 and SRSF11.91 It is
noteworthy that the m6A reader YTHDC1, an arbiter of
splicing events, undergoes alternative splicing in response
to m6A modification stimuli.53 This underscores the role
of alternative splicing in the autoregulation of the m6A
machinery.
m6Amodification is associated with carcinogenesis and

tumour progression. Targeting m6A modification offers

promising strategies for combating tumours.1 Alterna-
tive splicing events are prevalent in nearly all human
cancers and contribute to tumour progression by modulat-
ing various malignant phenotypes of tumour cells.80 The
involvement of m6A modification in alternative splicing
has been implicated in tumour initiation and progres-
sion, providing cancer cells with unique splicing profiles
and features through alternative splicing regulation. The
integration of alternative splicing and m6A modification
sets the stage for novel prognostic models and thera-
peutic targets, offering personalised approaches to cancer
treatment.
However, despite significant strides in understanding

m6A modification and splicing regulation, much remains
to be explored. Recent research by Luo Z et al.149 has
revealed that exon–intron boundaries impede m6A mod-
ification within approximately 100 nucleotides of splice
sites. Coincidentally, Uzonyi A et al.,150 in 2023, dis-
covered that exon junction complexes actively exclude
m6A deposition from splice site proximity. These com-
plexes act as barriers to the enrichment of m6A marks
near exon junctions.151 Consequently, the realm of alter-
native splicing in m6A modification machinery becomes
increasingly intricate. Thus, identifying splice sites within
m6A-modified transcripts could pave the way for a deeper
understanding of m6A-dependent alternative splicing reg-
ulation. It remains unclear whether m6A readers operate
independently or collaborate with each other in splic-
ing regulation, as multiple splicing factors competitively
bind to a given m6A reader to either promote or inhibit
splicing events. The multifunctionality of m6A readers
poses another challenge, necessitating further investiga-
tion. For instance, the reader hnRNPA2B1 serves as both
a splicing factor for multiple mRNA alternative splicing
and an executor for m6A-dependent alternative splicing
effects. However, it remains unclear whether hnRNPA2B1
regulates splicing events through m6A-dependent or -
independent mechanisms. While several inhibitors have
been developed to target m6A regulators, their applicabil-
ity to alternative splicing necessitates further exploration.
Furthermore, apart from METTL3, the roles of other m6A
regulators remain poorly understood. m6A-involved alter-
native splicing continues to present itself as a complex and
enigmatic landscape, of course, further study is urgently
needed for the rosy scenario.

ACKNOWLEDGEMENTS
This work was supported by the National Natural Sci-
ence Foundation of China (No. 82273160), the 2021 Nanjing
Medical University Affiliated Jiangning Hospital Youth
Innovation Research Fund Project (JNYYZXKY202108)
and the Project funded by China Postdoctoral Science
Foundation (2022M722677).



ZHU et al. 15 of 19

CONFL ICT OF INTEREST STATEMENT
The authors declare that they have no conflicts of interest.

ORCID
Dong-ShengPei https://orcid.org/0000-0002-8053-3741

REFERENCES
1. Barbieri I, Kouzarides T. Role of RNA modifications in cancer.

Nat Rev Cancer. 2020;20(6):303-322.
2. Shi H, Wei J, He C. Where, when, and how: context-dependent

functions of RNAmethylationwriters, readers, and erasers.Mol
Cell. 2019;74(4):640-650.

3. Roundtree IA, EvansME, Pan T,HeC.Dynamic RNAmodifica-
tions in gene expression regulation. Cell. 2017;169(7):1187-1200.

4. Gu C, Shi X, Dai C, et al. RNA m(6)A modification in can-
cers:molecularmechanisms and potential clinical applications.
Innovation (Camb). 2020;1(3):100066.

5. Huang H, Weng H, Chen J. m(6)A modification in coding and
non-coding RNAs: roles and therapeutic implications in cancer.
Cancer Cell. 2020;37(3):270-288.

6. Li B, Jiang J, Assaraf YG, Xiao H, Chen ZS, Huang C.
Surmounting cancer drug resistance: new insights from the
perspective of N(6)-methyladenosine RNA modification. Drug.
2020;53:100720.

7. Yang X, Zhang S, He C, et al. METTL14 suppresses proliferation
and metastasis of colorectal cancer by down-regulating onco-
genic long non-coding RNA XIST.Mol Cancer. 2020;19(1):46.

8. Peng F, Xu J, Cui B, et al. Oncogenic AURKA-enhanced N(6)-
methyladenosine modification increases DROSHA mRNA sta-
bility to transactivate STC1 in breast cancer stem-like cells. Cell
Res. 2021;31(3):345-361.

