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Abstract: Duchenne muscular dystrophy (DMD) is an X-linked recessive neuromuscular disorder
with a prevalence of approximately 1 in 3500–5000 males. DMD manifests as childhood-onset muscle
degeneration, followed by loss of ambulation, cardiomyopathy, and death in early adulthood due
to a lack of functional dystrophin protein. Out-of-frame mutations in the dystrophin gene are the
most common underlying cause of DMD. Gene editing via the clustered regularly interspaced short
palindromic repeats (CRISPR) system is a promising therapeutic for DMD, as it can permanently
correct DMD mutations and thus restore the reading frame, allowing for the production of functional
dystrophin. The specific mechanism of gene editing can vary based on a variety of factors such
as the number of cuts generated by CRISPR, the presence of an exogenous DNA template, or the
current cell cycle stage. CRISPR-mediated gene editing for DMD has been tested both in vitro and
in vivo, with many of these studies discussed herein. Additionally, novel modifications to the CRISPR
system such as base or prime editors allow for more precise gene editing. Despite recent advances,
limitations remain including delivery efficiency, off-target mutagenesis, and long-term maintenance
of dystrophin. Further studies focusing on safety and accuracy of the CRISPR system are necessary
prior to clinical translation.

Keywords: CRISPR; gene editing; Duchenne muscular dystrophy (DMD); exon skipping;
NHEJ; dystrophin

1. Introduction

Duchenne muscular dystrophy (DMD) is an X-linked recessive neuromuscular dis-
order characterized by severe muscle wasting, cardiomyopathy, and elevated creatinine
kinase levels [1,2]. With a prevalence of ~1 in 3500–5000 males, it is the most common
childhood muscular dystrophy [3,4]. Symptoms begin to manifest during early childhood,
progressively worsening throughout adolescence with loss of ambulation and a resultant
lifespan of only 20–40 years [5]. Although corticosteroids can be administered to aid in
symptom management, there is currently no curative treatment for DMD [6].

DMD can be caused by a variety of different mutations in the DMD gene encoding
dystrophin, which is the largest human gene spanning ~2.3 Mb on the X chromosome
(Xp21.2-p21.1) [7–10]. Owing to its large size, there are multiple opportunities for mutations
such as large deletions, point mutations, and duplications throughout the DMD gene [11].
The majority of these mutations disrupt the open reading frame (ORF), resulting in a
frameshift and subsequently the production of a truncated, non-functional dystrophin
protein [12]. Of note, in-frame mutations may lead to milder Becker muscular dystrophy
(BMD) [13]. As the reading frame is maintained, a semi-functional dystrophin protein is
expressed, allowing for some maintenance of muscle function. This has inspired therapeutic
strategies including gene editing and exon skipping as a means of restoring the ORF in
DMD patients. However, the location and size of the skipped region must be considered,
as some dystrophin domains are vital to its function and cannot be perturbed.
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1.1. Dystrophin Structure

Dystrophin acts as a tether between the actin cytoskeleton and the extracellular matrix
in muscle cells, thereby providing membrane stability as a member of the dystrophin–
glycoprotein complex (DGC) [14]. Accordingly, a lack of functional dystrophin protein
results in fragile or damaged myofibers and subsequent muscle degeneration. At 427 kDa
(3684 amino acids) in size, dystrophin is comprised of 4 different functional domains: an
amino-terminal actin-binding domain, a central rod domain with 24 spectrin-like repeats, a
cysteine-rich dystroglycan-binding domain, and a carboxy-terminal domain which interacts
with the sarcolemma via dystrobrevin and syntrophin binding sites (Figure 1) [9,12]. The
N and C termini are essential to maintain proper dystrophin function and membrane
integrity. However, the central rod domain contains redundant repeats and thus can be
shortened while still maintaining functionality [6]. Such internally truncated forms of
dystrophin may be expressed in BMD patients, thereby providing evidence that skipping
the associated exons is a promising treatment strategy for DMD patients [13]. Similarly,
microdystrophin—a smaller version of the dystrophin gene intended for gene therapy—
lacks the redundant rod repeats as it contains only the minimal functional components [15].
This further provides evidence that the N and C termini must be maintained during gene
editing or exon skipping strategies, while a portion of the central domain is dispensable.
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Figure 1. Dystrophin protein structure. Key functional domains, from left to right: N-terminal
actin-binding domain, central rod domain with 24 repeats and 4 hinge regions, WW and cysteine-rich
(CYS) domains (dystroglycan binding site), and carboxy-terminal (CT) domain (dystrobrevin and
syntrophin binding sites). Since the rod domain is partially redundant, skipping or removing part
of this region is typically well tolerated. Conversely, the N and C termini are essential for proper
dystrophin function.

Certain regions of the dystrophin gene are more likely to be mutated in DMD, known
as mutational “hotspots”. These include exons 45 to 55 (corresponding to the redundant
rod domain), and exons 2–10 (corresponding to the actin-binding domain) (Figure 1) [16].
Emphasis tends to be placed on strategies that correct mutations in these exons, in order to
increase the applicability to as many patients as possible.

1.2. Current Approved DMD Therapeutics

The current standard of care for DMD patients involves a multidisciplinary approach,
including corticosteroids, physical therapy, and treatment of cardiomyopathy [17–19]. Cor-
ticosteroids such as prednisone and deflazacort have been demonstrated to improve overall
muscle strength and preserve function, although they are not curative [17,20–22]. Addi-
tionally, uncertainty remains surrounding the ideal dosing strategy to balance treatment
efficiency with side effect management. Due to these limitations, molecular therapies that
target DMD at the source are appealing.

As BMD patients harboring in-frame DMD mutations often present with milder
phenotypes, exon skipping has been proposed to restore the ORF and ameliorate some
symptoms in DMD patients [13,23–25]. This can be achieved by antisense oligonucleotides
(AONs): short, synthetic, single-stranded nucleic acid analogs that can bind to mRNA in a
site-specific manner and modulate splicing. Currently, there are four FDA-approved AON
treatments for DMD: eteplirsen (exon 51 skipping) [26], golodirsen (exon 53 skipping) [27],
viltolarsen (exon 53 skipping) [28], and casimersen (exon 45 skipping) [29]. However,
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AONs must be repeatedly administered, as they only have a transient effect. In addition to
repeated treatments and the associated high cost, AONs tend to have poor delivery and
uptake into target tissues such as the heart [30]. AON therapy is also mutation-specific and
therefore not applicable to all DMD patients. Overall, these drawbacks limit the efficacy
of AONs in DMD [31]. In contrast to AONs, gene editing via CRISPR (clustered regularly
interspaced short palindromic repeats) would be able to permanently correct the DMD
gene, thereby abolishing the need for repeated treatments. CRISPR is therefore a promising
therapeutic which could overcome many of the barriers faced by AONs.

1.3. CRISPR/Cas9 System

CRISPR technology has recently been explored as a gene-editing therapeutic for DMD.
Originally identified as a bacterial defense system against viral pathogens, CRISPR has since
been modified and exploited for gene editing [32,33]. The CRISPR/Cas9 system consists of
two main components: a CRISPR-associated (Cas) endonuclease and a single guide RNA
(sgRNA), which guides Cas9 to a specific 20-nucleotide site in the genome containing the
complementary sequence. In the vicinity of an appropriate protospacer adjacent motif
(PAM) sequence, the Cas9 endonuclease will generate targeted double-stranded DNA
breaks (DSBs).

There are multiple different Cas endonucleases, each originating from a different
bacterial species with a unique PAM sequence. The most commonly used Cas9 enzyme in
CRISPR systems is SpCas9, from Streptococcus pyogenes, with a PAM sequence of 5′-NGG-3′

or 5′-NAG-3′ [32–34]. The PAM sequence for the Staphylococcus aureus Cas9 (SaCas9) is
longer (5′-NNGRRT-3′), thereby limiting the flexibility of target sites [35–37]. However,
SaCas9 boasts a smaller size; therefore, it is easier to package for viral delivery. CjCas9,
from Campylobacter jejuni, is even smaller than SaCas9, but with a longer PAM sequence
of 5′-NNNNACAC-3′ or 5′-NNNNRYAC-3′ [38]. In addition to naturally occurring Cas
endonucleases, a few engineered varieties are available. For example, modifications have
been made to SpCas9 to increase fidelity and reduce off-target effects. These modified Cas9
enzymes include eSpCas9(1.1) [39], SpCas9-HF1 [40], HypaCas9 [41], HeFSpCas9s [42],
evoCas9 [43], xCas9 [44], HiFi Cas9 [45], Sniper-Cas9 [46], and SpCas9-NG [47]. Addi-
tionally, nickase Cas9 (nCas9) [48] and deactivated Cas9 (dCas9) [49] have been altered
to reduce or abolish the endonuclease activity, respectively, thereby improving the safety
of the CRISPR/Cas9 system as no DSBs are generated [50]. Instead, they can be fused to
other components such as transcriptional activators [49,51] or precise base editors [52,53]
for alternative therapeutic strategies.

Transcription activator-like effector nucleases (TALENs) and zinc-finger nucleases
(ZFNs) have also been explored for gene editing in DMD [54–57]. Both of these technolo-
gies generate DSBs via a Fok1 endonuclease which can then be repaired in a variety of
ways, similar to DSBs generated by CRISPR/Cas9. However, ZFNs lack targeting speci-
ficity and therefore may induce cytotoxic off-target effects [58–60]. While TALENs have
improved specificity, their relatively large size makes packaging for in vivo delivery a
significant challenge [55]. Thus, CRISPR/Cas9 remains the popular choice for gene editing
in DMD therapeutics.

The CRISPR gene-editing system may be beneficial for other diseases beyond DMD.
Since its first discovery in 1987, and subsequent first use in vivo in 2013 [61], CRISPR has
been applied to numerous diseases and has even moved forward to clinical trials in some
cases [62,63] (Figure 2).
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Figure 2. Timeline highlighting the major milestones in CRISPR gene editing for human diseases.
Achievements in the field of DMD research are in red.

1.4. Methods of Gene Editing Via CRISPR

DSBs generated by CRISPR/Cas9 can be repaired by one of two main endogenous
repair pathways: non-homologous end joining (NHEJ) or homology-directed repair (HDR)
(Figure 3) [64]. HDR requires an exogenous DNA template, which is then used for precise
editing at the targeted site. In the context of DMD, the mutated exon(s) could be replaced
via an exon “knock-in” approach, thereby restoring full-length dystrophin (Figure 3) [12].
While the accuracy of HDR is appealing, it occurs at low frequency in postmitotic cells such
as skeletal muscle cells [12,64]. Additionally, there is a limit to the length of the template
that can be delivered, thus it is not possible to correct large deletions spanning multiple
exons. Due to these drawbacks, HDR is not often considered for DMD therapeutics. In
postmitotic cells, the predominant DSB repair pathway is therefore NHEJ [64]. Described
as error-prone in comparison to HDR, NHEJ generates small insertions or deletions (indels)
at DSBs. These indels can restore dystrophin expression via multiple different mechanisms,
including: i) exon skipping (single-cut), ii) exon deletion (double-cut), iii) exon reframing
(single-cut) (Figure 3) [12,64–66]. First, an sgRNA targeted to an exon/intron junction can
induce skipping of the out-of-frame exon (exon skipping). Next, by using two different
sgRNAs flanking the exon(s) to be removed, the mutated exon(s) can be directly cut out,
thereby restoring the ORF (exon deletion). Finally, random indel generation within an
out-of-frame exon can restore the reading frame (exon reframing).
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Figure 3. A schematic of DNA repair systems for gene editing with CRISPR/Cas9 in a hypothetical
DMD patient harboring an exon 50 deletion mutation. Deleting exon 50 abolishes the reading frame
and leads to a premature stop codon in exon 51, denoted by the “X”. Non-homologous end joining
(NHEJ) or homology-directed repair (HDR) can restore the dystrophin reading frame. NHEJ exon
skipping (single-cut) targets a splice site, thus skipping the adjacent exon. NHEJ exon deletion
(double-cut) requires two sgRNAs flanking the out-of-frame exon(s) for removal. Exon reframing
(single-cut) relies on indels generated by NHEJ to reframe the out-of-frame exon. Finally, HDR
requires an exogenous DNA template to replace the missing or mutated exon in a precise manner.
Scissors represent the sites targeted by CRISPR/Cas9.
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In this article, in vitro and in vivo preclinical applications of these three NHEJ methods
will be discussed, in addition to other recent advancements in CRISPR therapeutics for
DMD such as base editing, prime editing, and utrophin upregulation.

