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Abstract: Hypertrophic cardiomyopathy (HCM), the most common inherited heart disease,
is predominantly caused by mutations in genes that encode sarcomere-associated proteins.
Effective gene-based diagnosis is critical for the accurate clinical management of patients and their
family members. However, the introduction of high-throughput DNA sequencing approaches for
clinical diagnostics has vastly expanded the number of variants of uncertain significance, leading to
many inconclusive results that limit the clinical utility of genetic testing. More recently, developments
in RNA analysis have been improving diagnostic outcomes by identifying new variants that interfere
with splicing. This review summarizes recent discoveries of RNA mis-splicing in HCM and provides
an overview of research that aims to apply the concept of RNA therapeutics to HCM.

Keywords: hypertrophic cardiomyopathy; RNA splicing; splicing mutations; RNA genetic testing;
RNA therapeutics

1. Introduction

Familial hypertrophic cardiomyopathy (HCM), the most common inherited heart disease,
is predominantly caused by mutations in genes that encode proteins associated with the cardiac
sarcomere. HCM has an estimated prevalence ranging between 1:200 and 1:500 individuals in the general
adult population [1,2] and is best known for causing sudden cardiac death, particularly in young athletes.
Approximately two-thirds of patients with HCM are asymptomatic or minimally symptomatic [3–5],
and the most frequent symptoms include exertional dyspnea, chest pain, and arrhythmias [6,7].
These symptoms can be relentlessly progressive with resultant heart failure, underscoring the
importance of therapeutic strategies to slow, halt, or reverse disease progression [6,7]. Current first-line
medical treatment aims to alleviate the symptoms but does not specifically target the pathophysiology
of the disease. Patients that remain symptomatic despite pharmacological treatment are often
referred for septal reduction therapies (surgical myectomy or percutaneous alcohol septal ablation),
and for refractory patients with advanced heart failure, implantation of a left ventricular device or
cardiac transplantation may be the only option. Thus, new therapies that precisely modify HCM
pathophysiology are critically needed. To encourage research in this field, HCM has recently been
given orphan disease status [8].
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The clinical hallmark of HCM is left ventricular hypertrophy (defined by an end-diastolic
ventricular septal thickness in adults > 15mm) occurring in the absence of abnormal loading conditions
or other secondary causes [9]. In histopathologic examinations, HCM is characterized by enlarged
cardiomyocytes (which can be 20–30 µm in diameter, in contrast to a diameter of 5–12 µm in normal
cells) with bizarre shapes, distorted nuclei, and a loss of normal parallel alignment, giving a disarrayed
appearance to the myocardial architecture intermingled with increased extracellular fibrosis [10].

Genetic testing is a valuable tool in confirming the diagnosis of HCM. Indeed, the identification
of a mutation that is causative of HCM will support diagnosis in a proband. In such cases, cascade
screening is recommended, that is, testing for the presence of the mutation in family members. This type
of family screening helps to identify high-risk individuals before the occurrence of overt symptoms and
reassure those with a negative test. Mutation carriers should be counseled appropriately, and prenatal
or preimplantation tests may be considered. Genetic analysis is also useful to confirm the diagnosis
of HCM in ambiguous situations. For example, because HCM is the most common cause of sudden
cardiac death in young athletes, who often exhibit left ventricular wall thicknesses between 13 and
18 mm [11], it is critical to distinguish the physiological hypertrophy of athletes from the pathological
hypertrophy of HCM. On the other hand, a positive test supports an HCM diagnosis in individuals
with a septal thickness below the cutoff point for clinical diagnosis [12,13]. Another important
contribution of genetic testing is that it allows for a distinction between HCM and so-called phenocopy
conditions, i.e., apparently similar disorders with different causes. Namely, this includes autosomal
dominant cardiomyopathies caused by PRKAG2 mutations, X-linked cardiomyopathies such as Fabry’s
disease and Danon’s disease, glycogen storage diseases, lysosomal storage diseases, mitochondrial
diseases, and triplet repeat syndromes, all of which share clinical features with sarcomeric hypertrophic
cardiomyopathy yet are distinct disorders with different natural histories and treatments [7].

To date, more than 1500 mutations have been reported to be associated with HCM, but due to
the rarity of individual mutations, the available clinical data are insufficient to support meaningful
genotype–phenotype correlations. Thus, for the majority of HCM patients, a positive genetic test
is unable to predict the clinical course of the disease or the risk of complications, including sudden
cardiac death and heart failure. A subset of HCM patients (~5%) have two or more mutations, either in
the same gene or in different genes, and these compound or double heterozygosity genotypes are often
associated with particularly severe disease progression [7].

A major limitation of current genetic testing is its failure to identify a causative mutation in
50%–60% of HCM patients [14]. Initially it was thought that patients with a negative test had
mutations in “missing” genes not yet associated with HCM. Although the full spectrum of HCM
genes was expected to be quickly determined by using high-throughput DNA sequencing approaches,
which allow for whole-exome and whole-genome analyses, the accumulated results did not improve the
effectiveness of HCM gene-based diagnoses. Rather, access to high-throughput DNA sequencing data
has vastly expanded the number of variants of uncertain significance, leading to many inconclusive
results that limit the clinical utility of genetic testing [15]. More recently, developments in RNA
analysis have been improving diagnostic outcomes by identifying new variants that interfere with
splicing. Here, we provide an overview of RNA splicing mechanisms, and we discuss how mutations
that interfere with splicing cause disease. Next, we focus on HCM-associated splicing mutations,
giving special emphasis to recently discovered noncanonical splicing mutations. Finally, we discuss
emerging strategies for HCM-targeted RNA therapeutics.

2. RNA Splicing Mechanisms

The vast majority of human protein-coding genes consist of multiple short pieces of coding
sequences termed exons, which are separated by much longer intervening noncoding sequences
or introns that are removed by splicing (Figure 1). This gene architecture, which is made up of an
alternation of multiple exons and introns, sets the basis for alternative splicing, allowing for the
generation of multiple mRNA isoforms from a single gene. Alternative splicing has been estimated
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to occur in nearly all human multi-exonic genes, producing mRNA splice variants that tend to be
differentially expressed in a cell- and tissue-specific manner [16,17]. Alternatively spliced mRNA
isoforms may encode proteins with distinct functions or may affect the expression, localization,
and/or stability of mRNA [18]. Regulated switches in splice site selection trigger the expression of
specific isoforms during development and cell differentiation or in response to external stimuli [19].
For example, alternative splicing plays an important role in cardiac remodeling during development,
particularly as the fetal heart adapts to birth and converts to an adult function [20].
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Figure 1. Precursor messenger RNA (pre-mRNA) splicing. (A) Exons are represented by boxes
and introns by lines. The most conserved nucleotides at the 5’ splice site (5’ss), branch point (BP),
polypyrimidine tract (PY), and 3’ splice site (3’ss) are indicated. (B) The two transesterification reactions
that result in the excision of introns from pre-mRNA are represented.

During transcription, the entire sequence information of a gene is copied into a precursor
messenger RNA molecule (pre-mRNA). Pre-mRNA splicing consists of excising the introns and
ligating the flanking exons (Figure 1A,B). The splicing reaction is catalyzed by a highly sophisticated
ribonucleoprotein machinery called the spliceosome, which is formed by five small nuclear RNAs
(the U1, U2, U4, U5, and U6 snRNAs) and more than 200 proteins [21]. A subset of these proteins is
associated with snRNAs forming functional ribonucleoprotein particles, termed snRNPs. Each snRNP
corresponds to a complex between an snRNA molecule, a common set of proteins (termed Sm proteins),
and a variable number of additional specific proteins [22,23].