9. Deng LJ, Deng WQ, Fan SR, et al. m6A modification: recent
advances, anticancer targeted drug discovery and beyond. Mol
Cancer. 2022;21(1):52.

10. Zeng C, Huang W, Li Y, Weng H. Roles of METTL3 in can-
cer: mechanisms and therapeutic targeting. J Hematol Oncol.
2020;13(1):117.

11. Montes M, Sanford BL, Comiskey DF, Chandler DS. RNA splic-
ing and disease: animal models to therapies. Trends Genet.
2019;35(1):68-87.

12. Stanley RF, Abdel-WahabO. Dysregulation and therapeutic tar-
geting of RNA splicing in cancer.Nat Cancer. 2022;3(5):536-546.

13. Del Giudice M, Foster JG, Peirone S, et al. FOXA1 reg-
ulates alternative splicing in prostate cancer. Cell Rep.
2022;40(13):111404.

14. Liu Q, Fang L, Wu C. Alternative splicing and isoforms: from
mechanisms to diseases. Genes (Basel). 2022;13(3).

15. Kalsotra A, Cooper TA. Functional consequences of devel-
opmentally regulated alternative splicing. Nat Rev Genet.
2011;12(10):715-729.

16. Widagdo J, Anggono V, Wong JJ. The multifaceted effects of
YTHDC1-mediated nuclear m(6)A recognition. Trends Genet.
2022;38(4):325-332.

17. Azzam SK, Alsafar H, Sajini AA. FTO m6A demethylase in
obesity and cancer: implications and underlying molecular
mechanisms. Int J Mol Sci. 2022;23(7).

18. Xiao W, Adhikari S, Dahal U, et al. Nuclear m(6)A reader
YTHDC1 regulatesmRNA splicing.Mol Cell. 2016;61(4):507-519.

19. Tian C, Huang Y, Li Q, Feng Z, Xu Q. Mettl3 regulates
osteogenic differentiation and alternative splicing of Vegfa in
bonemarrowmesenchymal stem cells. Int J Mol Sci. 2019;20(3).

20. Zaccara S, Ries RJ, Jaffrey SR. Reading, writing and erasing
mRNA methylation. Nat Rev Mol Cell Biol. 2019;20(10):608-
624.

21. Sendinc E, Shi Y. RNA m6A methylation across the transcrip-
tome.Mol Cell. 2023;83(3):428-441.

22. Wang X, Feng J, Xue Y, et al. Structural basis of N(6)-
adenosine methylation by the METTL3-METTL14 complex.
Nature. 2016;534(7608):575-578.

23. Huang Q, Mo J, Liao Z, Chen X, Zhang B. The RNA m(6)A
writerWTAP in diseases: structure, roles, andmechanisms.Cell
Death Dis. 2022;13(10):852.

24. Yan C, Xiong J, Zhou Z, et al. A cleaved METTL3 potentiates
the METTL3-WTAP interaction and breast cancer progression.
Elife. 2023;12.

25. Mendel M, Chen KM, Homolka D, et al. Methylation of struc-
tured RNA by them(6)AwriterMETTL16 is essential formouse
embryonic development.Mol Cell. 2018;71(6):986-1000 e11.

26. Qian JY, Gao J, Sun X, et al. KIAA1429 acts as an onco-
genic factor in breast cancer by regulating CDK1 in an
N6-methyladenosine-independent manner. Oncogene.
2019;38(33):6123-6141.

27. Xie Y, Castro-Hernandez R, Sokpor G, et al. RBM15 mod-
ulates the function of chromatin remodeling factor BAF155
through RNAmethylation in developing cortex.Mol Neurobiol.
2019;56(11):7305-7320.

28. Wen J, Lv R, Ma H. Zc3h13 regulates nuclear RNA m(6)A
methylation and mouse embryonic stem cell self-renewal. Mol
Cell. 2018;69(6):1028-1038 e6.

29. Ren W, Lu J, Huang M, et al. Structure and regulation of
ZCCHC4 in m(6)A-methylation of 28S rRNA. Nat Commun.
2019;10(1):5042.

30. Pinto R, Vagbo CB, Jakobsson ME, et al. The human methyl-
transferase ZCCHC4 catalyses N6-methyladenosine modifica-
tion of 28S ribosomal RNA. Nucleic Acids Res. 2020;48(2):830-
846.

31. Bawankar P, Lence T, Paolantoni C, et al. Hakai is
required for stabilization of core components of the m(6)A
mRNA methylation machinery. Nat Commun. 2021;12(1):
3778.

32. Jia G, Fu Y, Zhao X, et al. N6-methyladenosine in nuclear RNA
is a major substrate of the obesity-associated FTO. Nat Chem
Biol. 2011;7(12):885-887.