2. In Vitro and In Vivo Gene Editing Via CRISPR

The first proof-of-concept for in vivo CRISPR-mediated gene editing in DMD was
performed by Long et al. in 2014 [67]. Using the established mdx mouse model harboring
a nonsense mutation in Dmd exon 23 [68], Long et al. injected zygotes with SpCas9,
sgRNA, and an exogenous DNA template for HDR [67]. The resultant mice were mosaic
for corrected dystrophin, varying from 2 to 100% correction. As germline editing is not
considered ethical in humans, focus has since shifted to postnatal gene editing instead.
However, an important takeaway from this pilot study is that 100% editing efficiency is not
required to restore wild-type (WT) dystrophin protein levels. In fact, Long et al. found that
approximately 15% gene editing was sufficient.

2.1. Single-Cut Exon Skipping

The single-cut exon skipping method restores the dystrophin reading frame by disrupt-
ing an exon splice site, thus skipping the out-of-frame exon. The PAM sequence for SpCas9
is compatible with the universal splice acceptor site, allowing it to be readily targeted by
the CRISPR system [12]. Additionally, it is estimated that >70% of DMD patients have
mutations amenable to an exon-skipping approach [66,69]. Single-cut exon skipping also
requires only one sgRNA as opposed to two for the double-cut approach, reducing the
strain on the packaging and delivery system. Finally, as only one DSB is induced, this
lowers the likelihood of gross DNA aberrations or deleterious mutations. This favourable
mechanism of repair has therefore been tested in numerous in vitro and in vivo models.

In vitro, single-cut exon skipping has been used to skip exons within the exon
45–55 mutational hotspot. For example, Li et al. first performed this single-cut approach
in DMD patient-derived induced pluripotent stem cells (iPSCs) with an exon 44 deletion
(∆Ex44) [57]. By targeting SpCas9 to the exon 45 splice acceptor site, exon 43 was sub-
sequently directly joined with exon 46, allowing for an in-frame dystrophin transcript.
Similarly, Long et al. used a single-cut approach to skip exon 51 in ∆Ex48-50 patient
iPSCs [70]. In addition to dystrophin protein restoration, Long et al. assessed functional
improvements in the force of contraction generated from engineered heart muscle derived
from edited cardiomyocytes. Only 30–50% of the cardiomyocytes needed to be corrected
to improve muscle contraction. This result echoes previous findings, indicating that 100%
gene editing efficiency is unnecessary to ameliorate some symptoms of DMD [67,70].

The single-cut exon-skipping strategy has also been tested in vivo, in both mouse [71–73]
and canine models [74]. In DMD patients, an exon 50 deletion leading to an out-of-frame
DMD transcript is one of the most common single exon deletions [11,71]. Accordingly,
exon 51 skipping via splice site disruption is a promising therapeutic strategy for these
patients. To test this in vivo, CRISPR/Cas9 was used to generate a new DMD mouse model,
harboring an exon 50 deletion (∆Ex50) [71]. These mice were subsequently treated with
a single-cut exon-skipping strategy targeted to exon 51, leading to efficient restoration
(up to 90%) of dystrophin expression in skeletal and cardiac muscle. This strategy has
also been deployed in a ∆Ex50 canine model of DMD (deltaE50-MD) [74]. CRISPR/Cas9
components were administered intramuscularly with sgRNAs targeted to exon 51 for either
NHEJ reframing via indel generation or single-cut exon skipping. Up to 90% dystrophin
restoration was observed by Western blotting, and no adverse effects such as an immune
response, off-target mutagenesis, or liver toxicity were found. With a sample size of only
two dogs, this landmark study bears some limitations and further work is required to fully
investigate the long-term effects of CRISPR/Cas9 therapy in a large mammal model. Both
of these studies are highly relevant to treating DMD patients, due to the exon 50 deletion
as opposed to a nonsense mutation in the oft-used mdx mouse model [68,71]. Additionally,
these studies used adeno-associated virus (AAV9) vectors, as is common practice for the
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systemic delivery of CRISPR components in vivo due to known tropism for skeletal and
cardiac muscle [75].

In addition to rectifying exon 50 deletion mutations, CRISPR/Cas9 has been demon-
strated to restore the reading frame in exon 44 deletion models [72]. Therapeutics which
correct exon 44 deletions could treat ~12% of DMD patients, as it is one of the most com-
mon mutations. Using both patient-derived iPSCs (∆Ex44) and a CRISPR-generated ∆Ex44
mouse model, Min et al. effectively skipped exon 45, allowing exon 43 to join directly to
exon 46 and thus restoring the DMD reading frame [72]. In the corrected ∆Ex44 mouse
model, 90–95% of myofibers from various skeletal and cardiac muscles exhibited dystrophin
expression by immunostaining. Similar results were seen for the correction of other exon
deletions within the mutational hotspot, including exons 43, 45, and 52 [76].

2.2. Double-Cut Exon Deletion

Contrary to single-cut exon skipping, double-cut exon deletion requires two sgRNAs
flanking either side of the exon to be directly cut out. Notably, this method applies to a
larger proportion of DMD patients as it is less mutation-specific, allowing for the removal
of multiple exons in a mutational hotspot. However, this may lead to a shorter dystrophin
protein as compared to the single-cut exon-skipping approach. The implications of this will
vary based on the specific targeted region; therefore, careful consideration is required to
avoid perturbing essential binding domains. The use of two distinct sgRNAs also increases
the possibility of deleterious off-target effects, and generating two simultaneous DSBs
comes with the risk of unwanted damaging mutations or rearrangements. Additionally,
the efficiency of a double-cut approach is lower than single-cut, as two DSBs must take
place simultaneously for exon deletion to occur. Finally, delivering two distinct sgRNAs
adds an additional challenge to the delivery process. Nonetheless, the appeal of increased
applicability ensures that the double-cut exon deletion approach is still widely tested
in vitro and in vivo.

The exon 45–55 mutational hotspot is an appealing target for a multi-exon deletion
strategy [77]. This ∆Ex45-55 deletion has been associated with BMD and remarkably
mild symptoms, thus it is a promising treatment strategy as it has the potential to correct
~60% of DMD deletion mutations [77,78]. When tested in ∆Ex48-50 DMD patient-derived
myoblasts, Ousterout et al. found that deleting the entire exon 45–55 region restored
dystrophin expression as confirmed by Western blot [77]. However, it was noted that this
was less efficient than deleting exon 51 alone, indicating that editing efficiency decreases
in a size-dependent manner. Accordingly, a balance must be struck between editing
efficiency and the applicability advantage of targeting multiple exons. This same region
was targeted by Young et al. in DMD patient-derived iPSCs, resulting in stable dystrophin
protein expression and improved membrane stability [79]. Other large double-cut deletions
involving this hotspot have also been tested, including exons 44–54 [80] and 48–57 [81].

As mentioned previously, there is an additional mutational hotspot comprising of the
N-terminal actin-binding domain. However, because this domain has functional impor-
tance, large multi-exon deletions of this region may produce unstable or non-functional
dystrophin proteins. Kyrychenko et al. tested three multi-exon deletions within this hotspot
(exons 3–9, 6–9, or 7–11) in iPSCs, taking care to ensure the preservation of at least one
actin-binding site following the deletion [82]. While all three deletions restored the dys-
trophin reading frame, the ∆Ex3-9 strategy resulted in the greatest functional improvement
in iPSC-derived cardiomyocytes. This study demonstrated that CRISPR can be utilized
in the N- or C-terminal functional domains, as long as particular amino acid residues are
preserved to retain functionality.

In addition to multi-exon deletions, single-exon deletions via the double-cut strategy
have been tested in vitro [70,80,83–85]. Although deleting a smaller region lessens some of
the challenges associated with the double-cut strategy, it also abolishes the applicability
advantage of a multi-exon deletion.
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In vivo, single-exon deletion via the double-cut strategy has been demonstrated
numerous times. In 2016, three separate studies used CRISPR to effectively delete Dmd
exon 23 in the mdx mouse model [86–88]. Following systemic delivery via AAV vectors,
dystrophin expression was found to be partially restored with proper localization. Recently,
an additional study involving the excision of Dmd exon 23 in mdx mice was performed, to
assess long-term dystrophin expression [89]. Dystrophin was still detected in cardiac and
skeletal muscle via Western blot and immunostaining 1-year post-treatment. In addition
to mouse models, double-cut single exon deletion has been tested in a pig model of DMD
(∆Ex52) [85,90]. Following AAV9-mediated delivery, exon 51 was excised, successfully
restoring widespread dystrophin expression [85].

Double-cut multi-exon deletion has also been tested in vivo. For example, Young et al.
deleted exons 45–55 in a novel humanized DMD (hDMD) del45/mdx mouse model, which
contains a human DMD transgene (∆Ex45) in an mdx background [91]. The large deletion
was successful and dystrophin-positive muscle fibers were observed via immunostaining.
Additionally, Bengtsson et al. deleted exons 52–53 to successfully restore the reading frame
in mdx4cv mice, harboring a nonsense mutation in exon 53 [92].

2.3. Single-Cut Exon Reframing

Single-cut exon reframing attempts to restore the ORF by generating small indels.
While this would preserve a relatively larger dystrophin protein as compared to the other
NHEJ-based methods, there is theoretically only a 1/3 chance of restoring the reading
frame when an indel is generated. While it has been tested both in vitro [57,77,80,83,93]
and in vivo [71,72,74,76,83,94–96], reframing may be inconsistent [80]. To combat the
sporadic nature of single-cut exon reframing, Min et al. designed a sgRNA that results in a
single adenosine insertion at the DSB due to a single nucleotide overhang [72]. Accordingly,
this method could be used to consistently restore the ORF in exons that are off by only
one nucleotide. Additional advancements in single-cut reframing have recently been
made, both in vitro and in vivo [72,76]. Similar to single-cut exon skipping, exon reframing
requires only one sgRNA and subsequently one DSB location. This has numerous benefits
over the double-cut strategy such as a reduced opportunity for genotoxic rearrangements
and higher editing efficiency.

3. Novel Developments

Beyond the traditional NHEJ-based CRISPR/Cas9 gene editing, numerous modifica-
tions have been made to modify the editing outcome or enhance efficiency. For example,
deactivating the endonuclease component of CRISPR/Cas9 (nCas9, dCas9) allows for the
generation of a precise, targeted enzyme that can be conjugated to different proteins such
as transcriptional activators or base editors [48–50]. Novel advancements such as these will
be discussed in the following subsections.

3.1. Base Editing

In order to circumvent some of the risks associated with DSBs, a deactivated Cas9
protein (dCas9) has been generated with no endonuclease activity. Upon fusing to a
cytosine or adenosine deaminase, the dCas9 system can perform precise base editing
(C:G > T:A or A:T > G:C, respectively) as it does not rely on error-prone NHEJ repair path-
ways (Figure 4A) [53,97]. These base editors can be deployed to repair a nonsense mutation
directly [98,99], or induce exon skipping by altering the sequence at a splice site [52,100].
As approximately 25–35% of DMD patients carry point mutations in the dystrophin gene,
base editing is a promising therapeutic method [11,12]. Additionally, correcting a point
mutation would allow for restoration of the entire full-length dystrophin protein.
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will cleave both the genomic DNA and the donor plasmid, followed by NHEJ. Scissors represent 
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non-homologous end joining. 
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exons, similar to the NHEJ-mediated single-cut exon skipping. As base editors do not in-
duce DSBs, they may be preferable from a safety and efficiency standpoint. Additionally, 
skipping an entire exon expands the applicability of the base editing strategy as compared 
to point mutation correction. By targeting the 5′ splice site with a CRISPR-guided cytidine-
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Figure 4. Novel developments to the CRISPR/Cas9 system. (A) Precise base editing via dCas9 fused
to a cytosine (C:G > T:A) or adenosine (A:T > G:C) deaminase. Base editing could either repair a
nonsense mutation, or induce exon skipping by targeting the splice site. (B) Transcriptional activator
targeted to the utrophin promoter (UTRN) in an attempt to compensate for the loss of functional
dystrophin. (C) Homology-independent targeted integration to knock-in exon 50 in a hypothetical
DMD patient lacking exon 50, leading to a frameshift and premature stop codon in exon 51 (denoted
by X). A donor plasmid is delivered with the desired exon, flanked by CRISPR/Cas9 cut sites. Cas9
will cleave both the genomic DNA and the donor plasmid, followed by NHEJ. Scissors represent
Cas9 cut sites. Abbreviations: dCas9, deactivated Cas9; CD, cytosine deaminase; AD, adenosine
deaminase; TA, transcriptional activator; HITI, homology-independent targeted integration; NHEJ,
non-homologous end joining.

