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In vivo genome editing in mouse restores
dystrophin expression in Duchenne
muscular dystrophy patient muscle fibers
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Abstract

Background: Mutations in the DMD gene encoding dystrophin—a critical structural element in muscle cells—
cause Duchenne muscular dystrophy (DMD), which is the most common fatal genetic disease. Clustered regularly
interspaced short palindromic repeat (CRISPR)-mediated gene editing is a promising strategy for permanently
curing DMD.

Methods: In this study, we developed a novel strategy for reframing DMD mutations via CRISPR-mediated large-
scale excision of exons 46–54. We compared this approach with other DMD rescue strategies by using DMD
patient-derived primary muscle-derived stem cells (DMD-MDSCs). Furthermore, a patient-derived xenograft (PDX)
DMD mouse model was established by transplanting DMD-MDSCs into immunodeficient mice. CRISPR gene editing
components were intramuscularly delivered into the mouse model by adeno-associated virus vectors.
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Results: Results demonstrated that the large-scale excision of mutant DMD exons showed high efficiency in
restoring dystrophin protein expression. We also confirmed that CRISPR from Prevotella and Francisella 1(Cas12a)-
mediated genome editing could correct DMD mutation with the same efficiency as CRISPR-associated protein 9
(Cas9). In addition, more than 10% human DMD muscle fibers expressed dystrophin in the PDX DMD mouse model
after treated by the large-scale excision strategies. The restored dystrophin in vivo was functional as demonstrated
by the expression of the dystrophin glycoprotein complex member β-dystroglycan.
Conclusions: We demonstrated that the clinically relevant CRISPR/Cas9 could restore dystrophin in human muscle
cells in vivo in the PDX DMD mouse model. This study demonstrated an approach for the application of gene
therapy to other genetic diseases.

Keywords: Duchenne muscular dystrophy, Gene editing, CRISPR/Cas9, CRISPR/ Cas12a, Patient-derived xenograft
model

Background
Duchenne muscular dystrophy (DMD) is an X-linked re-
cessive hereditary disease and the most frequent lethal
inherited disease, affecting 1 in about 3500–5000 new-
born males [1]. Mutations in the dystrophin gene
(DMD) that disrupt the reading frame and lead to pre-
maturely aborted dystrophin synthesis give rise to DMD.
Dystrophin is a critical cytoskeletal structural protein in
muscle cells that stabilizes the dystrophin glycoprotein
complex (DGC) at the sarcolemma [2]. Loss of func-
tional dystrophin leads to DGC degradation and muscle
fiber membrane fragility, resulting in progressive muscle
degeneration [3] that leaves patients wheelchair-bound
at about the age of 12 [4] and premature death as they
reach their twenties. To date, no effective treatments for
DMD have been developed.
DMD is the largest known gene with 2.6 million base

pairs (bp) comprising 79 exons. Its large size makes it
prone to mutations. In-frame DMD mutations generate
an internally truncated but partly functional dystrophin
protein that results in Becker muscular dystrophy
(BMD), which is observed in 1 in about 20,000 male
births and has an intermediate to mild clinical manifest-
ation, with some cases being asymptomatic into the sev-
enth decade of life [5]. Efforts have been made to rescue
dystrophin expression in DMD by overexpressing a trun-
cated but functional micro-dystrophin-utilizing lentivirus
or adeno-associated virus (AAV) [6–8] or by inducing
the skipping of out-of-frame exons with antisense oligo-
nucleotides [9–11] and the read-through of nonsense
mutations with small molecules [12]. However, these ap-
proaches are constrained by the virus packaging limit
and by the failure to permanently restore dystrophin ex-
pression due to the lack of genome manipulation.
Clustered regularly interspaced short palindromic re-

peats (CRISPR) genome editing technology shows prom-
ise for the treatment of genetic disorders [13–19].
Precise genome modifications to correct mutations in
genomic DNA can be achieved by CRISPR-associated

protein 9 (Cas9) - or CRISPR -associated protein 12a
(Cas12a)-mediated cleavage of DNA sequences targeted
by a single guide RNA (gRNA). Inspired by BMD with
in-frame mutant DMD, recent studies have demon-
strated that CRISPR/Cas9- or Cas12a-mediated removal
of one or more exons to reframe mutant DMD restores
dystrophin expression in cultured cells from DMD pa-
tients and in animal models of the disease [20–27]. Re-
framing mutant DMD by deleting exons 45–55, which
can correct about 60–70% of human DMD mutations, is
a commonly used strategy [20, 21, 28]. Although therap-
ies based on CRISPR-Cas9 genome editing are efficient,
their immunology and efficiency in human cells in vivo
must be comprehensively examined before experiments
could be conducted in humans. Preexisting immunity,
including an innate and adaptive cellular immune re-
sponse to Cas9 [29], and the presence of anti-Cas9 anti-
bodies [30] and T cells [31], reportedly decreases the
efficacy of CRISPR systems and may cause serious safety
problems. Whether CRISPR systems could work in hu-
man muscle fibers in vivo is another critical issue that
must be clarified for the clinical treatment of DMD.
In this study, using immunodeficient NOD-scid-

IL2Rg−/− (NSI) mice and DMD patient muscle-derived
stem cells (DMD–MDSCs), we developed a patient-
derived xenograft (PDX) DMD mouse model to conduct
in vivo genome editing via AAV-mediated CRISPR sys-
tem and restore the expression of dystrophin in DMD
patient muscle fibers. We also designed new correction
strategies that involve the deletion of exons 46–54 and
the application of Cas12a with comparable restoration
efficiency. This work might help in realizing the promise
of CRISPR-mediated gene therapy for DMD treatment.

Methods
Plasmid constructs
Expression cassettes for human codon-optimized Cas9
and Cas12a nuclease and a panel of gRNAs were de-
signed and constructed as previously described [32, 33].
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The dual fluorescence reporter vector was constructed
on the basis of the pCMV-tdTomato vector. In brief, we
added the EGFP coding sequence and an internal ribo-
some entry site (IRES) into the pCMV-tdTomato vector
to obtain the intermediate vector pCMV–EGFP–IRES–
TdTomato. The cassette harboring introns 45 and 54
with targeting sites flanking a multi-polyA sequence was
inserted into pCMV–EGFP–IRES–TdTomato down-
stream of EGFP and upstream of IRES.

Isolation of MDSCs
Gastrocnemius muscle samples obtained from a 4-year-
old male with DMD and a healthy control subject were
immersed in gentamicin (Gibco, Grand Island, NY,
USA) diluent (gentamicin: high-glucose Dulbecco’s
Modified Eagle’s Medium [DMEM] (m/v) = 1 g:40 mL)
for 15 min and then transferred onto a clean surface for
the subsequent steps. The samples were washed three
times in phosphate-buffered saline (PBS) supplemented
with 1% penicillin–streptomycin (Gibco). Fascia, con-
nective tissues, fat, and blood vessels were removed from
the muscle tissues and then minced using forceps and
surgical scissors. A coarse slurry was obtained, which
was enzymatically digested at 37 °C in three volumes of
an isopyknic mixture of 0.2% neutral protease (Roche
Diagnostics, Mannheim, Switzerland) and 0.1% collage-
nase II (Gibco) for 1 h. The slurry was then centrifuged
at 1000 rpm for 3 min. The supernatant was discarded,
and the cell pellet was enzymatically digested at 37 °C by
isopyknic 0.1% trypsin (Gibco) for 30 min and then cen-
trifuged as described above. The cell pellet was passed
through a 0.45-μm filter (Millipore, Billerica, MA, USA).
Dissociated cells were seeded in a tissue culture flask
coated with collagen type I (Roche Diagnostics) and cul-
tured under standard culture conditions (37 °C, 5% CO2,
and 95% relative humidity).
MDSCs were isolated via a modified version of the

pre-plate technique as previously described [34]. In brief,
2 h after seeding the cells in the flask (pre-plate [PP]1),
nonadherent cells and the medium were collected again
and transferred into a fresh flask 24 h later (PP2). Serial
pre-plating was performed to separate cells until PP6.
The adherent cells at PP6 were deemed as MDSCs; these
were cultured until they reached 80% confluence and
then passaged at a ratio of 1:3. The DMD patient and
the healthy control subject were recruited at The First
Affiliated Hospital of Sun Yat-sen University.

Cell culture, differentiation, and transfection
HEK293T cells were maintained in DMEM supple-
mented with 10% fetal bovine serum (FBS) and 1% peni-
cillin–streptomycin. The MDSCs were maintained in
DMEM supplemented with 10% horse serum, 10% FBS,
1% penicillin–streptomycin, and 0.5% chick embryo

extract. The MDSCs were differentiated into myotubes
by replacing the growth medium with DMEM supple-
mented with 2% heat-inactivated horse serum for 7 days.
All reagents were purchased from Gibco. The cells were
maintained at 37 °C and 5% CO2 and then transfected by
electroporation by using the Neon Transfection kit
(Thermo Fisher Scientific, Waltham, MA, USA).