33. Huang Y, Yan J, Li Q, et al. Meclofenamic acid selectively
inhibits FTO demethylation of m6A over ALKBH5. Nucleic
Acids Res. 2015;43(1):373-384.

34. Deng X, Qing Y, Horne D, Huang H, Chen J. The roles and
implications of RNAm(6)Amodification in cancer.NatRevClin
Oncol. 2023;20(8):507-526.

35. Boulias K, Greer EL. Biological roles of adenine methylation in
RNA. Nat Rev Genet. 2023;24(3):143-160.

36. Niu X, Yang Y, Ren Y, Zhou S, Mao Q, Wang Y. Crosstalk
between m(6)A regulators and mRNA during cancer progres-
sion. Oncogene. 2022;41(39):4407-4419.

37. Liu Y, Yang D, Liu T, Chen J, Yu J, Yi P. N6-methyladenosine-
mediated gene regulation and therapeutic implications. Trends
Mol Med. 2023;29(6):454-467.

https://orcid.org/0000-0002-8053-3741
https://orcid.org/0000-0002-8053-3741


16 of 19 ZHU et al.

38. Wang X, Zhao BS, Roundtree IA, et al. N(6)-methyladenosine
modulates messenger RNA translation efficiency. Cell.
2015;161(6):1388-1399.

39. Edupuganti RR, Geiger S, Lindeboom RGH, et al. N(6)-
methyladenosine (m(6)A) recruits and repels proteins to regu-
late mRNA homeostasis. Nat Struct Mol Biol. 2017;24(10):870-
878.

40. Huang H, Weng H, Sun W, et al. Recognition of RNA N(6)-
methyladenosine by IGF2BP proteins enhances mRNA
stability and translation. Nat Cell Biol. 2018;20(3):285-
295.

41. Hsu PJ, Zhu Y, Ma H, et al. Ythdc2 is an N(6)-methyladenosine
binding protein that regulates mammalian spermatogenesis.
Cell Res. 2017;27(9):1115-1127.

42. Du H, Zhao Y, He J, et al. YTHDF2 destabilizes m(6)A-
containing RNA through direct recruitment of the CCR4-NOT
deadenylase complex. Nat Commun. 2016;7:12626.

43. Li A, Chen YS, Ping XL, et al. Cytoplasmic m(6)A reader
YTHDF3 promotes mRNA translation. Cell Res. 2017;27(3):444-
447.

44. Shi H, Wang X, Lu Z, et al. YTHDF3 facilitates translation
and decay of N(6)-methyladenosine-modified RNA. Cell Res.
2017;27(3):315-328.

45. Liang D, Lin WJ, Ren M, et al. m(6)A reader YTHDC1
modulates autophagy by targeting SQSTM1 in diabetic skin.
Autophagy. 2022;18(6):1318-1337.

46. Patil DP, ChenCK, Pickering BF, et al. m(6)ARNAmethylation
promotes XIST-mediated transcriptional repression. Nature.
2016;537(7620):369-373.

47. Roundtree IA, Luo GZ, Zhang Z, et al. YTHDC1 mediates
nuclear export of N(6)-methyladenosine methylated mRNAs.
Elife. 2017;6.

48. Li S, Qi Y, Yu J, et al. Nuclear Aurora kinase A switches
m(6)A reader YTHDC1 to enhance an oncogenic RNA splic-
ing of tumor suppressor RBM4. Signal Transduct Target Ther.
2022;7(1):97.

49. Wu R, Li A, Sun B, et al. A novel m(6)A reader Prrc2a con-
trols oligodendroglial specification and myelination. Cell Res.
2019;29(1):23-41.

50. Flamand MN, Tegowski M, Meyer KD. The proteins of mRNA
modification: writers, readers, and erasers. Annu Rev Biochem.
2023;92:145-173.

51. Edens BM, Vissers C, Su J, et al. FMRP modulates neural dif-
ferentiation through m(6)A-Dependent mRNA nuclear export.
Cell Rep. 2019;28(4):845-854 e5.

52. Alarcon CR, Goodarzi H, Lee H, Liu X, Tavazoie S, Tavazoie SF.
HNRNPA2B1 is a mediator of m(6)A-dependent nuclear RNA
processing events. Cell. 2015;162(6):1299-1308.

53. Di Timoteo G, Dattilo D, Centron-Broco A, et al. Modula-
tion of circRNA metabolism by m(6)A modification. Cell Rep.
2020;31(6):107641.

54. Lee JH, Wang R, Xiong F, et al. Enhancer RNA m6A methyla-
tion facilitates transcriptional condensate formation and gene
activation.Mol Cell. 2021;81(16):3368-3385 e9.