Spliceosomes form anew on every intron, recruited in part through base-pairing interactions
between the snRNAs and four short conserved sequences that define the exon–intron boundaries
in pre-mRNA (Figure 1A). These sequence elements are the 5’ splice site (located at the start of
the intron), the 3’ splice site (located at the end of the intron), the branch point sequence (located
upstream of the 3’ splice site), and the polypyrimidine tract (located between the branch point
and the 3’ splice site). Spliceosome assembly starts with the recognition of the 5’ss by U1 snRNP
(Figure 2A), followed by base-pairing between U2 snRNA and pre-mRNA sequences adjacent to
the 3’ splice site. However, the latter interaction requires prior binding of a protein called splicing
factor 1 (SF1) to the branch point sequence; additionally, the 65-kDa and 35-kDa subunits of the U2
snRNP auxiliary factor (U2AF65 and U2AF35) must bind, respectively, to the polypyrimidine tract
and the conserved AG dinucleotide at the intron’s 3’ end (Figure 2A). Preassembly of this complex
is crucial for the subsequent recruitment of the U2 snRNP, which displaces SF1 and binds to BP
(Figure 2B). Next, interactions are formed between the U1 and U2 snRNPs, bringing the 5’ and 3’
splice sites in close spatial proximity. The stable binding of the U2 snRNP to pre-mRNA triggers
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the subsequent recruitment of the preassembled U4/U6.U5 tri-snRNP (Figure 2C). With all snRNPs
present, the spliceosome undergoes major conformational rearrangements that involve the release
of U1 and U4 and the base pairing between the U6 and U2 snRNAs (Figure 2D): these interactions
trigger the activation of the catalytic center. At this stage, the spliceosome initiates splicing, which
consists of two transesterification reactions (i.e., the replacement of one phosphodiester linkage with
another reaction). In the first reaction, the 2’-hydroxyl group of the branch point adenosine carries out
a nucleophilic attack on the phosphate group at the 5’ splice site phosphodiester bond, generating a
free 5’ exon and an intron lariat-3’ exon intermediate. The second transesterification reaction occurs
when the exposed 3’-hydroxyl of the 5’ exon attacks the phosphodiester bond at the 3’ splice site,
cleaving the lariat-structured intron and ligating the two exons (Figure 1B). The U5 snRNA interacts
with both exons and is critical to aligning the exons for ligation in the second catalytic reaction, during
which there is a 5’ss-mediated attack on the 3’ss, giving rise to the spliced product and releasing
the intron lariat (Figure 2D). Upon the completion of splicing, ligated exons are released from the
spliceosome, and the remaining snRNPs persist, transiently associated with the intron lariat (Figure 2E).
Subsequently, the spliceosome disassembles and the excised intron is degraded (Figure 2F).
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Figure 2. Spliceosome assembly for pre-mRNA splicing. (A) Spliceosome assembly is initiated
through binding of the U1 snRNP to the 5’ splice site (ss), SF1 to the branch point (BP), U2AF65 to
the polypyrimidine tract (PY), and U2AF35 to the 3’ splice site. (B) Next, the U2 snRNP displaces SF1
and binds the BP. (C) Recruitment of the U4/U6.U5 tri-snRNP. (D) Conformational rearrangements
involving the release of the U1 and U4 snRNPs lead to catalytic activation. (E) Ligated exons are
released from the spliceosome, and the remaining snRNPs persist, associated with the intron lariat.
(F) Subsequently, snRNPs dissociate from the excised intron.

The vast majority of introns are recognized and removed by the U1, U2, U4, U5, and U6 snRNP
complex, also known as the major spliceosome. However, a minority of introns are spliced by a distinct
type of snRNP complex called the minor spliceosome [24]. Overall, the major and minor spliceosomes
share many common features, and the mechanism of splicing is nearly identical. However, the minor
spliceosome is composed of four distinct snRNAs termed U11, U12, U4atac, and U6atac, which have a
counterpart in U1, U2, U4, and U6, respectively [25].



Int. J. Mol. Sci. 2020, 21, 1329 5 of 16

Splice site recognition by spliceosome components is often facilitated by additional proteins
that recognize specific sequences in exons and introns (called splicing enhancers) (Figure 3).
Namely, the binding of serine/arginine (SR)-rich splicing factors to exonic and intronic splicing
enhancers helps stabilize the interaction between the U1 and U2 snRNPs and the 5’ and 3’ splice
sites [26]. There are also pre-mRNA sequence elements located in exons or introns that inhibit splice
site recognition and are therefore called splicing silencers (Figure 3). Most splicing silencers function
as binding sites for members of the heterogeneous nuclear ribonucleoprotein (hnRNP) family [27].
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enhancer (ESE) or exonic splicing silencer (ESS)) and in introns (intronic splicing enhancer (ISE) or intronic
splicing silencer (ISS)). Enhancers (green) bind SR proteins and promote spliceosome assembly at nearby
splice sites. Silencers (red) bind members of the heterogeneous nuclear ribonucleoprotein (hnRNP) family
and inhibit spliceosome assembly.

Depending on the combinatorial effect resulting from the binding of proteins that either promote
or repress the recognition of conserved splicing sequences by the spliceosome, some exon–intron
boundaries in pre-mRNA can be differentially selected, leading to the production of alternatively spliced
mRNA [28]. Exons that are always included in mRNA are called constitutive exons, and exons that are
sometimes included and sometimes excluded from mRNA are called cassette exons. Some pre-mRNA
contains multiple cassette exons that are mutually exclusive, producing mRNA that always includes
one of several possible exon options. Exons can also be lengthened or shortened by altering the
position of one of their splice sites (alternative 5’ and alternative 3’ splice site selection), and certain
intronic sequences may persist in the final mRNA (intron retention). Finally, the first and last exons can
differ, depending on the use of alternative promoters or alternative polyadenylation sites, respectively.
The control of alternative splicing decisions involves multiple mechanisms, including RNA-binding
proteins that interact with pre-mRNA and modulate the efficiency of splice site recognition by the
spliceosome, the formation of secondary structures in RNA, the transcription rate, and the epigenetic
modification of the template chromatin [28,29]. An increasing number of factors with a role in splicing
regulation have been identified [30]. Some are tissue-specific RNA-binding proteins, while many
others are ubiquitously expressed, but their relative abundances can fluctuate in different tissues [31].

3. Disease-Causing Splicing Mutations

There are diverse mechanisms by which mutation-induced defects in RNA splicing act as a
primary cause of disease [32–34].

One category of splicing mutations includes single-nucleotide substitutions that disrupt
constitutive or alternative splice sites. The two highly conserved positions at the 5’ and 3’ splice junction
(typically GT and AG, respectively; see Figure 1A) are called the “essential” or “canonical” splice site
nucleotides, and substitutions at these positions in haplo-insufficient autosomal dominant genes are
diagnostically classified as pathogenic. However, recognition of a splice site by the spliceosome relies
on a larger “splice region” composed of less well-conserved sequences (Figure 1A). Although several
studies have highlighted the importance of the near-splice-site region [35–37], variants in this region
are often diagnostically classified as variants of unknown significance (VUS).

Splice site mutations result in either exon skipping, the activation of a nearby cryptic or alternative
3’ or 5’ splice site, or intron retention (Figure 4A). The use of unnatural splice sites or intron
retention frequently changes the reading frame for translation and introduces premature termination
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codons (PTCs) into mRNA (Figure 4B). Similarly, skipping some exons alters the reading frame and
introduces PTCs. In cells, most abnormal mRNA-harboring PTCs are recognized and degraded by a
quality-control mechanism termed nonsense-mediated mRNA decay (NMD) [38]. The degradation
of PTC-containing mRNA by NMD prevents the translation of truncated proteins with potentially
deleterious gain-of-function or dominantly negative activity. Thus, in most cases, splice site mutations
result in the inactivation (loss of function) of the mutated allele. However, some mRNA-containing
PTCs escape NMD and are translated into truncated proteins. If the skipped exon does not alter the
reading frame, then a shorter protein will be synthesized. In other cases, the mutations induce the
expression of alternatively spliced protein isoforms with different functional properties: rather than
create an aberrant (cryptic) splice site usually associated with a loss of function, these mutations shift
the ratio of expression of natural protein isoforms.

Int. J. Mol. Sci. 2019, 20, x FOR PEER REVIEW 6 of 17 

 

quality-control mechanism termed nonsense-mediated mRNA decay (NMD) [38]. The degradation 

of PTC-containing mRNA by NMD prevents the translation of truncated proteins with potentially 

deleterious gain-of-function or dominantly negative activity. Thus, in most cases, splice site 

mutations result in the inactivation (loss of function) of the mutated allele. However, some mRNA-

containing PTCs escape NMD and are translated into truncated proteins. If the skipped exon does 

not alter the reading frame, then a shorter protein will be synthesized. In other cases, the mutations 

induce the expression of alternatively spliced protein isoforms with different functional properties: 

rather than create an aberrant (cryptic) splice site usually associated with a loss of function, these 

mutations shift the ratio of expression of natural protein isoforms.  

 

Figure 4. Splicing mutations. (A) Schematics illustrating the consequences of cis-acting mutations on 

pre-mRNA splicing. (B) Representation of a frameshift deletion introduced by the activation of a 

cryptic splice site within an exon and degradation of the resulting mRNA by nonsense-mediated 

decay (NMD). 

A second category of mutations disrupts exonic splicing regulatory elements (Figure 3). 

Remarkably, the majority of human exons are predicted to contain exonic splicing elements [39,40], 

suggesting that many disease-causing exonic mutations classified as synonymous, missense, or 

nonsense could be unrecognized splicing mutations [41]. Exonic mutations that affect RNA splicing 

may induce skipping of the mutant exons, leading to either the synthesis of a shorter protein or the 

inactivation of mutant allele expression.  

