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Abstract: Alternative splicing allows a single gene to produce a variety of protein isoforms. Changes
in splicing isoform usage characterize virtually every stage of the differentiation process and define
the physiological differences between cardiomyocytes with different function, at different stages of
development, and pathological function. Recent identification of cardiac splicing factors provided
insights into the mechanisms underlying alternative splicing and revealed how these splicing factors
impact functional properties of the heart. Alterations of the splicing of sarcomeric genes, cell signaling
proteins, and ion channels have been associated with the development of pathological conditions
such as cardiomyopathy and arrhythmia. RBM20, RBM24, PTBP1, RBFOX, and QKI play key roles in
cardiac development and pathology. A better understanding of their regulation will yield insights
into healthy cardiac development and inform the development of molecular therapeutics.

Keywords: splicing; cardiac differentiation; RBM20

1. Introduction

One gene can lead to the production of many different RNA isoforms via mechanisms
such as alternative promoter usage, alternative splicing, and alternative polyadenylation.
The RNA isoforms may differ in their coding potential, or in their regulatory regions,
or in a combination of the two. Recent studies have shown extensive usage of alternative
isoforms in various cell types [1–4], at different stages of development [5–8], and during
pathogenesis [9–12]. This phenomenon is often referred to as transcript heterogeneity. It
allows a relatively small number of genes to encode a wide variety of functions. Transcript
heterogeneity, along with the combinatorial function of transcription factors, is one of the
mechanisms proposed to resolve the G-value paradox, the apparent disconnect between an
organism’s biological complexity and its number of protein coding genes [13,14]. Recent
studies suggest that over 200,000 RNA isoforms are produced from the human genome [15]
and that at least 75% of these have protein coding potential [16]. The ensemble of RNA
isoforms generated from one gene and the pattern of regulatory signals leading to the gen-
eration of various RNA isoforms is known as the transcriptional landscape [17]. Alternative
promoter/transcription start sites, alternative splicing, and alternative polyadenylation
contribute to transcript heterogeneity. These mechanisms affect both the untranslated
regions (UTRs), that control the regulation of the expression of the protein, and the open
reading frame (ORF), that contains the information to make the protein. Alternative
splicing allows a single gene to produce a variety of proteins. It is the co-transcriptional
process in which the removal of various intronic regions from a pre-mRNA results in a
variety of mature mRNAs encoding distinct proteins. The proteins produced from an
alternatively spliced gene may have different to opposite roles [18]. Alternative splicing
is a key contributor to transcript heterogeneity and plays a crucial role in defining cell
identity through tissue-specific splicing modulators that coordinate the regulation of sets
of exons. In tissue-specific splicing, subsets of alternatively spliced exons are subject to
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tightly regulated switches activating inclusion and/or exclusion in spatio-temporally reg-
ulated patterns. Many human diseases are caused by splicing defects, including spinal
muscular atrophy, tauopathies, and Hutchinson-Gilford progeria syndrome [19]. The recent
identification of several cardiac splicing factors, such as the RNA-binding motif protein
20 (RBM20) [20] and Quaking (QKI) [21], provided important insights into the mechanisms
underlying alternative splicing and revealed how these splicing factors affect functional
properties of the heart. Alterations in sarcomeric gene splicing, cell signaling proteins,
and ion channels have been associated with the development of pathological conditions
such as cardiomyopathy and arrhythmia.

2. Alternative Splicing

Splicing is the co-transcriptional process that leads to the removal of intronic regions
from a pre-mRNA to form the mature mRNA (Figure 1, top). The molecular machinery
responsible for this process is the spliceosome, a group of small nuclear ribonucleopro-
teins (snRNPs) in which the catalytic activity resides on the RNA portion. Most genes in
eukaryotes undergo alternative splicing to produce multiple isoforms (Figure 1). The re-
sulting proteins can have distinct activities or cell-type specificity. Alternative splicing is
tightly controlled in different tissues at different developmental stages. The deregulation of
splicing is associated with several human pathologies.

Human introns are, on average, 5 kilobases long but can be as long as 250 kilobases.
Introns are removed by cleavage at nearly invariant and unusually short consensus se-
quences called splice sites, usually GU at the 5’ end and AG at the 3’ end. The mechanics of
splicing and alternative splicing are relatively well understood and have been extensively
reviewed [22–25]. Given the size and relatively low complexity of splice site consensus
sequences, it is not surprising that numerous sequences with a significant degree of consen-
sus matching to authentic sites occur in most introns to form decoy splice sites. Two decoy
splice sites within reasonable distance form pseudo-exons. While apparently indistinguish-
able from real exons, pseudo-exons are nearly never spliced in the mature mRNA. Pseudo
exons are extremely common, yet the co-transcriptional process of cutting and pasting the
pre-mRNA into a mature mRNA is extremely accurate, pointing to a role for additional
sequence elements. In fact, numerous cis-acting regulatory RNA elements contribute to
the process known as exon definition. They are collectively called Splicing Regulatory
Elements (SREs). They are divided into intronic and exonic on the basis of their location
and divided into enhancer and silencer on the basis of their activity. This produces all
possible combinations: Exonic Splicing Enhancers (ESEs), Exonic Splicing Silencer (ESSs),
Intronic Splicing Enhancers (ISEs), and Intronic Splicing Silencer (ISSs) (Table 1 & Figure 2).
SREs in general function by recruiting trans-acting splicing factors that are responsible for
the enhancement or suppression of different steps of the splicing reaction.

Table 1. Summary of SRE, their location, and their effect on splicing.

Type of SRE Acronym Sequence Location Effect on Target Exon

Exonic Splicing Enhancer ESE Exon Exon inclusion
Exonic Splicing Silencer ESS Exon Exon skipping

Intronic Splicing Enhancer ISE Intron Exon inclusion
Intronic Splicing Silencer ISS Intron Exon skipping

The majority of splicing factors described so far are involved in the regulation of
the exon definition process and participate in the subsequent transition to the intron-
spanning complex A, thus regulating the earliest steps of splicing [26]. The availability of
different trans-acting splicing regulators in different cell types and at different cell states
will determine the final outcome on regulated exons.
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Figure 1. Schematic representation of the different types of alternative splicing and their effect on the
mature mRNA product.

A well-studied example is the Polypyrimidine tract-binding protein (PTB), which
typically inhibits splicing by binding to short poly-pyrimidine sequences. When binding
to ESS, PTB can cause exon-skipping by different mechanisms: preventing the assembly
of the exon definition complex, impeding the transition into an intron definition complex,
or by binding directly to U1 snRNP and thus keeping it from engaging in interactions with
other spliceosomal components [27]. Further complexity arises from the varying effects
of splicing factors on the core spliceosomal components as a function of their position on
the pre-mRNA. For example, oligo-G tracts can either promote splicing when located in
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the intronic region by recruiting heterogeneous nuclear ribonucleoprotein (hnRNP) H [28],
or suppress splicing when located in exons, possibly by preventing the formation of the
exon definition complex [29].
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E1 E3

Splicing 
suppression
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Figure 2. Schematic representation of the effect of exonic and intronic splicing regulatory regions.
Spliceosome components and consensus sequences are also represented. E stands for exon; ESE is
Exonic Splicing Enhancer; ESS is Exonic Splicing Silencer; ISE is Intronic Splicing Enhancer; ISS is
Intronic Splicing Silencer: SF is Splicing Factor. Due to increasing evidence that splicing factors can
have both enhancing and promoting effect on splicing, we use the nomenclature splicing factor to
describe both inhibitors and activators of splicing. Splicing suppression results in exclusion of the
regulated exon, splicing enhancement results in inclusion of the regulated exon.

The Role of Alternative Splicing in Regulating Cell Identity

The alternative proteins produced from an alternatively spliced gene may have differ-
ent to opposite roles. One extreme example is Forkhead box P1 (FOXP1). An alternative
splicing regulatory switch in FOXP1 regulates pluripotency and reprogramming [18].
In mouse Embryonic stem cells (ESCs), the pluripotency transcription factor Sal-like pro-
tein 4 (Sall4) has alternative splicing isoforms with different binding site preferences.
The alternative splicing isoforms of Sall4 binding sites have partially different sequences,
distinct epigenetic marks, and differential occupancy of other pluripotency factors [30].
This suggests that the different splice isoforms may differ in their regulatory output. Due
to the complexity of splicing regulation, the function of most splicing regulatory proteins is
difficult to predict, except when mutations in their genes cause disease.

3. Cardiac Development Regulation and the Emerging Role of Alternative
Splicing Control

The heart is the first functioning organ in the developing human embryo. Cardiomy-
ocyte specification begins during gastrulation and a heartbeat can be detected by ultrasound
as early as 3.5 weeks after fertilization [31]. The heart is a complex organ with functionally
and structurally distinct parts and a variety of cell types with diverse physiology. Both ex-
posure to morphogenes and crosstalk between transcription factors are essential to control
every step of heart development [32]. Cardiomyocyte progenitors are formed in the epiblast
and travel through the primitive streak. These cells are characterized by the expression of
the transcription factor Mesoderm posterior 1 (Mesp1). Mesp1 is activated by Brachyury
(T-box transcription factor T), a mesoderm marker. Mesp1 promotes cell migration through
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the primitive streak and silences the pluripotency maintenance genes [33]. Both the loca-
tion and the timing at which the cardiac progenitors travel through the primitive streak
contribute to determining their fate, by exposing them to different signals. The cells passing
through the streak closest to the primitive node will form the outflow tract, the cells passing
through the mid-streak will form the ventricles, and the cells that will form the atria cross
the streak most posteriorly. From a temporal point of view, the first cardiac progenitors to
leave the primitive streak form an area of the lateral mesoderm called the cardiopharyngeal
field from which the first heart field is formed. The first heart field will form the left ven-
tricle and most of the atria, while a developmentally distinct group of cells known as the
second heart field will sustain most of the right ventricle and the outflow tract development.
From a gene regulation point of view, for cells in the first heart field, exposure to Bone
morphogenetic protein 2 (BMP2) will turn on the expression of the cardiac transcription
factors Nk2 homeobox 5 (NKX2-5), T-box transcription factor 5 (TBX5), and GATA binding
protein 4 (GATA4). Cells in the second heart field are instead characterized by expression of
a different transcription factor, ISL LIM homeobox 1 (ISL1). These and other transcription
factors play a pivotal role in the commitment and development of cardiomyocytes. This is
a relatively well understood process that has been described extensively [34]. On the other
hand, the role of alternative splicing regulation has only began to emerge more recently
and is often underappreciated.