55. Qiao Y, SunQ, Chen X, et al. Nuclearm6A reader YTHDC1 pro-
motes muscle stem cell activation/proliferation by regulating
mRNA splicing and nuclear export. Elife. 2023;12.

56. Sun S, Gao T, Pang B, et al. RNA binding protein NKAP pro-
tects glioblastoma cells from ferroptosis by promoting SLC7A11

mRNA splicing in anm(6)A-dependentmanner.Cell Death Dis.
2022;13(1):73.

57. Zhang J, Bai R, Li M, et al. Excessive miR-25-3p maturation via
N(6)-methyladenosine stimulated by cigarette smoke promotes
pancreatic cancer progression. Nat Commun. 2019;10(1):1858.

58. Liu N, Dai Q, Zheng G, He C, Parisien M, Pan T. N6-
methyladenosine-dependent RNA structural switches regulate
RNA–protein interactions. Nature. 2015;518(7540):560-564.

59. ZhouKI, ShiH,HoenPA,AlternativemRNA transcription, pro-
cessing, and translation: insights fromRNA sequencing. Trends
Genet. 2015;31(3):128-139.

60. de Klerk E, t Hoen PA. Alternative mRNA transcription, pro-
cessing, and translation: insights fromRNA sequencing. Trends
Genet. 2015, 31(3): 128-139.

61. Salzberg SL. BMC Biol. 2018;16(1):94.
62. Ule J, Blencowe BJ. Alternative splicing regulatory networks:

functions, mechanisms, and evolution.Mol Cell. 2019;76(2):329-
345.

63. Wright CJ, Smith CWJ, Jiggins CD. Alternative splicing as a
source of phenotypic diversity. Nat Rev Genet. 2022;23(11):697-
710.

64. Marasco LE, Kornblihtt AR. The physiology of alternative
splicing. Nat Rev Mol Cell Biol. 2023;24(4):242-254.

65. Wilkinson ME, Charenton C, Nagai K. RNA splicing by the
spliceosome. Annu Rev Biochem. 2020;89:359-388.

66. Coltri PP, Dos Santos MGP, da Silva GHG. Splicing and can-
cer: challenges and opportunities. Wiley Interdiscip Rev RNA.
2019;10(3):e1527.

67. Ran Y, Deng Y, Yao C. U1 snRNP telescripting: molecular
mechanisms and beyond. RNA Biol. 2021;18(11):1512-1523.

68. Shkreta L, Bell B, Revil T, Venables JP, Prinos P, Elela SA,
Chabot B. Cancer-associated perturbations in alternative pre-
messenger RNA splicing. Cancer Treat Res. 2013;158:41-94.

69. Ficner R, Dickmanns A, Neumann P. Studying structure and
function of spliceosomal helicases.Methods. 2017;125:63-69.

70. Bonnal SC, Lopez-Oreja I, Valcarcel J. Roles and mechanisms
of alternative splicing in cancer—implications for care.Nat Rev
Clin Oncol. 2020;17(8):457-474.

71. Zheng X, Peng Q, Wang L, et al. Serine/arginine-rich splicing
factors: the bridge linking alternative splicing and cancer. Int J
Biol Sci. 2020;16(13):2442-2453.

72. Lv Y, ZhangW, Zhao J, et al. SRSF1 inhibits autophagy through
regulating Bcl-x splicing and interacting with PIK3C3 in lung
cancer. Signal Transduct Target Ther. 2021;6(1):108.

73. Liu H, Gong Z, Li K, Zhang Q, Xu Z, Xu Y. SRPK1/2 and
PP1alpha exert opposite functions bymodulating SRSF1-guided
MKNK2 alternative splicing in colon adenocarcinoma. J Exp
Clin Cancer Res. 2021;40(1):75.

74. Howard JM, Sanford JR. The RNAissance family: sR proteins
as multifaceted regulators of gene expression.Wiley Interdiscip
Rev RNA. 2015;6(1):93-110.

75. Geuens T, Bouhy D, Timmerman V. The hnRNP family:
insights into their role in health and disease. Hum Genet.
2016;135(8):851-867.

76. Sudhakaran M, Doseff AI. Role of heterogeneous nuclear
ribonucleoproteins in the cancer-immune landscape. Int J Mol
Sci. 2023;24(6):5086.

77. Yan Q, Zeng P, Zhou X, et al. RBMX suppresses tumori-
genicity and progression of bladder cancer by interacting with



ZHU et al. 17 of 19

the hnRNP A1 protein to regulate PKM alternative splicing.
Oncogene. 2021;40(15):2635-2650.

78. Han P, Cao P, Yue J, et al. Knockdown of hnRNPA1 promotes
NSCLC metastasis and EMT by regulating alternative splicing
of LAS1L exon 9. Front Oncol. 2022;12:837248.