Mutations in the third category are located in internal regions of introns (deep-intronic 

mutations). For a long time, medical genetic testing has focused mainly on sequencing the exons and 

the exon–intron boundaries, searching for mutations that are more likely to affect the function of the 

Figure 4. Splicing mutations. (A) Schematics illustrating the consequences of cis-acting mutations on
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A second category of mutations disrupts exonic splicing regulatory elements (Figure 3).
Remarkably, the majority of human exons are predicted to contain exonic splicing elements [39,40],
suggesting that many disease-causing exonic mutations classified as synonymous, missense, or nonsense
could be unrecognized splicing mutations [41]. Exonic mutations that affect RNA splicing may induce
skipping of the mutant exons, leading to either the synthesis of a shorter protein or the inactivation of
mutant allele expression.

Mutations in the third category are located in internal regions of introns (deep-intronic mutations).
For a long time, medical genetic testing has focused mainly on sequencing the exons and the
exon–intron boundaries, searching for mutations that are more likely to affect the function of the
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encoded protein. However, in recent years, advances in whole-genome sequencing techniques have
resulted in the identification of an increasing number of disease-causing mutations located more
than 100 nucleotides away from splice junctions [42]. Deep intronic mutations most commonly
lead to pseudo-exon inclusion due to the creation and activation of cryptic splice sites (Figure 4A).
Alternatively, deep intronic mutations disrupt splicing regulatory elements located within introns.
Deep intronic mutations can also interfere with the function of transcription regulatory motifs and
noncoding RNA genes [33,42].

In contrast to the previous categories, which all refer to mutations that affect the expression of a
single gene by disrupting a splicing cis-element, mutations in the fourth category have a trans effect on
multiple genes by interfering with the function of either core components of the spliceosome or splicing
regulatory proteins. For example, some patients with retinitis pigmentosa have mutations in genes
that encode for protein components of the U4/U6.U5 tri-snRNP [43–45]. Another example is spinal
muscular atrophy, one of the most common genetic causes of childhood mortality, which is caused
by loss-of-function mutations in a gene encoding a protein required for the assembly of spliceosomal
snRNPs [46]. More recently, mutations in genes encoding for either protein or snRNA components of
the minor spliceosome have been identified as causative of several diseases [25].

4. HCM-Associated Splicing Mutations

Typically, HCM is inherited in an autosomal-dominant manner, with incomplete penetrance and
high phenotypic variability, even within the same family [47,48]. The proportion of mutation carriers
with clinically detectable disease tends to increase with age, and in most persons, hypertrophy is
manifested in adolescence [48]. However, due to the incomplete penetrance, patients with subtle HCM
features are difficult to identify in the general population.

HCM can be caused by a single allelic mutation in any of at least eight genes that encode for
cardiac sarcomere-associated proteins [15,49,50]. These are the beta-myosin heavy chain (MYH7),
cardiac myosin-binding protein C (MYBPC3), cardiac troponin T (TNNT2), cardiac troponin I (TNNI3),
cardiac alpha-actin (ACTC), alpha-tropomyosin (TPM1), myosin ventricular essential light chain 1 (MYL3),
and myosin ventricular regulatory light chain 2 (MYL2) genes. Mutations in MYH7 and MYPBC3 occur
the most often, and together they account for approximately half of all HCM cases [15,50].

The vast majority of HCM mutations in MYH7, as well as most other sarcomere mutations
(Figure 5), have been classified as missense, i.e., they are point mutations that result in the substitution
of one amino acid for another in a protein [15]. Studies have found normal levels of the mutant
MYH7 protein, but its function is perturbed. Specifically, biophysical properties of myosins that
contain HCM mutations indicate a gain of function, with enhanced myosin ATPase activity, increased
generated force, and accelerated actin filament sliding [51]. In contrast, most MYBPC3 mutations have
been classified as nonsense, frameshift, or splice site mutations (Figure 5). A nonsense mutation is
a single nucleotide substitution that results in a PTC in the transcribed mRNA, while a frameshift
mutation can be an insertion, deletion, or duplication of nucleotides that changes the reading frame
of the mRNA and often leads to a PTC. Splice site mutations may also disrupt the normal reading
frame and introduce a PTC into mRNA (Figure 4B). It is therefore expected that the most frequent
MYBPC3 mutations result in the degradation of PTC-containing mutant mRNA. Indeed, an analysis of
myosin-binding protein C expressed in human myectomy samples from HCM patients with MYBPC3
gene mutations revealed the absence of truncated proteins and reduced levels of the normal protein [52].
Moreover, HCM mutations in the MYBPC3 gene (engineered into mice) resulted in the reduced
expression of myosin-binding protein C and caused altered cardiac function [53]. These results
suggest that MYBPC3 haplo-insufficiency (i.e., a reduction in the amount of normal protein due to the
inactivation of the expression of the mutant allele) is a pathologic mechanism for HCM.

As expected, the majority of HCM-associated splice site variants reported in the ClinVar database
are located in the two most highly conserved nucleotide positions at the splice junction (Figure 6).
Although several computational algorithms have been developed to predict the effects of single-nucleotide
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variants on splicing [37,54–59], the definitive test of whether a disease-causing mutation affects splicing
is through the direct analysis of mRNA. Indeed, it is essential to sequence the mutant mRNA to define
its splicing pattern. Moreover, the total levels of mRNA should be measured to determine whether the
mutation triggers NMD and therefore reduces the expression of the mutant transcript.Int. J. Mol. Sci. 2019, 20, x FOR PEER REVIEW 8 of 17 
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Figure 6. HCM splice site mutations reported in the ClinVar database. Position of splice site mutations
reported in the ClinVar database for the eight HCM-associated genes shown in Figure 5. The number of
variants per position is indicated. The 5′ splice site (ss) is also known as the donor (D) splice site, whereas the
3’ site is also known as the acceptor (A) splice site. Position D + 1 corresponds to the first intronic nucleotide
downstream of the depicted exon, D + 2 to the second, and so forth. Position A-1 corresponds to the last
intronic nucleotide upstream of the depicted exon, A-2 to the previous one, and so forth.

Aberrant splicing caused by HCM mutations has been shown using minigenes transfected
into HEK293 cells [60]. However, this is not an ideal system, because mechanisms controlling
splicing decisions are known to be influenced by chromatin structure and to be cell-type-specific.
Thus, RNA from the affected tissue should be studied. One way of doing this has been to analyze
mRNA from left ventricular septum samples from patients undergoing septal myectomy to relieve left

http://www.ncbi.nlm.nih.gov/clinvar/
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ventricular outflow tract obstruction [52,61–63]. Alternatively, RNA can be studied in cardiomyocytes
differentiated in vitro from induced pluripotent stem cells (iPSCs) derived either from patients or from
normal iPSC gene-edited to harbor a patient-specific genetic variant [64–66]. RNA analysis can also
be performed on peripheral blood samples, at least for MYBPC3 mutations. Indeed, it was recently
shown that RNA extracted from fresh venous blood supports the amplification of MYBPC3 transcripts
and replicates the splicing patterns found in myocardial tissue [63].

RNA analyses of families with MYBPC3 variants in the near-splice-site region allowed for a
reclassification from “uncertain significance” to “likely pathogenic” [63]. Multiple variants located in
the near-splice-site region and predicted to disrupt splicing by computational algorithms were shown
to either activate cryptic splice sites or induce exon skipping (Figure 7). Some variants resulted in a
frameshift and introduction of a PTC, while other variants resulted in shorter mRNA with in-frame
deletions. RNA analyses further revealed that exonic variants classified as missense but predicted to disrupt
splicing by computational algorithms caused exon skipping, leading to frameshifts [63]. Another study
used whole-genome sequencing and identified deep intronic variants that resulted in the inclusion of
pseudo-exons (Figure 7), leading to frameshifts [62]. A synonymous exonic variant was further shown to
create a novel cryptic splice sequence that truncated the exon (Figure 7), leading to an in-frame deletion [62].Int. J. Mol. Sci. 2019, 20, x FOR PEER REVIEW 10 of 17 
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Figure 7. Recently reclassified MYBPC3 splicing mutations. Exons are represented by boxes and introns
by lines. Exonic nucleotides are indicated by capital letters and intronic nucleotides by small-case letters.
(A) Variant c.654+5G>C created a cryptic donor splice site within exon 5, leading to a truncated exon
with an in-frame deletion of 48 pb [63]. (B) Variant c.1624+4A>T caused the skipping of exon 17, leading
to a frameshift [63]. (C) Deep intronic variant c.1090+453C>T created a new splice donor sequence,
which led to the inclusion of a 77-bp pseudo-exon in the mRNA, causing a frameshift and the introduction
of a premature termination codon (PTC) [62]. (D) Deep intronic variant c.1091-575A>C created a new
splice acceptor sequence, which led to the inclusion of an 85-bp pseudo-exon in the mRNA, causing a
frameshift and the introduction of a PTC [62]. (E) Synonymous variant c.2274C>T (p.Gly758Gly) caused
the truncation of exon 23 by 36 nucleotides, leading to an in-frame deletion of 12 amino acids [62].
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5. RNA Therapeutics for HCM