Of note, precise base editing with an adenosine deaminase was performed in a mouse
model of DMD with a nonsense mutation in exon 20 [98]. By converting the premature
stop codon (TAG) to a glutamine codon (CAG), dystrophin expression was restored in
~17% of myofibers, with no sporadic indels nor off-target effects. A similar approach was
taken recently to correct the mdx4cv mouse model [92]. Following systemic administra-
tion of an adenosine base editor, widespread dystrophin restoration was seen in skeletal
and cardiac muscle, along with the correction of over 95% of cardiomyocytes [99]. This
study demonstrated the potential for continued improvements in CRISPR/Cas9 efficiency
and specificity.

In addition to correcting point mutations, base editors can also be used to skip entire
exons, similar to the NHEJ-mediated single-cut exon skipping. As base editors do not
induce DSBs, they may be preferable from a safety and efficiency standpoint. Additionally,
skipping an entire exon expands the applicability of the base editing strategy as com-
pared to point mutation correction. By targeting the 5′ splice site with a CRISPR-guided
cytidine-deaminase, Yuan et al. successfully skipped exon 50 in DMD patient-derived
iPSCs (∆Ex51) [52]. Upon differentiation to cardiomyocytes, ~90% of the DNA was found
to be edited allowing for phenotypic improvements such as reduced creatine kinase levels.

While base editors allow for precise correction and thus may be preferable to tradi-
tional NHEJ CRISPR/Cas9 strategies, the size constraints of AAV-mediated delivery limit
the translational applications due to the large size of the dCas9-deaminase fusion protein.
Novel delivery strategies must therefore be explored, including trans-splicing AAV vector
systems wherein the base editor system is delivered as gene fragments in two separate
vectors [98,101,102].
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3.2. Prime Editing

Prime editing is a recent and promising addition to the CRISPR/Cas9 gene-editing
system [103]. Similar to precise base editing, prime editing takes advantage of a catalytically
inactive nCas9, therefore no DSBs are generated. Instead, the nCas9 is fused to a modified
reverse transcriptase and delivered with a “prime editing” guide RNA (pegRNA). The
reverse transcriptase component can copy the DNA template from the pegRNA at the site
of the nicked DNA strand. The pegRNA thereby acts as a donor template for precise gene
repair via base pair conversions, insertions, or deletions [104]. Prime editing is not limited
to only C:G > T:A or A:T > G:C conversions, unlike base editors. While prime editing has
the potential to correct a variety of DMD-causing mutations, size constraints remain an
issue for in vivo delivery.

Recently, Chemello et al. were the first to test prime editing in the context of DMD [105].
Using DMD patient-derived iPSCs (∆Ex51), they successfully reframed exon 52 and restored
dystrophin expression to 24.8–39.7% of WT levels. Contractile function also exhibited
improvements for cardiomyocytes differentiated from the edited iPSCs. This proof-of-
concept study has demonstrated the applicability of prime editing to DMD, although
further testing in vivo is required.

3.3. Utrophin Upregulation

Utrophin is a dystrophin homolog that may partially compensate for a lack of dys-
trophin protein in DMD. While it plays a membrane-stabilizing role in fetal muscle cells,
utrophin is normally replaced by dystrophin by adulthood [65,106]. Utrophin upregulation
may therefore help maintain muscle cell integrity and alleviate some of the pathologies
of DMD. Through a dCas9-transcriptional activator fusion protein, the UTRN promot-
ers can be targeted thus increasing expression (Figure 4B) [49]. This was demonstrated
by Wojtal et al. in DMD patient-derived myoblasts (∆Ex42-52), resulting in a 1.7–6.9-fold
increase in utrophin expression [51]. Utrophin upregulation is an appealing therapeutic
target as it is not DMD mutation-specific and thus applicable to all patients. Additionally,
no DSBs are generated, therefore increasing the safety of the approach. However, long-term
functional benefits of utrophin overexpression are unknown, and the large size of the fusion
protein poses challenges for AAV-mediated delivery.

Increased utrophin expression was achieved through a different approach by
Sengupta et al., negating the need for a transcriptional activator fusion protein [107].
CRISPR/Cas9-mediated genome editing was used to abolish five microRNA (miRNA)
binding sites within the UTRN 3′ untranslated region that normally repress utrophin ex-
pression. By deleting these sites, utrophin proteins levels were found to be two-fold higher
in DMD patient-derived iPSCs. Functional improvements were also seen in myotubes
differentiated from the edited iPSCs.

3.4. Homology-Independent Targeted Integration (HITI)

As previously discussed, exon knock-in via HDR is not typically suitable for restoring
dystrophin expression in DMD due to its low efficiency in postmitotic cells [64]. However,
the theory behind this approach is appealing as it allows for the restoration of a full-
length dystrophin protein, unlike exon skipping or deletion strategies. This is of particular
importance when considering mutations in the N- or C-terminal regions of dystrophin as
these bear functional importance and thus cannot tolerate CRISPR-mediated deletions [9].
A novel exon knock-in method with relatively high efficiency in postmitotic cells was
recently reported, termed homology-independent targeted integration (HITI) [108]. HITI
involves the delivery of a donor plasmid, which includes two Cas9 cleavage sites flanking
the intended donor sequence (Figure 4C). Once Cas9 cleaves both the donor plasmid and the
targeted genomic DNA, the NHEJ repair system will integrate the donor sequence. As HITI
relies on NHEJ, it can occur irrespective of the cell cycle state, unlike traditional HDR [109].
While this is a promising exon knock-in approach to restore full-length dystrophin protein,
it has yet to be tested in the context of DMD.
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3.5. Single-sgRNA Correction of Duplication Mutations

Single or multi-exon duplications account for up to 10–15% of DMD patient mutations,
yet they are difficult to study in vivo due to a lack of appropriate animal models [11].
Recently, a mouse model with a head-to-tail duplication of exons 18–30 was generated with
CRISPR/Cas9 [110]. This mutation was then rectified with a single-sgRNA gene-editing
strategy targeting intron 21 of the Dmd gene: both copies of the duplicated region were cut
by Cas9, resulting in the removal of the region between the sgRNAs upon DNA repair and
restoration of the Dmd ORF. With ~4–18% dystrophin protein restoration across various
muscle types, improvements were observed in muscle pathology, strength, and locomotor
function. This single-sgRNA strategy boasts many advantages such as packaging efficiency
and restoration of full-length dystrophin protein. While still in early development, it shows
promise for correcting duplication mutations in DMD and other duplication disorders.

4. Challenges and Future Directions

While there have been numerous advancements in CRISPR/Cas9 therapeutics, many
challenges remain. Accordingly, additional studies are necessary prior to clinical translation.

4.1. Delivery

One key challenge for CRISPR therapeutics is the delivery method, particularly
when considering large Cas9 fusion proteins in the case of base or prime editors. The
CRISPR/Cas9 complex is often delivered using viral vectors such as AAVs, which have an
inherent packaging limit of ~4.7 kb [111]. SpCas9 alone (~4 kb) already approaches this
limit, thereby the addition of more components such as sgRNAs, a transcriptional activator,
or a reverse transcriptase proves impractical with AAV-mediated delivery. To circumvent
this challenge, multiple AAV vectors can be used to deliver separate components of the
CRISPR/Cas9 system, or a smaller Cas9 protein (ex. SaCas9) can be used. In addition to the
size constraints, viral vectors may cause an immune response due to pre-existing antibodies
against AAV [112]. This poses further challenges as the CRISPR/Cas9 system must be
administered in a single tolerable dose, with no possibility for a second dose due to high
antibody titers generated during the first treatment. Another challenge associated with
AAV-mediated delivery is the risk of AAV integration into DNA DSB sites [113]. Finally,
AAV vectors may accumulate in the liver, posing the risk of deleterious side effects or
dose-dependent toxicity [6].

As an alternative to AAV-mediated delivery, lipid or gold nanoparticles are being
explored [73,114,115]. Nanoparticles can be taken up via endocytosis and boast many
advantages such as reduced off-target mutagenesis, low cost, and decreased immuno-
genicity. However, efficient systemic delivery remains a challenge. For example, Lee et al.
found only 1% gene editing efficiency when using nanoparticles [115]. Similarly, Wei et al.
restored dystrophin protein levels up to 4.2% following delivery with lipid nanoparti-
cles [73]. Improvements in delivery efficiency must be made prior to the widespread use of
engineered nanoparticles.

4.2. Immunogenicity

In addition to the potential immunogenicity associated with AAV vectors, other
components of the CRISPR/Cas9 may induce an immune response. First, as the Cas9
enzyme is bacterial in origin, it will likely elicit an immune reaction [116]. This could be
alleviated using modified Cas9 proteins, wherein particular epitopes have been modified to
reduce recognition by the immune system [117]. While there is also a concern of the restored
dystrophin protein eliciting an immune response, DMD patients have a low frequency of
spontaneous “revertant fibers”, wherein the reading frame is maintained [118]. Accordingly,
dystrophin should not be recognized as foreign to the immune system. Finally, sgRNAs
have been found to initiate an innate immune response in some conditions [119,120].
However, as many DMD patients are already administered corticosteroids as an anti-
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inflammatory treatment, this may suppress any mild immune response and thus render
the issue nonsignificant.

4.3. Off-Target Mutagenesis

A prominent safety concern for CRISPR/Cas9 gene editing is the possibility of off-
target mutagenesis [121–124]. Despite careful sgRNA design, the CRISPR/Cas9 system
can tolerate a few mismatches and thus has the potential to generate DSBs at unintended
sites. Despite this risk, off-target editing appears to occur at a low rate (<1%) in postmitotic
skeletal muscle cells [6]. The risk of mutagenesis can be further minimized by several
different strategies. First, modified high-fidelity Cas9 proteins such as eSpCas9(1.1) [39] or
SpCas9-HF1 [40] can be used in place of traditional Cas9. A paired nicking strategy could
also be used, with nCas9 generating offset single-stranded breaks as opposed to DSBs [48].
Off-target single-stranded breaks can be repaired by base-excision repair, a high-fidelity
DNA repair system, thereby decreasing off-target mutagenesis. Additionally, muscle-
specific promoters could spatially limit the expression of CRISPR/Cas9 components, thus
reducing the likelihood of off-target effects in other tissues [71,96]. Finally, careful sgRNA
design can aid in increasing the specificity of cut sites [125]. In silico programs such as
Cas-OFFinder [126] and CRISPRscan [127] can be used to design efficient sgRNAs with low
off-target effects.

4.4. Long-Term Efficacy

Long-term maintenance of the edited DMD gene is also a potential challenge, due
to the natural turnover of skeletal muscle cells [12]. Satellite cells are typically not edited
by CRISPR/Cas9, therefore the edited nuclei may be diluted as new muscle cells are
generated [128]. Additionally, due to antibodies generated against AAV, CRISPR/Cas9
treatment can only be administered once. This adds to the challenge of long-term efficacy
as the treatment must be durable, with no possibility of a second dose later in life.

Recently, the long-term maintenance of dystrophin protein restoration was investi-
gated in a mouse model of DMD [129]. While dystrophin persisted in cardiomyocytes, it
was lost in skeletal muscle fibers due to higher turnover. To circumvent this challenge,
Bengtsson et al. co-delivered a microdystrophin transgene along with the CRISPR gene
editing components. The microdystrophin transgene effectively stabilized the myofibers,
slowing the degeneration–regeneration cycle and maintaining dystrophin expression.

4.5. Maintaining Dystrophin Structure

As previously discussed, exons cannot be skipped haphazardly when attempting to
restore the DMD ORF [16]. Instead, certain functional domains or binding sites must be
conserved, while other redundant domains can readily be skipped or deleted [9]. This
is to ensure that dystrophin is still able to join the DGC, acting to stabilize muscle cell
membranes. Additionally, certain methods of CRISPR/Cas9 gene editing are superior
for conserving the largest possible dystrophin protein. For example, HITI exon knock-
in [108], NHEJ reframing [71,72,74,77,80,83,96], precise base editing [53,97–99], and prime
editing [103–105] are all able to restore full or nearly full-length dystrophin proteins. On
the other hand, single-cut exon skipping or double-cut exon deletion via NHEJ lead to a
shorter form of dystrophin. While such internally truncated dystrophin proteins may retain
basic functionality, preserving more of the full-length sequence is preferable when possible.