79. Kedzierska H, Piekielko-Witkowska A. Splicing factors of SR
and hnRNP families as regulators of apoptosis in cancer.Cancer
Lett. 2017;396:53-65.

80. Coomer AO, Black F, Greystoke A, Munkley J, Elliott DJ. Alter-
native splicing in lung cancer. Biochim Biophys Acta Gene Regul
Mech. 2019;1862(11-12):194388.

81. Yang J, Hung LH, Licht T, et al. RBM24 is a major regulator of
muscle-specific alternative splicing. Dev Cell. 2014;31(1):87-99.

82. Becerra S,MontesM,Hernandez-MunainC, SuneC. Prp40 pre-
mRNA processing factor 40 homolog B (PRPF40B) associates
with SF1 and U2AF65 and modulates alternative pre-mRNA
splicing in vivo. RNA. 2015;21(3):438-457.

83. Zhang Q, Zhang J, Ye J, et al. Nuclear speckle specific hnRNP
D-like prevents age- and AD-related cognitive decline by mod-
ulating RNA splicing.Mol Neurodegener. 2021;16(1):66.

84. Kasowitz SD, Ma J, Anderson SJ, et al. Nuclear m6A
reader YTHDC1 regulates alternative polyadenylation and
splicing during mouse oocyte development. PLoS Genet.
2018;14(5):e1007412.

85. Wei G, Almeida M, Pintacuda G, et al. Acute depletion
of METTL3 implicates N (6)-methyladenosine in alternative
intron/exon inclusion in the nascent transcriptome. Genome
Res. 2021;31(8):1395-1408.

86. Louloupi A, Ntini E, Conrad T, Orom UAV. Transient
N-6-methyladenosine transcriptome sequencing reveals
a regulatory role of m6A in splicing efficiency. Cell Rep.
2018;23(12):3429-3437.

87. Achour C, Bhattarai DP, Groza P, Roman AC, Aguilo F.
METTL3 regulates breast cancer-associated alternative splicing
switches. Oncogene. 2023;42(12):911-925.

88. Jara-Espejo M, Fleming AM, Burrows CJ. Potential G-
quadruplex forming sequences and N(6)-methyladenosine
colocalize at human Pre-mRNA intron splice sites. ACS Chem
Biol. 2020;15(6):1292-1300.

89. Dominissini D, Moshitch-Moshkovitz S, Schwartz S, et al.
Topology of the human and mouse m6A RNA methylomes
revealed by m6A-seq. Nature. 2012;485(7397):201-206.

90. VisvanathanA, Patil V, Abdulla S, Hoheisel JD, Somasundaram
K. N(6)-methyladenosine landscape of glioma stem-like cells:
mETTL3 is essential for the expression of actively transcribed
genes and sustenance of the oncogenic signaling.Genes (Basel).
2019;10(2).

91. Li F, Yi Y, Miao Y, et al. (6)-Methyladenosine modulates
nonsense-mediatedmRNA decay in human glioblastoma. Can-
cer Res. 2019;79(22):5785-5798.

92. Elman JS, Ni TK, Mengwasser KE, et al. Identification of
FUBP1 as a long tail cancer driver and widespread regulator of
tumor suppressor and oncogene alternative splicing. Cell Rep.
2019;28(13):3435-3449 e5.

93. Li X, Fang J, Tao X, Xia J, Cheng B, Wang Y. Splice site m(6)A
methylation prevents binding of DGCR8 to suppress KRT4
pre-mRNA splicing in oral squamous cell carcinoma. PeerJ.
2023;11:e14824.

94. Wu Y, JinM, FernandezM, et al. METTL3-mediatedm6Amod-
ification controls splicing factor abundance and contributes to
aggressive CLL. Blood Cancer Discov. 2023;4(3):228-245.

95. CieslaM, Ngoc PCT,Muthukumar S, et al. m(6)A-driven SF3B1
translation control steers splicing to direct genome integrity and
leukemogenesis.Mol Cell. 2023;83(7):1165-1179 e11

96. Oh J, Oh JM, Cho SY. METTL3-mediated downregulation of
splicing factor SRSF11 is associated with carcinogenesis and
poor survival of cancer patients. Eur Rev Med Pharmacol Sci.
2023;27(6):2561-2570.

97. Cui X, Nilsson K, Kajitani N, Schwartz S. Overexpression of
m6A-factors METTL3, ALKBH5, and YTHDC1 alters HPV16
mRNA splicing. Virus Genes. 2022;58(2):98-112.

98. Kim Y, Shin S, Kwon S, et al. METTL3 regulates alternative
splicing of cell cycle-related genes via crosstalk betweenmRNA
m(6)A modifications and splicing factors. Am J Cancer Res.
2023;13(4):1443-1456.