Besides improving diagnostics, understanding precisely the expression of relevant RNA in
patient cells has the potential to inspire the development of new strategies to specifically treat an
individual. Although for years the field of RNA therapeutics had to overcome numerous difficulties in
achieving efficacious results without toxic side effects, the first RNA-targeted therapies have recently
reached clinics, and many are advancing to the final phases of clinical trials. In 2016, the antisense
oligonucleotides Eteplirsen™ and Nusinersen™ were approved for treatment of Duchenne muscular
dystrophy (DMD) [67] and spinal muscular atrophy [68], respectively. These oligonucleotides form
base-pair interactions with nascent pre-mRNA and alter its splicing pattern. Eteplirsen hybridizes
to a site within exon 51 of the DMD pre-mRNA, thereby sterically blocking spliceosome assembly at
that site: this results in the skipping of exon 51 and the correction of the disease-causing frameshift
mutation. The corrected mRNA contains exon 50 ligated to exon 52 and generates a shortened but still
functional version of the dystrophin protein. Nusinersen hybridizes to an intronic region upstream
of exon 7 of the SMN2 pre-mRNA and blocks an inhibitory signal located at that site, causing the
inclusion of exon 7. The SMN2 mRNA with exon 7 encodes a fully functional protein that substitutes
for the missing SMN1 protein.

In principle, splice-switching antisense oligonucleotides could be valuable for HCM treatment
in cases of disease caused by mutations that disrupt normal splicing. A proof-of-concept study
has demonstrated the feasibility and efficacy of inducing the skipping of a mutated MYBPC3 exon
6 using the viral-mediated transfer of antisense oligonucleotides in a mouse model of HCM [69].
The transduction of cardiac myocytes or the systemic administration of oligonucleotides reduced
aberrantly spliced mRNA, abolished cardiac dysfunction, and prevented left ventricular hypertrophy in
newborn mice [69]. Although they have not yet been experimentally tested, antisense oligonucleotides
designed to hybridize to cryptic splice sites in mutant pre-mRNA could sterically block spliceosome
assembly at that site, thus preventing mis-splicing.

Another therapeutic strategy is to induce the silencing of disease-causing genes through RNA
interference (RNAi) [70]. After the discovery that double-stranded RNA (often called small interfering
RNA, or siRNA) can silence the expression of proteins encoded by complementary mRNA in
the nematode of Caenorhabditis elegans [71,72], synthetic exogenous siRNA was shown to induce
sequence-specific gene expression knock-down in mammalian cells [73]. RNAi is a fundamental
process initiated by the presence of long double-stranded RNA that is cleaved by the enzyme Dicer
into shorter fragments of 21–23 nucleotides containing two single-stranded nucleotides at their 3’ ends.
Synthetic siRNA is designed to mimic the natural products of Dicer. Each siRNA comprises a sense
“passenger” RNA strand and a paired antisense, or “guide”, RNA strand. The siRNA molecules are
loaded onto the RNA-induced silencing complex (RISC), which is composed of Dicer and Argonaute
2 (Ago2). During RISC assembly, the siRNA is unwound, the “passenger” strand is removed, and
the single-stranded antisense guide base-pairs with the mRNA target. The mRNA hybridized to the
siRNA is then cleaved by Ago2, which contains an RNase H-like domain that functions to cleave one
strand of the RNA/RNA duplex. Because siRNA can in principle downregulate any human mRNA,
it should be ideal for eradicating the expression of disease-causing mutant alleles. However, despite
major efforts, siRNA-based therapies have faced multiple hurdles. Namely, delivery and stability have
proven difficult. Further, siRNA has been found to trigger innate toll-like immune receptors to initiate
inflammation, raising concerns about safety [70]. Tremendous progress in the field culminated in 2018
with the first-ever siRNA product (Patisiran) approved as a therapy for the rare hereditary disease
transthyretin-mediated amyloidosis [74]. More recently, siRNA-targeting mRNA isoforms responsible
for the expression of the placenta-derived mediators of preeclampsia succeeded in suppressing clinical
signs in a primate model [75].

In the case of HCM, selective reduction in the expression of mutant alleles that code for dominant
negative proteins would be the most direct therapeutic approach. Proof-of-concept has been established
in a mouse model of HCM that is heterozygous for the R403Q mutation in Myh6 [76]. RNAi constructs
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delivered by an adeno-associated virus vector preferentially reduced the levels of mutant transcripts
and suppressed myocardial hypertrophy and fibrosis [76]. Although siRNA can distinguish between
mRNAs that differ by one single nucleotide, transcripts with splicing mutations that lead to in-frame
deletions or insertions should be easier to target by RNAi. However, before pursuing any RNAi-based
strategy for HCM, it is critical to ensure that the expression of the normal allele is sufficient to support
normal myocardial function.

An alternative modality for the correction of mutant mRNA, with potential applications for
HCM, is spliceosome-mediated RNA trans-splicing, or SMaRT [77]. Inspired by the observation
that spliceosomes can ligate exons from two distinct pre-mRNAs, creating a chimeric mRNA, the
SMaRT technology makes use of an exogenous RNA sequence to replace one or several exons of the
target mutant pre-mRNA. An artificial pre-mRNA is engineered to contain the coding sequence of
substitution next to an intron. The end of this artificial intron consists of a stretch of nucleotides that
base-pair with the target intron in the endogenous pre-mRNA, bringing the exogenous exon in close
proximity to its endogenous mutant counterpart. Efficient substitution of the mutant exon requires that
the engineered trans-splicing out-competes the physiological cis-splicing process, and this currently
remains a major challenge. If successful, the SMaRT technology would be particularly appealing in
treating HCM, because a singly engineered RNA construct could be used to repair numerous mutations.
Namely, two distinct RNA constructs covering the first and second half of the MYBPC3 mRNA should
in principle be able to repair all of the mutations in this gene and therefore treat 40%–60% of all
HCM patients. Proof-of-concept studies have been reported using artificial pre-mRNA that carried
the wild-type MYBPC3 cDNA sequence from exon 1 to exon 21 juxtaposed with an intron with a
120-nucleotide binding domain for base pairing with a complementary sequence in intron 21 of the
endogenous MYBPC3 mRNA [78,79]. However, chimeric molecules resulting from trans-splicing
represented less than 1% of all MYBPC3 mRNAs in cardiomyocytes, indicating that the efficiency of
this approach was too low to be considered as a therapeutic option [79].

Noncoding RNAs, particularly microRNAs (miRNAs), are also attracting much attention as
biomarkers of cardiac disease and potential therapeutic targets. Altered expression levels of circulating
miRNAs have been reported in association with hypertrophic cardiomyopathy [80–83], and the forced
overexpression of stress-inducible miRNAs was shown to induce cardiomyocyte hypertrophy [84].
However, it remains to be established whether the modulation of miRNA levels is sufficient to revert
the HCM phenotype.

6. Concluding Remarks

Advances in high-throughput sequence technologies and computational algorithms for data
analysis have expanded our ability to identify the genetic causes of HCM. Whole-genome sequencing is
valuable in detecting variants in intronic regions, and new in silico tools are able to predict which variants
located in introns, exons, or splice regions are more likely to alter splicing. However, RNA analysis is
essential to demonstrate the consequences of potential splice-disrupting mutations. Recent studies
have succeeded in reclassifying variants from uncertain significance to likely pathogenic through
an analysis of RNA isolated from fresh venous blood, from myectomy samples, or from induced
pluripotent stem cell-derived cardiomyocytes from patients. Besides improving the precision of genetic
diagnostics, the discovery of disease-causing aberrantly spliced mRNA in HCM patients opens new
venues for the development of RNA-targeted therapies. Splice-switching antisense oligonucleotides
and short interfering RNAs are particularly promising strategies. Although further developments
are needed to overcome major challenges related to safety and delivery, RNA-targeting drugs hold
great potential to treat HCM. Indeed, hypertrophied cardiomyocytes can undergo remodeling, and the
disease does not involve cell death. Moreover, the cellular perturbations caused by the mutations are
subtle and tolerated until a tipping point that triggers decompensation. Thus, it may be sufficient to
slightly reduce the expression of aberrant mRNAs to sustain the compensated state, particularly if
therapy begins in asymptomatic mutation carriers.



Int. J. Mol. Sci. 2020, 21, 1329 12 of 16

Author Contributions: M.R. and S.M. did the literature search, drafted the manuscript and prepared the figures.
M.F. and T.C. provided input throughout all stages of manuscript preparation. M.C.-F. designed the overall
structure of the review, wrote the final manuscript and is responsible for the main conceptual ideas. All authors
have read and agreed to the published version of the manuscript.