4.6. Applicability

While CRISPR/Cas9-mediated exon skipping strategies are theoretically applicable to
~70% of DMD patients, there are still some mutations that cannot be rectified with gene
editing [66,69]. For example, excessively large deletions of multiple exons, or deletions in
the N- or C- termini cannot be repaired with any of the current strategies. Additionally,
single-cut exon skipping via NHEJ is mutation-specific, and thus not generalizable. Double-
cut exon deletion via NHEJ may help alleviate this challenge.
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4.7. Comparison with Other Gene Corrective Approaches

Cell transplantation or gene replacement therapy with microdystrophin may be
an alternative solution for patients with mutations not amenable to CRISPR gene edit-
ing [15,130–132]. Cell transplantation involves the delivery of stem cells, induced pluripo-
tent stem cells, or myoblasts, in an attempt to replace a patient’s own deteriorating
cells [130]. Either donor or autologous cells may be used, although the latter must be
repaired or edited prior to reintroduction. While this approach has had some success
in vivo, many limitations remain such as limited cell numbers, immune response to trans-
plantation, low cell migration ability, and potential tumour formation in the case of stem
cells [130,132–134]. Microdystrophin gene therapy is also a potential alternative to gene
editing [15,131,135]. This approach involves the delivery of an exogenous, truncated form
of the dystrophin gene. The redundant rod domain is shortened, leaving the minimum
amount of protein required to maintain proper dystrophin function. Following success
in animal models, multiple in-human clinical trials were initiated [136–140]. However,
concerns regarding patient safety have arisen following serious adverse events, including
one death [141]. In addition to these side effects, gene therapy comes with a high cost, as
well as the potential for an immune response against either the viral delivery vector or
dystrophin itself [135]. Overall, while both of these approaches circumvent the applicability
limitations of CRISPR gene editing, further development is required to limit detrimental
side effects.

5. Conclusions

Overall, CRISPR-mediated gene editing remains a promising therapeutic for the cor-
rection of DMD mutations. The advantages of permanent gene editing are numerous, as
this would treat DMD at the source as opposed to merely managing symptoms through cor-
ticosteroids or physical therapy. CRISPR therapeutics would only require a single treatment,
compared to multiple yearly administrations as is the case for antisense oligonucleotide
therapy. Additionally, correcting the endogenous DMD gene allows for correct spatial
and temporal regulation of dystrophin expression—unlike the microdystrophin transgene.
Though many challenges remain, great improvements in CRISPR efficacy, fidelity, and
safety have been made in the past few years. Notably, the advent of precise editing via base
or prime editors increases the feasibility of CRISPR as a reliable therapeutic. Further in vivo
studies investigating the long-term effects of DMD gene editing are still required prior to
clinical translation. Additionally, improved delivery systems that increase efficiency and
nullify packaging limitations are a critical next step. If CRISPR therapeutics are translated
into clinical use for DMD, this would open the door for permanently correcting other
monogenic disorders.

Author Contributions: Writing—original draft preparation, E.E.; writing—review and editing,
T.Y. and E.E.; supervision, T.Y. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by the University of Alberta Undergraduate Research Initiative
and Women and Children’s Health Research Institute (WCHRI).

Conflicts of Interest: TY is a co-founder and shareholder of OligomicsTx Inc., which aims to com-
mercialize antisense technology.

References
1. O’Brien, K.F.; Kunkel, L.M. Dystrophin and Muscular Dystrophy: Past, Present, and Future. Mol. Genet. Metab. 2001, 74, 75–88.

[CrossRef] [PubMed]
2. Darras, B.T.; Menache-Starobinski, C.C.; Hinton, V.; Kunkel, L.M. Chapter 30—Dystrophinopathies. In Neuromuscular Disorders of

Infancy, Childhood, and Adolescence, 2nd ed.; Darras, B.T., Jones, H.R., Ryan, M.M., De Vivo, D.C., Eds.; Academic Press: San Diego,
CA, USA, 2015; pp. 551–592.

http://doi.org/10.1006/mgme.2001.3220
http://www.ncbi.nlm.nih.gov/pubmed/11592805


Int. J. Mol. Sci. 2022, 23, 1832 13 of 18

3. Mendell, J.R.; Shilling, C.; Leslie, N.D.; Flanigan, K.M.; al-Dahhak, R.; Gastier-Foster, J.; Kneile, K.; Dunn, D.M.; Duval, B.;
Aoyagi, A.; et al. Evidence-Based Path to Newborn Screening for Duchenne Muscular Dystrophy. Ann. Neurol. 2012, 71, 304–313.
[CrossRef]

4. Moat, S.J.; Bradley, D.M.; Salmon, R.; Clarke, A.; Hartley, L. Newborn Bloodspot Screening for Duchenne Muscular Dystrophy: 21
Years Experience in Wales (UK). Eur. J. Hum. Genet. 2013, 21, 1049–1053. [CrossRef]

5. Guiraud, S.; Aartsma-Rus, A.; Vieira, N.M.; Davies, K.E.; van Ommen, G.-J.B.; Kunkel, L.M. The Pathogenesis and Therapy of
Muscular Dystrophies. Annu. Rev. Genom. Hum. Genet. 2015, 16, 281–308. [CrossRef] [PubMed]

6. Olson, E.N. Toward the Correction of Muscular Dystrophy by Gene Editing. Proc. Natl. Acad. Sci. USA 2021, 118, e2004840117.
[CrossRef] [PubMed]

7. Hoffman, E.P.; Brown, R.H.; Kunkel, L.M. Dystrophin: The Protein Product of the Duchenne Muscular Dystrophy Locus. Cell
1987, 51, 919–928. [CrossRef]

8. Koenig, M.; Monaco, A.P.; Kunkel, L.M. The Complete Sequence of Dystrophin Predicts a Rod-Shaped Cytoskeletal Protein. Cell
1988, 53, 219–228. [CrossRef]

9. Muntoni, F.; Torelli, S.; Ferlini, A. Dystrophin and Mutations: One Gene, Several Proteins, Multiple Phenotypes. Lancet Neurol.
2003, 2, 731–740. [CrossRef]

10. Hamosh, A.; Scott, A.F.; Amberger, J.S.; Bocchini, C.A.; McKusick, V.A. Online Mendelian Inheritance in Man (OMIM), a
Knowledgebase of Human Genes and Genetic Disorders. Nucleic Acids Res. 2005, 33, D514–D517. [CrossRef]

11. Bladen, C.L.; Salgado, D.; Monges, S.; Foncuberta, M.E.; Kekou, K.; Kosma, K.; Dawkins, H.; Lamont, L.; Roy, A.J.; Chamova, T.;
et al. The TREAT-NMD DMD Global Database: Analysis of More than 7,000 Duchenne Muscular Dystrophy Mutations. Hum.
Mutat. 2015, 36, 395–402. [CrossRef]

12. Min, Y.-L.; Bassel-Duby, R.; Olson, E.N. CRISPR Correction of Duchenne Muscular Dystrophy. Annu. Rev. Med. 2019, 70, 239–255.
[CrossRef] [PubMed]

13. Monaco, A.P.; Bertelson, C.J.; Liechti-Gallati, S.; Moser, H.; Kunkel, L.M. An Explanation for the Phenotypic Differences between
Patients Bearing Partial Deletions of the DMD Locus. Genomics 1988, 2, 90–95. [CrossRef]

14. Campbell, K.P.; Kahl, S.D. Association of Dystrophin and an Integral Membrane Glycoprotein. Nature 1989, 338, 259–262.
[CrossRef] [PubMed]

15. Duan, D. Systemic AAV Micro-Dystrophin Gene Therapy for Duchenne Muscular Dystrophy. Mol. Ther. 2018, 26, 2337–2356.
[CrossRef] [PubMed]

16. Echigoya, Y.; Lim, K.R.Q.; Nakamura, A.; Yokota, T. Multiple Exon Skipping in the Duchenne Muscular Dystrophy Hot Spots:
Prospects and Challenges. J. Pers. Med. 2018, 8, 41. [CrossRef] [PubMed]

17. Birnkrant, D.J.; Bushby, K.; Bann, C.M.; Apkon, S.D.; Blackwell, A.; Brumbaugh, D.; Case, L.E.; Clemens, P.R.; Hadjiyannakis,
S.; Pandya, S.; et al. Diagnosis and Management of Duchenne Muscular Dystrophy, Part 1: Diagnosis, and Neuromuscular,
Rehabilitation, Endocrine, and Gastrointestinal and Nutritional Management. Lancet Neurol. 2018, 17, 251–267. [CrossRef]

18. Birnkrant, D.J.; Bushby, K.; Bann, C.M.; Alman, B.A.; Apkon, S.D.; Blackwell, A.; Case, L.E.; Cripe, L.; Hadjiyannakis, S.; Olson,
A.K.; et al. Diagnosis and Management of Duchenne Muscular Dystrophy, Part 2: Respiratory, Cardiac, Bone Health, and
Orthopaedic Management. Lancet Neurol. 2018, 17, 347–361. [CrossRef]

19. Birnkrant, D.J.; Bushby, K.; Bann, C.M.; Apkon, S.D.; Blackwell, A.; Colvin, M.K.; Cripe, L.; Herron, A.R.; Kennedy, A.; Kinnett, K.;
et al. Diagnosis and Management of Duchenne Muscular Dystrophy, Part 3: Primary Care, Emergency Management, Psychosocial
Care, and Transitions of Care across the Lifespan. Lancet Neurol. 2018, 17, 445–455. [CrossRef]

20. McDonald, C.M.; Henricson, E.K.; Abresch, R.T.; Duong, T.; Joyce, N.C.; Hu, F.; Clemens, P.R.; Hoffman, E.P.; Cnaan, A.;
Gordish-Dressman, H.; et al. Long-Term Effects of Glucocorticoids on Function, Quality of Life, and Survival in Patients with
Duchenne Muscular Dystrophy: A Prospective Cohort Study. Lancet 2018, 391, 451–461. [CrossRef]

21. Griggs, R.C.; Moxley, R.T., III; Mendell, J.R.; Fenichel, G.M.; Brooke, M.H.; Pestronk, A.; Miller, J.P. Prednisone in Duchenne
Dystrophy: A Randomized, Controlled Trial Defining the Time Course and Dose Response. Arch. Neurol. 1991, 48, 383–388.
[CrossRef]

22. Griggs, R.C.; Miller, J.P.; Greenberg, C.R.; Fehlings, D.L.; Pestronk, A.; Mendell, J.R.; Moxley, R.T.; King, W.; Kissel, J.T.; Cwik,
V.; et al. Efficacy and Safety of Deflazacort vs Prednisone and Placebo for Duchenne Muscular Dystrophy. Neurology 2016, 87,
2123–2131. [CrossRef] [PubMed]

23. Aartsma-Rus, A.; Straub, V.; Hemmings, R.; Haas, M.; Schlosser-Weber, G.; Stoyanova-Beninska, V.; Mercuri, E.; Muntoni, F.;
Sepodes, B.; Vroom, E.; et al. Development of Exon Skipping Therapies for Duchenne Muscular Dystrophy: A Critical Review
and a Perspective on the Outstanding Issues. Nucleic Acid Ther. 2017, 27, 251–259. [CrossRef] [PubMed]

24. Aslesh, T.; Maruyama, R.; Yokota, T. Skipping Multiple Exons to Treat DMD—Promises and Challenges. Biomedicines 2018, 6, 1.
[CrossRef] [PubMed]

25. Lim, K.R.Q.; Yokota, T. Invention and Early History of Exon Skipping and Splice Modulation. In Exon Skipping and Inclusion
Therapies: Methods and Protocols; Yokota, T., Maruyama, R., Eds.; Methods in Molecular Biology; Springer: New York, NY, USA,
2018; pp. 3–30.