3.1. Transcript Isoforms Complexity in Cardiac Development and Function

Some of the longest and most complex genes encoded by our genome are expressed
in muscle cells. Different isoforms of the same gene are expressed in different types of
muscle cells and contribute to the mechanical and electro-physiological differences that
define muscle cell identity and specific function. Titin (TTN) is a representative example.
TTN is the largest protein encoded by our genome [35]. Its gene includes nearly 400 exons
and over 10 protein-coding splice-isoforms are currently annotated in Ensembl [36]. TTN is
a structural component of the sarcomere. It is a spring-like protein that spans the length of
the sarcomere and ensures its structural integrity. Different TTN isoforms confer different
stiffness to the sarcomeres and the muscle cells [37–39]. TTN splicing is further complicated
by the repetitiveness of its sequence and the necessity to coordinate the regulation of
multiple exons at once [40,41]. Not only are different TTN isoforms expressed in different
types of muscle cells [42] and in different types of cardiomyocytes [43], isoform composition
is developmentally regulated in the heart to respond to the changing physiological needs of
the developing organism [44]. Multiple splicing regulatory proteins have been implicated
in the control of TTN slicing, including RBM20, RNA binding motif protein 24 (RBM24),
and Sam68-like mammalian protein 2 (SLM2) [45–47]. Another sarcomeric gene that
undergoes differential splicing during development is Troponin T2 (TNNT2). In the embryo
and fetus, the full-length TNNT2 is expressed. However, exon 5 is excluded from the mature
mRNA in adult cardiomyocytes [48].

Perhaps the first systematic study of alternative splicing in the developing heart
came from Kalsotra et al. in 2008 [6]. In this seminal work, the authors used microar-
rays to identify alternative splicing events in embryonic and adult heart samples. They
identified and validated 147 developmental switches in splicing patterns. Sequence anal-
ysis showed an enrichment for CUGBP and ETR-3-like factors (CELF), Muscleblind-like
(MBNL), and Fox binding motifs. They identified CUGBP1 and MBNL1 as reciprocally
expressed, with CUGBP1 highly expressed in the embryo and down-regulated in the adult
heart and MBNL1 showing the opposite pattern. They used knockout (KO) mouse models
to show that the reciprocal expression of these two splicing factors controlled about half of
the alternative splicing events in the embryonic vs. adult heart. In the past two decades,
numerous studies have examined a wide range of cardiac splicing factors that regulate
cardiac development and various cardiac physiological functions (Table 2).
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3.2. RBM20

RBM20 expression increases gradually during embryonic development. As RBM20
expression increases, TTN splicing patterns change; shorter, stiffer isoforms become preva-
lent [49]. RBM20 acts as a splicing suppressor and induces skipping of target exons.
Although TTN is one of the most studied and best understood targets of RBM20, other
targets are similarly interesting (Figure 3, left panel). LIM domain binding 3 (LDB3) is a
Z-line protein and the isoform favored by RBM20 is capable of interacting with phospho-
glucomutase 1 (PGM1). It has been speculated that the function of this interaction is to
coordinate mitochondrial efforts with sarcomeric needs [45,50]. A small exon in the Ryan-
odine receptor 2 (RyR2) is also regulated by RBM20 [51]. Splicing of this exon is predicted
to regulate the subcellular localization of RyR2 and therefore affect calcium handling [52].
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Figure 3. Schematic of RBM20 effect on splicing and heart health. (A) WT RBM20 promotes skipping
of target exons and favors the production of heart specific isoforms of important cardiac genes,
including TTN, RyR2 and LDB3. (B) Mutant RBM20 fails to suppress splicing of target exons and
leads to loss of strength and dilation, hallmarks of DCM.

3.3. RBM24

RBM24 is expressed in skeletal and cardiac muscle and plays a key role in defin-
ing muscle identity. Its role in cardiogenesis was initially studied in zebrafish. RBM24
knock-out zebrafish embryos displayed reduced sarcomeric proteins expression, sarcomere
abnormalities, loss of contractile force in cardiomyocytes, and deficient circulation [53,54].
Similarly, RBM24 depletion in human embryonic stem cells followed by induction of cardiac
differentiation resulted in defective splicing of key myofibrillar components such as TTN,
Actinin alpha 2 (ACTN2), and Myosin X (MYO10); defective contractility; and consequent
failure to complete myofibrillogenesis [55]. RBM24 also controls the alternative splicing of
pluripotency factors, and therefore its absence has been linked to the inability of pluripotent
stem cells to exit the pluripotency state as necessary to undergo differentiation [56,57].
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3.4. PTBP1

Polypyrimidine tract-binding protein 1 (PTBP1) is a pleiotropic RNA binding protein
capable of regulating mRNAs at multiple levels: splicing, stability, and translation. PTBP1
is widely expressed in different cell types and contributes to neuronal as well as muscle
differentiation [58–60]. PTBP1 is highly expressed in the embryonic myocardium and it
is quickly downregulated after birth allowing the adult isoforms of target genes to be
expressed. PTBP1 targets include Tropomyosin 1 and 2, Myocyte enhancer factors 2A and
2B (Mef2a and Mef2b, respectively), TNNT2, and ACTN [61–63].

3.5. RBFOX

Both RNA binding Fox-1 homologs (RBFOX), RBFOX1 and RBFOX2, play key roles in
heart development. However, differently from previously described splicing regulators,
RBFOX seems to have an earlier role in heart development and appears to regulate earlier
events such as cell adhesion and intercellular communication [64,65]. RBFOX variants have
been linked to congenital heart defects [66]. A recent study in zebrafish showed that RBFOX
is required for proper splicing of mitochondrial, sarcomeric, and cytoskeletal genes [67].
RBFOX2 also plays a vital role in early cardiac development, regulating genes such as
TNNT2 and RYR2 [65]. RBFOX2 primarily targets genes involved in sarcomere assembly,
ion channels, and contractility, including calcium voltage-gated channel subunit alpha1
C (CACNA1C) and Ankyrin 2 (ANK2), which encodes a protein that anchors membrane
proteins to the cytoskeleton. Mutations or dysregulation of RBFOX2 are associated with
congenital heart defects [65,68] as well as other pathologies. RBFOX2 is dysregulated
in diabetic hearts [69] and in a study of parent-offspring trios with congenital heart dis-
ease (CHD), RBFOX2 was one of the genes identified as contributing to the extracardiac
congenital anomalies and neurodevelopmental disabilities [70].

3.6. QKI

QKI is ubiquitously expressed and mostly known for its role in the brain and in
neurodegeneration [71–74]. A role for QKI in cardiovascular development and function is
only starting to emerge. In 2016 single nucleotide polymorphisms (SNPs)near QKI’s locus were
associated with congenital heart defect [75]. A recent study found that QKI is highly expressed
in developing and adult cardiomyocytes [76]. More recent studies have shown that QKI is
essential for muscle-specific splicing regulation and therefore for cardiac function [21,77].

Table 2. Summary of splicing factors that control heart development and physiology with their gene
and mechanisms targets.

Splicing Factor Regulated Gene Targets Regulated Mechanisms Evidences

RBM20 LDB3, RYR2, TTN Sarcomere structure; E-C coupling In vitro [45,49–52]; Mouse [49];
Rat [45,50]; Human [45,49];

RBM24 ACTN2, MYO10, TTN Myofibrillogenesis; contractility;
differentiation

In vitro [53,55–57]; Mouse [57];
Zebrafish [53,54]

PTBP1 ACTN, MEF2A, MEF2B,
TNNT2, TPM1, TPM2 Cardiac development In vitro [59,61–63]; Mouse [59,61];

Rat [59]

RBFOX1 MEF2; huG, actn3a, ptpla,
camk2g1, ktn1 1 Cardiac development; contractility Mouse [78]; Zebrafish [64];

Human [78]

RBFOX2 Abi1, Ect2, Fn1 2 Cardiac development; cell-ECM adhesion
and signaling; cell cycle progression

In vitro [65,69]; Mouse [65,69];
Zebrafish [66]; Human [68–70]

QKI ACTN2, CAMK2D, RYR2 Myofibrillogenesis; calcium dynamics;
E-C coupling

In vitro [21,77]; Mouse [21,77];
Human [75]

1 Gene targets in zebrafish model. 2 Gene targets in mouse model.
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4. Aberrant Splicing in Cardiac Disease

Tissue-specific alternative splicing has been difficult to study due to the combinatorial
nature of alternative splicing both at the level of exon inclusion/exclusion and at the
level of splicing regulators synergistic/antagonistic effect. Disease-causing mutations that
alter splicing in a tissue-specific manner offer an opportunity to investigate tissue-specific
alternative splicing (Table 3).