Transplantation of DMD-MDSCs into NSI mice
NSI mice were maintained under specific pathogen-free
conditions. Bilateral tibialis anterior (TA) muscles of 6-
to 8-month-old mice were locally pretreated with cardio-
toxin (10 μL, 10 μM/50 μL, Sigma-Aldrich, St. Louis,
MO, USA) 24 h prior to transplantation to stimulate the
migration of engrafted cells and the formation of new
myofibers. After the mice were anesthetized by abdom-
inal injection of 5% chloral hydrate, the TA muscle was
exposed, and 1 × 106 DMD–MDSCs resuspended in
10 μL Matrigel (Corning Inc., Corning, NY, USA) sup-
plemented with 0.1 μg human basic fibroblast growth
factor (R&D Systems, Minneapolis, MN, USA) were
slowly injected at an oblique angle into five to seven
sites in the muscle by using a 10 μL 33G microsyringe
(Hamilton Co., Reno, NV, USA). The skin was then su-
tured closed. NSI mice injected with Matrigel served as
the negative control. TA muscles were harvested 30 days
post transplantation for immunohistochemical analysis.

Bioluminescence imaging
A cooled CCD camera system (IVIS 100 Series Imaging
System, Xenogen, Alameda, CA, USA) was used for im-
aging as previously described. Images were acquired fol-
lowing intraperitoneal injection of D-Luciferin in 250 μL
of DPBS (15 mg/mL). Quantification was performed
using Living Image software (Xenogen).

AAV production and injection
CRISPR AAV vectors were generated by PackGene Bio-
tech Co. (Guangzhou, China). For intramuscular injec-
tion into NSI mice, the animals were anesthetized by
abdominal injection of 5% chloral hydrate, followed by
injection of CRISPR AAV vector (25 μL, 1.5E + 12 vg)
into the TA muscle transplanted with DMD–MDSCs.

Analysis of off-target effects
The criterion for screening potential off-target sites was
one to three mismatches with gRNAs. The website
https://crispr.bme.gatech.edu [35] was used for the pre-
diction of off-target sites for Cas9, and http://www.
rgenome.net/cas-offinder/ [36] was used for the predic-
tion of off-target sites for Cas12a. Primers corresponding
to these sites were designed for PCR amplification of
DNA fragments, with the genomic DNA extracted from
gRNA- and Cas9/Cas12a-transfected HEK293 cells used
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as the template. PCR products were no more than 200
bp and used for library construction. High-throughput
sequencing was performed with a mixture of equal
amounts of PCR amplicons on an Illumina MiSeq Sys-
tem (San Diego, CA, USA).

Whole-exome sequencing
Genomic DNA was extracted from the myotubes differ-
entiated from WT, CRISPR-edited, and negative controls
by using the Cell Genome Extraction kit (Tiangen Bio-
tech, Beijing, China). The coding exons and untranslated
region were analyzed via whole-exome sequencing.
Quality control was performed by removing adapter se-
quences and reads with low complexity or of low quality
by using Trimmoatic (version 0.39). Afterward, BWA
(version 0.7.17-r1188) was used to align clean reads to
hg38 human genome downloaded from UCSC. Samtools
(version 1.9) was used to sort and index bam files, and
Picard (version 2.20.5) was applied for marking dupli-
cates. GATK (version 4.1.3.0) was used for the subse-
quent steps: (1) base quality score recalibration, (2)
variant discovery, and (3) variant quality score recalibra-
tion. Known sites resource (e.g., SNPs from 1000G Pro-
ject) was used for the variant quality score recalibration
(VQSR) procedure with the parameters (-an MQ -an
MQRankSum -an ReadPosRankSum -an FS -an SOR),
and tranche sensitivity threshold was set to 90. The vari-
ants that passed the VQSR procedure were considered
to be true variants. Variant annotation and further filtra-
tion were conducted using ANNOVAR (version
2019Oct24) and whole-genome databases (exac03,
avsnp150). Variants annotated to known sites were elim-
inated. During the downstream analysis, the variants that
simultaneously appeared in the treated, untreated, and
sham-treated (PBS, Cas9) groups were considered as
background noise and thus eliminated in further ana-
lysis. Genomic tracks of single-nucleotide variants
(SNVs) and indels were drawn using Circlize (version
0.4.4), and ggplot2 (3.3.0) was used for other customized
visualizations.

PCR analysis
End-point PCR was performed with the primers shown
in Additional file 1: Figure S1A to detect the deletion of
exons 46–54 in HEK293 cells when screening gRNAs.
The loci of exon 51, exons 45–55, exons 46–54, and
exon 50 were amplified from genomic DNA via PCR by
using the primers flanking each locus to determine
whether exon deletions or indels occurred in the MDSCs
after genome editing both in vitro and in vivo. After-
ward, the PCR product of INDEL50 was digested using
T7E1. In vivo genome editing of the loci of exons 45–55
and exons 46–54 were amplified by 45 cycles. All PCR
products were separated on 1.2% agarose gel and stained

with ethidium bromide for analysis. The bands were
cloned and sequenced to confirm the presence of ex-
pected intron junctions.

RNA extraction and RT-PCR analysis
WT, CRISPR-targeted, and untargeted MDSCs were dif-
ferentiated into myotubes. The cells were trypsinized
and collected, and total mRNA was extracted using TRI-
zol reagent (Life Technologies) and reverse-transcribed
into cDNA by using the FastQuant RT kit (Tiangen Bio-
tech). PCR primers were designed to anneal to exons 44
and 56 to detect exon 45–55 deletion (Δ45–55), exons
45 and 55 to detect exon 46–54 deletion (Δ46–54), or
exons 49 and 52 to detect indels in exon 50 (INDEL50).
The PCR products were separated on 1.2% agarose gel
and stained with ethidium bromide. The resolved bands
were cloned and sequenced to verify the presence of ex-
pected exon junctions.

qPCR for detection of human cells in PDX DMD mouse
Genomic DNA was extracted from the TA muscle of
PDX DMD mouse. qPCR assay was conducted according
to the protocol of Cohen et al. [37].

Western blotting
For Western blotting of dystrophin protein, the MDSCs
were differentiated into myotubes. The cells were lysed
in radioimmunoprecipitation buffer (Beyotime Institute
of Biotechnology, Shanghai, China) supplemented with
phenylmethylsulfonyl fluoride (1 mmol/L). Total protein
was separated on 6% SDS–PAGE gel, transferred onto a
polyvinylidene difluoride membrane (Millipore) that was
blocked with 5% skim milk and probed with mouse anti-
dystrophin antibody (1:100, MABT827; Millipore), and
then incubated with horseradish peroxidase-conjugated
secondary antibody. The protein band was visualized
using Super ECL Plus (Applygen Technologies, Beijing,
China) according to the manufacturer’s instructions.

Immunofluorescence analysis
Myotubes differentiated from the MDSCs seeded on 12
mm coverslips were fixed with cold acetone for 10 min
at − 20 °C. The coverslips were washed three times with
PBS and blocked for 1 h with 5% bovine serum albumin
(BSA)/PBS solution at room temperature, followed by
overnight incubation at 4 °C in a primary antibody cock-
tail of rabbit anti-dystrophin (1:200, ab15277; Abcam,
Cambridge, UK) and mouse anti-MHC (1:200, A4.1025;
Developmental Studies Hybridoma Bank, Iowa City, IA,
USA) antibodies in 3% BSA/PBS solution. The coverslips
were washed three times with PBS and incubated for 1 h
at room temperature with a secondary antibody cocktail
containing Alexa Fluor 555-conjugated goat anti-rabbit
(1:1000, # 4413S; Cell Signaling Technology, Danvers,
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MA, USA) and Alexa Fluor 488-conjugated goat anti-
mouse (1:1000, #4408S; Cell Signaling Technology) anti-
bodies. After three washes with PBS, the coverslips were
inverted onto slides overlaid with DAPI mounting
medium (Sigma-Aldrich) for nuclear counterstaining.
The slides were visualized with a confocal microscope
(Zeiss, Oberkochen, Germany). Ten coverslips were
assigned for each strategy, WT, and untargeted MDSC.
Ten images of each slide were captured to quantify dys-
trophin- and MHC-positive fibers and determine their
ratio, which was compared for different gene-editing
strategies.
TA muscles harvested from mice were frozen in iso-

pentane precooled with liquid nitrogen, and serial cryo-
sections were cut at a thickness of 8 μm. Samples from
mice transplanted with DMD–MDSCs were labeled with
a primary antibody cocktail containing rabbit anti-
laminin (1:400, ab11575; Abcam), mouse anti-Lamin A+
C (1:100, ab40567; Abcam), and mouse anti-spectrin (1:
100, NCL-SPEC1; Novocastra, Newcastle upon Tyne,
UK) antibodies and a secondary antibody cocktail con-
taining Alexa Fluor 488-conjugated goat anti-rabbit (1:
1000, #4412S; Cell Signaling Technology) and Alexa
Fluor 555-conjugated goat anti-mouse (1:1000, #4409S;
Cell Signaling Technology) antibodies. Samples from the
CRISPR-targeted and nontargeted PDX DMD mice were
labeled with a primary antibody cocktail containing
rabbit anti-laminin (1:400, ab11575; Abcam), mouse
anti-Lamin A+C (1:100, ab40567; Abcam), and mouse
anti-dystrophin (1:50, MABT827; Millipore) antibodies
and a secondary antibody cocktail containing Alexa
Fluor 555-conjugated goat anti-rabbit (1:1000, #4413S;
Cell Signaling Technology) and Alexa Fluor 488-
conjugated goat anti-mouse (1:1000, #4408S; Cell Signal-
ing Technology) antibodies. A total of 40 mice were
tested, with 8 mice (4 males, 4 females) each strategy
and for the control. Both TA muscles of the same mouse
were treated in the same manner, and they were aver-
aged to give one result per mouse. Ten images of each
section were captured to quantify dystrophin-positive fi-
bers and Lamin A+C-positive nuclei and determine their
ratio, which was compared among different gene-editing
strategies. Immunofluorescence images were analyzed
blind to sample identity.