Funding: This work was supported by Fundação para a Ciência e a Tecnologia (FCT), Portugal
(SFRH/BD/114054/2015 to M.R.), and a project cofunded by FEDER (POR Lisboa 2020—Programa Operacional
Regional de Lisboa PORTUGAL 2020) and FCT (PAC-PRECISE LISBOA-01-0145-FEDER-016394). Funding was
also received from the European Union’s Horizon 2020 Research and Innovation Programme (RiboMed, 857119)
and CardioRNA COST Action (CA17129).

Acknowledgments: We thank Luis R. Lopes (Barts Heart Center, London, UK) and Michael Gotthardt
(Max-Delbrück-Centrum für Molekulare Medizin, Berlin, Germany) for insightful discussions and advice.

Conflicts of Interest: The authors declare that the research was conducted in the absence of any commercial or
financial relationships that could be construed as a potential conflict of interest.

References

1. Maron, B.J.; Gardin, J.M.; Flack, J.M.; Gidding, S.S.; Kurosaki, T.T.; Bild, D.E. Prevalence of hypertrophic
cardiomyopathy in a general population of young adults: Echocardiographic analysis of 4111 subjects in the
CARDIA study. Circulation 1995, 92, 785–789. [CrossRef] [PubMed]

2. Semsarian, C.; Ingles, J.; Maron, M.S.; Maron, B.J. New perspectives on the prevalence of hypertrophic
cardiomyopathy. J. Am. Coll. Cardiol. 2015, 65, 1249–1254. [CrossRef] [PubMed]

3. Klarich, K.W.; Attenhofer Jost, C.H.; Binder, J.; Connolly, H.M.; Scott, C.G.; Freeman, W.K.; Ackerman, M.J.;
Nishimura, R.A.; Tajik, A.J.; Ommen, S.R. Risk of death in long-term follow-up of patients with apical
hypertrophic cardiomyopathy. Am. J. Cardiol. 2013, 111, 1784–1791. [CrossRef] [PubMed]

4. Maron, B.J.; Ommen, S.R.; Semsarian, C.; Spirito, P.; Olivotto, I.; Maron, M.S. Hypertrophic cardiomyopathy:
Present and future, with translation into contemporary cardiovascular medicine. J. Am. Coll. Cardiol.
2014, 64, 83–99. [CrossRef]

5. Maron, B.J.; Rowin, E.J.; Casey, S.A.; Link, M.S.; Lesser, J.R.; Chan, R.H.M.; Garberich, R.F.; Udelson, J.E.;
Maron, M.S. Hypertrophic cardiomyopathy in adulthood associated with low cardiovascular mortality with
contemporary management strategies. J. Am. Coll. Cardiol. 2015, 65, 1915–1928. [CrossRef]

6. Frey, N.; Luedde, M.; Katus, H.A. Mechanisms of disease: Hypertrophic cardiomyopathy. Nat. Rev. Cardiol.
2012, 9, 91–100. [CrossRef]

7. Marian, A.J.; Braunwald, E. Hypertrophic cardiomyopathy: Genetics, pathogenesis, clinical manifestations,
diagnosis, and therapy. Circ. Res. 2017, 121, 749–770. [CrossRef]

8. Heitner, S.B. Novel medical therapeutics for hypertrophic cardiomyopathy. In Hypertrophic Cardiomyopathy;
Naidu, S.S., Ed.; Springer International Publishing: Cham, Switzerland, 2018; pp. 383–388. ISBN 9783319924236.

9. Elliott, P.M.; Anastasakis, A.; Michael, A.; Borger, M.A.; Borggrefe, M.; Cecchi, F.; Charron, P.; Hagege, A.A.;
Lafont, A.; Limongelli, G.; et al. 2014 ESC guidelines on diagnosis and management of hypertrophic
cardiomyopathy: The task force for the diagnosis and management of hypertrophic cardiomyopathy of the
European Society of Cardiology (ESC). Eur. Heart J. 2014, 35, 2733–2779.

10. Tejado, B.S.M.; Jou, C. Histopathology in HCM. Glob. Cardiol. Sci. Pract. 2018. [CrossRef]
11. Grazioli, G.; Usín, D.; Trucco, E.; Sanz, M.; Montserrat, S.; Vidal, B.; Gutierrez, J.; Canal, R.; Brugada, J.;

Mont, L.; et al. Differentiating hypertrophic cardiomyopathy from athlete’s heart: An electrocardiographic
and echocardiographic approach. J. Electrocardiol. 2016, 49, 539–544. [CrossRef]

12. Niimura, H.; Bachinski, L.L.; Sangwatanaroj, S.; Watkins, H.; Chudley, A.E.; Mckenna, W.; Kristinsson, A.;
Roberts, R.; Sole, M.; Maron, B.J.; et al. Mutations in the gene for cardiac myosin-binding protein C and
late-onset familial hypertrophic cardiomyopathy. N. Engl. J. Med. 1998, 338, 1248–1257. [CrossRef] [PubMed]

13. Niimura, H.; Patton, K.K.; McKenna, W.J.; Soults, J.; Maron, B.J.; Seidman, J.G.; Seidman, C.E. Sarcomere
protein gene mutations in hypertrophic cardiomyopathy of the elderly. Circulation 2002, 105, 446–451.
[CrossRef] [PubMed]

14. Gruner, C.; Ivanov, J.; Care, M.; Williams, L.; Moravsky, G.; Yang, H.; Laczay, B.; Siminovitch, K.; Woo, A.;
Rakowski, H. Toronto hypertrophic cardiomyopathy genotype score for prediction of a positive genotype in
hypertrophic cardiomyopathy. Circ. Cardiovasc. Genet. 2013, 6, 19–26. [CrossRef] [PubMed]

http://dx.doi.org/10.1161/01.CIR.92.4.785
http://www.ncbi.nlm.nih.gov/pubmed/7641357
http://dx.doi.org/10.1016/j.jacc.2015.01.019
http://www.ncbi.nlm.nih.gov/pubmed/25814232
http://dx.doi.org/10.1016/j.amjcard.2013.02.040
http://www.ncbi.nlm.nih.gov/pubmed/23540548
http://dx.doi.org/10.1016/j.jacc.2014.05.003
http://dx.doi.org/10.1016/j.jacc.2015.02.061
http://dx.doi.org/10.1038/nrcardio.2011.159
http://dx.doi.org/10.1161/CIRCRESAHA.117.311059
http://dx.doi.org/10.21542/gcsp.2018.20
http://dx.doi.org/10.1016/j.jelectrocard.2016.03.005
http://dx.doi.org/10.1056/NEJM199804303381802
http://www.ncbi.nlm.nih.gov/pubmed/9562578
http://dx.doi.org/10.1161/hc0402.102990
http://www.ncbi.nlm.nih.gov/pubmed/11815426
http://dx.doi.org/10.1161/CIRCGENETICS.112.963363
http://www.ncbi.nlm.nih.gov/pubmed/23239831


Int. J. Mol. Sci. 2020, 21, 1329 13 of 16

15. Walsh, R.; Thomson, K.L.; Ware, J.S.; Funke, B.H.; Woodley, J.; McGuire, K.J.; Mazzarotto, F.; Blair, E.; Seller, A.;
Taylor, J.C.; et al. Reassessment of Mendelian gene pathogenicity using 7855 cardiomyopathy cases and
60,706 reference samples. Genet. Med. 2017, 19, 192–203. [CrossRef] [PubMed]

16. Pan, Q.; Shai, O.; Lee, L.J.; Frey, B.J.; Blencowe, B.J. Deep surveying of alternative splicing complexity in the
human transcriptome by high-throughput sequencing. Nat. Genet. 2008, 40, 1413–1415. [CrossRef] [PubMed]

17. Wang, E.T.; Sandberg, R.; Luo, S.; Khrebtukova, I.; Zhang, L.; Mayr, C.; Kingsmore, S.F.; Schroth, G.P.;
Burge, C.B. Alternative isoform regulation in human tissue transcriptomes. Nature 2008, 456, 470–476.
[CrossRef] [PubMed]

18. Irimia, M.; Blencowe, B.J. Alternative splicing: Decoding an expansive regulatory layer. Curr. Opin. Cell Biol.
2012, 24, 323–332. [CrossRef]

19. 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]

20. Weeland, C.J.; van den Hoogenhof, M.M.; Beqqali, A.; Creemers, E.E. Insights into alternative splicing of
sarcomeric genes in the heart. J. Mol. Cell. Cardiol. 2015, 81, 107–113. [CrossRef]

21. Wahl, M.C.; Will, C.L.; Lührmann, R. The spliceosome: Design principles of a dynamic RNP machine. Cell
2009, 136, 701–718. [CrossRef]