For the heart, RBM20 is a relatively well studied example. Mutations in its gene
cause a severe form of dilated cardiomyopathy (DCM) along with aberrant splicing of
over 100 exons in at least 40 genes. One of the best understood functions of RBM20 is the
regulation of sarcomere stiffness through the splicing of TTN. In DCM, a deficient RBM20
causes the production of a longer, more compliant TTN (Figure 3, right panel). Increased
compliance of the sarcomere aligns well with our understanding of DCM in which the
walls of the heart lose passive stiffness with consequent increased chamber size (especially
of the left ventricle) and systolic dysfunction [79]. Low expression of RBM20 in the absence
of coding sequence mutations has also been associated with splicing defects similar to
those observed in the presence of RBM20 mutations [45]. These and other studies support
the idea that mutations in RBM20 cause loss of function, at least in its splicing regulatory
role. Recent studies, however, have uncovered unexpected cytoplasmic functions for some
RBM20 mutants, suggesting a gain of function effect [80,81]. RBM20-dependent splicing
has also been linked to restrictive cardiomyopathy (RCM). While more rare than DCM,
RCM is the deadliest form of pediatric heart disease. It is characterized by abnormally
rigid walls of the ventricles that lack the flexibility to expand as the ventricles fill with
blood. Over time, the heart loses the ability to pump blood properly leading to heart
failure (HF) (diastolic dysfunction), arrhythmia, and sudden death. Therapeutic options
are limited, and many patients go on to require pediatric heart transplantation [82,83].
Although the molecular mechanism for excessive rigidity in the ventricles in RCM is not
fully understood, it is known that intrinsic stiffness of the heart wall is determined in large
part by the compliance of TTN. Indeed, insufficient TTN is thought to be an important
contributor to the development, progression and pathophysiology of RCM [84]. Prior
work has demonstrated that inhibition of RBM20, either through genetic mutations or
pharmacologically, improves TTN compliance and can ameliorate diastolic dysfunction in
mice [85,86]. The co-occurrence of mutations in RBM20 and one of its most notable targets,
TTN, was described in a case of severe and early onset DCM. Family members of the index
patient with only one of the mutations have normal splicing of TTN and RYR2 and a milder
cardiac phenotype, suggesting that aberrant splicing results from a compounding effect
when both the splicing regulator and the target gene are mutated [87].

Multiple lines of evidence suggest that, through various mechanisms, RBM24 plays
a protective role in the heart under disease conditions. These include promoting fibrosis,
inhibiting apoptosis via p53 modulation, and preventing cardiac hypertrophy in coop-
eration with RBM20 [88–90]. In adult mouse cardiomyocytes, overexpression of RBM24
induces fibrosis through upregulation of fibrosis-associated genes, particularly within the
Transforming growth factor beta (TGF-β) signaling pathway. Typically, TGF-β activates
fibroblasts and promotes the deposition of extracellular matrix components, which may
help to reinforce injured heart tissue. However, it is shown that TGF-β signaling in car-
diomyocytes also contributes to fibrotic response. It remains to be investigated whether
differential expression of RBM24 promotes fibrosis directly through regulating factors in the
TGF-β signaling pathway or indirectly through regulating immune response mechanisms
such as inflammatory cytokines [88]. In addition to fibrosis, RBM24 regulates apoptosis
through its effect on p53, a transcription factor that controls cell cycle arrest and apoptosis
in response to cellular stress. By binding to p53 mRNA and inhibiting its translation,
RBM24 prevents excessive apoptosis in cardiac cells. It is worth noting that the expres-
sion of RBM24 inversely regulates the translation of p53 in both directions. The balance
between these two factors is crucial for preserving cardiac cell populations and preventing
congenital cardiac defects during embryonic development [89]. As a splicing regulator,
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RBM24’s protective role in cardiomyopathy is further supported by its regulation of the
alternative splicing of PDZ-LIM proteins (ENH). ENH1 is co-regulated by RBM20 and
RBM24, and alternatively spliced towards short isoforms (ENH3 and ENH4) that lack LIM
domains. While the ENH1 isoform promotes hypertrophic signaling complexes and leads
to pathological cardiac hypertrophy when disregulated, these shorter, LIM-less ENH3 and
ENH4 isoforms inhibit hypertrophic remodeling, counteracting the effects of the full-length
isoform. By shifting ENH splicing towards short, cardioprotective isoforms, RBM20 and
RBM24 collectively prevent hypertrophic remodeling in the heart [90].

Another example of the complexity of alternative splicing regulation in the diseased
heart is exemplified by PTBP1 dysregulation in diabetic cardiomyopahty, where a splicing
regulator can also be the target of a different splicing regulator [91]. Typically, PTBPs
are splicing repressors that contribute to the developmental process of various tissues.
In Type-1 diabetic heart, PTBP1 splicing is altered to favor a developmental isoform over
the adult one. It is suggested that this splicing switch is co-modulated by CELF1 and
RBFOX2, both of which are dysregulated in diabetic hearts. In turn PTBP1 and RBFOX2
compete for the same splice targets and their relative abundance, in conjunction with that
of CELF1, determine the prevailing isoforms. As a crucial splicing regulator in cardiac
development, PTBP1 also plays a key role in ventricular chamber morphogenesis [92].
Enriched in cardiac endothelial cells during development, PTBP1 modulates the splicing of
Arrestin beta 1 (ARRB1), an adapter protein associated with G protein-coupled receptor
(GPCR) signaling that is also shown to be necessary for the migration of cardiac endothelial
cells. In embryonic mouse heart, depletion of PTBP1 in endothelial cells alters the splicing of
ARRB1 to a longer isoform, reducing endothelial cell migration, disrupting cardiomyocyte
proliferation, and eventually leading to a left ventricular noncompaction phenotype.

When comparing transcriptome-wide alternative splicing events between healthy and
failing hearts, RBFOX1 comes out as one of the most differentially expressed splicing regulators.
In healthy developing mouse and zebrafish hearts, expression of RBFOX1 is typically elevated
during cardiac development. However, in overload-induced heart failure, it is significantly
repressed at both transcriptional and translational levels [93]. As a splicing regulator, RBFOX1
directly modulates isoform switching of variants within the MEF2 transcription factor family.
It is reported that the aberrant splicing of MEF2 mediated by diminished RBFOX1 contribute
to hypertrophy and HF, while the reintroduction of RBFOX1 is able to rescue the diseased
hearts [78]. Similarly, RBFOX2 is also recognized as a major player in cardiac diseases.
RBFOX2 deficiency is observed in congenital heart defects such as hypoplastic left heart
syndrome [68], disease development in diabetic hearts [69], and CHD that co-occurs with
extracardiac congenital anomalies and neurodevelopmental disabilities [70].

QKI has been a well-studied target in many neurological disorders and recent studies
reveal that its role as a splicing regulator is critical for cardiac development and function.
QKI regulates alternative splicing events for genes that are closely associated with cardiac
myofibrillogenesis [21]. In particular, absence of QKI alters normal splicing of ACTN2, which
negatively impacts myofibril structure by disrupting Z-line formation. Additionally, phenotypic
differences in calcium dynamics and E-C coupling are attributed to QKI-mediated alternative
splicing events. Furthermore, it is also shown in adult cardiomyocytes that QKI is responsible
for maintaining striated muscle identity by regulating muscle-specific alternative splicing [77].

Table 3. Summary of splicing factors role in cardiac disease.

Heart Condition Splicing Factor

Dilated cardiomyopathy (DCM) RBM20
Restrictive cardiomyopathy (RCM) RBM20

Heart Failure (HF) RBM20; RBFOX1; RBFOX2
Hypertrophic cardiomyopathy (HCM) RBM20; RBM24; RBFOX1; RBFOX2

Cardiac fibrosis RBM24
Congenital heart disease (CHD) RBM24; RBFOX1; RBFOX2; QKI

Diabetic cardiomyopathy PTBP1; RBFOX1; RBFOX2; QKI
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4.1. Heart Failure and the Global Disruption of Physiological Splicing

Heart failure is a pathological condition in which the heart fails to provide the body
with appropriate blood flow. Heart failure can have many distinct causes and many forms
of heart disease eventually lead to heart failure. Heart failure is characterized by global
changes in splicing patterns [94,95]. Recent studies suggest that global changes in splicing
factors constitute a reactivation of fetal splicing factors due to a reversion to fetal splicing
program [96] and overall changes in the composition of the spliceosome [97].

4.2. The Regulation of Cardiac Splicing Factors

Just as any other protein, splicing regulatory proteins can and are regulated at differ-
ent levels of gene expression: transcriptional, post-transcriptional, and post-translational.
It is commonly accepted that SR proteins are regulated by phosphorylation of the RS
domain [98]. By changing the charges on the domain responsible for protein-protein
interactions, phosphorylation of the RS domain controls both nuclear import [99] and
interaction with other proteins that have RS domains [100,101]. Notably, DCM-causing
mutations cluster in the RS domain of RBM20 [102] and some of these mutations have been
shown to interfere with both the protein’s ability to interact with other splicing regulatory
proteins [103] and nuclear shuttling [104]. While many studies have focused on the identifi-
cation of RBM20 targets, few have looked at the kinases regulating RBM20 protein [105]
and only indirect evidences exist about the transcriptional control of RBM20 expression [51].
While the study of RBM20 targets is important to understand how mutations in its gene
cause DCM, RBM20 regulation is where the therapeutic efforts should be focused to coun-
teract disease development at its root rather than at its effects. Even less is known about
the regulation of RBM24, despite its potential cardioprotective role. PTBP1 is known to
be regulated at the co-transcriptional level and its aberrant splicing has been linked to
pathogenesis [91], yet the players responsible for this regulation remain unknown.