RNA-seq
The TruSeq RNA Sample Preparation kit (Illumina) was
used to construct RNA-seq libraries. High-throughput
sequencing was performed on the HiSeq 2500 system
(Illumina). Quality control was performed by removing
adapter sequences and reads with low complexity or of
low quality. Subsequently, Salmon (version 0.8.2) was
used to align clean reads to hg38 human transcriptome
downloaded from Ensembl. In the differential analysis

part, to ensure that all the differential genes were gener-
ated by gene therapy, unedited, PBS, and Cas9 were used
as controls for differential analysis, and then the inter-
sections of their differential genes were taken as the true
differential genes. Differential expression analysis was
performed using DESeq2 (version 1.20.0), and genes
with an adjusted P < 0.05 and fold change > 2 were con-
sidered differentially expressed. Gene Ontology analysis
of the differentially expressed genes was performed using
clusterProfiler (version 3.10.1).

Quantitative droplet digital PCR (ddPCR)
ddPCR was performed on the edited genomic DNA sam-
ples by using a QX200TM Droplet DigitalTM PCR Sys-
tem with QX200TM ddPCRTM EvaGreen Supermix
(BioRad). Four primer sets were designed, including
primers specific for exon 57 (E57-F, E57-R), which de-
tected intact dystrophin gene, and primers specific for
deletion products (Δ46–54/Cas9-F, Δ46–54/Cas9-R;
Δ46–54/Cas12a-F, Δ46–54/Cas12a-R; Δ45–55/Cas9-F,
Δ45–55/Cas9-R). The primer sequences are given in
Additional file 2: Table S8.

Nanopore sequencing analysis
The cells were trypsinized and collected, and genomic
DNA was extracted using the Cell Genome Extraction
kit (Tiangen Biotech, Beijing, China) for Oxford Nano-
pore sequencing library construction. High-throughput
sequencing was then performed on MinION. Porechop
(version 0.2.4) was used to remove adapter sequences
from Nanopore reads. Minimap2 (version 2.17-r941)
was utilized to map long reads to the human genome.
Samtools (version 1.9) was employed to process bam
files. bamCoverage (version 3.3.0) was used to convert
bam files to bigwig files. Continuous genome reference
sequences of three different strategies were also estab-
lished by predicting the precise connection after editing,
and then Nanopore reads were mapped to this reference
sequence to explore change models and reads coverage
around the cut sites. Reads coverage in bigwig files or
bam files was visualized using the UCSC genome
browser or the IGV genome browser. Density plot and
mutation percentage of bases were counted by custom R
scripts.

Genome-wide, unbiased identification of DSBs enabled by
sequencing (GUIDE-seq) analysis
The GeneRulor NGS Library Prep Kit was used to con-
struct GUIDE-seq libraries. The guideseq package
(https://github.com/aryeelab/guideseq) [38] was imple-
mented to preprocess and analyze the GUIDE-Seq data.
When mapping potential off-target sites, the cutoff for
alignment to the on-target spacer sequence was set at 8
mismatches for 21 nucleotide spacers, 9 mismatches for
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22 nucleotide spacers, and 10 mismatches for 23 nucleo-
tide spacers. For all mapped reads, an RPKM value
(reads number/sum of reads number × 1000) was calcu-
lated to filter out detected sites with lesser reads (RPKM
< 1). The potential off-target sites detected were visual-
ized on the genomic scales by using the R package kar-
yoploteR (version 1.8.8).

Statistical analysis
Data from continuous variables are expressed as mean ±
SEM. The means of two groups were compared by Stu-
dent’s t test, and P < 0.05 was considered statistically
significant.

Results
Strategy for CRISPR/Cas9-mediated correction of the DMD
gene
The dystrophin protein is mainly composed of four do-
mains, of which the N-terminal, the C-terminal, and the
cysteine-rich domains are functionally more important
and serve as binding sites of dystrophin and transmem-
brane protein or sarcolemma. By contrast, much of the
central rod domain, which contains the mutational “hot
spot,” is not functionally necessary (Fig. 1a). Genome
editing to reframe DMD by CRISPR-mediated

nonhomologous end joining has been demonstrated as
an effective approach for rescuing the expression of
functional truncated dystrophin, and it has been shown
to result in conversion of DMD to a BMD-like pheno-
type. Efficiency, applicability, and safety are the major
concerns in the clinical application of CRISPR-mediated
genome editing. In this study, DMD–MDSCs with dele-
tion of exon 51, which introduces a termination codon
in exon 52 and disrupts the open reading frame (ORF)
(Fig. 1a), were used as target cells to optimize the strat-
egy for CRISPR/Cas9-mediated gene therapy of DMD.
CRISPR gene editing restored the disrupted ORF by in-
ducing large-scale deletion of multiple exons or by intro-
ducing insertion or deletion mutations (indels) in exon
50; correlative gRNAs were designed targeting introns
44, 45, 50, 54, and 55 (Additional file 2: Table S1). In the
first strategy (Δ45–55), exons 45–55 (708 kb; Fig. 1b),
which accounted for approximately 63% of the muta-
tions of the DMD gene, were deleted. In the second
strategy (Δ46–54), exons 46–54 were deleted (334 kb;
Fig. 1c) to reframe the mutant DMD, thereby preserving
more of the rod domain and making dystrophin with a
potentially better function. In the third strategy (INDE
L50), the 3′ end of exon 50 was targeted with a single
gRNA to restore the downstream reading frame via

Fig. 1 Structure of human dystrophin protein and strategies for targeting the mutant human DMD gene. a Schematic illustration of the human
dystrophin protein structure and the reading frame of the DMD gene derived from a DMD patient harboring a deletion of exon 51 and a
termination codon in exon 52 (red asterisk). H, Hinge; R, Repeat; E, Exon. b Strategy I: deletion of exons 45–55 (Δ45–55) joins exon 44 to exon 56
and restores the reading frame. E: Exon. c Strategy II: deletion of exons 46–54 (Δ46–54) joins exon 45 to exon 55 and restores the reading frame.
E, exon. d Strategy III: introduction of random indels in exon 50 (INDEL50) has a chance of restoring the reading frame
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introduction of indels (Fig. 1d). Compared with the
strategies for large fragment deletion, introducing indels
improved the efficiency of cutting the genome (only one
gRNA).

CRISPR/Cas9-mediated reframing of human mutant DMD
gene
gRNAs targeting introns 44 and 55 and exon 50 for the
first (Δ45–55) and third (INDEL50) strategies were de-
signed on the basis of the screen for DMD targeting as
previously reported [20, 21]. To achieve effective dele-
tion of exons 46–54 (Δ46–54; Fig. 1c), we generated a
dual-fluorescence reporter to rapidly assess the genomic
deletion efficiency of Cas9/gRNAs targeting introns 45
and 54. The reporter contained enhanced green fluores-
cent protein (EGFP) and tdTomato genes separated by
DMD introns 45 and 54, which included the gRNA tar-
get sequence and flanked by a multi-polyA sequence
with a robust transcription termination function (Fig. 2a;
Additional file 2: Table S2). CRISPR/Cas9-mediated ex-
cision was predicted to remove the multi-polyA cassette
to activate tdTomato expression. HEK293 cells were co-
electroporated with gRNA targeting DMD intron 45
(gRNA nos. 1–3) and another targeting DMD intron 54
(gRNA nos. 4–6) along with Cas9 and the reporter con-
struct (Additional file 1: Figure S1A). After 48 h, dual
fluorescence was detected under a microscope (Fig. 2b),
and excision efficiency was evaluated by flow cytometry
(Fig. 2c; Additional file 1: Figure S2). Genomic end-point
PCR was performed to detect excision of the DMD gene
from genomic DNA in the transfected HEK293 cells.
The expected genomic deletions were observed for most
of the gRNA combinations (Additional file 1: Figure
S1B). gRNAs 1–4 showed the highest gene-editing activ-
ity according to the results of fluorescence reporter, and
these were used for genetic correction of DMD (Add-
itional file 2: Table S3). Sanger sequencing confirmed
the joining of introns 45 and 54 mediated by Cas9/
gRNA1–4 (Additional file 1: Figure S1C). To test the
specificity of Cas9/gRNA-mediated cleavage, we identi-
fied 24 potential off-target sites of gRNA1 and gRNA4
via an in silico prediction method and performed deep
sequencing of HEK293 cells transfected with Cas9 and
individual gRNA expression cassettes. Results showed
that off-target mutagenesis occurred at a low frequency
(Additional file 1: Figures S1D–S1F; Additional file 2:
Table S4).
To reframe the mutant DMD gene in the DMD–