99. Wang CX, Cui GS, Liu X, et al. METTL3-mediated m6A mod-
ification is required for cerebellar development. PLoS Biol.
2018;16(6):e2004880.

100. Xu K, Yang Y, Feng GH, et al. Mettl3-mediated m(6)A regulates
spermatogonial differentiation and meiosis initiation. Cell Res.
2017;27(9):1100-1114.

101. Feng Z, Li Q, Meng R, Yi B, Xu Q. METTL3 regulates alter-
native splicing of MyD88 upon the lipopolysaccharide-induced
inflammatory response in human dental pulp cells. J Cell Mol
Med. 2018;22(5):2558-2568.

102. Filippova JA, Matveeva AM, Zhuravlev ES, et al. Are small
nucleolar RNAs “CRISPRable”?. A report on Box C/D small
nucleolar RNA editing in human cells. Front Pharmacol.
2019;10:1246.

103. Wilson C, Chen PJ, Miao Z, Liu DR. Programmable m(6)A
modification of cellular RNAs with a Cas13-directed methyl-
transferase. Nat Biotechnol. 2020;38(12):1431-1440.

104. Haussmann IU, Bodi Z, Sanchez-Moran E, Mongan NP,
Archer N, Fray RG. Soller M. m(6)A potentiates Sxl alternative
pre-mRNA splicing for robust Drosophila sex determination.
Nature. 2016;540(7632):301-304.

105. Lence T, Akhtar J, Bayer M, et al. m(6)A modulates neu-
ronal functions and sex determination in Drosophila. Nature.
2016;540(7632):242-247.

106. Kan L, Grozhik AV, Vedanayagam J, et al. The m(6)A path-
way facilitates sex determination in Drosophila. Nat Commun.
2017;8:15737.

107. Wang Y, Zhang L, Ren H, et al. Role of Hakai in m(6)A modifi-
cation pathway in Drosophila. Nat Commun. 2021;12(1):2159.

108. Xu H, Dzhashiashvili Y, Shah A, et al. m(6)A mRNA methy-
lation is essential for oligodendrocyte maturation and CNS
myelination. Neuron. 2020;105(2):293-309 e5

109. Pendleton KE, Chen B, Liu K, et al. The U6 snRNA m(6)A
methyltransferase METTL16 regulates SAM synthetase intron
retention. Cell. 2017;169(5):824-835 e14.

110. Watabe E, Togo-Ohno M, Ishigami Y. m(6) A-mediated
alternative splicing coupled with nonsense-mediated mRNA
decay regulates SAM synthetase homeostasis. EMBO J.
2021;40(14):e106434.

111. Ju J, Aoyama T, Yashiro Y, Yamashita S, Kuroyanagi H,
Tomita K. Structure of the Caenorhabditis elegans m6A



18 of 19 ZHU et al.

methyltransferase METT10 that regulates SAM homeostasis.
Nucleic Acids Res. 2023;51(5):2434-2446.

112. Ortega A, Niksic M, Bachi A, et al. Biochemical function
of female-lethal (2)D/Wilms’ tumor suppressor-1-associated
proteins in alternative pre-mRNA splicing. J Biol Chem.
2003;278(5):3040-3047.

113. Penn JK, Graham P, Deshpande G, et al. Functioning of
the Drosophila Wilms’-tumor-1-associated protein homolog,
Fl(2)d, in Sex-lethal-dependent alternative splicing. Genetics.
2008;178(2):737-748.

114. Small TW, Pickering JG.Nuclear degradation ofWilms tumor 1-
associating protein and survivin splice variant switching under-
lie IGF-1-mediated survival. J Biol Chem. 2009;284(37):24684-
24695.

115. Zhang L, Tran NT, Su H, et al. Cross-talk between PRMT1-
mediated methylation and ubiquitylation on RBM15 controls
RNA splicing. Elife. 2015;4.

116. Gokhale NS,McIntyre ABR,MattocksMD, et al. Alteredm(6)A
modification of specific cellular transcripts affects flaviviridae
infection.Mol Cell. 2020;77(3):542-555 e8.

117. Tang C, Klukovich R, Peng H, et al. ALKBH5-dependent
m6A demethylation controls splicing and stability of long 3’-
UTR mRNAs in male germ cells. Proc Natl Acad Sci USA.
2018;115(2):E325-E333.

118. Huang R, Yang L, Zhang Z, et al. RNA m(6)A demethylase
ALKBH5 protects against pancreatic ductal adenocarcinoma
via targeting regulators of iron metabolism. Front Cell Dev Biol.
2021;9:724282.