5. Recent and Future Work

Established technologies and bioinformatics tools enable researchers to study the
targets of splicing regulatory proteins by RNAseq following gene knock-out or knock-
down. These technologies require little customization: siRNA targeting any sequence can be
purchased and used to produce a knockdown and RNAseq is agnostic to the treatment give
to the samples [106]. However studying the protein’s regulation requires a more “custom”
approach and has, thus far, proven more challenging. Despite its challenges, a deep
understanding of splicing regulators’ complex regulation is of paramount importance
when splicing of their targets becomes the objective of a therapeutic strategy as shown by
an elegant study by Wilkins and colleagues recently published in Science [107]. Recently,
we have developed a strategy to study regulators of RBM20 in the context of human
cardiomyocytes by harnessing the potential of genome editing technologies, the ability of
pluripotent stem cells to efficiently differentiate into cardiomyocytes, and high-throughput
high content imaging [108].

6. Conclusions

The dysregulation of RNA binding proteins is emerging as a key driver of human
disease. Researchers are turning their attention to the therapeutic potential of the regulation
of RNA binding protein expression and activity [107,109]. A systematic understanding of
RNA binding protein regulation in relevant cell types is a first necessary step to harness a
new opportunity for treating cardiovascular disease.

7. Limitations

This review is not a comprehensive discussion of alternative splicing nor of cardiac
function and dysfunction. Numerous high-quality sources are available for a deeper
understanding of the mechanisms of alternative splicing, for the broader context of cardiac
physiology, and for details on genetic cardiac disease. The purpose of this review is



Int. J. Mol. Sci. 2024, 25, 13023 11 of 16

to highlight the importance of alternative splicing regulation in cardiac physiology and
pathogenesis and to point out its therapeutic potentials. Other topics are touched upon to
help readers with diverse background and expertise put the discussion into context.
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The following abbreviations are used in this manuscript:

ACTN2 Actinin alpha 2
ANK2 Ankyrin 2
ARRB1 Arrestin beta 1
BMP2 Bone morphogenetic protein 2
CACNA1C Calcium votage-gated channel subunit alpha1 C
CELF CUGBP and ETR-3-like factor
CHD Congenital heart disease
DCM Dilated cardiomyopathy
ENH PDZ-LIM protein
ESC Embryonic stem cell
ESE Exonic Splicing Enhancer
ESS Exonic Splicing Silencer
FOXP1 Forkhead box P1
GATA4 GATA binding protein 4
GPCR G protein-coupled receptor
HCM Hypertrophic cardiomyopathy
HF Heart failure
hnRNP Heterogeneous nuclear ribonucleoprotein
ISE Intronic Splicing Enhancer
ISL1 ISL LIM homeobox 1
ISS Intronic Splicing Silencer
KO Knockout
LDB3 LIM domain binding 3
MBNL Muscleblind
MEF2 Myocyte enhance factor 2
Mesp1 Mesoderm posterior 1
MYO10 Myosin X
NKX2-5 Nk2 homeobox 5
ORF Open reading frame
PGM1 Phosphoglucomutase 1
PTB Polypyrimidine tract-binding
PTBP1 Polypyrimidine tract-binding protein 1
QKI Quaking
RBFOX RNA binding fox-1 homolog
RBM20 RNA-binding motif-20
RBM24 RNA-binding motif-24
RCM Restrictive cardiomyopathy
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RyR2 Ryanodine receptor 2
Sall4 Sal-like protein 4
SLM2 Sam68-like mammalian protein 2
SNP Single nucleotide polymorphism
snRNP small nuclear ribonucleoprotein
SRE Splicing Regulatory Element
TBX5 T-box transcription factor 5
TGF-β Transforming growth factor beta
TNNT2 Troponin T2
TTN Titin
UTR Untranslated region

References
1. Smibert, P.; Miura, P.; Westholm, J.O.; Shenker, S.; May, G.; Duff, M.O.; Zhang, D.; Eads, B.D.; Carlson, J.; Brown, J.B.; et al. Global

patterns of tissue-specific alternative polyadenylation in Drosophila. Cell Rep. 2012, 1, 277–289. [CrossRef] [PubMed]
2. Mangone, M.; Manoharan, A.P.; Thierry-Mieg, D.; Thierry-Mieg, J.; Han, T.; Mackowiak, S.D.; Mis, E.; Zegar, C.; Gutwein, M.R.;

Khivansara, V.; et al. The landscape of C. elegans 3’ UTRs. Science 2010, 329, 432–435. [CrossRef] [PubMed]
3. Lin, Y.; Li, Z.; Ozsolak, F.; Kim, S.W.; Arango-Argoty, G.; Liu, T.T.; Tenenbaum, S.A.; Bailey, T.; Monaghan, A.P.; Milos, P.M.; et al.

An in-depth map of polyadenylation sites in cancer. Nucleic Acids Res. 2012, 40, 8460–8471. [CrossRef] [PubMed]
4. Wang, L.; Dowell, R.D.; Yi, R. Genome-wide maps of polyadenylation reveal dynamic mRNA 3’-end formation in mammalian

cell lineages. RNA 2013, 19, 413–425. [CrossRef] [PubMed]
5. Ulitsky, I.; Shkumatava, A.; Jan, C.H.; Subtelny, A.O.; Koppstein, D.; Bell, G.W.; Sive, H.; Bartel, D.P. Extensive alternative

polyadenylation during zebrafish development. Genome Res. 2012, 22, 2054–2066. [CrossRef]
6. Kalsotra, A.; Xiao, X.; Ward, A.J.; Castle, J.C.; Johnson, J.M.; Burge, C.B.; Cooper, T.A. A postnatal switch of CELF and MBNL

proteins reprograms alternative splicing in the developing heart. Proc. Natl. Acad. Sci. USA 2008, 105, 20333–20338. [CrossRef]
7. Salomonis, N.; Schlieve, C.R.; Pereira, L.; Wahlquist, C.; Colas, A.; Zambon, A.C.; Vranizan, K.; Spindler, M.J.; Pico, A.R.; Cline,

M.S.; et al. Alternative splicing regulates mouse embryonic stem cell pluripotency and differentiation. Proc. Natl. Acad. Sci. USA
2010, 107, 10514–10519. [CrossRef]

8. Zhang, X.; Chen, M.H.; Wu, X.; Kodani, A.; Fan, J.; Doan, R.; Ozawa, M.; Ma, J.; Yoshida, N.; Reiter, J.F.; et al. Cell-type-specific
alternative splicing governs cell fate in the developing cerebral cortex. Cell 2016, 166, 1147–1162. [CrossRef]

9. Zhang, Y.; Kwok, J.S.L.; Choi, P.W.; Liu, M.; Yang, J.; Singh, M.; Ng, S.K.; Welch, W.R.; Muto, M.G.; Tsui, S.K.; et al. Pinin
interacts with C-terminal binding proteins for RNA alternative splicing and epithelial cell identity of human ovarian cancer cells.
Oncotarget 2016, 7, 11397. [CrossRef]

10. Pradella, D.; Naro, C.; Sette, C.; Ghigna, C. EMT and stemness: Flexible processes tuned by alternative splicing in development
and cancer progression. Mol. Cancer 2017, 16, 8. [CrossRef] .

11. Tollervey, J.R.; Wang, Z.; Hortobágyi, T.; Witten, J.T.; Zarnack, K.; Kayikci, M.; Clark, T.A.; Schweitzer, A.C.; Rot, G.; Curk, T.;
et al. Analysis of alternative splicing associated with aging and neurodegeneration in the human brain. Genome Res. 2011,
21, 1572–1582. [CrossRef] [PubMed]

12. Perrone, B.; La Cognata, V.; Sprovieri, T.; Ungaro, C.; Conforti, F.L.; Andò, S.; Cavallaro, S. Alternative splicing of ALS genes:
Misregulation and potential therapies. Cell. Mol. Neurobiol. 2020, 40, 1–14. [CrossRef] [PubMed]

13. Hahn, M.W.; Wray, G.A.The g-value paradox. Evol. Dev. 2002, 4, 73–75. [CrossRef] [PubMed]
14. Wright, C.J.; Smith, C.W.; Jiggins, C.D. Alternative splicing as a source of phenotypic diversity. Nat. Rev. Genet. 2022, 23, 697–710.

[CrossRef] [PubMed]
15. Reese, F.; Williams, B.; Balderrama-Gutierrez, G.; Wyman, D.; Çelik, M.H.; Rebboah, E.; Rezaie, N.; Trout, D.; Razavi-Mohseni, M.;

Jiang, Y.; et al. The ENCODE4 long-read RNA-seq collection reveals distinct classes of transcript structure diversity. bioRxiv 2023.
[CrossRef]

16. Tung, K.F.; Pan, C.Y.; Chen, C.H.; Lin, W.c. Top-ranked expressed gene transcripts of human protein-coding genes investigated
with GTEx dataset. Sci. Rep. 2020, 10, 16245. [CrossRef]

17. Harrow, J.; Frankish, A.; Gonzalez, J.M.; Tapanari, E.; Diekhans, M.; Kokocinski, F.; Aken, B.L.; Barrell, D.; Zadissa, A.; Searle, S.;
et al. GENCODE: The reference human genome annotation for The ENCODE Project. Genome Res. 2012, 22, 1760–1774. [CrossRef]

18. Graveley, B. Splicing up Pluripotency. Cell 2011, 147, 22–24. [CrossRef]
19. Tazi, J.; Bakkour, N.; Stamm, S. Alternative splicing and disease. Biochim. Biophys. Acta (BBA)-Mol. Basis Dis. 2009, 1792, 14–26.