MDSCs, the gRNAs for the three targeting strategies
(Figs. 1b–d) were separately introduced along with Cas9
into the DMD–MDSCs by electroporation. After 3 days,
genomic DNA was extracted from the transfected
DMD–MDSCs for analysis. Genomic deletions and indel
mutations were assessed by end-point PCR and the

Surveyor nuclease assay. The expected deletion products
of 708 kb and 334 kb in Δ45–55 and Δ46–54 targeted
cells were detected via PCR of the genomic DNA. Sanger
sequencing confirmed the reframing of mutant DMD
(Fig. 2d; Additional file 1: Figures S3A and S3B). Not-
ably, INDEL50 induced a conversion to three reading
frames, with only 1/6 of the mutations restoring the
ORF of mutant DMD as previously reported (Additional
file 1: Figure S4). The targeting efficiency of gRNAs in
the DMD–MDSCs was also detected by high-
throughput sequencing of the PCR products of the edi-
ted DMD gene (Fig. 2e; Additional file 1: Figure S5; Add-
itional file 2: Table S5). About 6% of the reads included
indels from E50-gRNA-edited PCR products, in which
31% of the edited reads were in-framed (Fig. 2f). How-
ever, 1–2% of the reframed reads contained stop codons,
and about 30% of the reframed reads lost the 5′ splice
site (SS) (Additional file 2: Table S6).

Restoration of dystrophin expression by CRISPR/Cas9
To confirm CRISPR/Cas9-mediated restoration of dys-
trophin expression, we first examined the differentiation
potential of the myotubes in the DMD–MDSCs. We dif-
ferentiated the MDSCs into myotubes in vitro and ex-
amined the expression of the myogenic regulatory
factors Myogenin, MyoD1, and Desmin, as well as the
mature myotube marker myosin heavy chain (MHC), via
reverse transcription (RT) PCR and immunofluorescence
analysis (Additional file 1: Figure S6). The DMD–
MDSCs targeted by the three distinct Cas9/gRNA gene-
editing strategies were differentiated into myotubes, and
the restoration of dystrophin protein expression was
evaluated. Truncated mRNA transcripts were detected
in the cells targeted with dual gRNAs (Fig. 3a). Sanger
sequencing of the cDNA deletion band revealed the ex-
pected fusion of exons 44–56 and 45–55 with the Δ45–
55 and Δ46–54 deletion strategies, respectively (Fig. 3b).
For the INDEL50 strategy, in which a single gRNA was
used to correct the aberrant reading frame by INDEL-
mediated frameshifting, T-A cloning and sequencing of
cDNA revealed that only 15% (3/20) of the transcripts
were in frame (Additional file 1: Figure S7). Restoration
of truncated dystrophin protein expression in the cells
targeted with the three strategies was confirmed by
Western blotting. As shown in Fig. 3c, the size of the
truncated protein corresponding to the weight expected
in the absence of exons 45–55 (Δ45–55) and exons 46–
54 (Δ46–54) was approximately 361 and 375 kDa, re-
spectively, whereas the molecular weight of full-length
dystrophin was 427 kDa in both wild-type (WT) and
INDEL50-targeted myotubes, although the latter showed
only trace amounts of dystrophin. The intensity of Δ46–
54 and Δ45–55 bands was higher than that of INDEL50
band. No dystrophin was detected in the proteins
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extracted from the DMD myotubes that had not been
genetically edited (also see in Additional file 1: Figure S8).
The relative efficiency of the restoration of dystrophin

protein expression in the myotubes by CRISPR/Cas9
was evaluated by immunocytochemistry. MHC was
expressed in all myotubes. However, although dys-
trophin protein was detected in the myotubes differenti-
ated from WT–MDSCs, it was absent in those
differentiated from the DMD–MDSCs. When CRISPR/
Cas9 worked, the expression of dystrophin was restored
in the DMD–MDSC myotubes. We calculated the ratio
of the number of dystrophin-positive fibers to that of
MHC-positive fibers as a measure of in vitro therapeutic
efficiency. As shown in Fig. 3d, Δ46–54/Cas9, Δ45–55/
Cas9, and INDEL50/Cas9 restored the expression of dys-
trophin to varying degrees, whereas Δ46–54/Cas9 and
Δ45–55/Cas9 were more efficient than INDEL50/Cas9
(also see in Additional file 1: Figure S9).

CRISPR/Cas12a rescues dystrophin expression
Streptococcus pyogenes Cas9 (SpCas9), which is currently
the most widely used Cas9 endonuclease, depends on a
G-rich protospacer-adjacent motif PAM (NGG) that
precludes genome editing of AT-rich regions. Previous
studies have demonstrated that Cas12a, an RNA-guided
endonuclease that prefers a T-rich PAM, is effective in
mammalian genome editing [33, 39]. Thus, we used
CRISPR/Cas12a to correct mutant DMD via deletion of
exons 46–54 (Fig. 1c). Six Cas12a–gRNAs were designed
to target introns 45 and 54 of DMD. The deletion effi-
ciency of Cas12a in HEK293 cells combined with differ-
ent gRNA pairs was evaluated with a dual-fluorescence
reporter and by end-point PCR amplification of en-
dogenous genomic DNA. Cas12a–gRNA pairs 1–4 ex-
hibited the highest gene editing efficiency, and a low off-
target frequency was selected for correction of the
DMD–MDSCs (Additional file 1: Figures S10 and S11;
Additional file 2: Tables S3 and S7).
Expected deletion in genomic DNA and truncated

mRNA transcripts were detected in Δ46–54/Cas9- and
Δ46–54/Cas12a-targeted MDSCs, and Sanger sequen-
cing confirmed the reframing of mutant DMD (Fig. 4a,

b; Additional file 1: Figure S3C). ddPCR was performed
to detect the large-scale excision efficiency mediated by
Cas9 and Cas12a. Primer sets and probers were designed
to target both the excised and the intact DMD gene
(Additional file 2: Table S8). ddPCR indicated no signifi-
cant difference among the three large-scale excision
strategies meditated both by Cas9 and Cas12a, and over
2% of the DMD alleles had large-scale deletions (Fig. 4c;
Additional file 1: Figure S12). Nanopore sequencing, a
long-read sequencing technology, was performed to in-
spect the spliced DMD fragments and understand the
splicing changes mediated by large-scale excision. About
2 kb regions nearby the cutting sites were amplified from
the DMD–MDSCs edited by Cas9 or Cas12a with paired
gRNAs. Over 50% of the fragments were observed to be
exactly spliced on the cutting sites mediated both by
Cas9 and Cas12a, whereas Cas12a was more prone to
generating spliced fragments with deletions of about
500 bp (Fig. 4d, e; Additional file 1: Figures S13 and
S14). The restoration of dystrophin protein expression
was detected by Western blotting and immunocyto-
chemistry (Fig. 4f, g; Additional file 1: Figure S15). We
also evaluated the efficiency of the three Cas9- and
Cas12a-mediated gene-editing strategies via double im-
munofluorescence labeling with antibodies against MHC
and dystrophin and by calculating the ratio of the num-
ber of dystrophin-positive myotubes to that of MHC-
positive myotubes. Δ46–54/Cas9 and Δ46–54/Cas12a
both showed high efficiency (Fig. 4h), whereas DMD
gene reframing by INDEL50/Cas9 was inefficient in re-
storing dystrophin. The efficiency of Cas12a-mediated
Δ46–54 was comparable to that of Cas9-mediated Δ46–
54.