22. Yan, C.; Wan, R.; Shi, Y. Molecular mechanisms of pre-mRNA splicing through structural biology of the
spliceosome. Cold Spring Harb. Perspect. Biol. 2019, 11. [CrossRef] [PubMed]

23. Kastner, B.; Will, C.L.; Stark, H.; Lührmann, R. Structural insights into nuclear pre-mRNA splicing in higher
eukaryotes. Cold Spring Harb. Perspect. Biol. 2019, 11. [CrossRef] [PubMed]

24. Patel, A.A.; Steitz, J.A. Splicing double: Insights from the second spliceosome. Nat. Rev. Mol. Cell Biol.
2003, 4, 960–970. [CrossRef]

25. Verma, B.; Akinyi, M.V.; Norppa, A.J.; Frilander, M.J. Minor spliceosome and disease. Semin. Cell Dev. Biol.
2018, 79, 103–112. [CrossRef] [PubMed]

26. Blencowe, B.J. Exonic splicing enhancers: Mechanism of action, diversity and role in human genetic diseases.
Trends Biochem. Sci. 2000, 25, 106–110. [CrossRef]

27. Wang, Z.; Xiao, X.; Van Nostrand, E.; Burge, C.B. General and specific functions of exonic splicing silencers
in splicing control. Mol. Cell 2006, 23, 61–70. [CrossRef] [PubMed]

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

29. Luco, R.F.; Pan, Q.; Tominaga, K.; Blencowe, B.J.; Pereira-Smith, O.M.; Misteli, T. Regulation of alternative
splicing by histone modifications. Science 2010, 327, 996–1000. [CrossRef]

30. Han, H.; Braunschweig, U.; Gonatopoulos-Pournatzis, T.; Weatheritt, R.J.; Hirsch, C.L.; Ha, K.C.H.;
Radovani, E.; Nabeel-Shah, S.; Sterne-Weiler, T.; Wang, J.; et al. Multilayered control of alternative
splicing regulatory networks by transcription factors. Mol. Cell 2017, 65, 539–553. [CrossRef]

31. Grosso, A.R.; Gomes, A.Q.; Barbosa-Morais, N.L.; Caldeira, S.; Thorne, N.P.; Grech, G.; von Lindern, M.;
Carmo-Fonseca, M. Tissue-specific splicing factor gene expression signatures. Nucleic Acids Res.
2008, 36, 4823–4832. [CrossRef]

32. Faustino, N.A.; Cooper, T.A. Pre-mRNA splicing and human disease. Genes Dev. 2003, 17, 419–437. [CrossRef]
[PubMed]

33. Abramowicz, A.; Gos, M. Splicing mutations in human genetic disorders: Examples, detection, and
confirmation. J. Appl. Genet. 2018, 59, 253–268. [CrossRef] [PubMed]

34. Scotti, M.M.; Swanson, M.S. RNA mis-splicing in disease. Nat. Rev. Genet. 2016, 17, 19–32. [CrossRef]
[PubMed]

35. Rivas, M.A.; Pirinen, M.; Conrad, D.F.; Lek, M.; Tsang, E.K.; Karczewski, K.J.; Maller, J.B.; Kukurba, K.R.;
DeLuca, D.S.; Fromer, M.; et al. Effect of predicted protein-truncating genetic variants on the human
transcriptome. Science 2015, 348, 666–669. [CrossRef]

36. Lek, M.; Karczewski, K.J.; Minikel, E.V.; Samocha, K.E.; Banks, E.; Fennell, T.; O’Donnell-Luria, A.H.;
Ware, J.S.; Hill, A.J.; Cummings, B.B.; et al. Analysis of protein-coding genetic variation in 60,706 humans.
Nature 2016, 536, 285–291. [CrossRef]

37. Zhang, S.; Samocha, K.E.; Rivas, M.A.; Karczewski, K.J.; Daly, E.; Schmandt, B.; Neale, B.M.; MacArthur, D.G.;
Daly, M.J. Base-specific mutational intolerance near splice sites clarifies the role of nonessential splice
nucleotides. Genome Res. 2018, 28, 968–974. [CrossRef]

http://dx.doi.org/10.1038/gim.2016.90
http://www.ncbi.nlm.nih.gov/pubmed/27532257
http://dx.doi.org/10.1038/ng.259
http://www.ncbi.nlm.nih.gov/pubmed/18978789
http://dx.doi.org/10.1038/nature07509
http://www.ncbi.nlm.nih.gov/pubmed/18978772
http://dx.doi.org/10.1016/j.ceb.2012.03.005
http://dx.doi.org/10.1038/nrm.2017.27
http://dx.doi.org/10.1016/j.yjmcc.2015.02.008
http://dx.doi.org/10.1016/j.cell.2009.02.009
http://dx.doi.org/10.1101/cshperspect.a032409
http://www.ncbi.nlm.nih.gov/pubmed/30602541
http://dx.doi.org/10.1101/cshperspect.a032417
http://www.ncbi.nlm.nih.gov/pubmed/30765414
http://dx.doi.org/10.1038/nrm1259
http://dx.doi.org/10.1016/j.semcdb.2017.09.036
http://www.ncbi.nlm.nih.gov/pubmed/28965864
http://dx.doi.org/10.1016/S0968-0004(00)01549-8
http://dx.doi.org/10.1016/j.molcel.2006.05.018
http://www.ncbi.nlm.nih.gov/pubmed/16797197
http://dx.doi.org/10.1038/nature08909
http://www.ncbi.nlm.nih.gov/pubmed/20110989
http://dx.doi.org/10.1126/science.1184208
http://dx.doi.org/10.1016/j.molcel.2017.01.011
http://dx.doi.org/10.1093/nar/gkn463
http://dx.doi.org/10.1101/gad.1048803
http://www.ncbi.nlm.nih.gov/pubmed/12600935
http://dx.doi.org/10.1007/s13353-019-00493-z
http://www.ncbi.nlm.nih.gov/pubmed/30888641
http://dx.doi.org/10.1038/nrg.2015.3
http://www.ncbi.nlm.nih.gov/pubmed/26593421
http://dx.doi.org/10.1126/science.1261877
http://dx.doi.org/10.1038/nature19057
http://dx.doi.org/10.1101/gr.231902.117


Int. J. Mol. Sci. 2020, 21, 1329 14 of 16

38. Chang, Y.-F.; Imam, J.S.; Wilkinson, M.F. The nonsense-mediated decay RNA surveillance pathway. Annu. Rev.
Biochem. 2007, 76, 51–74. [CrossRef]

39. Wang, Z.; Rolish, M.E.; Yeo, G.; Tung, V.; Mawson, M.; Burge, C.B. Systematic identification and analysis of
exonic splicing silencers. Cell 2004, 119, 831–845. [CrossRef]

40. Wang, Z.; Burge, C.B. Splicing regulation: From a parts list of regulatory elements to an integrated splicing
code. RNA 2008, 14, 802–813. [CrossRef]

41. Cartegni, L.; Chew, S.L.; Krainer, A.R. Listening to silence and understanding nonsense: Exonic mutations
that affect splicing. Nat. Rev. Genet. 2002, 3, 285–298. [CrossRef]

42. Vaz-Drago, R.; Custódio, N.; Carmo-Fonseca, M. Deep intronic mutations and human disease. Hum. Genet.
2017, 136, 1093–1111. [CrossRef] [PubMed]

43. Vithana, E.N.; Abu-Safieh, L.; Allen, M.J.; Carey, A.; Papaioannou, M.; Chakarova, C.; Al-Maghtheh, M.;
Ebenezer, N.D.; Willis, C.; Moore, A.T.; et al. A human homolog of yeast pre-mRNA splicing gene, PRP31,
underlies autosomal dominant retinitis pigmentosa on chromosome 19q13.4 (RP11). Mol. Cell 2001, 8, 375–381.
[CrossRef]

44. Chakarova, C.F. Mutations in HPRP3, a third member of pre-mRNA splicing factor genes, implicated in
autosomal dominant retinitis pigmentosa. Hum. Mol. Genet. 2002, 11, 87–92. [CrossRef] [PubMed]

45. McKie, A.B. Mutations in the pre-mRNA splicing factor gene PRPC8 in autosomal dominant retinitis
pigmentosa (RP13). Hum. Mol. Genet. 2001, 10, 1555–1562. [CrossRef] [PubMed]

46. Paushkin, S.; Gubitz, A.K.; Massenet, S.; Dreyfuss, G. The SMN complex, an assemblyosome of
ribonucleoproteins. Curr. Opin. Cell Biol. 2002, 14, 305–312. [CrossRef]