[CrossRef]
20. Watanabe, T.; Kimura, A.; Kuroyanagi, H. Alternative splicing regulator RBM20 and cardiomyopathy. Front. Mol. Biosci. 2018,

5, 105. [CrossRef]
21. Chen, X.; Liu, Y.; Xu, C.; Ba, L.; Liu, Z.; Li, X.; Huang, J.; Simpson, E.; Gao, H.; Cao, D.; et al. QKI is a critical pre-mRNA alternative

splicing regulator of cardiac myofibrillogenesis and contractile function. Nat. Commun. 2021, 12, 89. [CrossRef] [PubMed]
22. Kornblihtt, A.R.; Schor, I.E.; Alló, M.; Dujardin, G.; Petrillo, E.; Muñoz, M.J. Alternative splicing: A pivotal step between

eukaryotic transcription and translation. Nat. Rev. Mol. Cell Biol. 2013, 14, 153–165. [CrossRef] [PubMed]

http://doi.org/10.1016/j.celrep.2012.01.001
http://www.ncbi.nlm.nih.gov/pubmed/22685694
http://dx.doi.org/10.1126/science.1191244
http://www.ncbi.nlm.nih.gov/pubmed/20522740
http://dx.doi.org/10.1093/nar/gks637
http://www.ncbi.nlm.nih.gov/pubmed/22753024
http://dx.doi.org/10.1261/rna.035360.112
http://www.ncbi.nlm.nih.gov/pubmed/23325109
http://dx.doi.org/10.1101/gr.139733.112
http://dx.doi.org/10.1073/pnas.0809045105
http://dx.doi.org/10.1073/pnas.0912260107
http://dx.doi.org/10.1016/j.cell.2016.07.025
http://dx.doi.org/10.18632/oncotarget.7242
http://dx.doi.org/10.1186/s12943-016-0579-2
http://dx.doi.org/10.1101/gr.122226.111
http://www.ncbi.nlm.nih.gov/pubmed/21846794
http://dx.doi.org/10.1007/s10571-019-00717-0
http://www.ncbi.nlm.nih.gov/pubmed/31385134
http://dx.doi.org/10.1046/j.1525-142X.2002.01069.x
http://www.ncbi.nlm.nih.gov/pubmed/12004964
http://dx.doi.org/10.1038/s41576-022-00514-4
http://www.ncbi.nlm.nih.gov/pubmed/35821097
http://dx.doi.org/10.1101/2023.05.15.540865
http://dx.doi.org/10.1038/s41598-020-73081-5
http://dx.doi.org/10.1101/gr.135350.111
http://dx.doi.org/10.1016/j.cell.2011.09.004
http://dx.doi.org/10.1016/j.bbadis.2008.09.017
http://dx.doi.org/10.3389/fmolb.2018.00105
http://dx.doi.org/10.1038/s41467-020-20327-5
http://www.ncbi.nlm.nih.gov/pubmed/33397958
http://dx.doi.org/10.1038/nrm3525
http://www.ncbi.nlm.nih.gov/pubmed/23385723


Int. J. Mol. Sci. 2024, 25, 13023 13 of 16

23. Sperling, J.; Azubel, M.; Sperling, R. Structure and function of the Pre-mRNA splicing machine. Structure 2008, 16, 1605–1615.
[CrossRef] [PubMed]

24. Nilsen, T.W.; Graveley, B.R. Expansion of the eukaryotic proteome by alternative splicing. Nature 2010, 463, 457–463. [CrossRef]
[PubMed]

25. Baralle, F.E.; Giudice, J. Alternative splicing as a regulator of development and tissue identity. Nat. Rev. Mol. Cell Biol. 2017,
18, 437–451. [CrossRef]

26. Nagasawa, C.K.; Garcia-Blanco, M.A. Early splicing complexes and human disease. Int. J. Mol. Sci. 2023, 24, 11412. [CrossRef]
27. Sauliere, J.; Sureau, A.; Expert-Bezançon, A.; Marie, J. The polypyrimidine tract binding protein (PTB) represses splicing of exon

6B from the β-tropomyosin pre-mRNA by directly interfering with the binding of the U2AF65 subunit. Mol. Cell. Biol. 2006,
26, 8755–8769. [CrossRef] .

28. Xiao, X.; Wang, Z.; Jang, M.; Nutiu, R.; Wang, E.T.; Burge, C.B. Splice site strength–dependent activity and genetic buffering by
poly-G runs. Nat. Struct. Mol. Biol. 2009, 16, 1094–1100. [CrossRef]

29. Chen, C.D.; Kobayashi, R.; Helfman, D.M. Binding of hnRNP H to an exonic splicing silencer is involved in the regulation of
alternative splicing of the rat β-tropomyosin gene. Genes Dev. 1999, 13, 593–606. [CrossRef]

30. Rao, S.; Zhen, S.; Roumiantsev, S.; McDonald, L.T.; Yuan, G.C.; Orkin, S.H. Differential roles of Sall4 isoforms in embryonic stem
cell pluripotency. Mol. Cell. Biol. 2010, 30, 5364–5380. [CrossRef]

31. Männer, J. When does the human embryonic heart start beating? A review of contemporary and historical sources of knowledge
about the onset of blood circulation in man. J. Cardiovasc. Dev. Dis. 2022, 9, 187. [CrossRef] [PubMed]

32. Bruneau, B.G. Signaling and transcriptional networks in heart development and regeneration. Cold Spring Harb. Perspect. Biol.
2013, 5, a008292. [CrossRef] [PubMed]

33. Bondue, A.; Lapouge, G.; Paulissen, C.; Semeraro, C.; Iacovino, M.; Kyba, M.; Blanpain, C. Mesp1 acts as a master regulator of
multipotent cardiovascular progenitor specification. Cell Stem Cell 2008, 3, 69–84. [CrossRef] [PubMed]

34. Wagner, N.; Wagner, K.D. Transcriptional regulation of cardiac development and disease. Int. J. Mol. Sci. 2022, 23, 2945. [CrossRef]
35. Krüger, M.; Linke, W.A. The giant protein titin: A regulatory node that integrates myocyte signaling pathways. J. Biol. Chem.

2011, 286, 9905–9912. [CrossRef]
36. Harrison, P.W.; Amode, M.R.; Austine-Orimoloye, O.; Azov, A.; Barba, M.; Barnes, I.; Becker, A.; Bennett, R.; Berry, A.; Bhai, J.;

et al. Ensembl 2024. Nucleic Acids Res. 2023, 52, D891–D899. [CrossRef]
37. Wu, Y.; LaBeit, S.; LeWinter, M.M.; Granzier, H. Titin: An endosarcomeric protein that modulates myocardial stiffness in DCM.

J. Card. Fail. 2002, 8, S276–S286. [CrossRef]
38. Li, Y.; Lang, P.; Linke, W.A. Titin stiffness modifies the force-generating region of muscle sarcomeres. Sci. Rep. 2016, 6, 24492.

[CrossRef]
39. Loescher, C.M.; Freundt, J.K.; Unger, A.; Hessel, A.L.; Kühn, M.; Koser, F.; Linke, W.A. Titin governs myocardial passive stiffness

with major support from microtubules and actin and the extracellular matrix. Nat. Cardiovasc. Res. 2023, 2, 991–1002. [CrossRef]
40. Muenzen, K.; Monroy, J.; Finseth, F.R. Evolution of the highly repetitive PEVK region of titin across mammals. G3 Genes Genomes

Genet. 2019, 9, 1103–1115. [CrossRef]
41. Freiburg, A.; Trombitas, K.; Hell, W.; Cazorla, O.; Fougerousse, F.; Centner, T.; Kolmerer, B.; Witt, C.; Beckmann, J.S.; Gregorio,

C.C.; et al. Series of exon-skipping events in the elastic spring region of titin as the structural basis for myofibrillar elastic diversity.
Circ. Res. 2000, 86, 1114–1121. [CrossRef] [PubMed]

42. Neagoe, C.; Opitz, C.A.; Makarenko, I.; Linke, W.A. Gigantic variety: Expression patterns of titin isoforms in striated muscles and
consequences for myofibrillar passive stiffness. J. Muscle Res. Cell Motil. 2003, 24, 175–189. [CrossRef] [PubMed]

43. Cazorla, O.; Freiburg, A.; Helmes, M.; Centner, T.; McNabb, M.; Wu, Y.; Trombitas, K.; Labeit, S.; Granzier, H. Differential
expression of cardiac titin isoforms and modulation of cellular stiffness. Circ. Res. 2000, 86, 59–67. [CrossRef] [PubMed]

44. Lahmers, S.; Wu, Y.; Call, D.R.; Labeit, S.; Granzier, H. Developmental control of titin isoform expression and passive stiffness in
fetal and neonatal myocardium. Circ. Res. 2004, 94, 505–513. [CrossRef]

45. Guo, W.; Schafer, S.; Greaser, M.L.; Radke, M.H.; Liss, M.; Govindarajan, T.; Maatz, H.; Schulz, H.; Li, S.; Parrish, A.M.; et al.
RBM20, a gene for hereditary cardiomyopathy, regulates titin splicing. Nat. Med. 2012, 18, 766–773. [CrossRef]

46. Liu, J.; Kong, X.; Zhang, M.; Yang, X.; Xu, X. RNA binding protein 24 deletion disrupts global alternative splicing and causes
dilated cardiomyopathy. Protein Cell 2019, 10, 405–416. [CrossRef]

47. Boeckel, J.N.; Möbius-Winkler, M.; Müller, M.; Rebs, S.; Eger, N.; Schoppe, L.; Tappu, R.; Kokot, K.E.; Kneuer, J.M.; Gaul, S.; et al.
SLM2 is a novel cardiac splicing factor involved in heart failure due to dilated cardiomyopathy. Genom. Proteom. Bioinform. 2022,
20, 129–146. [CrossRef]

48. Wei, B.; Jin, J.P. TNNT1, TNNT2, and TNNT3: Isoform genes, regulation, and structure–function relationships. Gene 2016,
582, 1–13. [CrossRef]

49. Beraldi, R.; Li, X.; Martinez Fernandez, A.; Reyes, S.; Secreto, F.; Terzic, A.; Olson, T.M.; Nelson, T.J. Rbm20-deficient cardiogenesis
reveals early disruption of RNA processing and sarcomere remodeling establishing a developmental etiology for dilated
cardiomyopathy. Hum. Mol. Genet. 2014, 23, 3779–3791. [CrossRef]