26. Syed, Y.Y. Eteplirsen: First Global Approval. Drugs 2016, 76, 1699–1704. [CrossRef] [PubMed]
27. Heo, Y.-A. Golodirsen: First Approval. Drugs 2020, 80, 329–333. [CrossRef] [PubMed]
28. Dhillon, S. Viltolarsen: First Approval. Drugs 2020, 80, 1027–1031. [CrossRef] [PubMed]

http://doi.org/10.1002/ana.23528
http://doi.org/10.1038/ejhg.2012.301
http://doi.org/10.1146/annurev-genom-090314-025003
http://www.ncbi.nlm.nih.gov/pubmed/26048046
http://doi.org/10.1073/pnas.2004840117
http://www.ncbi.nlm.nih.gov/pubmed/34074727
http://doi.org/10.1016/0092-8674(87)90579-4
http://doi.org/10.1016/0092-8674(88)90383-2
http://doi.org/10.1016/S1474-4422(03)00585-4
http://doi.org/10.1093/nar/gki033
http://doi.org/10.1002/humu.22758
http://doi.org/10.1146/annurev-med-081117-010451
http://www.ncbi.nlm.nih.gov/pubmed/30379597
http://doi.org/10.1016/0888-7543(88)90113-9
http://doi.org/10.1038/338259a0
http://www.ncbi.nlm.nih.gov/pubmed/2493582
http://doi.org/10.1016/j.ymthe.2018.07.011
http://www.ncbi.nlm.nih.gov/pubmed/30093306
http://doi.org/10.3390/jpm8040041
http://www.ncbi.nlm.nih.gov/pubmed/30544634
http://doi.org/10.1016/S1474-4422(18)30024-3
http://doi.org/10.1016/S1474-4422(18)30025-5
http://doi.org/10.1016/S1474-4422(18)30026-7
http://doi.org/10.1016/S0140-6736(17)32160-8
http://doi.org/10.1001/archneur.1991.00530160047012
http://doi.org/10.1212/WNL.0000000000003217
http://www.ncbi.nlm.nih.gov/pubmed/27566742
http://doi.org/10.1089/nat.2017.0682
http://www.ncbi.nlm.nih.gov/pubmed/28796573
http://doi.org/10.3390/biomedicines6010001
http://www.ncbi.nlm.nih.gov/pubmed/29301272
http://doi.org/10.1007/s40265-016-0657-1
http://www.ncbi.nlm.nih.gov/pubmed/27807823
http://doi.org/10.1007/s40265-020-01267-2
http://www.ncbi.nlm.nih.gov/pubmed/32026421
http://doi.org/10.1007/s40265-020-01339-3
http://www.ncbi.nlm.nih.gov/pubmed/32519222


Int. J. Mol. Sci. 2022, 23, 1832 14 of 18

29. Shirley, M. Casimersen: First Approval. Drugs 2021, 81, 875–879. [CrossRef]
30. Lim, K.R.Q.; Maruyama, R.; Yokota, T. Eteplirsen in the Treatment of Duchenne Muscular Dystrophy. Drug Des. Dev. Ther. 2017,

11, 533–545. [CrossRef]
31. Sheikh, O.; Yokota, T. Restoring Protein Expression in Neuromuscular Conditions: A Review Assessing the Current State of

Exon Skipping/Inclusion and Gene Therapies for Duchenne Muscular Dystrophy and Spinal Muscular Atrophy. BioDrugs 2021.
[CrossRef]

32. Jinek, M.; Chylinski, K.; Fonfara, I.; Hauer, M.; Doudna, J.A.; Charpentier, E. A Programmable Dual-RNA–Guided DNA
Endonuclease in Adaptive Bacterial Immunity. Science 2012, 337, 816–821. [CrossRef]

33. Mali, P.; Yang, L.; Esvelt, K.M.; Aach, J.; Guell, M.; DiCarlo, J.E.; Norville, J.E.; Church, G.M. RNA-Guided Human Genome
Engineering via Cas9. Science 2013, 339, 823–826. [CrossRef] [PubMed]

34. Sternberg, S.H.; Redding, S.; Jinek, M.; Greene, E.C.; Doudna, J.A. DNA Interrogation by the CRISPR RNA-Guided Endonuclease
Cas9. Nature 2014, 507, 62–67. [CrossRef]

35. Friedland, A.E.; Baral, R.; Singhal, P.; Loveluck, K.; Shen, S.; Sanchez, M.; Marco, E.; Gotta, G.M.; Maeder, M.L.; Kennedy, E.M.;
et al. Characterization of Staphylococcus Aureus Cas9: A Smaller Cas9 for All-in-One Adeno-Associated Virus Delivery and
Paired Nickase Applications. Genome Biol. 2015, 16, 1–10. [CrossRef] [PubMed]

36. Ran, F.A.; Cong, L.; Yan, W.X.; Scott, D.A.; Gootenberg, J.S.; Kriz, A.J.; Zetsche, B.; Shalem, O.; Wu, X.; Makarova, K.S.; et al. In
Vivo Genome Editing Using Staphylococcus Aureus Cas9. Nature 2015, 520, 186–191. [CrossRef] [PubMed]

37. Xie, H.; Tang, L.; He, X.; Liu, X.; Zhou, C.; Liu, J.; Ge, X.; Li, J.; Liu, C.; Zhao, J.; et al. SaCas9 Requires 5′-NNGRRT-3′ PAM
for Sufficient Cleavage and Possesses Higher Cleavage Activity than SpCas9 or FnCpf1 in Human Cells. Biotechnol. J. 2018,
13, e1700561. [CrossRef]

38. Kim, E.; Koo, T.; Park, S.W.; Kim, D.; Kim, K.; Cho, H.-Y.; Song, D.W.; Lee, K.J.; Jung, M.H.; Kim, S.; et al. In Vivo Genome Editing
with a Small Cas9 Orthologue Derived from Campylobacter jejuni. Nat. Commun. 2017, 8, 14500. [CrossRef]

39. Slaymaker, I.M.; Gao, L.; Zetsche, B.; Scott, D.A.; Yan, W.X.; Zhang, F. Rationally Engineered Cas9 Nucleases with Improved
Specificity. Science 2016, 351, 84–88. [CrossRef]

40. Kleinstiver, B.P.; Pattanayak, V.; Prew, M.S.; Tsai, S.Q.; Nguyen, N.T.; Zheng, Z.; Joung, J.K. High-Fidelity CRISPR–Cas9 Nucleases
with No Detectable Genome-Wide off-Target Effects. Nature 2016, 529, 490–495. [CrossRef]

41. Chen, J.S.; Dagdas, Y.S.; Kleinstiver, B.P.; Welch, M.M.; Sousa, A.A.; Harrington, L.B.; Sternberg, S.H.; Joung, J.K.; Yildiz, A.;
Doudna, J.A. Enhanced Proofreading Governs CRISPR–Cas9 Targeting Accuracy. Nature 2017, 550, 407–410. [CrossRef]

42. Kulcsár, P.I.; Tálas, A.; Huszár, K.; Ligeti, Z.; Tóth, E.; Weinhardt, N.; Fodor, E.; Welker, E. Crossing Enhanced and High Fidelity
SpCas9 Nucleases to Optimize Specificity and Cleavage. Genome Biol. 2017, 18, 190. [CrossRef]

43. Casini, A.; Olivieri, M.; Petris, G.; Montagna, C.; Reginato, G.; Maule, G.; Lorenzin, F.; Prandi, D.; Romanel, A.; Demichelis, F.;
et al. A Highly Specific SpCas9 Variant Is Identified by in Vivo Screening in Yeast. Nat. Biotechnol. 2018, 36, 265–271. [CrossRef]
[PubMed]

44. Hu, J.H.; Miller, S.M.; Geurts, M.H.; Tang, W.; Chen, L.; Sun, N.; Zeina, C.M.; Gao, X.; Rees, H.A.; Lin, Z.; et al. Evolved Cas9
Variants with Broad PAM Compatibility and High DNA Specificity. Nature 2018, 556, 57–63. [CrossRef] [PubMed]

45. Vakulskas, C.A.; Dever, D.P.; Rettig, G.R.; Turk, R.; Jacobi, A.M.; Collingwood, M.A.; Bode, N.M.; McNeill, M.S.; Yan, S.; Camarena,
J.; et al. A High-Fidelity Cas9 Mutant Delivered as a Ribonucleoprotein Complex Enables Efficient Gene Editing in Human
Hematopoietic Stem and Progenitor Cells. Nat. Med. 2018, 24, 1216–1224. [CrossRef] [PubMed]

46. Lee, J.K.; Jeong, E.; Lee, J.; Jung, M.; Shin, E.; Kim, Y.; Lee, K.; Jung, I.; Kim, D.; Kim, S.; et al. Directed Evolution of CRISPR-Cas9
to Increase Its Specificity. Nat. Commun. 2018, 9, 3048. [CrossRef] [PubMed]

47. Nishimasu, H.; Shi, X.; Ishiguro, S.; Gao, L.; Hirano, S.; Okazaki, S.; Noda, T.; Abudayyeh, O.O.; Gootenberg, J.S.; Mori, H.; et al.
Engineered CRISPR-Cas9 Nuclease with Expanded Targeting Space. Science 2018, 361, 1259–1262. [CrossRef]

48. Ran, F.A.; Hsu, P.D.; Lin, C.-Y.; Gootenberg, J.S.; Konermann, S.; Trevino, A.E.; Scott, D.A.; Inoue, A.; Matoba, S.; Zhang, Y.; et al.
Double Nicking by RNA-Guided CRISPR Cas9 for Enhanced Genome Editing Specificity. Cell 2013, 154, 1380–1389. [CrossRef]

49. Qi, L.S.; Larson, M.H.; Gilbert, L.A.; Doudna, J.A.; Weissman, J.S.; Arkin, A.P.; Lim, W.A. Repurposing CRISPR as an RNA-Guided
Platform for Sequence-Specific Control of Gene Expression. Cell 2013, 152, 1173–1183. [CrossRef]

50. Dominguez, A.A.; Lim, W.A.; Qi, L.S. Beyond Editing: Repurposing CRISPR–Cas9 for Precision Genome Regulation and
Interrogation. Nat. Rev. Mol. Cell Biol. 2016, 17, 5–15. [CrossRef]

51. Wojtal, D.; Kemaladewi, D.U.; Malam, Z.; Abdullah, S.; Wong, T.W.Y.; Hyatt, E.; Baghestani, Z.; Pereira, S.; Stavropoulos, J.; Mouly,
V.; et al. Spell Checking Nature: Versatility of CRISPR/Cas9 for Developing Treatments for Inherited Disorders. Am. J. Hum.
Genet. 2016, 98, 90–101. [CrossRef]

52. Yuan, J.; Ma, Y.; Huang, T.; Chen, Y.; Peng, Y.; Li, B.; Li, J.; Zhang, Y.; Song, B.; Sun, X.; et al. Genetic Modulation of RNA Splicing
with a CRISPR-Guided Cytidine Deaminase. Molecular Cell 2018, 72, 380–394.e7. [CrossRef]

53. Komor, A.C.; Kim, Y.B.; Packer, M.S.; Zuris, J.A.; Liu, D.R. Programmable Editing of a Target Base in Genomic DNA without
Double-Stranded DNA Cleavage. Nature 2016, 533, 420–424. [CrossRef] [PubMed]

54. Aslesh, T.; Erkut, E.; Yokota, T. Restoration of Dystrophin Expression and Correction of Duchenne Muscular Dystrophy by
Genome Editing. Expert Opin. Biol. Ther. 2021, 21, 1049–1061. [CrossRef] [PubMed]

55. Gupta, R.M.; Musunuru, K. Expanding the Genetic Editing Tool Kit: ZFNs, TALENs, and CRISPR-Cas9. J. Clin. Investig. 2014,
124, 4154–4161. [CrossRef] [PubMed]

http://doi.org/10.1007/s40265-021-01512-2
http://doi.org/10.2147/DDDT.S97635
http://doi.org/10.1007/s40259-021-00486-7
http://doi.org/10.1126/science.1225829
http://doi.org/10.1126/science.1232033
http://www.ncbi.nlm.nih.gov/pubmed/23287722
http://doi.org/10.1038/nature13011
http://doi.org/10.1186/s13059-015-0817-8
http://www.ncbi.nlm.nih.gov/pubmed/26596280
http://doi.org/10.1038/nature14299
http://www.ncbi.nlm.nih.gov/pubmed/25830891
http://doi.org/10.1002/biot.201700561
http://doi.org/10.1038/ncomms14500
http://doi.org/10.1126/science.aad5227
http://doi.org/10.1038/nature16526
http://doi.org/10.1038/nature24268
http://doi.org/10.1186/s13059-017-1318-8
http://doi.org/10.1038/nbt.4066
http://www.ncbi.nlm.nih.gov/pubmed/29431739
http://doi.org/10.1038/nature26155
http://www.ncbi.nlm.nih.gov/pubmed/29512652
http://doi.org/10.1038/s41591-018-0137-0
http://www.ncbi.nlm.nih.gov/pubmed/30082871
http://doi.org/10.1038/s41467-018-05477-x
http://www.ncbi.nlm.nih.gov/pubmed/30082838
http://doi.org/10.1126/science.aas9129
http://doi.org/10.1016/j.cell.2013.08.021
http://doi.org/10.1016/j.cell.2013.02.022
http://doi.org/10.1038/nrm.2015.2
http://doi.org/10.1016/j.ajhg.2015.11.012
http://doi.org/10.1016/j.molcel.2018.09.002
http://doi.org/10.1038/nature17946
http://www.ncbi.nlm.nih.gov/pubmed/27096365
http://doi.org/10.1080/14712598.2021.1872539
http://www.ncbi.nlm.nih.gov/pubmed/33401973
http://doi.org/10.1172/JCI72992
http://www.ncbi.nlm.nih.gov/pubmed/25271723