47. Greaves, S.C.; Roche, A.H.G.; Neutze, J.M.; Whitlock, R.M.L.; Veale, A.M.O. Inheritance of hypertrophic
cardiomyopathy: A cross sectional and M mode echocardiographic study of 50 families. Heart 1987, 58,
259–266. [CrossRef]

48. Watkins, H.; Ashrafian, H.; Redwood, C. Inherited cardiomyopathies. N. Engl. J. Med. 2011, 364, 1643–1656.
[CrossRef]

49. Konno, T.; Chang, S.; Seidman, J.G.; Seidman, C.E. Genetics of hypertrophic cardiomyopathy. Curr. Opin.
Cardiol. 2010, 25, 205–209. [CrossRef]

50. Walsh, R.; Buchan, R.; Wilk, A.; John, S.; Felkin, L.E.; Thomson, K.L.; Chiaw, T.H.; Loong, C.C.W.; Pua, C.J.;
Raphael, C.; et al. Defining the genetic architecture of hypertrophic cardiomyopathy: Re-evaluating the role
of non-sarcomeric genes. Eur. Heart J. 2017, 38, 3461–3468. [CrossRef]

51. Tyska, M.J.; Hayes, E.; Giewat, M.; Seidman, C.E.; Seidman, J.G.; Warshaw, D.M. Single-molecule mechanics
of R403Q cardiac myosin isolated from the mouse model of familial hypertrophic cardiomyopathy. Circ. Res.
2000, 86, 737–744. [CrossRef]

52. Marston, S.; Copeland, O.; Jacques, A.; Livesey, K.; Tsang, V.; McKenna, W.J.; Jalilzadeh, S.; Carballo, S.;
Redwood, C.; Watkins, H. Evidence from human myectomy samples that MYBPC3 mutations cause
hypertrophic cardiomyopathy through haploinsufficiency. Circ. Res. 2009, 105, 219–222. [CrossRef]
[PubMed]

53. van Dijk, S.J.; Dooijes, D.; dos Remedios, C.; Michels, M.; Lamers, J.M.J.; Winegrad, S.; Schlossarek, S.;
Carrier, L.; ten Cate, F.J.; Stienen, G.J.M.; et al. Cardiac myosin-binding protein C mutations and hypertrophic
cardiomyopathy: Haploinsufficiency, deranged phosphorylation, and cardiomyocyte dysfunction. Circulation
2009, 119, 1473–1483. [CrossRef] [PubMed]

54. Barash, Y.; Calarco, J.A.; Gao, W.; Pan, Q.; Wang, X.; Shai, O.; Blencowe, B.J.; Frey, B.J. Deciphering the
splicing code. Nature 2010, 465, 53–59. [CrossRef] [PubMed]

55. Di Giacomo, D.; Gaildrat, P.; Abuli, A.; Abdat, J.; Frébourg, T.; Tosi, M.; Martins, A. Functional analysis of a
large set of brca2 exon 7 variants highlights the predictive value of hexamer scores in detecting alterations of
exonic splicing regulatory elements. Hum. Mutat. 2013, 34, 1547–1557. [CrossRef]

56. Erkelenz, S.; Theiss, S.; Otte, M.; Widera, M.; Peter, J.O.; Schaal, H. Genomic HEXploring allows landscaping
of novel potential splicing regulatory elements. Nucleic Acids Res. 2014, 42, 10681–10697. [CrossRef]

57. Rosenberg, A.B.; Patwardhan, R.P.; Shendure, J.; Seelig, G. Learning the sequence determinants of alternative
splicing from millions of random sequences. Cell 2015, 163, 698–711. [CrossRef]

58. Xiong, H.Y.; Alipanahi, B.; Lee, L.J.; Bretschneider, H.; Merico, D.; Yuen, R.K.C.; Hua, Y.; Gueroussov, S.;
Najafabadi, H.S.; Hughes, T.R.; et al. The human splicing code reveals new insights into the genetic
determinants of disease. Science 2015, 347, 1254806. [CrossRef]

http://dx.doi.org/10.1146/annurev.biochem.76.050106.093909
http://dx.doi.org/10.1016/j.cell.2004.11.010
http://dx.doi.org/10.1261/rna.876308
http://dx.doi.org/10.1038/nrg775
http://dx.doi.org/10.1007/s00439-017-1809-4
http://www.ncbi.nlm.nih.gov/pubmed/28497172
http://dx.doi.org/10.1016/S1097-2765(01)00305-7
http://dx.doi.org/10.1093/hmg/11.1.87
http://www.ncbi.nlm.nih.gov/pubmed/11773002
http://dx.doi.org/10.1093/hmg/10.15.1555
http://www.ncbi.nlm.nih.gov/pubmed/11468273
http://dx.doi.org/10.1016/S0955-0674(02)00332-0
http://dx.doi.org/10.1136/hrt.58.3.259
http://dx.doi.org/10.1056/NEJMra0902923
http://dx.doi.org/10.1097/HCO.0b013e3283375698
http://dx.doi.org/10.1093/eurheartj/ehw603
http://dx.doi.org/10.1161/01.RES.86.7.737
http://dx.doi.org/10.1161/CIRCRESAHA.109.202440
http://www.ncbi.nlm.nih.gov/pubmed/19574547
http://dx.doi.org/10.1161/CIRCULATIONAHA.108.838672
http://www.ncbi.nlm.nih.gov/pubmed/19273718
http://dx.doi.org/10.1038/nature09000
http://www.ncbi.nlm.nih.gov/pubmed/20445623
http://dx.doi.org/10.1002/humu.22428
http://dx.doi.org/10.1093/nar/gku736
http://dx.doi.org/10.1016/j.cell.2015.09.054
http://dx.doi.org/10.1126/science.1254806


Int. J. Mol. Sci. 2020, 21, 1329 15 of 16

59. Jaganathan, K.; Kyriazopoulou Panagiotopoulou, S.; McRae, J.F.; Darbandi, S.F.; Knowles, D.; Li, Y.I.;
Kosmicki, J.A.; Arbelaez, J.; Cui, W.; Schwartz, G.B.; et al. Predicting splicing from primary sequence with
deep learning. Cell 2019, 176, 535–548. [CrossRef]

60. Ito, K.; Patel, P.N.; Gorham, J.M.; McDonough, B.; DePalma, S.R.; Adler, E.E.; Lam, L.; MacRae, C.A.;
Mohiuddin, S.M.; Fatkin, D.; et al. Identification of pathogenic gene mutations in LMNA and MYBPC3 that
alter RNA splicing. Proc. Natl. Acad. Sci. USA 2017, 114, 7689–7694. [CrossRef]

61. Helms, A.S.; Davis, F.M.; Coleman, D.; Bartolone, S.N.; Glazier, A.A.; Pagani, F.; Yob, J.M.; Sadayappan, S.;
Pedersen, E.; Lyons, R.; et al. Sarcomere mutation-specific expression patterns in human hypertrophic
cardiomyopathy. Circ. Cardiovasc. Genet. 2014, 7, 434–443. [CrossRef]

62. Bagnall, R.D.; Ingles, J.; Dinger, M.E.; Cowley, M.J.; Ross, S.B.; Minoche, A.E.; Lal, S.; Turner, C.; Colley, A.;
Rajagopalan, S.; et al. Whole Genome Sequencing Improves Outcomes of Genetic Testing in Patients With
Hypertrophic Cardiomyopathy. J. Am. Coll. Cardiol. 2018, 72, 419–429. [CrossRef] [PubMed]

63. Singer, E.S.; Ingles, J.; Semsarian, C.; Bagnall, R.D. Key value of RNA analysis of MYBPC3 splice-site variants
in hypertrophic cardiomyopathy. Circ. Genom. Precis. Med. 2019, 12, e002368. [CrossRef] [PubMed]

64. Lan, F.; Lee, A.S.; Liang, P.; Sanchez-Freire, V.; Nguyen, P.K.; Wang, L.; Han, L.; Yen, M.; Wang, Y.; Sun, N.;
et al. Abnormal calcium handling properties underlie familial hypertrophic cardiomyopathy pathology in
patient-specific induced pluripotent stem cells. Cell Stem Cell 2013, 12, 101–113. [CrossRef] [PubMed]

65. Ross, S.B.; Fraser, S.T.; Bagnall, R.D.; Semsarian, C. Peripheral blood derived induced pluripotent stem cells
(iPSCs) from a female with familial hypertrophic cardiomyopathy. Stem Cell Res. 2017, 20, 76–79. [CrossRef]
[PubMed]

66. Ma, N.; Zhang, J.Z.; Itzhaki, I.; Zhang, S.L.; Chen, H.; Haddad, F.; Kitani, T.; Wilson, K.D.; Tian, L.; Shrestha, R.;
et al. Determining the pathogenicity of a genomic variant of uncertain significance using CRISPR/Cas9 and
human-induced pluripotent stem cells. Circulation 2018, 138, 2666–2681. [CrossRef] [PubMed]