50. Arimura, T.; Inagaki, N.; Hayashi, T.; Shichi, D.; Sato, A.; Hinohara, K.; Vatta, M.; Towbin, J.A.; Chikamori, T.; Yamashina, A.; et al.
Impaired binding of ZASP/Cypher with phosphoglucomutase 1 is associated with dilated cardiomyopathy. Cardiovasc. Res. 2009,
83, 80–88. [CrossRef]

http://dx.doi.org/10.1016/j.str.2008.08.011
http://www.ncbi.nlm.nih.gov/pubmed/19000813
http://dx.doi.org/10.1038/nature08909
http://www.ncbi.nlm.nih.gov/pubmed/20110989
http://dx.doi.org/10.1038/nrm.2017.27
http://dx.doi.org/10.3390/ijms241411412
http://dx.doi.org/10.1128/MCB.00893-06
http://dx.doi.org/10.1038/nsmb.1661
http://dx.doi.org/10.1101/gad.13.5.593
http://dx.doi.org/10.1128/MCB.00419-10
http://dx.doi.org/10.3390/jcdd9060187
http://www.ncbi.nlm.nih.gov/pubmed/35735816
http://dx.doi.org/10.1101/cshperspect.a008292
http://www.ncbi.nlm.nih.gov/pubmed/23457256
http://dx.doi.org/10.1016/j.stem.2008.06.009
http://www.ncbi.nlm.nih.gov/pubmed/18593560
http://dx.doi.org/10.3390/ijms23062945
http://dx.doi.org/10.1074/jbc.R110.173260
http://dx.doi.org/10.1093/nar/gkad1049
http://dx.doi.org/10.1054/jcaf.2002.129278
http://dx.doi.org/10.1038/srep24492
http://dx.doi.org/10.1038/s44161-023-00348-1
http://dx.doi.org/10.1534/g3.118.200714
http://dx.doi.org/10.1161/01.RES.86.11.1114
http://www.ncbi.nlm.nih.gov/pubmed/10850961
http://dx.doi.org/10.1023/A:1026053530766
http://www.ncbi.nlm.nih.gov/pubmed/14609029
http://dx.doi.org/10.1161/01.RES.86.1.59
http://www.ncbi.nlm.nih.gov/pubmed/10625306
http://dx.doi.org/10.1161/01.RES.0000115522.52554.86
http://dx.doi.org/10.1038/nm.2693
http://dx.doi.org/10.1007/s13238-018-0578-8
http://dx.doi.org/10.1016/j.gpb.2021.01.006
http://dx.doi.org/10.1016/j.gene.2016.01.006
http://dx.doi.org/10.1093/hmg/ddu091
http://dx.doi.org/10.1093/cvr/cvp119


Int. J. Mol. Sci. 2024, 25, 13023 14 of 16

51. Briganti, F.; Sun, H.; Wei, W.; Wu, J.; Zhu, C.; Liss, M.; Karakikes, I.; Rego, S.; Cipriano, A.; Snyder, M.; et al. iPSC modeling
of RBM20-deficient DCM identifies upregulation of RBM20 as a therapeutic strategy. Cell Rep. 2020, 32, 108117. [CrossRef]
[PubMed]

52. George, C.H.; Rogers, S.A.; Bertrand, B.M.; Tunwell, R.E.; Thomas, N.L.; Steele, D.S.; Cox, E.V.; Pepper, C.; Hazeel, C.J.; Claycomb,
W.C.; et al. Alternative splicing of ryanodine receptors modulates cardiomyocyte Ca2+ signaling and susceptibility to apoptosis.
Circ. Res. 2007, 100, 874–883. [CrossRef] [PubMed]

53. Poon, K.L.; Tan, K.T.; Wei, Y.Y.; Ng, C.P.; Colman, A.; Korzh, V.; Xu, X.Q. RNA-binding protein RBM24 is required for sarcomere
assembly and heart contractility. Cardiovasc. Res. 2012, 94, 418–427. [CrossRef] [PubMed]

54. Maragh, S.; Miller, R.A.; Bessling, S.L.; McGaughey, D.M.; Wessels, M.W.; De Graaf, B.; Stone, E.A.; Bertoli-Avella, A.M.; Gearhart,
J.D.; Fisher, S.; et al. Identification of RNA binding motif proteins essential for cardiovascular development. BMC Dev. Biol. 2011,
11, 62. [CrossRef] [PubMed]

55. Lu, S.H.A.; Lee, K.Z.; Hsu, P.W.C.; Su, L.Y.; Yeh, Y.C.; Pan, C.Y.; Tsai, S.Y. Alternative splicing mediated by RNA-binding protein
RBM24 facilitates cardiac myofibrillogenesis in a differentiation stage-specific manner. Circ. Res. 2022, 130, 112–129. [CrossRef]

56. Zhang, T.; Lin, Y.; Liu, J.; Zhang, Z.G.; Fu, W.; Guo, L.Y.; Pan, L.; Kong, X.; Zhang, M.K.; Lu, Y.H.; et al. Rbm24 regulates
alternative splicing switch in embryonic stem cell cardiac lineage differentiation. Stem Cells 2016, 34, 1776–1789. [CrossRef]

57. Grifone, R.; Saquet, A.; Desgres, M.; Sangiorgi, C.; Gargano, C.; Li, Z.; Coletti, D.; Shi, D.L. Rbm24 displays dynamic functions
required for myogenic differentiation during muscle regeneration. Sci. Rep. 2021, 11, 9423. [CrossRef]

58. Keppetipola, N.; Sharma, S.; Li, Q.; Black, D.L. Neuronal regulation of pre-mRNA splicing by polypyrimidine tract binding
proteins, PTBP1 and PTBP2. Crit. Rev. Biochem. Mol. Biol. 2012, 47, 360–378. [CrossRef]

59. Zhang, J.; Bahi, N.; Llovera, M.; Comella, J.; Sanchis, D. Polypyrimidine tract binding proteins (PTB) regulate the expression of
apoptotic genes and susceptibility to caspase-dependent apoptosis in differentiating cardiomyocytes. Cell Death Differ. 2009,
16, 1460–1468. [CrossRef]

60. Shi, D.L.; Grifone, R. RNA-binding proteins in the post-transcriptional control of skeletal muscle development, regeneration and
disease. Front. Cell Dev. Biol. 2021, 9, 738978. [CrossRef]

61. Ye, J.; Llorian, M.; Cardona, M.; Rongvaux, A.; Moubarak, R.S.; Comella, J.X.; Bassel-Duby, R.; Flavell, R.A.; Olson, E.N.; Smith,
C.W.; et al. A pathway involving HDAC5, cFLIP and caspases regulates expression of the splicing regulator polypyrimidine tract
binding protein in the heart. J. Cell Sci. 2013, 126, 1682–1691. [CrossRef] [PubMed]

62. Southby, J.; Gooding, C.; Smith, C.W. Polypyrimidine tract binding protein functions as a repressor to regulate alternative splicing
of α-actinin mutally exclusive exons. Mol. Cell. Biol. 1999, 19, 2699–2711. [CrossRef] [PubMed]

63. Charlet-B, N.; Singh, G.; Cooper, T.A.; Logan, P. Dynamic antagonism between ETR-3 and PTB regulates cell type-specific
alternative splicing. Mol. Cell 2002, 9, 649–658. [CrossRef] [PubMed]

64. Frese, K.S.; Meder, B.; Keller, A.; Just, S.; Haas, J.; Vogel, B.; Fischer, S.; Backes, C.; Matzas, M.; Köhler, D.; et al. RNA splicing
regulated by RBFOX1 is essential for cardiac function in zebrafish. J. Cell Sci. 2015, 128, 3030–3040. [CrossRef]

65. Verma, S.K.; Deshmukh, V.; Thatcher, K.; Belanger, K.K.; Rhyner, A.M.; Meng, S.; Holcomb, R.J.; Bressan, M.; Martin, J.F.; Cooke,
J.P.; et al. RBFOX2 is required for establishing RNA regulatory networks essential for heart development. Nucleic Acids Res. 2022,
50, 2270–2286. [CrossRef]

66. Huang, M.; Akerberg, A.A.; Zhang, X.; Yoon, H.; Joshi, S.; Hallinan, C.; Nguyen, C.; Pu, W.T.; Haigis, M.C.; Burns, C.G.; et al.
Intrinsic myocardial defects underlie an Rbfox-deficient zebrafish model of hypoplastic left heart syndrome. Nat. Commun. 2022,
13, 5877. [CrossRef]

67. Mehta, Z.; Touma, M. Post-Transcriptional Modification by Alternative Splicing and Pathogenic Splicing Variants in Cardiovascu-
lar Development and Congenital Heart Defects. Int. J. Mol. Sci. 2023, 24, 1555. [CrossRef]

68. McKean, D.M.; Homsy, J.; Wakimoto, H.; Patel, N.; Gorham, J.; DePalma, S.R.; Ware, J.S.; Zaidi, S.; Ma, W.; Patel, N.; et al. Loss of
RNA expression and allele-specific expression associated with congenital heart disease. Nat. Commun. 2016, 7, 12824. [CrossRef]

69. Nutter, C.A.; Jaworski, E.A.; Verma, S.K.; Deshmukh, V.; Wang, Q.; Botvinnik, O.B.; Lozano, M.J.; Abass, I.J.; Ijaz, T.; Brasier, A.R.;
et al. Dysregulation of RBFOX2 is an early event in cardiac pathogenesis of diabetes. Cell Rep. 2016, 15, 2200–2213. [CrossRef]