Int. J. Mol. Sci. 2022, 23, 1832 15 of 18

56. Urnov, F.D.; Rebar, E.J.; Holmes, M.C.; Zhang, H.S.; Gregory, P.D. Genome Editing with Engineered Zinc Finger Nucleases. Nat.
Rev. Genet. 2010, 11, 636–646. [CrossRef] [PubMed]

57. Li, H.L.; Fujimoto, N.; Sasakawa, N.; Shirai, S.; Ohkame, T.; Sakuma, T.; Tanaka, M.; Amano, N.; Watanabe, A.; Sakurai, H.; et al.
Precise Correction of the Dystrophin Gene in Duchenne Muscular Dystrophy Patient Induced Pluripotent Stem Cells by TALEN
and CRISPR-Cas9. Stem Cell Rep. 2015, 4, 143–154. [CrossRef] [PubMed]

58. Zhang, Y.; Long, C.; Bassel-Duby, R.; Olson, E.N. Myoediting: Toward Prevention of Muscular Dystrophy by Therapeutic Genome
Editing. Physiol. Rev. 2018, 98, 1205–1240. [CrossRef]

59. Pattanayak, V.; Ramirez, C.L.; Joung, J.K.; Liu, D.R. Revealing Off-Target Cleavage Specificities of Zinc-Finger Nucleases by in
Vitro Selection. Nat. Methods 2011, 8, 765–770. [CrossRef]

60. Sander, J.D.; Ramirez, C.L.; Linder, S.J.; Pattanayak, V.; Shoresh, N.; Ku, M.; Foden, J.A.; Reyon, D.; Bernstein, B.E.; Liu, D.R.; et al.
In Silico Abstraction of Zinc Finger Nuclease Cleavage Profiles Reveals an Expanded Landscape of Off-Target Sites. Nucleic Acids
Res. 2013, 41, e181. [CrossRef]

61. Cho, S.W.; Kim, S.; Kim, J.M.; Kim, J.-S. Targeted Genome Engineering in Human Cells with the Cas9 RNA-Guided Endonuclease.
Nat. Biotechnol. 2013, 31, 230–232. [CrossRef]

62. Xu, L.; Wang, J.; Liu, Y.; Xie, L.; Su, B.; Mou, D.; Wang, L.; Liu, T.; Wang, X.; Zhang, B.; et al. CRISPR-Edited Stem Cells in a Patient
with HIV and Acute Lymphocytic Leukemia. N. Engl. J. Med. 2019, 381, 1240–1247. [CrossRef]

63. Barrangou, R.; Doudna, J.A. Applications of CRISPR Technologies in Research and Beyond. Nat. Biotechnol. 2016, 34, 933–941.
[CrossRef] [PubMed]

64. Hsu, P.D.; Lander, E.S.; Zhang, F. Development and Applications of CRISPR-Cas9 for Genome Engineering. Cell 2014, 157,
1262–1278. [CrossRef] [PubMed]

65. Lim, K.R.Q.; Yoon, C.; Yokota, T. Applications of CRISPR/Cas9 for the Treatment of Duchenne Muscular Dystrophy. J. Pers. Med.
2018, 8, 38. [CrossRef] [PubMed]

66. Chemello, F.; Bassel-Duby, R.; Olson, E.N. Correction of Muscular Dystrophies by CRISPR Gene Editing. J. Clin. Investig. 2020,
130, 2766–2776. [CrossRef]

67. Long, C.; McAnally, J.R.; Shelton, J.M.; Mireault, A.A.; Bassel-Duby, R.; Olson, E.N. Prevention of Muscular Dystrophy in Mice by
CRISPR/Cas9–Mediated Editing of Germline DNA. Science 2014, 345, 1184–1188. [CrossRef] [PubMed]

68. Sicinski, P.; Geng, Y.; Ryder-Cook, A.S.; Barnard, E.A.; Darlison, M.G.; Barnard, P.J. The Molecular Basis of Muscular Dystrophy in
the Mdx Mouse: A Point Mutation. Science 1989, 244, 1578–1580. [CrossRef] [PubMed]

69. Kole, R.; Krieg, A.M. Exon Skipping Therapy for Duchenne Muscular Dystrophy. Adv. Drug Deliv. Rev. 2015, 87, 104–107.
[CrossRef] [PubMed]

70. Long, C.; Li, H.; Tiburcy, M.; Rodriguez-Caycedo, C.; Kyrychenko, V.; Zhou, H.; Zhang, Y.; Min, Y.-L.; Shelton, J.M.; Mammen,
P.P.A.; et al. Correction of Diverse Muscular Dystrophy Mutations in Human Engineered Heart Muscle by Single-Site Genome
Editing. Sci. Adv. 2018, 4, eaap9004. [CrossRef]

71. Amoasii, L.; Long, C.; Li, H.; Mireault, A.A.; Shelton, J.M.; Sanchez-Ortiz, E.; McAnally, J.R.; Bhattacharyya, S.; Schmidt, F.;
Grimm, D.; et al. Single-Cut Genome Editing Restores Dystrophin Expression in a New Mouse Model of Muscular Dystrophy.
Sci. Transl. Med. 2017, 9. [CrossRef]

72. Min, Y.-L.; Li, H.; Rodriguez-Caycedo, C.; Mireault, A.A.; Huang, J.; Shelton, J.M.; McAnally, J.R.; Amoasii, L.; Mammen, P.P.A.;
Bassel-Duby, R.; et al. CRISPR-Cas9 Corrects Duchenne Muscular Dystrophy Exon 44 Deletion Mutations in Mice and Human
Cells. Sci. Adv. 2019, 5, eaav4324. [CrossRef]

73. Wei, T.; Cheng, Q.; Min, Y.-L.; Olson, E.N.; Siegwart, D.J. Systemic Nanoparticle Delivery of CRISPR-Cas9 Ribonucleoproteins for
Effective Tissue Specific Genome Editing. Nat. Commun. 2020, 11, 3232. [CrossRef] [PubMed]

74. Amoasii, L.; Hildyard, J.C.W.; Li, H.; Sanchez-Ortiz, E.; Mireault, A.; Caballero, D.; Harron, R.; Stathopoulou, T.-R.; Massey, C.;
Shelton, J.M.; et al. Gene Editing Restores Dystrophin Expression in a Canine Model of Duchenne Muscular Dystrophy. Science
2018, 362, 86–91. [CrossRef]

75. Lau, C.-H.; Suh, Y. In Vivo Genome Editing in Animals Using AAV-CRISPR System: Applications to Translational Research of
Human Disease. F1000Research 2017, 6, 2153. [CrossRef] [PubMed]

76. Min, Y.-L.; Chemello, F.; Li, H.; Rodriguez-Caycedo, C.; Sanchez-Ortiz, E.; Mireault, A.A.; McAnally, J.R.; Shelton, J.M.; Zhang, Y.;
Bassel-Duby, R.; et al. Correction of Three Prominent Mutations in Mouse and Human Models of Duchenne Muscular Dystrophy
by Single-Cut Genome Editing. Mol. Ther. 2020, 28, 2044–2055. [CrossRef] [PubMed]

77. Ousterout, D.G.; Kabadi, A.M.; Thakore, P.I.; Majoros, W.H.; Reddy, T.E.; Gersbach, C.A. Multiplex CRISPR/Cas9-Based Genome
Editing for Correction of Dystrophin Mutations That Cause Duchenne Muscular Dystrophy. Nat. Commun. 2015, 6, 6244.
[CrossRef] [PubMed]

78. Aartsma-Rus, A.; Kaman, W.E.; Weij, R.; den Dunnen, J.T.; van Ommen, G.-J.B.; van Deutekom, J.C.T. Exploring the Frontiers of
Therapeutic Exon Skipping for Duchenne Muscular Dystrophy by Double Targeting within One or Multiple Exons. Mol. Ther.
2006, 14, 401–407. [CrossRef] [PubMed]

79. Young, C.S.; Hicks, M.R.; Ermolova, N.V.; Nakano, H.; Jan, M.; Younesi, S.; Karumbayaram, S.; Kumagai-Cresse, C.; Wang,
D.; Zack, J.A.; et al. A Single CRISPR-Cas9 Deletion Strategy That Targets the Majority of DMD Patients Restores Dystrophin
Function in HiPSC-Derived Muscle Cells. Cell Stem Cell 2016, 18, 533–540. [CrossRef]

http://doi.org/10.1038/nrg2842
http://www.ncbi.nlm.nih.gov/pubmed/20717154
http://doi.org/10.1016/j.stemcr.2014.10.013
http://www.ncbi.nlm.nih.gov/pubmed/25434822
http://doi.org/10.1152/physrev.00046.2017
http://doi.org/10.1038/nmeth.1670
http://doi.org/10.1093/nar/gkt716
http://doi.org/10.1038/nbt.2507
http://doi.org/10.1056/NEJMoa1817426
http://doi.org/10.1038/nbt.3659
http://www.ncbi.nlm.nih.gov/pubmed/27606440
http://doi.org/10.1016/j.cell.2014.05.010
http://www.ncbi.nlm.nih.gov/pubmed/24906146
http://doi.org/10.3390/jpm8040038
http://www.ncbi.nlm.nih.gov/pubmed/30477208
http://doi.org/10.1172/JCI136873
http://doi.org/10.1126/science.1254445
http://www.ncbi.nlm.nih.gov/pubmed/25123483
http://doi.org/10.1126/science.2662404
http://www.ncbi.nlm.nih.gov/pubmed/2662404
http://doi.org/10.1016/j.addr.2015.05.008
http://www.ncbi.nlm.nih.gov/pubmed/25980936
http://doi.org/10.1126/sciadv.aap9004
http://doi.org/10.1126/scitranslmed.aan8081
http://doi.org/10.1126/sciadv.aav4324
http://doi.org/10.1038/s41467-020-17029-3
http://www.ncbi.nlm.nih.gov/pubmed/32591530
http://doi.org/10.1126/science.aau1549
http://doi.org/10.12688/f1000research.11243.1
http://www.ncbi.nlm.nih.gov/pubmed/29333255
http://doi.org/10.1016/j.ymthe.2020.05.024
http://www.ncbi.nlm.nih.gov/pubmed/32892813
http://doi.org/10.1038/ncomms7244
http://www.ncbi.nlm.nih.gov/pubmed/25692716
http://doi.org/10.1016/j.ymthe.2006.02.022
http://www.ncbi.nlm.nih.gov/pubmed/16753346
http://doi.org/10.1016/j.stem.2016.01.021


Int. J. Mol. Sci. 2022, 23, 1832 16 of 18

80. Maggio, I.; Stefanucci, L.; Janssen, J.M.; Liu, J.; Chen, X.; Mouly, V.; Gonçalves, M.A.F.V. Selection-Free Gene Repair after
Adenoviral Vector Transduction of Designer Nucleases: Rescue of Dystrophin Synthesis in DMD Muscle Cell Populations. Nucleic
Acids Res. 2016, 44, 1449–1470. [CrossRef]

81. Duchêne, B.L.; Cherif, K.; Iyombe-Engembe, J.-P.; Guyon, A.; Rousseau, J.; Ouellet, D.L.; Barbeau, X.; Lague, P.; Tremblay, J.P.
CRISPR-Induced Deletion with SaCas9 Restores Dystrophin Expression in Dystrophic Models In Vitro and In Vivo. Mol. Ther.
2018, 26, 2604–2616. [CrossRef]

82. Kyrychenko, V.; Kyrychenko, S.; Tiburcy, M.; Shelton, J.M.; Long, C.; Schneider, J.W.; Zimmermann, W.-H.; Bassel-Duby, R.;
Olson, E.N. Functional Correction of Dystrophin Actin Binding Domain Mutations by Genome Editing. JCI Insight 2017, 2, e95918.
[CrossRef]

83. Zhang, Y.; Long, C.; Li, H.; McAnally, J.R.; Baskin, K.K.; Shelton, J.M.; Bassel-Duby, R.; Olson, E.N. CRISPR-Cpf1 Correction of
Muscular Dystrophy Mutations in Human Cardiomyocytes and Mice. Sci. Adv. 2017, 3, e1602814. [CrossRef] [PubMed]

84. Matre, P.R.; Mu, X.; Wu, J.; Danila, D.; Hall, M.A.; Kolonin, M.G.; Darabi, R.; Huard, J. CRISPR/Cas9-Based Dystrophin
Restoration Reveals a Novel Role for Dystrophin in Bioenergetics and Stress Resistance of Muscle Progenitors. Stem Cells 2019, 37,
1615–1628. [CrossRef] [PubMed]