67. Charleston, J.S.; Schnell, F.J.; Dworzak, J.; Donoghue, C.; Lewis, S.; Chen, L.; David Young, G.;
Milici, A.J.; Voss, J.; Dealwis, U.; et al. Eteplirsen treatment for Duchenne muscular dystrophy. Neurology
2018, 90, e2135–e2145. [CrossRef]

68. Michelson, D.; Ciafaloni, E.; Ashwal, S.; Lewis, E.; Narayanaswami, P.; Oskoui, M.; Armstrong, M.J. Evidence
in focus: Nusinersen use in spinal muscular atrophy report of the guideline development, dissemination,
and implementation subcommittee of the American academy of neurology. Neurology 2018, 91, 923–933.
[CrossRef]

69. Gedicke-Hornung, C.; Behrens-Gawlik, V.; Reischmann, S.; Geertz, B.; Stimpel, D.; Weinberger, F.;
Schlossarek, S.; Précigout, G.; Braren, I.; Eschenhagen, T.; et al. Rescue of cardiomyopathy through
U7snRNA-mediated exon skipping in Mybpc3-targeted knock-in mice. EMBO Mol. Med. 2013, 5, 1060–1077.
[CrossRef]

70. Setten, R.L.; Rossi, J.J.; Han, S. The current state and future directions of RNAi-based therapeutics. Nat. Rev.
Drug Discov. 2019, 18, 421–446. [CrossRef]

71. Fire, A.; Xu, S.; Montgomery, M.K.; Kostas, S.A.; Driver, S.E.; Mello, C.C. Potent and specific genetic
interference by double-stranded RNA in caenorhabditis elegans. Nature 1998, 391, 806–811. [CrossRef]

72. Montgomery, M.K.; Xu, S.; Fire, A. RNA as a target of double-stranded RNA-mediated genetic interference
in Caenorhabditis elegans. Proc. Natl. Acad. Sci. USA 1998, 95, 15502–15507. [CrossRef] [PubMed]

73. Elbashir, S.M.; Harborth, J.; Lendeckel, W.; Yalcin, A.; Weber, K.; Tuschl, T. Duplexes of 21-nucleotide RNAs
mediate RNA interference in cultured mammalian cells. Nature 2001, 411, 494–498. [CrossRef] [PubMed]

74. Yang, J. Patisiran for the treatment of hereditary transthyretin-mediated amyloidosis. Expert Rev. Clin.
Pharmacol. 2019, 12, 95–99. [CrossRef] [PubMed]

75. Turanov, A.A.; Lo, A.; Hassler, M.R.; Makris, A.; Ashar-Patel, A.; Alterman, J.F.; Coles, A.H.; Haraszti, R.A.;
Roux, L.; Godinho, B.M.D.C.; et al. RNAi modulation of placental sFLT1 for the treatment of preeclampsia.
Nat. Biotechnol. 2018, 36, 1164–1173. [CrossRef]

76. Jiang, J.; Wakimoto, H.; Seidman, J.G.; Seidman, C.E. Allele-specific silencing of mutant Myh6 transcripts in
mice suppresses hypertrophic cardiomyopathy. Science 2013, 342, 111–114. [CrossRef]

77. Berger, A.; Maire, S.; Gaillard, M.C.; Sahel, J.A.; Hantraye, P.; Bemelmans, A.P. mRNA trans-splicing in gene
therapy for genetic diseases. Wiley Interdiscip. Rev. RNA 2016, 7, 487–498. [CrossRef]

http://dx.doi.org/10.1016/j.cell.2018.12.015
http://dx.doi.org/10.1073/pnas.1707741114
http://dx.doi.org/10.1161/CIRCGENETICS.113.000448
http://dx.doi.org/10.1016/j.jacc.2018.04.078
http://www.ncbi.nlm.nih.gov/pubmed/30025578
http://dx.doi.org/10.1161/CIRCGEN.118.002368
http://www.ncbi.nlm.nih.gov/pubmed/30645170
http://dx.doi.org/10.1016/j.stem.2012.10.010
http://www.ncbi.nlm.nih.gov/pubmed/23290139
http://dx.doi.org/10.1016/j.scr.2017.02.016
http://www.ncbi.nlm.nih.gov/pubmed/28395744
http://dx.doi.org/10.1161/CIRCULATIONAHA.117.032273
http://www.ncbi.nlm.nih.gov/pubmed/29914921
http://dx.doi.org/10.1212/WNL.0000000000005680
http://dx.doi.org/10.1212/WNL.0000000000006502
http://dx.doi.org/10.1002/emmm.201202168
http://dx.doi.org/10.1038/s41573-019-0017-4
http://dx.doi.org/10.1038/35888
http://dx.doi.org/10.1073/pnas.95.26.15502
http://www.ncbi.nlm.nih.gov/pubmed/9860998
http://dx.doi.org/10.1038/35078107
http://www.ncbi.nlm.nih.gov/pubmed/11373684
http://dx.doi.org/10.1080/17512433.2019.1567326
http://www.ncbi.nlm.nih.gov/pubmed/30644768
http://dx.doi.org/10.1038/nbt.4297
http://dx.doi.org/10.1126/science.1236921
http://dx.doi.org/10.1002/wrna.1347


Int. J. Mol. Sci. 2020, 21, 1329 16 of 16

78. Mearini, G.; Stimpel, D.; Krämer, E.; Geertz, B.; Braren, I.; Gedicke-Hornung, C.; Précigout, G.; Müller, O.J.;
Katus, H.A.; Eschenhagen, T.; et al. Repair of Mybpc3 mRNA by 5′-trans-splicing in a mouse model of
hypertrophic cardiomyopathy. Mol. Ther. Nucleic Acids 2013, 2, e102. [CrossRef]

79. Prondzynski, M.; Krämer, E.; Laufer, S.D.; Shibamiya, A.; Pless, O.; Flenner, F.; Müller, O.J.; Münch, J.;
Redwood, C.; Hansen, A.; et al. Evaluation of MYBPC3 trans-splicing and gene replacement as therapeutic
options in human ipsc-derived cardiomyocytes. Mol. Ther. Nucleic Acids 2017, 7, 475–486. [CrossRef]

80. Sayed, D.; Hong, C.; Chen, I.-Y.; Lypowy, J.; Abdellatif, M. MicroRNAs play an essential role in the
development of cardiac hypertrophy. Circ. Res. 2007, 100, 416–424. [CrossRef]

81. Roncarati, R.; Viviani Anselmi, C.; Losi, M.A.; Papa, L.; Cavarretta, E.; Da Costa Martins, P.; Contaldi, C.;
Saccani Jotti, G.; Franzone, A.; Galastri, L.; et al. Circulating miR-29a, among other up-regulated microRNAs,
is the only biomarker for both hypertrophy and fibrosis in patients with hypertrophic cardiomyopathy. J. Am.
Coll. Cardiol. 2014, 63, 920–927. [CrossRef]

82. Song, L.; Su, M.; Wang, S.; Zou, Y.; Wang, X.; Wang, Y.; Cui, H.; Zhao, P.; Hui, R.; Wang, J. MiR-451 is
decreased in hypertrophic cardiomyopathy and regulates autophagy by targeting TSC1. J. Cell. Mol. Med.
2014, 18, 2266–2274. [CrossRef]

83. Su, M.; Wang, S.; Qiu, W.; Li, J.; Hui, R.; Song, L.; Jia, M.; Wang, H.; Wang, J. MIR-139-5p inhibits
isoproterenol-induced cardiac hypertrophy by targetting c-Jun. Biosci. Rep. 2018, 38. [CrossRef]

84. Van Rooij, E.; Sutherland, L.B.; Liu, N.; Williams, A.H.; McAnally, J.; Gerard, R.D.; Richardson, J.A.; Olson, E.N.
A signature pattern of stress-responsive microRNAs that can evoke cardiac hypertrophy and heart failure.
Proc. Natl. Acad. Sci. USA 2006, 103, 18255–18260. [CrossRef] [PubMed]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1038/mtna.2013.31
http://dx.doi.org/10.1016/j.omtn.2017.05.008
http://dx.doi.org/10.1161/01.RES.0000257913.42552.23
http://dx.doi.org/10.1016/j.jacc.2013.09.041
http://dx.doi.org/10.1111/jcmm.12380
http://dx.doi.org/10.1042/BSR20171430
http://dx.doi.org/10.1073/pnas.0608791103
http://www.ncbi.nlm.nih.gov/pubmed/17108080
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	RNA Splicing Mechanisms 
	Disease-Causing Splicing Mutations 
	HCM-Associated Splicing Mutations 
	RNA Therapeutics for HCM 
	Concluding Remarks 
	References