70. Homsy, J.; Zaidi, S.; Shen, Y.; Ware, J.S.; Samocha, K.E.; Karczewski, K.J.; DePalma, S.R.; McKean, D.; Wakimoto, H.; Gorham, J.;
et al. De novo mutations in congenital heart disease with neurodevelopmental and other congenital anomalies. Science 2015,
350, 1262–1266. [CrossRef]

71. Chénard, C.A.; Richard, S. New implications for the QUAKING RNA binding protein in human disease. J. Neurosci. Res. 2008,
86, 233–242. [CrossRef] [PubMed]

72. Sidman, R.L.; Dickie, M.M.; Appel, S.H. Mutant mice (quaking and jimpy) with deficient myelination in the central nervous
system. Science 1964, 144, 309–311. [CrossRef] [PubMed]

73. Wu, H.Y.; Dawson, M.R.; Reynolds, R.; Hardy, R.J. Expression of QKI proteins and MAP1B identifies actively myelinating
oligodendrocytes in adult rat brain. Mol. Cell. Neurosci. 2001, 17, 292–302. [CrossRef] [PubMed]

74. Doukhanine, E.; Gavino, C.; Haines, J.D.; Almazan, G.; Richard, S. The QKI-6 RNA binding protein regulates actin-interacting
protein-1 mRNA stability during oligodendrocyte differentiation. Mol. Biol. Cell 2010, 21, 3029–3040. [CrossRef]

75. Dehghan, A.; Bis, J.C.; White, C.C.; Smith, A.V.; Morrison, A.C.; Cupples, L.A.; Trompet, S.; Chasman, D.I.; Lumley, T.; Völker, U.;
et al. Genome-wide association study for incident myocardial infarction and coronary heart disease in prospective cohort studies:
The CHARGE consortium. PLoS ONE 2016, 11, e0144997. [CrossRef]

http://dx.doi.org/10.1016/j.celrep.2020.108117
http://www.ncbi.nlm.nih.gov/pubmed/32905764
http://dx.doi.org/10.1161/01.RES.0000260804.77807.cf
http://www.ncbi.nlm.nih.gov/pubmed/17322175
http://dx.doi.org/10.1093/cvr/cvs095
http://www.ncbi.nlm.nih.gov/pubmed/22345307
http://dx.doi.org/10.1186/1471-213X-11-62
http://www.ncbi.nlm.nih.gov/pubmed/22011202
http://dx.doi.org/10.1161/CIRCRESAHA.121.320080
http://dx.doi.org/10.1002/stem.2366
http://dx.doi.org/10.1038/s41598-021-88563-3
http://dx.doi.org/10.3109/10409238.2012.691456
http://dx.doi.org/10.1038/cdd.2009.87
http://dx.doi.org/10.3389/fcell.2021.738978
http://dx.doi.org/10.1242/jcs.121384
http://www.ncbi.nlm.nih.gov/pubmed/23424201
http://dx.doi.org/10.1128/MCB.19.4.2699
http://www.ncbi.nlm.nih.gov/pubmed/10082536
http://dx.doi.org/10.1016/S1097-2765(02)00479-3
http://www.ncbi.nlm.nih.gov/pubmed/11931771
http://dx.doi.org/10.1242/jcs.166850
http://dx.doi.org/10.1093/nar/gkac055
http://dx.doi.org/10.1038/s41467-022-32982-x
http://dx.doi.org/10.3390/ijms24021555
http://dx.doi.org/10.1038/ncomms12824
http://dx.doi.org/10.1016/j.celrep.2016.05.002
http://dx.doi.org/10.1126/science.aac9396
http://dx.doi.org/10.1002/jnr.21485
http://www.ncbi.nlm.nih.gov/pubmed/17787018
http://dx.doi.org/10.1126/science.144.3616.309
http://www.ncbi.nlm.nih.gov/pubmed/14169723
http://dx.doi.org/10.1006/mcne.2000.0941
http://www.ncbi.nlm.nih.gov/pubmed/11178867
http://dx.doi.org/10.1091/mbc.e10-04-0305
http://dx.doi.org/10.1371/journal.pone.0144997


Int. J. Mol. Sci. 2024, 25, 13023 15 of 16

76. Liu, Y.; Chen, X.; Xu, C.; Sun, N.; Shou, W. RNA-Binding Protein QKI is a critical pre-RNA splicing regulator for cardiac
development and function. FASEB J. 2020, 34, 1. [CrossRef]

77. Montañés-Agudo, P.; Aufiero, S.; Schepers, E.N.; van der Made, I.; Cócera-Ortega, L.; Ernault, A.C.; Richard, S.; Kuster, D.W.;
Christoffels, V.M.; Pinto, Y.M.; et al. The RNA-binding protein QKI governs a muscle-specific alternative splicing program that
shapes the contractile function of cardiomyocytes. Cardiovasc. Res. 2023, 119, 1161–1174. [CrossRef]

78. Gao, C.; Ren, S.; Lee, J.H.; Qiu, J.; Chapski, D.J.; Rau, C.D.; Zhou, Y.; Abdellatif, M.; Nakano, A.; Vondriska, T.M.; et al.
RBFox1-mediated RNA splicing regulates cardiac hypertrophy and heart failure. J. Clin. Investig. 2016, 126, 195–206. [CrossRef]

79. Makarenko, I.; Opitz, C.; Leake, M.; Neagoe, C.; Kulke, M.; Gwathmey, J.; Del Monte, F.; Hajjar, R.; Linke, W. Passive stiffness
changes caused by upregulation of compliant titin isoforms in human dilated cardiomyopathy hearts. Circ. Res. 2004, 95, 708–716.
[CrossRef]

80. Fenix, A.M.; Miyaoka, Y.; Bertero, A.; Blue, S.M.; Spindler, M.J.; Tan, K.K.; Perez-Bermejo, J.A.; Chan, A.H.; Mayerl, S.J.; Nguyen,
T.D.; et al. Gain-of-function cardiomyopathic mutations in RBM20 rewire splicing regulation and re-distribute ribonucleoprotein
granules within processing bodies. Nat. Commun. 2021, 12, 6324. [CrossRef]

81. Schneider, J.W.; Oommen, S.; Qureshi, M.Y.; Goetsch, S.C.; Pease, D.R.; Sundsbak, R.S.; Guo, W.; Sun, M.; Sun, H.; Kuroyanagi,
H.; et al. Dysregulated ribonucleoprotein granules promote cardiomyopathy in RBM20 gene-edited pigs. Nat. Med. 2020,
26, 1788–1800. [CrossRef] [PubMed]

82. Lipshultz, S.E.; Cochran, T.R.; Briston, D.A.; Brown, S.R.; Sambatakos, P.J.; Miller, T.L.; Carrillo, A.A.; Corcia, L.; Sanchez, J.E.;
Diamond, M.B.; et al. Pediatric cardiomyopathies: Causes, epidemiology, clinical course, preventive strategies and therapies.
Future Cardiol. 2013, 9, 817–848. [CrossRef] [PubMed]

83. Webber, S.A.; Lipshultz, S.E.; Sleeper, L.A.; Lu, M.; Wilkinson, J.D.; Addonizio, L.J.; Canter, C.E.; Colan, S.D.; Everitt, M.D.;
Jefferies, J.L.; et al. Outcomes of restrictive cardiomyopathy in childhood and the influence of phenotype: A report from the
Pediatric Cardiomyopathy Registry. Circulation 2012, 126, 1237–1244. [CrossRef] [PubMed]

84. Rindler, T.N.; Hinton, R.B.; Salomonis, N.; Ware, S.M. Molecular characterization of pediatric restrictive cardiomyopathy from
integrative genomics. Sci. Rep. 2017, 7, 39276. [CrossRef]

85. Methawasin, M.; Hutchinson, K.R.; Lee, E.J.; Smith, J.E.; Saripalli, C.; Hidalgo, C.G.; Granzier, H.L. Experimentally increasing
titin compliance in a novel mouse model attenuates the Frank-Starling mechanism but has a beneficial effect on diastole. Biophys.
J. 2014, 106, 646a. [CrossRef]

86. Radke, M.H.; Badillo-Lisakowski, V.; Britto-Borges, T.; Kubli, D.A.; Jüttner, R.; Parakkat, P.; Carballo, J.L.; Hüttemeister, J.; Liss,
M.; Hansen, A.; et al. Therapeutic inhibition of RBM20 improves diastolic function in a murine heart failure model and human
engineered heart tissue. Sci. Transl. Med. 2021, 13, eabe8952. [CrossRef]

87. Gaertner, A.; Bloebaum, J.; Brodehl, A.; Klauke, B.; Sielemann, K.; Kassner, A.; Fox, H.; Morshuis, M.; Tiesmeier, J.; Schulz, U.;
et al. The combined human genotype of truncating TTN and RBM20 mutations is associated with severe and early onset of
dilated cardiomyopathy. Genes 2021, 12, 883. [CrossRef]

88. van den Hoogenhof, M.M.; van der Made, I.; de Groot, N.E.; Damanafshan, A.; van Amersfoorth, S.C.; Zentilin, L.; Giacca, M.;
Pinto, Y.M.; Creemers, E.E. AAV9-mediated Rbm24 overexpression induces fibrosis in the mouse heart. Sci. Rep. 2018, 8, 11696.
[CrossRef]

89. Zhang, M.; Zhang, Y.; Xu, E.; Mohibi, S.; de Anda, D.M.; Jiang, Y.; Zhang, J.; Chen, X. Rbm24, a target of p53, is necessary for
proper expression of p53 and heart development. Cell Death Differ. 2018, 25, 1118–1130. [CrossRef]

90. Ito, J.; Iijima, M.; Yoshimoto, N.; Niimi, T.; Kuroda, S.; Maturana, A.D. RBM 20 and RBM 24 cooperatively promote the expression
of short enh splice variants. FEBS Lett. 2016, 590, 2262–2274. [CrossRef]