85. Moretti, A.; Fonteyne, L.; Giesert, F.; Hoppmann, P.; Meier, A.B.; Bozoglu, T.; Baehr, A.; Schneider, C.M.; Sinnecker, D.; Klett, K.;
et al. Somatic Gene Editing Ameliorates Skeletal and Cardiac Muscle Failure in Pig and Human Models of Duchenne Muscular
Dystrophy. Nat. Med. 2020, 26, 207–214. [CrossRef] [PubMed]

86. Long, C.; Amoasii, L.; Mireault, A.A.; McAnally, J.R.; Li, H.; Sanchez-Ortiz, E.; Bhattacharyya, S.; Shelton, J.M.; Bassel-Duby,
R.; Olson, E.N. Postnatal Genome Editing Partially Restores Dystrophin Expression in a Mouse Model of Muscular Dystrophy.
Science 2016, 351, 400–403. [CrossRef]

87. Nelson, C.E.; Hakim, C.H.; Ousterout, D.G.; Thakore, P.I.; Moreb, E.A.; Rivera, R.M.C.; Madhavan, S.; Pan, X.; Ran, F.A.; Yan,
W.X.; et al. In Vivo Genome Editing Improves Muscle Function in a Mouse Model of Duchenne Muscular Dystrophy. Science 2016,
351, 403–407. [CrossRef]

88. Tabebordbar, M.; Zhu, K.; Cheng, J.K.W.; Chew, W.L.; Widrick, J.J.; Yan, W.X.; Maesner, C.; Wu, E.Y.; Xiao, R.; Ran, F.A.; et al. In
Vivo Gene Editing in Dystrophic Mouse Muscle and Muscle Stem Cells. Science 2016, 351, 407–411. [CrossRef]

89. Nelson, C.E.; Wu, Y.; Gemberling, M.P.; Oliver, M.L.; Waller, M.A.; Bohning, J.D.; Robinson-Hamm, J.N.; Bulaklak, K.; Castellanos
Rivera, R.M.; Collier, J.H.; et al. Long-Term Evaluation of AAV-CRISPR Genome Editing for Duchenne Muscular Dystrophy. Nat.
Med. 2019, 25, 427–432. [CrossRef]

90. Klymiuk, N.; Blutke, A.; Graf, A.; Krause, S.; Burkhardt, K.; Wuensch, A.; Krebs, S.; Kessler, B.; Zakhartchenko, V.; Kurome, M.;
et al. Dystrophin-Deficient Pigs Provide New Insights into the Hierarchy of Physiological Derangements of Dystrophic Muscle.
Hum. Mol. Genet. 2013, 22, 4368–4382. [CrossRef]

91. Young, C.S.; Mokhonova, E.; Quinonez, M.; Pyle, A.D.; Spencer, M.J. Creation of a Novel Humanized Dystrophic Mouse Model of
Duchenne Muscular Dystrophy and Application of a CRISPR/Cas9 Gene Editing Therapy. J. Neuromuscul. Dis. 2017, 4, 139–145.
[CrossRef]

92. Chapman, V.M.; Miller, D.R.; Armstrong, D.; Caskey, C.T. Recovery of Induced Mutations for X Chromosome-Linked Muscular
Dystrophy in Mice. Proc. Natl. Acad. Sci. USA 1989, 86, 1292–1296. [CrossRef]

93. Maggio, I.; Zittersteijn, H.A.; Wang, Q.; Liu, J.; Janssen, J.M.; Ojeda, I.T.; van der Maarel, S.M.; Lankester, A.C.; Hoeben, R.C.;
Gonçalves, M.A.F.V. Integrating Gene Delivery and Gene-Editing Technologies by Adenoviral Vector Transfer of Optimized
CRISPR-Cas9 Components. Gene Ther. 2020, 27, 209–225. [CrossRef] [PubMed]

94. Koo, T.; Lu-Nguyen, N.B.; Malerba, A.; Kim, E.; Kim, D.; Cappellari, O.; Cho, H.-Y.; Dickson, G.; Popplewell, L.; Kim, J.-S.
Functional Rescue of Dystrophin Deficiency in Mice Caused by Frameshift Mutations Using Campylobacter Jejuni Cas9. Mol.
Ther. 2018, 26, 1529–1538. [CrossRef] [PubMed]

95. Nance, M.E.; Shi, R.; Hakim, C.H.; Wasala, N.B.; Yue, Y.; Pan, X.; Zhang, T.; Robinson, C.A.; Duan, S.X.; Yao, G.; et al. AAV9 Edits
Muscle Stem Cells in Normal and Dystrophic Adult Mice. Mol. Ther. 2019, 27, 1568–1585. [CrossRef] [PubMed]

96. Bengtsson, N.E.; Hall, J.K.; Odom, G.L.; Phelps, M.P.; Andrus, C.R.; Hawkins, R.D.; Hauschka, S.D.; Chamberlain, J.R.; Chamber-
lain, J.S. Muscle-Specific CRISPR/Cas9 Dystrophin Gene Editing Ameliorates Pathophysiology in a Mouse Model for Duchenne
Muscular Dystrophy. Nat. Commun. 2017, 8, 14454. [CrossRef]

97. Gaudelli, N.M.; Komor, A.C.; Rees, H.A.; Packer, M.S.; Badran, A.H.; Bryson, D.I.; Liu, D.R. Programmable Base Editing of A•T to
G•C in Genomic DNA without DNA Cleavage. Nature 2017, 551, 464–471. [CrossRef]

98. Ryu, S.-M.; Koo, T.; Kim, K.; Lim, K.; Baek, G.; Kim, S.-T.; Kim, H.S.; Kim, D.; Lee, H.; Chung, E.; et al. Adenine Base Editing in
Mouse Embryos and an Adult Mouse Model of Duchenne Muscular Dystrophy. Nat. Biotechnol. 2018, 36, 536–539. [CrossRef]

99. Xu, L.; Zhang, C.; Li, H.; Wang, P.; Gao, Y.; Mokadam, N.A.; Ma, J.; Arnold, W.D.; Han, R. Efficient Precise in Vivo Base Editing in
Adult Dystrophic Mice. Nat. Commun. 2021, 12, 3719. [CrossRef]

100. Gapinske, M.; Luu, A.; Winter, J.; Woods, W.S.; Kostan, K.A.; Shiva, N.; Song, J.S.; Perez-Pinera, P. CRISPR-SKIP: Programmable
Gene Splicing with Single Base Editors. Genome Biol. 2018, 19, 107. [CrossRef]

101. Lai, Y.; Yue, Y.; Liu, M.; Ghosh, A.; Engelhardt, J.F.; Chamberlain, J.S.; Duan, D. Efficient in Vivo Gene Expression by Trans
-Splicing Adeno-Associated Viral Vectors. Nat. Biotechnol. 2005, 23, 1435–1439. [CrossRef]

102. Sun, L.; Li, J.; Xiao, X. Overcoming Adeno-Associated Virus Vector Size Limitation through Viral DNA Heterodimerization. Nat.
Med. 2000, 6, 599–602. [CrossRef]

http://doi.org/10.1093/nar/gkv1540
http://doi.org/10.1016/j.ymthe.2018.08.010
http://doi.org/10.1172/jci.insight.95918
http://doi.org/10.1126/sciadv.1602814
http://www.ncbi.nlm.nih.gov/pubmed/28439558
http://doi.org/10.1002/stem.3094
http://www.ncbi.nlm.nih.gov/pubmed/31574188
http://doi.org/10.1038/s41591-019-0738-2
http://www.ncbi.nlm.nih.gov/pubmed/31988462
http://doi.org/10.1126/science.aad5725
http://doi.org/10.1126/science.aad5143
http://doi.org/10.1126/science.aad5177
http://doi.org/10.1038/s41591-019-0344-3
http://doi.org/10.1093/hmg/ddt287
http://doi.org/10.3233/JND-170218
http://doi.org/10.1073/pnas.86.4.1292
http://doi.org/10.1038/s41434-019-0119-y
http://www.ncbi.nlm.nih.gov/pubmed/31900423
http://doi.org/10.1016/j.ymthe.2018.03.018
http://www.ncbi.nlm.nih.gov/pubmed/29730196
http://doi.org/10.1016/j.ymthe.2019.06.012
http://www.ncbi.nlm.nih.gov/pubmed/31327755
http://doi.org/10.1038/ncomms14454
http://doi.org/10.1038/nature24644
http://doi.org/10.1038/nbt.4148
http://doi.org/10.1038/s41467-021-23996-y
http://doi.org/10.1186/s13059-018-1482-5
http://doi.org/10.1038/nbt1153
http://doi.org/10.1038/75087


Int. J. Mol. Sci. 2022, 23, 1832 17 of 18

103. Anzalone, A.V.; Randolph, P.B.; Davis, J.R.; Sousa, A.A.; Koblan, L.W.; Levy, J.M.; Chen, P.J.; Wilson, C.; Newby, G.A.; Raguram, A.;
et al. Search-and-Replace Genome Editing without Double-Strand Breaks or Donor DNA. Nature 2019, 576, 149–157. [CrossRef]
[PubMed]

104. Anzalone, A.V.; Koblan, L.W.; Liu, D.R. Genome Editing with CRISPR–Cas Nucleases, Base Editors, Transposases and Prime
Editors. Nat. Biotechnol. 2020, 38, 824–844. [CrossRef] [PubMed]

105. Chemello, F.; Chai, A.C.; Li, H.; Rodriguez-Caycedo, C.; Sanchez-Ortiz, E.; Atmanli, A.; Mireault, A.A.; Liu, N.; Bassel-Duby, R.;
Olson, E.N. Precise Correction of Duchenne Muscular Dystrophy Exon Deletion Mutations by Base and Prime Editing. Sci. Adv.
2021, 7, eabg4910. [CrossRef] [PubMed]

106. Clerk, A.; Morris, G.; Dubowitz, V.; Davies, K.E.; Sewry, C.A. Dystrophin-Related Protein, Utrophin, in Normal and Dystrophic
Human Fetal Skeletal Muscle. Histochem. J. 1993, 25, 554–561. [CrossRef] [PubMed]

107. Sengupta, K.; Mishra, M.K.; Loro, E.; Spencer, M.J.; Pyle, A.D.; Khurana, T.S. Genome Editing-Mediated Utrophin Upregulation
in Duchenne Muscular Dystrophy Stem Cells. Mol. Ther. Nucleic Acids 2020, 22, 500–509. [CrossRef] [PubMed]

108. Suzuki, K.; Tsunekawa, Y.; Hernandez-Benitez, R.; Wu, J.; Zhu, J.; Kim, E.J.; Hatanaka, F.; Yamamoto, M.; Araoka, T.; Li, Z.; et al.
In Vivo Genome Editing via CRISPR/Cas9 Mediated Homology-Independent Targeted Integration. Nature 2016, 540, 144–149.
[CrossRef] [PubMed]

109. Jang, H.-K.; Song, B.; Hwang, G.-H.; Bae, S. Current Trends in Gene Recovery Mediated by the CRISPR-Cas System. Exp. Mol.
Med. 2020, 52, 1016–1027. [CrossRef]

110. Maino, E.; Wojtal, D.; Evagelou, S.L.; Farheen, A.; Wong, T.W.Y.; Lindsay, K.; Scott, O.; Rizvi, S.Z.; Hyatt, E.; Rok, M.; et al.
Targeted Genome Editing in Vivo Corrects a Dmd Duplication Restoring Wild-Type Dystrophin Expression. EMBO Mol. Med.
2021, 13, e13228. [CrossRef]

111. Wu, Z.; Yang, H.; Colosi, P. Effect of Genome Size on AAV Vector Packaging. Mol. Ther. 2010, 18, 80–86. [CrossRef]
112. Boutin, S.; Monteilhet, V.; Veron, P.; Leborgne, C.; Benveniste, O.; Montus, M.F.; Masurier, C. Prevalence of Serum IgG and

Neutralizing Factors Against Adeno-Associated Virus (AAV) Types 1, 2, 5, 6, 8, and 9 in the Healthy Population: Implications for
Gene Therapy Using AAV Vectors. Hum. Gene Ther. 2010, 21, 704–712. [CrossRef]

113. Hanlon, K.S.; Kleinstiver, B.P.; Garcia, S.P.; Zaborowski, M.P.; Volak, A.; Spirig, S.E.; Muller, A.; Sousa, A.A.; Tsai, S.Q.; Bengtsson,
N.E.; et al. High Levels of AAV Vector Integration into CRISPR-Induced DNA Breaks. Nat. Commun. 2019, 10, 4439. [CrossRef]
[PubMed]

114. Zuris, J.A.; Thompson, D.B.; Shu, Y.; Guilinger, J.P.; Bessen, J.L.; Hu, J.H.; Maeder, M.L.; Joung, J.K.; Chen, Z.-Y.; Liu, D.R. Cationic
Lipid-Mediated Delivery of Proteins Enables Efficient Protein-Based Genome Editing in Vitro and in Vivo. Nat. Biotechnol. 2015,
33, 73–80. [CrossRef] [PubMed]

115. Lee, K.; Conboy, M.; Park, H.M.; Jiang, F.; Kim, H.J.; Dewitt, M.A.; Mackley, V.A.; Chang, K.; Rao, A.; Skinner, C.; et al.
Nanoparticle Delivery of Cas9 Ribonucleoprotein and Donor DNA in Vivo Induces Homology-Directed DNA Repair. Nat. Biomed.
Eng. 2017, 1, 889–901. [CrossRef] [PubMed]

116. Crudele, J.M.; Chamberlain, J.S. Cas9 Immunity Creates Challenges for CRISPR Gene Editing Therapies. Nat Commun 2018,
9, 3497. [CrossRef]

117. Ferdosi, S.R.; Ewaisha, R.; Moghadam, F.; Krishna, S.; Park, J.G.; Ebrahimkhani, M.R.; Kiani, S.; Anderson, K.S. Multifunctional
CRISPR-Cas9 with Engineered Immunosilenced Human T Cell Epitopes. Nat. Commun. 2019, 10, 1842. [CrossRef]

118. Thanh, L.T.; Nguyen, T.M.; Helliwell, T.R.; Morris, G.E. Characterization of Revertant Muscle Fibers in Duchenne Muscular
Dystrophy, Using Exon-Specific Monoclonal Antibodies against Dystrophin. Am. J. Hum. Genet. 1995, 56, 725–731.