Off-target and transcriptome analyses
Although CRISPR-mediated gene editing is an effective
approach for correcting disease-related gene mutations,
mitigating the risk of off-target mutagenesis is critical
for its application in gene therapy. Given that in silico
prediction has poor sensitivity, high-throughput sequen-
cing was conducted to assess the target specificity of
both Cas9/gRNA and Cas12a/gRNA. The genomic DNA

(See figure on previous page.)
Fig. 2 Screening gRNAs for CRISPR/Cas9-mediated targeting of the DMD gene and reframing of mutant DMD in DMD–MDSCs. a Schematic
illustration of gRNAs targeting introns 45 and 54 of the DMD gene (top row). Red and black arrows indicate the target sites of gRNAs and the
primer binding sites for the PCR experiments shown in d. Illustration of a dual-fluorescence reporter plasmid (bottom row). b HEK293 cells were
co-transfected with the reporter construct and Cas9 (top row) or Cas9/gRNA1–4 (bottom row) by electroporation, and EGFP and tdTomato (Td)
expression was observed with a fluorescence microscope 2 days later. Scale bar, 100 μm. c Flow cytometry analysis of HEK293 cells co-transfected
with the reporter construct and Cas9/gRNA (n = 2). d Confirmation of the reframing of mutant DMD in DMD–MDSCs by PCR and Sanger
sequencing; Δ45–55 yielded an intron 44/intron 55 junction (left column), Δ46–54 yielded an intron 45/intron 54 junction (middle column), and
INDEL50 yielded T7E1-cleaved PCR amplicon fragments of the expected sizes (red arrowheads); the red arrow indicates the gRNA target site (right
column). M, marker; I, intron; E, exon. e Targeting efficiency of gRNAs in DMD-MDSCs. f The ratio of different types of indels in INDEL50. The
numbers of reads of different indel types in three replicates was averaged, and the ratio was calculated. INSERT 3 N+2 and DELETE 3 N+1 were
in-frame mutations
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from the DMD–MDSCs targeted by Cas9/gRNAs and
Cas12a/gRNA was analyzed via whole-exome sequen-
cing. In contrast to the unedited DMD–MDSCs, mul-
tiple SNVs and indels were detected in both Cas9- and
Cas12a-targeted cells with no significant difference
(Additional file 1: Figure S16). Furthermore, 16 sites
from Δ45–55/Cas9, 14 sites from Δ46–54/Cas12a, 8
sites from Δ46–54/Cas9, and 4 sites from INDEL50/
Cas9 were selected for targeted NGS to validate the off-
targets detected by whole-exome sequencing (Additional
file 2: Table S9). The results showed a very low propor-
tion of mutant reads in the targeted cells, and it was not
significantly different from the controls (Additional file
1: Figures S17–S19). Given that the off-targeting effect
of CRISPR is highly variable and hardly detected by
whole-genome or whole-exome sequencing, GUIDE-seq
[38] technology was conducted to capture all DNA
double-stranded breaks (DSBs) generated by Cas9 and
Cas12a. As we failed to capture any DSBs in the edited
MDSCs, GUIDE-seq was performed using Cas9- or
Cas12a-edited HEK293 cells as previously described.
Dozens to hundreds of off-targets were detected within
Cas9–gRNAs (Additional file 1: Figure S20). Although
eight sites from IN54–Cas9–gRNA and one site from
IN45–Cas9–gRNA were detected by GUIDE-seq as lo-
cated in exons, high-throughput sequencing showed that
those sites were not mutant in the MDSCs (Additional
file 1: Figure S21). Taken together, whole-exome sequen-
cing and GUIDE-seq indicated no detectable off-target
activity in the MDSCs.
To confirm the functional rescue of the myotubes de-

rived from the edited DMD–MDSCs, we performed
whole transcriptome analysis by RNA sequencing (RNA-
seq). Hierarchical clustering (Fig. 5a) and principal com-
ponent analysis (Additional file 1: Figure S22A) showed
that the myotubes edited by large-scale-excision were
significantly different from the negative controls but
similar to the WT controls. Gene Ontology analysis re-
vealed that transcripts that were highly enriched in the
edited myotubes were related to muscle organ develop-
ment, striated muscle tissue development, and muscle
tissue development (Fig. 5b; Additional file 1: Figure
S22B), suggesting that the rescued myotubes have a
function more closely related to muscle function. In

addition, differential expression analysis identified 715,
667, 973, and 51 differentially dysregulated genes in
Δ45–55/Cas9, Δ46–54/Cas9, Δ46–54/Cas12a, and INDE
L50/Cas9, respectively, compared with the negative con-
trols (Additional file 1: Figure S23A). Together, these
four strategies affected 28 genes. However, considering
the limited therapeutic effect of INDEL50/Cas9, when it
was excluded, the other three strategies affected a total
of 469 genes (Additional file 1: Figure S23B), including
the upregulated genes FOS and the downregulated genes
COL6A1, IGF1, and TGFB1 (Additional file 1: Figures
S23C and S23D). The expression of these genes in the
edited myotubes was confirmed by Western blot (Add-
itional file 1: Figure S23E). All of those genes are in-
volved in muscle cell proliferation, differentiation, and
muscle fibrosis and may affect muscle development and
function.

Generation of PDX DMD mouse model
Although CRISPR-mediated correction of the DMD
gene has been demonstrated to be highly effective in cul-
tured human cells, mouse models, and even a large ani-
mal model (i.e., dog), an important step for the clinical
translation of this gene-editing strategy is to demon-
strate its efficacy and safety in human muscle fibers
in vivo. To this end, we transplanted the DMD–MDSCs
into the TA muscle of NSI mice to generate a PDX
DMD mouse model harboring human muscle fibers. We
first examined changes in the transplanted MDSCs on
the basis of luciferase activity. The MDSCs were infected
with the lentivirus-expressing luciferase to conveniently
monitor survival status in vivo. The NSI mice were
treated with cardiotoxin to induce a niche for muscle
fiber regeneration from human MDSCs (Additional file
1: Figure S24). On the second day, the MDSCs express-
ing luciferase were injected into TA muscles treated with
cardiotoxin. Photon flow was evident from in vivo lumi-
nescence imaging at 4 weeks post transplantation, indi-
cating that human MDSCs had settled in the NSI mice
(Fig. 6a; Additional file 1: Figure S25; Additional file 2:
Table S10). To further validate the presence of human
cells, we performed a reported highly sensitive quantita-
tive PCR assay based on the detection of human mito-
chondrial DNA, which allows for the detection of as few

(See figure on previous page.)
Fig. 3 Restoration of dystrophin expression by CRISPR/Cas9. a CRISPR/Cas9-mediated gene editing restored dystrophin mRNA level in myotubes
differentiated from DMD–MDSCs. Illustration of primer binding sites (black arrow) for RT-PCR (top row); all detected bands were of the expected
size; red arrows indicate bands that were verified by Sanger sequencing in b. M, marker; Un, unedited. b The successful reframing of cDNA in the
DMD–MDSCs subjected to three different gene-editing strategies was confirmed by Sanger sequencing. c Western blot analysis of dystrophin
expression in targeted (Δ45–55, Δ46–54, and INDEL50) or untargeted myotubes differentiated from the DMD–MDSCs; WT MDSCs served as a
positive control. Expected molecular weights were 427 kDa for WT and INDEL50, 361 kDa for Δ45–55, and 375 kDa for Δ46–54; MHC served as a
loading control. d Representative images of MHC (green) and dystrophin (red, white arrow) expression in targeted (Δ45–55, Δ46–54, and INDEL50)
and untargeted myotubes differentiated from the DMD–MDSCs as determined by immunocytochemistry; WT MDSCs served as a positive control,
and nuclei were stained with DAPI (blue). Scale bar, 100 μm
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as one human cell in 10,000 mouse cells [37, 40]. The
presence of human cells in the TA muscles injected with
the DMD–MDSCs was approximately 2.5% (Fig. 6b).
Moreover, human spectrin and Lamin A+C were de-
tected in the muscle sections after 4 weeks (Fig. 6c), indi-
cating that human MDSCs were able to differentiate
into mature muscle fibers in mice. As shown in Fig. 6c,
the human Lamin A+C-positive nuclei marking all hu-
man cells in the transplanted muscle always occurred
with human spectrin-positive sarcolemma marking the
differentiated human muscle fibers, showing high effi-
ciency of myogenic differentiation of the DMD–MDSCs
in vivo.