91. Belanger, K.; Nutter, C.A.; Li, J.; Yu, P.; Kuyumcu-Martinez, M.N. A developmentally regulated spliced variant of PTBP1 is
upregulated in type 1 diabetic hearts. Biochem. Biophys. Res. Commun. 2019, 509, 384–389. [CrossRef] [PubMed]

92. Liu, H.; Duan, R.; He, X.; Qi, J.; Xing, T.; Wu, Y.; Zhou, L.; Wang, L.; Shao, Y.; Zhang, F.; et al. Endothelial deletion of PTBP1
disrupts ventricular chamber development. Nat. Commun. 2023, 14, 1796. [CrossRef] [PubMed]

93. Sayed, D.; He, M.; Yang, Z.; Lin, L.; Abdellatif, M. Transcriptional regulation patterns revealed by high resolution chromatin
immunoprecipitation during cardiac hypertrophy. J. Biol. Chem. 2013, 288, 2546–2558. [CrossRef] [PubMed]

94. Kong, S.W.; Hu, Y.W.; Ho, J.W.; Ikeda, S.; Polster, S.; John, R.; Hall, J.L.; Bisping, E.; Pieske, B.; Dos Remedios, C.G.; et al. Heart
failure–associated changes in RNA splicing of sarcomere genes. Circ. Cardiovasc. Genet. 2010, 3, 138–146. [CrossRef] [PubMed]

95. Verma, S.K.; Deshmukh, V.; Liu, P.; Nutter, C.A.; Espejo, R.; Hung, M.L.; Wang, G.S.; Yeo, G.W.; Kuyumcu-Martinez, M.N.
Reactivation of fetal splicing programs in diabetic hearts is mediated by protein kinase C signaling. J. Biol. Chem. 2013,
288, 35372–35386. [CrossRef]

96. D’Antonio, M.; Nguyen, J.P.; Arthur, T.D.; Matsui, H.; Donovan, M.K.; D’Antonio-Chronowska, A.; Frazer, K.A. In heart failure
reactivation of RNA-binding proteins is associated with the expression of 1523 fetal-specific isoforms. PLoS Comput. Biol. 2022,
18, e1009918. [CrossRef]

97. Giménez-Escamilla, I.; Pérez-Carrillo, L.; González-Torrent, I.; Delgado-Arija, M.; Benedicto, C.; Portolés, M.; Tarazón, E.;
Roselló-Lletí, E. Transcriptomic Alterations in Spliceosome Components in Advanced Heart Failure: Status of Cardiac-Specific
Alternative Splicing Factors. Int. J. Mol. Sci. 2024, 25, 9590. [CrossRef]

98. Fluhr, R. Regulation of splicing by protein phosphorylation. In Nuclear Pre-mRNA Processing in Plants; Current Topics in
Microbiology and Immunology; Springer: Berlin/Heidelberg, Germany, 2008; pp. 119–138.

http://dx.doi.org/10.1096/fasebj.2020.34.s1.03881
http://dx.doi.org/10.1093/cvr/cvad007
http://dx.doi.org/10.1172/JCI84015
http://dx.doi.org/10.1161/01.RES.0000143901.37063.2f
http://dx.doi.org/10.1038/s41467-021-26623-y
http://dx.doi.org/10.1038/s41591-020-1087-x
http://www.ncbi.nlm.nih.gov/pubmed/33188278
http://dx.doi.org/10.2217/fca.13.66
http://www.ncbi.nlm.nih.gov/pubmed/24180540
http://dx.doi.org/10.1161/CIRCULATIONAHA.112.104638
http://www.ncbi.nlm.nih.gov/pubmed/22843787
http://dx.doi.org/10.1038/srep39276
http://dx.doi.org/10.1016/j.bpj.2013.11.3574
http://dx.doi.org/10.1126/scitranslmed.abe8952
http://dx.doi.org/10.3390/genes12060883
http://dx.doi.org/10.1038/s41598-018-29552-x
http://dx.doi.org/10.1038/s41418-017-0029-8
http://dx.doi.org/10.1002/1873-3468.12251
http://dx.doi.org/10.1016/j.bbrc.2018.12.150
http://www.ncbi.nlm.nih.gov/pubmed/30594394
http://dx.doi.org/10.1038/s41467-023-37409-9
http://www.ncbi.nlm.nih.gov/pubmed/37002228
http://dx.doi.org/10.1074/jbc.M112.429449
http://www.ncbi.nlm.nih.gov/pubmed/23229551
http://dx.doi.org/10.1161/CIRCGENETICS.109.904698
http://www.ncbi.nlm.nih.gov/pubmed/20124440
http://dx.doi.org/10.1074/jbc.M113.507426
http://dx.doi.org/10.1371/journal.pcbi.1009918
http://dx.doi.org/10.3390/ijms25179590


Int. J. Mol. Sci. 2024, 25, 13023 16 of 16

99. Cáceres, J.F.; Screaton, G.R.; Krainer, A.R. A specific subset of SR proteins shuttles continuously between the nucleus and the
cytoplasm. Genes Dev. 1998, 12, 55–66. [CrossRef]

100. Thapar, R. Structural basis for regulation of RNA-binding proteins by phosphorylation. ACS Chem. Biol. 2015, 10, 652–666.
[CrossRef]

101. Nardozzi, J.D.; Lott, K.; Cingolani, G. Phosphorylation meets nuclear import: A review. Cell Commun. Signal. 2010, 8, 32.
[CrossRef]

102. Parikh, V.N.; Caleshu, C.; Reuter, C.; Lazzeroni, L.C.; Ingles, J.; Garcia, J.; McCaleb, K.; Adesiyun, T.; Sedaghat-Hamedani, F.;
Kumar, S.; et al. Regional variation in RBM20 causes a highly penetrant arrhythmogenic cardiomyopathy. Circ. Heart Fail. 2019,
12, e005371. [CrossRef] [PubMed]

103. Maatz, H.; Jens, M.; Liss, M.; Schafer, S.; Heinig, M.; Kirchner, M.; Adami, E.; Rintisch, C.; Dauksaite, V.; Radke, M.H.; et al.
RNA-binding protein RBM20 represses splicing to orchestrate cardiac pre-mRNA processing. J. Clin. Investig. 2014, 124, 3419–3430.
[CrossRef] [PubMed]

104. Murayama, R.; Kimura-Asami, M.; Togo-Ohno, M.; Yamasaki-Kato, Y.; Naruse, T.K.; Yamamoto, T.; Hayashi, T.; Ai, T.; Spoon-
amore, K.G.; Kovacs, R.J.; et al. Phosphorylation of the RSRSP stretch is critical for splicing regulation by RNA-Binding Motif
Protein 20 (RBM20) through nuclear localization. Sci. Rep. 2018, 8, 8970. [CrossRef] [PubMed]

105. Sun, M.; Jin, Y.; Zhang, Y.; Gregorich, Z.R.; Ren, J.; Ge, Y.; Guo, W. SR protein kinases regulate the splicing of cardiomyopathy-
relevant genes via phosphorylation of the RSRSP stretch in RBM20. Genes 2022, 13, 1526. [CrossRef] [PubMed]

106. Gosztyla, M.L.; Zhan, L.; Olson, S.; Wei, X.; Naritomi, J.; Nguyen, G.; Street, L.; Goda, G.A.; Cavazos, F.F.; Schmok, J.C.; et al.
Integrated multi-omics analysis of zinc-finger proteins uncovers roles in RNA regulation. Mol. Cell 2024, 84, 3826–3842. [CrossRef]

107. Wilkins, O.G.; Chien, M.Z.; Wlaschin, J.J.; Barattucci, S.; Harley, P.; Mattedi, F.; Mehta, P.R.; Pisliakova, M.; Ryadnov, E.; Keuss,
M.J.; et al. Creation of de novo cryptic splicing for ALS and FTD precision medicine. Science 2024, 386, 61–69. [CrossRef]

108. Briganti, F.; Verma, A.; Amatya, P.L.; Mercola, M. RBM20 Regulation in Healthy and Diseased Cardiomyocytes: A New
Opportunity For Targeted Therapeutics. Circulation 2021, 144, A14462. [CrossRef]

109. Li, N.; Hang, W.; Shu, H.; Zhou, N. RBM20, a therapeutic target to alleviate myocardial stiffness via titin isoforms switching in
HFpEF. Front. Cardiovasc. Med. 2022, 9, 928244. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://dx.doi.org/10.1101/gad.12.1.55
http://dx.doi.org/10.1021/cb500860x
http://dx.doi.org/10.1186/1478-811X-8-32
http://dx.doi.org/10.1161/CIRCHEARTFAILURE.118.005371
http://www.ncbi.nlm.nih.gov/pubmed/30871351
http://dx.doi.org/10.1172/JCI74523
http://www.ncbi.nlm.nih.gov/pubmed/24960161
http://dx.doi.org/10.1038/s41598-018-26624-w
http://www.ncbi.nlm.nih.gov/pubmed/29895960
http://dx.doi.org/10.3390/genes13091526
http://www.ncbi.nlm.nih.gov/pubmed/36140694
http://dx.doi.org/10.1016/j.molcel.2024.08.010
http://dx.doi.org/10.1126/science.adk2539
http://dx.doi.org/10.1161/circ.144.suppl_1.14462
http://dx.doi.org/10.3389/fcvm.2022.928244

	Introduction
	Alternative Splicing
	Cardiac Development Regulation and the Emerging Role of Alternative Splicing Control
	Transcript Isoforms Complexity in Cardiac Development and Function
	RBM20
	RBM24
	PTBP1
	RBFOX
	QKI

	Aberrant Splicing in Cardiac Disease
	Heart Failure and the Global Disruption of Physiological Splicing
	The Regulation of Cardiac Splicing Factors

	Recent and Future Work
	Conclusions
	Limitations
	References