119. Lai S,WangY, Li T, et al. N6-methyladenosine-mediatedCELF2
regulates CD44 alternative splicing affecting tumorigenesis via
ERAD pathway in pancreatic cancer. Cell Biosci. 2022;12(1):125.

120. Ben-Haim MS, Moshitch-Moshkovitz S, Rechavi G. FTO: link-
ingm6A demethylation to adipogenesis.Cell Res. 2015;25(1):3-4.

121. Zhao X, Yang Y, Sun BF. FTO-dependent demethylation of N6-
methyladenosine regulates mRNA splicing and is required for
adipogenesis. Cell Res. 2014;24(12):1403-1419.

122. Bartosovic M, Molares HC, Gregorova P, Hrossova D, Kudla
G, Vanacova S. N6-methyladenosine demethylase FTO tar-
gets pre-mRNAs and regulates alternative splicing and 3’-end
processing. Nucleic Acids Res. 2017;45(19):11356-11370.

123. Wu C, Cui J, Huo Y, Shi L, Wang C. Alternative splicing
of HOXB-AS3 underlie the promoting effect of nuclear m6A
reader YTHDC1 on the self-renewal of leukemic stem cells in
acute myeloid leukemia. Int J Biol Macromol. 2023;237:123990.

124. Tsai K, Bogerd HP, Kennedy EM, Emery A, Swanstrom R,
Cullen BR. Epitranscriptomic addition of m(6)A regulates HIV-
1 RNA stability and alternative splicing. Genes Dev. 2021;35(13-
14):992-1004.

125. Hu Y, Ouyang Z, Sui X, et al. Oocyte competence is main-
tained by m(6)A methyltransferase KIAA1429-mediated RNA
metabolism during mouse follicular development. Cell Death
Differ. 2020;27(8):2468-2483.

126. Wang Y, Yang F, Shang J, He H, Yang Q. Integrative anal-
ysis reveals the prognostic value and functions of splic-
ing factors implicated in hepatocellular carcinoma. Sci Rep.
2021;11(1):15175.

127. Tran TM, Philipp J, Bassi JS, et al. The RNA-binding protein
IGF2BP3 is critical for MLL-AF4-mediated leukemogenesis.
Leukemia. 2022;36(1):68-79.

128. Xueqing H, Jun Z, Yueqiang J, et al. IGF2BP3 may contributes
to lung tumorigenesis by regulating the alternative splicing of
PKM. Front Bioeng Biotechnol. 2020;8:679.

129. Chen QW, Cai QQ, Yang Y, et al. LncRNA BC promotes lung
adenocarcinoma progression by modulating IMPAD1 alterna-
tive splicing. Clin Transl Med. 2023;13(1):e1129.

130. Liu N, Dai Q, Zheng G, He C, Parisien M, Pan T. N(6)-
methyladenosine-dependent RNA structural switches reg-
ulate RNA-protein interactions. Nature. 2015;518(7540):560-
564.

131. Zhou KI, Parisien M, Dai Q, et al. N(6)-methyladenosine mod-
ification in a long noncoding RNA hairpin predisposes its
conformation to protein binding. J Mol Biol. 2016;428:822-833.
5 Pt A.

132. Huang XT, Li JH, Zhu XX, et al. HNRNPC impedes m(6)A-
dependent anti-metastatic alternative splicing events in pan-
creatic ductal adenocarcinoma. Cancer Lett. 2021;518:196-
206.

133. Liu N, Zhou KI, Parisien M, Dai Q, Diatchenko L, Pan T. N6-
methyladenosine alters RNA structure to regulate binding of
a low-complexity protein. Nucleic Acids Res. 2017;45(10):6051-
6063.

134. Tang J, Chen Z, Wang Q, Hao W, Gao WQ, Xu H. hnRNPA2B1
promotes colon cancer progression via the MAPK pathway.
Front Genet. 2021;12:666451.

135. Peng WZ, Zhao J, Liu X, Li CF, Si S, Ma R. hnRNPA2B1 regu-
lates the alternative splicing of BIRC5 to promote gastric cancer
progression. Cancer Cell Int. 2021;21(1):281.

136. Meng LD, Shi GD, Ge WL, et al. Linc01232 promotes the
metastasis of pancreatic cancer by suppressing the ubiquitin-
mediated degradation of HNRNPA2B1 and activating the
A-Raf-induced MAPK/ERK signaling pathway. Cancer Lett.
2020;494:107-120.

137. Gupta A, Yadav S, Pt A, et al. TheHNRNPA2B1-MST1R-Akt axis
contributes to epithelial-to-mesenchymal transition in head
and neck cancer. Lab Invest. 2020;100(12):1589-1601.