In vivo gene editing of human DMD muscle fibers
restores dystrophin expression and function
We next examined the capacity of CRISPR/Cas9- and
CRISPR/Cas12a-mediated gene editing to correct the
mutant DMD gene in vivo. We first evaluated in vivo
gene transfer to muscle fibers mediated by AAV9 vector.
At 1 week post infection, EGFP expression was detected
in the injected muscle tissue, indicating the robust deliv-
ery of AAV9 (Additional file 1: Figure S26). To evaluate
the possibility of correcting DMD muscle fibers in vivo,
we packaged Cas9/gRNA and Cas12a/gRNA targeting
various loci in the human DMD gene into AAV9 vectors
and delivered to the TA muscle via intramuscular injec-
tion 2 weeks after transplantation of the DMD–MDSCs
into the NSI mice. After 4 weeks, human dystrophin ex-
pression was detected in the muscle tissues (Fig. 7a;
Additional file 1: Figure S27). Considering the robust
myogenic differentiation of the DMD–MDSCs in vivo,
we calculated the ratio of the number of human
dystrophin-positive fibers to that of human Lamin A+C-
positive nuclei as a measure of in vivo relative thera-
peutic efficiency. Δ45–55/Cas9, Δ46–54/Cas9, and Δ46–
54/Cas12a were highly efficient in rescuing dystrophin
expression in vivo (Fig. 7b), consistent with the in vitro
results. We also detected the expected bands in Δ45–55-

and Δ46–54-targeted mice via PCR of the genomic DNA
extracted from the treated muscles. The results con-
firmed the genome editing of human muscle fibers in
the PDX DMD mice (Fig. 7c). In addition, we examined
the expression of the DGC component β-dystroglycan to
determine the functionality of the rescued myotubes.
Dystrophin and β-dystroglycan were correctly localized
in all rescued human muscle fibers (Fig. 7d), demon-
strating that DGC function was restored and the DMD
muscle fiber membrane was stable.

Discussion
In the present study, we used CRISPR-mediated gene-
editing technology to repair functional human muscle fi-
bers in a mouse model of DMD by using patient-derived
primary MDSCs. A comparison of various gene-editing
strategies mediated by particular gRNAs was performed
in the DMD–MDSCs and the PDX model, and highly ef-
ficient strategies were identified.
CRISPR, which is adapted from bacterial acquired im-

mune surveillance system, is a useful tool for genome
editing and the treatment of various inherited diseases.
Previous studies have shown that it can be used to mod-
ify the DMD gene in the skeletal myoblasts of DMD pa-
tients [20, 41], induced pluripotent stem cells (iPSCs)
[21, 22], and in the germ line of DMD mice [42]. The
CRISPR/Cas9 system can also enable the rescue of dys-
trophin protein expression in mdx [23–25], mdx4cv [43]
and genetically humanized mice [28], and in dogs [27]
by using AAV vectors or in vivo electroporation. In all
of these cases, CRISPR-mediated gene editing perman-
ently restored dystrophin protein expression to alleviate
the clinical symptoms of DMD, yielding a phenotype
more closely resembling that of BMD.
Previous studies did not address whether mutant dys-

trophin in DMD patient-derived muscle cells could be
edited in vivo via gene editing. We addressed this ques-
tion by using a PDX model, which more authentically
mimics human pathophysiological processes, response to

(See figure on previous page.)
Fig. 4 CRISPR/Cas12a -induced rescue of dystrophin expression. a PCR analysis of dystrophin expression in DMD–MDSCs targeted by Cas9/gRNA
or Cas12a/gRNA specific to introns 45 and 54, respectively. All detected bands were of the expected size; the band indicated by a red arrow was
verified by Sanger sequencing, which confirmed the junction of segmental introns 45 and 54. M, marker. b RT-PCR analysis of dystrophin
expression in myotubes differentiated from the DMD–MDSCs targeted by Cas9/gRNA or Cas12a/gRNA, as shown in a. All detected bands were of
the expected size; the band indicated by a red arrow was verified by Sanger sequencing, which confirmed the junction of exons 45 and 55. M,
marker. c The editing efficiency of three large-scale excision strategies indicated by ddPCR assays. d Nanopore sequencing reads from edited
MDSCs mapped at the spliced DMD genome; cut sites were marked by red lines. E, exon. e The base mutation percentage around the cut sites
(40 bp for Δ45–55/Cas9, 65 bp for Δ46–54/Cas9 and Δ46–54/Cas12a). f Western blot analysis of dystrophin expression in targeted (Δ46–54/Cas9
and Δ46–54/Cas12a) or untargeted myotubes differentiated from the DMD–MDSCs; WT MDSCs served as a positive control. Expected molecular
weights were 427 kDa for WT and 375 kDa for Cas9/Δ46–54 and Cas12a/Δ46–54. MHC served as a loading control. g Representative images of
MHC (green) and dystrophin (red, white arrow) expression in Cas12a/Δ46–54-targeted myotubes differentiated from the DMD–MDSCs as
determined by immunocytochemistry; nuclei were stained with DAPI (blue). Scale bar, 100 μm. h Representative box plots of the efficiency of the
different gene-editing strategies in vitro as indicated by the ratio of the number of dystrophin-positive fibers (dystrophin+) to that of MHC-
positive fibers (MHC+); Δ46–54/Cas9, Δ46–54/ Cas12a, and Δ45–55/Cas9 showed higher efficacy than INDEL50/Cas9 (P < 0.05, n = 10)
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therapy, and provides a sensitive indicator of in vivo effi-
cacy. PDX mouse models have been established by
transplanting seed cells, such as lymphocytes [44],
hematopoietic stem cells [44], hepatic cells [45], and
cancer cells [46], into immunodeficient mouse. We used
human primary MDSCs, which are characterized by high
proliferative and myogenic differentiation capacities and

low immunogenicity [34], from a DMD patient as the
seed cells for heteroplastic transplantation into immuno-
deficient NSI mice that lack B/T lymphocytes and nat-
ural killer cells [47, 48]. The transplanted DMD–MDSCs
differentiated into mature muscle fibers in vivo, indicat-
ing successful establishment of the PDX DMD mouse
model. CRISPR/Cas9 was previously used to target

Fig. 5 Transcriptome analyses. a Heatmap and hierarchical tree comparing the global transcriptome differences in edited (Δ45–55/Cas9, Δ46–54/
Cas9, Δ46–54/Cas12a and INDEL50/Cas9, n = 2) and negative control (Cas9 only, mock and unedited, n = 2) myotubes differentiated from the
DMD–MDSCs with wild-type (WT, n = 4) myotubes differentiated from normal MDSCs. Red and green color intensities represent gene
upregulation and downregulation, respectively. Gene ontology (GO) enrichment results of two clustered gene sets are shown on the right side of
the heatmap; −log10 p values were used to produce the bar plots. b Gene Ontology analysis of transcripts in edited myotubes
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genomic mutations in mouse PDX tumor models [49–
51] in which cancer cells exhibited unlimited prolifera-
tion, which is very different from terminally differenti-
ated muscle cells. The present study is the first to apply
CRISPR-mediated genome editing of a specific genomic
locus (the DMD gene) in adult human nontumor cells
(i.e., MDSCs) for the restoration of protein expression
and function in vivo.
Cas9 is currently the most widely used nuclease for

gene editing. However, its application is limited by the
fact that Cas9-mediated cleavage requires a G-rich PAM
at the 3′ end of the protospacer for its editing function,

whereas introns harbor T-rich regions. In contrast to
Cas9, Cas12a recognizes T-rich PAM sequences at the
5′ end of target DNA sequences, which allows targeting
of regulatory regions and introns in AT-rich genomes.
This useful property expands the range of disease-
related mutations that can be edited with the CRISPR
system [52]. Moreover, Cas12a is a highly specific
programmable nuclease that can reduce off-target effects
compared with Cas9 [39]. Our results revealed that
Δ46–54/Cas12a-gRNAs have fewer off-target sites than
Δ46–54/Cas9–gRNAs, and the deletion efficiency of
Cas12a is comparable to that of Cas9. Thus, Cas12a

Fig. 6 In vivo differentiation of DMD–MDSCs into muscle fibers. a DMD–MDSCs infected with lentivirus-expressing luciferase were transplanted
into recipients, and engraftment was monitored by imaging over a period of 4 weeks. Bioluminescence images of representative injected mice
were acquired on the indicated days. b qPCR analysis of human mitochondrial DNA revealed the presence of human cells in PDX DMD mouse
following injection of DMD–MDSCs over a period of 4 weeks. Mouse DNA samples (M) and human DNA samples (H), as well as a series of
mouse–human cell dilution samples, were run as negative and positive controls to estimate the degree of human cell contribution. The red
dotted lines indicated that the proportion of human cells in the TA muscle of PDX DMD was between 2 and 2.5%. c Immunofluorescence
staining of laminin (green), human spectrin (red signal in sarcolemma), and human Lamin A+C (red signal in nucleus) in the TA muscle of PDX
DMD mice; nuclei were counterstained with DAPI (blue). Scale bar, 100 μm
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provides an alternative nuclease for future gene therapy
in DMD patients.
The efficiency of gene-editing strategies employed

in previous studies is unclear due to the use of im-
mortalized myoblasts or iPSCs derived from DMD pa-
tients. Herein, we designed a novel method for
reframing mutant DMD by deletion of exons 46–54,
which encompasses nearly 60% of DMD mutations,
and compared the efficiency of this and previously re-
ported approaches both in vitro and in vivo. ddPCR
and high-throughput sequencing of the PCR products
of the edited DMD gene indicated that the four strat-
egies we compared follow a same trend of reframing
efficiency. However, RNA-seq and immunofluores-
cence showed significantly low efficiency of INDEL-50
mediated restoration of dystrophin. High-throughput
sequencing results from the E50-gRNA target indi-
cated that about 30% of the reframed reads were un-
able to transcribe the correct dystrophin, which
reduced the dystrophin restoration efficiency of the
INDEL50 strategy. Thus, highly efficient gRNA for
introducing indel-mediated DMD must be designed.
gRNAs targeting the intron–exon junction area can
substantially affect 5′ or 3′ splice sites and reduce
the recovery efficiency of INDEL strategy. These re-
sults indicated that the large-fragment deletion strat-
egies we used were efficient in vivo and might meet
the requirements of clinical efficacy. However, consid-
ering that the targeting efficiency of gRNAs is crucial
to restoring dystrophin expression, the comparisons
are only valid for these particular gRNAs and cannot
be extended to these approaches in general.