119. Kim, S.; Koo, T.; Jee, H.-G.; Cho, H.-Y.; Lee, G.; Lim, D.-G.; Shin, H.S.; Kim, J.-S. CRISPR RNAs Trigger Innate Immune Responses
in Human Cells. Genome Res. 2018, 28, 367–373. [CrossRef]

120. Wienert, B.; Shin, J.; Zelin, E.; Pestal, K.; Corn, J.E. In Vitro–Transcribed Guide RNAs Trigger an Innate Immune Response via the
RIG-I Pathway. PLoS Biol. 2018, 16, e2005840. [CrossRef]

121. Duan, J.; Lu, G.; Xie, Z.; Lou, M.; Luo, J.; Guo, L.; Zhang, Y. Genome-Wide Identification of CRISPR/Cas9 off-Targets in Human
Genome. Cell Res. 2014, 24, 1009–1012. [CrossRef]

122. Fu, Y.; Foden, J.A.; Khayter, C.; Maeder, M.L.; Reyon, D.; Joung, J.K.; Sander, J.D. High-Frequency off-Target Mutagenesis Induced
by CRISPR-Cas Nucleases in Human Cells. Nat. Biotechnol. 2013, 31, 822–826. [CrossRef]

123. Zhang, X.-H.; Tee, L.Y.; Wang, X.-G.; Huang, Q.-S.; Yang, S.-H. Off-Target Effects in CRISPR/Cas9-Mediated Genome Engineering.
Mol. Ther. Nucleic Acids 2015, 4, e264. [CrossRef] [PubMed]

124. Hendel, A.; Fine, E.J.; Bao, G.; Porteus, M.H. Quantifying On- and off-Target Genome Editing. Trends Biotechnol. 2015, 33, 132–140.
[CrossRef] [PubMed]

125. Hwang, J.; Yokota, T. Recent Advancements in Exon-Skipping Therapies Using Antisense Oligonucleotides and Genome Editing
for the Treatment of Various Muscular Dystrophies. Expert Rev. Mol. Med. 2019, e5. [CrossRef] [PubMed]

126. Bae, S.; Park, J.; Kim, J.-S. Cas-OFFinder: A Fast and Versatile Algorithm That Searches for Potential off-Target Sites of Cas9
RNA-Guided Endonucleases. Bioinformatics 2014, 30, 1473–1475. [CrossRef]

127. Moreno-Mateos, M.A.; Vejnar, C.E.; Beaudoin, J.-D.; Fernandez, J.P.; Mis, E.K.; Khokha, M.K.; Giraldez, A.J. CRISPRscan:
Designing Highly Efficient SgRNAs for CRISPR-Cas9 Targeting in Vivo. Nat. Methods 2015, 12, 982–988. [CrossRef]

128. Arnett, A.L.; Konieczny, P.; Ramos, J.N.; Hall, J.; Odom, G.; Yablonka-Reuveni, Z.; Chamberlain, J.R.; Chamberlain, J.S. Adeno-
Associated Viral Vectors Do Not Efficiently Target Muscle Satellite Cells. Mol. Ther. Methods Clin. Dev. 2014, 1, 14038. [CrossRef]

http://doi.org/10.1038/s41586-019-1711-4
http://www.ncbi.nlm.nih.gov/pubmed/31634902
http://doi.org/10.1038/s41587-020-0561-9
http://www.ncbi.nlm.nih.gov/pubmed/32572269
http://doi.org/10.1126/sciadv.abg4910
http://www.ncbi.nlm.nih.gov/pubmed/33931459
http://doi.org/10.1007/BF02388063
http://www.ncbi.nlm.nih.gov/pubmed/8407365
http://doi.org/10.1016/j.omtn.2020.08.031
http://www.ncbi.nlm.nih.gov/pubmed/33230452
http://doi.org/10.1038/nature20565
http://www.ncbi.nlm.nih.gov/pubmed/27851729
http://doi.org/10.1038/s12276-020-0466-1
http://doi.org/10.15252/emmm.202013228
http://doi.org/10.1038/mt.2009.255
http://doi.org/10.1089/hum.2009.182
http://doi.org/10.1038/s41467-019-12449-2
http://www.ncbi.nlm.nih.gov/pubmed/31570731
http://doi.org/10.1038/nbt.3081
http://www.ncbi.nlm.nih.gov/pubmed/25357182
http://doi.org/10.1038/s41551-017-0137-2
http://www.ncbi.nlm.nih.gov/pubmed/29805845
http://doi.org/10.1038/s41467-018-05843-9
http://doi.org/10.1038/s41467-019-09693-x
http://doi.org/10.1101/gr.231936.117
http://doi.org/10.1371/journal.pbio.2005840
http://doi.org/10.1038/cr.2014.87
http://doi.org/10.1038/nbt.2623
http://doi.org/10.1038/mtna.2015.37
http://www.ncbi.nlm.nih.gov/pubmed/26575098
http://doi.org/10.1016/j.tibtech.2014.12.001
http://www.ncbi.nlm.nih.gov/pubmed/25595557
http://doi.org/10.1017/erm.2019.5
http://www.ncbi.nlm.nih.gov/pubmed/31576784
http://doi.org/10.1093/bioinformatics/btu048
http://doi.org/10.1038/nmeth.3543
http://doi.org/10.1038/mtm.2014.38


Int. J. Mol. Sci. 2022, 23, 1832 18 of 18

129. Bengtsson, N.E.; Tasfaout, H.; Hauschka, S.D.; Chamberlain, J.S. Dystrophin Gene-Editing Stability Is Dependent on Dystrophin
Levels in Skeletal but Not Cardiac Muscles. Mol. Ther. 2021, 29, 1070–1085. [CrossRef]

130. Barthélémy, F.; Wein, N. Personalized Gene and Cell Therapy for Duchenne Muscular Dystrophy. Neuromuscul. Disord. 2018, 28,
803–824. [CrossRef]

131. Le Guiner, C.; Servais, L.; Montus, M.; Larcher, T.; Fraysse, B.; Moullec, S.; Allais, M.; François, V.; Dutilleul, M.; Malerba, A.; et al.
Long-Term Microdystrophin Gene Therapy Is Effective in a Canine Model of Duchenne Muscular Dystrophy. Nat. Commun. 2017,
8, 16105. [CrossRef]

132. Nitahara-Kasahara, Y.; Hayashita-Kinoh, H.; Ohshima-Hosoyama, S.; Okada, H.; Wada-Maeda, M.; Nakamura, A.; Okada, T.;
Takeda, S. Long-Term Engraftment of Multipotent Mesenchymal Stromal Cells That Differentiate to Form Myogenic Cells in
Dogs With Duchenne Muscular Dystrophy. Mol. Ther. 2012, 20, 168–177. [CrossRef]

133. Sampaolesi, M.; Blot, S.; D’Antona, G.; Granger, N.; Tonlorenzi, R.; Innocenzi, A.; Mognol, P.; Thibaud, J.-L.; Galvez, B.G.;
Barthélémy, I.; et al. Mesoangioblast Stem Cells Ameliorate Muscle Function in Dystrophic Dogs. Nature 2006, 444, 574–579.
[CrossRef] [PubMed]

134. Bretag, A.H. Stem Cell Treatment of Dystrophic Dogs. Nature 2007, 450, E23. [CrossRef] [PubMed]
135. Wilton-Clark, H.; Yokota, T. Antisense and Gene Therapy Options for Duchenne Muscular Dystrophy Arising from Mutations in

the N-Terminal Hotspot. Genes 2022, 13, 257. [CrossRef]
136. Pfizer. A PHASE 3, Multicenter, Randomized, Double-Blind, Placebo Controlled Study to Evaluate the Safety and Efficacy of PF 06939926

for the Treatment of Duchenne Muscular Dystrophy; Clinicaltrials.gov: Bethesda, MD, USA, 2022.
137. Solid Biosciences, LLC. A Randomized, Controlled, Open-Label, Single-Ascending Dose, Phase I/II Study to Investigate the Safety and

Tolerability, and Efficacy of Intravenous SGT-001 in Male Adolescents and Children with Duchenne Muscular Dystrophy; Clinicaltrials.gov:
Bethesda, MD, USA, 2021.

138. Sarepta Therapeutics, Inc. A Multicenter, Randomized, Double-Blind, Placebo-Controlled Trial for Duchenne Muscular Dystrophy Using
SRP-9001; Clinicaltrials.gov: Bethesda, MD, USA, 2021.

139. Sarepta Therapeutics, Inc. A Phase 3 Multinational, Randomized, Double-Blind, Placebo-Controlled Systemic Gene Delivery Study to
Evaluate the Safety and Efficacy of SRP-9001 in Patients with Duchenne Muscular Dystrophy (EMBARK); Clinicaltrials.gov: Bethesda,
MD, USA, 2021.

140. Mendell, J.R.; Sahenk, Z.; Lehman, K.; Nease, C.; Lowes, L.P.; Miller, N.F.; Iammarino, M.A.; Alfano, L.N.; Nicholl, A.; Al-Zaidy, S.;
et al. Assessment of Systemic Delivery of RAAVrh74.MHCK7.Micro-Dystrophin in Children With Duchenne Muscular Dystrophy:
A Nonrandomized Controlled Trial. JAMA Neurol. 2020, 77, 1122–1131. [CrossRef]

141. Pfizer Halts DMD Gene Therapy Trial to Uncover Cause of Patient Death. Available online: https://www.biospace.com/article/
pfizer-dmd-gene-therapy-hits-snag-following-patient-death/ (accessed on 29 January 2022).

http://doi.org/10.1016/j.ymthe.2020.11.003
http://doi.org/10.1016/j.nmd.2018.06.009
http://doi.org/10.1038/ncomms16105
http://doi.org/10.1038/mt.2011.181
http://doi.org/10.1038/nature05282
http://www.ncbi.nlm.nih.gov/pubmed/17108972
http://doi.org/10.1038/nature06437
http://www.ncbi.nlm.nih.gov/pubmed/18097347
http://doi.org/10.3390/genes13020257
http://doi.org/10.1001/jamaneurol.2020.1484
https://www.biospace.com/article/pfizer-dmd-gene-therapy-hits-snag-following-patient-death/
https://www.biospace.com/article/pfizer-dmd-gene-therapy-hits-snag-following-patient-death/

	Introduction 
	Dystrophin Structure 
	Current Approved DMD Therapeutics 
	CRISPR/Cas9 System 
	Methods of Gene Editing Via CRISPR 

	In Vitro and In Vivo Gene Editing Via CRISPR 
	Single-Cut Exon Skipping 
	Double-Cut Exon Deletion 
	Single-Cut Exon Reframing 

	Novel Developments 
	Base Editing 
	Prime Editing 
	Utrophin Upregulation 
	Homology-Independent Targeted Integration (HITI) 
	Single-sgRNA Correction of Duplication Mutations 

	Challenges and Future Directions 
	Delivery 
	Immunogenicity 
	Off-Target Mutagenesis 
	Long-Term Efficacy 
	Maintaining Dystrophin Structure 
	Applicability 
	Comparison with Other Gene Corrective Approaches 

	Conclusions 
	References