138. Poh HX, Mirza AH, Pickering BF, Jaffrey SR. Alternative splic-
ing ofMETTL3 explains apparentlyMETTL3-independentm6A
modifications in mRNA. PLoS Biol. 2022;20(7):e3001683.

139. Xu RY, Ding Z, Zhao Q, et al. An alternatively spliced vari-
ant of METTL3 mediates tumor suppression in hepatocellular
carcinoma. Genes (Basel). 2022;13(4).

140. Lee S, Jung H, Choi S, Cho N, Kim EM, Kim KK. Intron reten-
tion decreases METTL3 expression by inhibiting mRNA export
to the cytoplasm. BMB Rep. 2023;56(9):514-519.

141. Chen S, Yang C, Wang ZW, et al. CLK1/SRSF5 pathway induces
aberrant exon skipping of METTL14 and Cyclin L2 and pro-
motes growth and metastasis of pancreatic cancer. J Hematol
Oncol. 2021;14(1):60.

142. Maimaiti A, Tuersunniyazi A, Meng X, et al. N6-
methyladenosine RNA methylation regulator-related
alternative splicing gene signature as prognostic predictor
and in immune microenvironment characterization of patients
with low-grade glioma. Front Genet. 2022;13:872186.

143. Zhao B, Xiang Z, Wu B, et al. Use of novel m6A regulator-
mediated methylation modification patterns in distinct tumor
microenvironment profiles to identify and predict glioma prog-
nosis and progression, T-cell dysfunction, and clinical response
to ICI immunotherapy. Curr Pharm Des. 2023;29(1):60-78.



ZHU et al. 19 of 19

144. Kong L, Gao F, Zhao F, et al. Profiling the m(6)A-regulated
RNA expression patterns and alternative splicing features in
esophageal carcinoma. Genes Dis. 2023;10(5):1812-1815.

145. Zhao Z, Cai Q, Zhang P, et al. N6-Methyladenosine RNAmethy-
lation regulator-related alternative splicing (AS) gene signature
predicts non-small cell lung cancer prognosis. Front Mol Biosci.
2021;8:657087.

146. 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 gemc-
itabine. Cell Rep. 2022;39(6):110813.

147. Lai W, Jia J, Yan B, et al. Baicalin hydrate inhibits cancer
progression in nasopharyngeal carcinoma by affecting genome
instability and splicing. Oncotarget. 2018;9(1):901-914.

148. Shen D, Wang B, Gao Y, et al. Detailed resume of RNA m(6)A
demethylases. Acta Pharm Sin B. 2022;12(5):2193-2205.

149. Luo Z,MaQ, Sun S, et al. Exon-intron boundary inhibits m(6)A
deposition, enabling m(6)A distribution hallmark, longer
mRNA half-life and flexible protein coding. Nat Commun.
2023;14(1):4172.

150. Uzonyi A, Dierks D, Nir R, et al. Exclusion of m6A from splice-
site proximal regions by the exon junction complex dictates

m6A topologies and mRNA stability. Mol Cell. 2023;83(2):237-
251 e7

151. He PC, Wei J, Dou X, et al. Exon architecture controls
mRNA m(6)A suppression and gene expression. Science.
2023;379(6633):677-682.

SUPPORT ING INFORMATION
Additional supporting information can be found online
in the Supporting Information section at the end of this
article.

How to cite this article: Zhu Z-M, Huo F-C,
Zhang J, Shan H-J, Pei D-S. Crosstalk between m6A
modification and alternative splicing during cancer
progression. Clin Transl Med. 2023;13:e1460.
https://doi.org/10.1002/ctm2.1460

https://doi.org/10.1002/ctm2.1460

	Crosstalk between m6A modification and alternative splicing during cancer progression
	Abstract
	1 | INTRODUCTION
	2 | REGULATION OF M6A MODIFICATION
	3 | ALTERNATIVE SPLICING
	3.1 | Mechanisms of pre-mRNA splicing
	3.2 | Mechanisms of pre-mRNA alternative splicing

	4 | THE REGULATION OF M6A MODIFICATION IN ALTERNATIVE SPLICING
	4.1 | The alternative splicing of m6A writer machinery
	4.2 | The alternative splicing of m6A eraser machinery
	4.3 | The role of m6A reader in alternative splicing

	5 | ALTERNATIVE SPLICING REGULATES M6A MODIFICATION
	6 | CLINICAL IMPLICATIONS OF M6A METHYLATION IN ALTERNATIVE SPLICING REGULATION
	7 | CONCLUSIONS AND PERSPECTIVES
	ACKNOWLEDGEMENTS
	CONFLICT OF INTEREST STATEMENT
	ORCID
	REFERENCES
	SUPPORTING INFORMATION