Conclusions
In summary, this study provides evidence for the efficacy
of in vivo genome editing to correct disruptive muta-
tions and restore dystrophin expression and function in
DMD patient-derived muscle fibers. The PDX DMD
mouse model can be used to screen potentially effective
strategies for clinical application. The continued studies
of gene-editing strategies, gene delivery approach, toxi-
cology, and immunology in large animals will provide

further insights into the potential application of gene
therapy for DMD.

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s13073-021-00876-0.

Additional file 1: Supplementary Figures S1-S27.

Additional file 2: Supplementary Tables S1-S10.

Acknowledgements
We would like to thank the patient and healthy control subject for
participating in this study, as well as Editage [www.editage.cn] and
shinewrite [www.shinewrite.com] for English language editing.

Authors’ contributions
M.C., H.S., C.Z., Liangxue. L, and X.L. designed this study. H.Z. and Y.L. isolated
and identified MDSCs. H.S., X.W., and H.W. designed the CRISPR system used
in this study. M.C., H.S., L.W., Z.J., Q. J, and H. L did the in vitro and in vivo
gene editing experimentation. A.X., S.G., and X.L. did the bioinformatics
analysis. Y. Z, W.G., X.Y., J. L, and Lei L. did the immunofluorescence analysis.
C.Z., Liangxue. L., and X.L. supervised this study. All authors read and
approved the final manuscript.

Funding
This work was supported by the National Key Research and Development
Program of China, Stem cell and Translational Research [2019YFA0111500];
the National Natural Science Foundation of China [grant numbers 81671121,
82071801, 81771359, 81901280, 81471280]; the Strategic Priority Research
Program of the Chinese Academy of Sciences [grant numbers
XDA16030503]; the National Key Research and Development Program of
China Stem Cell and Translational Research [grant numbers 2017YFA0105103,
2019YFA0111500]; Guangdong Provincial Key Laboratory for Diagnosis and
Treatment of Major Neurological Diseases [grant numbers 2017B030314103];
Science and Technology Planning Project of Guangdong Province, China
[2017B020231001, 2017A050501059, 2017B030314056]; the Southern China
International Cooperation Base for Early Intervention and Functional
Rehabilitation of Neurological Diseases [grant numbers 2015B050501003];
Guangdong Provincial Engineering Center for Major Neurological Disease
Treatment, Guangdong Provincial Engineering Center For Major Neurological
Disease Treatment, Guangdong Provincial Translational Medicine Innovation
Platform for Diagnosis and Treatment of Major Neurological Disease,
Guangdong Provincial Clinical Research Center for Neurological Diseases; the
Bureau of Science and Technology of Guangzhou Municipality [grant
numbers 201704030034, 202007030003]. Research Unit of Generation of
Large Animal Disease Models, Chinese Academy of Medical Sciences (2019-
I2M-5-025); Key Research & Development Program of Guangzhou
Regenerative Medicine and Health Guangdong Laboratory
(2018GZR110104004). Funding for open access charge: The First Affiliated
Hospital, Sun Yat-sen University.

(See figure on previous page.)
Fig. 7 In vivo editing of human DMD gene restores dystrophin expression and localization in muscle fibers. (A) Immunofluorescence detection of
human dystrophin (green signal in the sarcolemma, white arrow), human lamin A+C (green signal in the nucleus), and laminin (red) in the TA
muscle of CRISPR-targeted PDX DMD mice; nuclei were counterstained with DAPI (blue). Mice without editing (unedited) served as the negative
control. Scale bar, 100 μm. b Representative box plots of the therapeutic efficacy of the different gene-editing strategies in vivo as determined by
the ratio of the number of dystrophin-positive fibers (dystrophin+) to that of lamin A+C-positive nuclei (LaminA+C+); Δ46–54/Cas9, Δ46–54/
Cas12a, and Δ45–55/Cas9 showed higher efficacy than INDEL50/Cas9 (P < 0.05, n = 8). c Confirmation of the presence of human cells (upper left)
and reframing of mutant DMD in PDX DMD mice by PCR. Δ45–55 yielded an intron 44/intron 55 junction (upper right), and Δ46–54 yielded an
intron 45/intron 54 junction (bottom row). hmtDNA, human mitochondrial DNA. d β-Dystroglycan restoration in human muscle fibers treated
with different gene-editing strategies. Human dystrophin and β-dystroglycan are visible as green and red signals, respectively; sections were
stained with DAPI (blue) to identify nuclei and labeled with an antibody against human Lamin A+C (green or red) to identify human nuclei. Mice
without editing (unedited) served as a negative control. Scale bar, 50 μm

Chen et al. Genome Medicine           (2021) 13:57 Page 17 of 19

https://doi.org/10.1186/s13073-021-00876-0
https://doi.org/10.1186/s13073-021-00876-0
http://www.editage.cn
http://www.shinewrite.com


Availability of data and materials
The sequencing data reported in this paper is deposited in GEO, accession
number GSE168007 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=
GSE168007) [53].

Declarations

Ethics approval and consent to participate
This study was approved by the Institute of clinical ethics for Clinical
Research and Animal Trials at First Affiliated Hospital of Sun Yat-sen Univer-
sity, Guangzhou, China ([2016]088). Written informed consent was obtained
from the DMD patient and control subject prior to the study. The research
conformed to the principles of the Helsinki Declaration. All mouse proce-
dures were carried out in accordance with the National Institute of Health
Guidelines for the Care and Use of Laboratory Animals.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1Department of Neurology, The First Affiliated Hospital, Sun Yat-sen
University; Guangdong Provincial Key Laboratory of Diagnosis and Treatment
of Major Neurological Diseases, National Key Clinical Department and Key
Discipline of Neurology; Zhongshan Medical School, Sun Yat-sen University;
Center for Stem Cell Biology and Tissue Engineering, Key Laboratory for
Stem Cells and Tissue Engineering, Ministry of Education, Guangzhou
510080, China. 2CAS Key Laboratory of Regenerative Biology, Guangdong
Provincial Key Laboratory of Stem Cell and Regenerative Medicine,
Guangzhou Institutes of Biomedicine and Health, Chinese Academy of
Sciences, Guangzhou 510530, China. 3University of Chinese Academy of
Sciences, Beijing 100049, China. 4Department of Neurology, Guangzhou First
People’s Hospital, School of Medicine, South China University of Technology,
Guangzhou 510180, Guangdong, China. 5Department of Neurology, Seventh
Affiliated Hospital of Sun Yat-sen University, Shenzhen 518017, Guangdong,
China. 6Scientific Instruments Centre, Guangzhou Institutes of Biomedicine
and Health, Chinese Academy of Sciences, Guangzhou 510530, Guangdong,
China. 7Institute of Physical Science and Information Technology, Anhui
University, Hefei 230601, Anhui, China. 8Department of Neurology and Stroke
Centre, The First Affiliated Hospital, Jinan University, Guangzhou 510630,
Guangdong, China. 9Bioland Laboratory (Guangzhou Regenerative Medicine
and Health Guangdong Laboratory, GRMH-GDL), Guangzhou 510005, China.
10Research Unit of Generation of Large Animal Disease Models, Chinese
Academy of Medical Sciences (2019RU015), Guangzhou 510530, China.
11Institute for Stem Cell and Regeneration, Chinese Academy of Sciences,
Beijing 100101, China. 12Current address: Zhongshan Medical School, Sun
Yat-sen University, No.72 Zhongshan Road 2, Guangzhou 510080, China.

Received: 21 August 2019 Accepted: 22 March 2021

References
1. Mendell JR, Shilling C, Leslie ND, Flanigan KM, al-Dahhak R, Gastier-Foster J,

Kneile K, Dunn DM, Duval B, Aoyagi a, et al: Evidence-based path to
newborn screening for Duchenne muscular dystrophy. Ann Neurol 2012, 71:
304–313.

2. Campbell KP, Kahl SD. Association of dystrophin and an integral membrane
glycoprotein. Nature. 1989;338:259–62.

3. Ervasti JM, Ohlendieck K, Kahl SD, Gaver MG, Campbell KP. Deficiency of a
glycoprotein component of the dystrophin complex in dystrophic muscle.
Nature. 1990;345:315–9.

4. Bello L, Gordish-Dressman H, Morgenroth LP, Henricson EK, Duong T,
Hoffman EP, et al. Prednisone/prednisolone and deflazacort regimens in the
CINRG Duchenne natural history study. Neurology. 2015;85:1048–55.

5. Flanigan KM. Duchenne and Becker muscular dystrophies. Neurol Clin. 2014;
32:671–88 viii.

6. Gregorevic P, Allen JM, Minami E, Blankinship MJ, Haraguchi M, Meuse L,
et al. rAAV6-microdystrophin preserves muscle function and extends
lifespan in severely dystrophic mice. Nat Med. 2006;12:787–9.

7. Kimura E, Li S, Gregorevic P, Fall BM, Chamberlain JS. Dystrophin delivery to
muscles of mdx mice using lentiviral vectors leads to myogenic progenitor
targeting and stable gene expression. Mol Ther. 2010;18:206–13.

8. Fabb SA, Wells DJ, Serpente P, Dickson G. Adeno-associated virus vector
gene transfer and sarcolemmal expression of a 144 kDa micro-dystrophin
effectively restores the dystrophin-associated protein complex and inhibits
myofibre degeneration in nude/mdx mice. Hum Mol Genet. 2002;11:733–41.

9. Dunckley MG, Manoharan M, Villiet P, Eperon IC, Dickson G. Modification of
splicing in the dystrophin gene in cultured Mdx muscle cells by antisense
oligoribonucleotides. Hum Mol Genet. 1998;7:1083–90.

10. Mann CJ, Honeyman K, Cheng AJ, Ly T, Lloyd F, Fletcher S, et al. Antisense-
induced exon skipping and synthesis of dystrophin in the mdx mouse. Proc
Natl Acad Sci U S A. 2001;98:42–7.

11. Komaki H, Nagata T, Saito T, Masuda S, Takeshita E, Sasaki M, et al. Systemic
administration of the antisense oligonucleotide NS-065/NCNP-01 for
skipping of exon 53 in patients with Duchenne muscular dystrophy. Sci
Transl Med. 2018;10(437):eaan0713.

12. McDonald CM, Campbell C, Torricelli RE, Finkel RS, Flanigan KM, Goemans N,
et al. Ataluren in patients with nonsense mutation Duchenne muscular
dystrophy (ACT DMD): a multicentre, randomised, double-blind, placebo-
controlled, phase 3 trial. Lancet. 2017;390:1489–98.

13. Xie F, Ye L, Chang JC, Beyer AI, Wang J, Muench MO, et al. Seamless gene
correction of beta-thalassemia mutations in patient-specific iPSCs using CRIS
PR/Cas9 and piggyBac. Genome Res. 2014;24:1526–33.

14. Schwank G, Koo BK, Sasselli V, Dekkers JF, Heo I, Demircan T, et al.
Functional repair of CFTR by CRISPR/Cas9 in intestinal stem cell organoids
of cystic fibrosis patients. Cell Stem Cell. 2013;13:653–8.

15. Wu Y, Liang D, Wang Y, Bai M, Tang W, Bao S, et al. Correction of a genetic
disease in mouse via use of CRISPR-Cas9. Cell Stem Cell. 2013;13:659–62.

16. Yin H, Song CQ, Dorkin JR, Zhu LJ, Li Y, Wu Q, et al. Therapeutic genome
editing by combined viral and non-viral delivery of CRISPR system
components in vivo. Nat Biotechnol. 2016;34:328–33.

17. Xie C, Zhang YP, Song L, Luo J, Qi W, Hu J, et al. Genome editing with CRIS
PR/Cas9 in postnatal mice corrects PRKAG2 cardiac syndrome. Cell Res.
2016;26:1099–111.

18. Bakondi B, Lv W, Lu B, Jones MK, Tsai Y, Kim KJ, et al. In vivo CRISPR/Cas9
gene editing corrects retinal dystrophy in the S334ter-3 rat model of
autosomal dominant retinitis pigmentosa. Mol Ther. 2016;24:556–63.

19. Zhang Y, Long C, Li H, McAnally JR, Baskin KK, Shelton JM, et al. CRISPR-Cpf1
correction of muscular dystrophy mutations in human cardiomyocytes and
mice. Sci Adv. 2017;3:e1602814.

20. Ousterout DG, Kabadi AM, Thakore PI, Majoros WH, Reddy TE, Gersbach CA.
Multiplex CRISPR/Cas9-based genome editing for correction of dystrophin
mutations that cause Duchenne muscular dystrophy. Nat Commun. 2015;6:
6244.

21. Young CS, Hicks MR, Ermolova NV, Nakano H, Jan M, Younesi S, 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;18:533–40.

22. Li HL, Fujimoto N, Sasakawa N, Shirai S, Ohkame T, Sakuma T, et al. Precise
correction of the dystrophin gene in Duchenne muscular dystrophy patient
induced pluripotent stem cells by TALEN and CRISPR-Cas9. Stem Cell
Reports. 2015;4:143–54.

23. Tabebordbar M, Zhu K, Cheng JKW, Chew WL, Widrick JJ, Yan WX, et al. In
vivo gene editing in dystrophic mouse muscle and muscle stem cells.
Science. 2016;351:407–11.

24. Nelson CE, Hakim CH, Ousterout DG, Thakore PI, Moreb EA, Castellanos
Rivera RM, et al. In vivo genome editing improves muscle function in
a mouse model of Duchenne muscular dystrophy. Science. 2016;351:
403–7.

25. Long C, Amoasii L, Mireault AA, McAnally JR, Li H, Sanchez-Ortiz E, et al.
Postnatal genome editing partially restores dystrophin expression in a
mouse model of muscular dystrophy. Science. 2016;351:400–3.

26. Amoasii L, Long C, Li H, Mireault AA, Shelton JM, Sanchez-Ortiz E, et al.
Single-cut genome editing restores dystrophin expression in a new mouse
model of muscular dystrophy. Sci Transl Med. 2017;9(418):eaan8081.

27. Amoasii L, Hildyard JCW, Li H, Sanchez-Ortiz E, Mireault A, Caballero D, et al.
Gene editing restores dystrophin expression in a canine model of
Duchenne muscular dystrophy. Science. 2018;362:86–91.

28. Young CS, Mokhonova E, Quinonez M, Pyle AD, Spencer MJ. Creation of a
novel humanized dystrophic mouse model of Duchenne muscular

Chen et al. Genome Medicine           (2021) 13:57 Page 18 of 19

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE168007
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE168007


dystrophy and application of a CRISPR/Cas9 gene editing therapy. J
Neuromuscul Dis. 2017;4:139–45.

29. Charlesworth CT, Deshpande PS, Dever DP, Camarena J, Lemgart VT,
Cromer MK, et al. Identification of preexisting adaptive immunity to Cas9
proteins in humans. Nat Med. 2019;25:249–54.

30. Simhadri VL, McGill J, McMahon S, Wang J, Jiang H, Sauna ZE. Prevalence of
pre-existing antibodies to CRISPR-associated nuclease Cas9 in the USA
population. Mol Ther Methods Clin Dev. 2018;10:105–12.

31. Wagner DL, Amini L, Wendering DJ, Burkhardt LM, Akyüz L, Reinke P, et al.
High prevalence of Streptococcus pyogenes Cas9-reactive T cells within the
adult human population. Nat Med. 2019;25:242–8.

32. Cong L, Ran FA, Cox D, Lin S, Barretto R, Habib N, et al. Multiplex genome
engineering using CRISPR/Cas systems. Science. 2013;339:819–23.

33. Wu H, Liu Q, Shi H, Xie J, Zhang Q, Ouyang Z, et al. Engineering CRISPR/
Cpf1 with tRNA promotes genome editing capability in mammalian
systems. Cell Mol Life Sci. 2018;75:3593–607.

34. Qu-Petersen Z, Deasy B, Jankowski R, Ikezawa M, Cummins J, Pruchnic R,
et al. Identification of a novel population of muscle stem cells in mice:
potential for muscle regeneration. J Cell Biol. 2002;157:851–64.

35. Cradick TJ, Qiu P, Lee CM, Fine EJ, Bao G. COSMID: a web-based tool for
identifying and validating CRISPR/Cas off-target sites. Mol Ther Nucleic
Acids. 2014;3:e214.

36. Bae S, Park J, Kim JS. Cas-OFFinder: a fast and versatile algorithm that
searches for potential off-target sites of Cas9 RNA-guided endonucleases.
Bioinformatics. 2014;30:1473–5.

37. Cohen MA, Wert KJ, Goldmann J, Markoulaki S, Buganim Y, Fu D, et al.
Human neural crest cells contribute to coat pigmentation in interspecies
chimeras after in utero injection into mouse embryos. Proc Natl Acad Sci U
S A. 2016;113:1570–5.

38. Tsai SQ, Zheng Z, Nguyen NT, Liebers M, Topkar VV, Thapar V, et al. GUIDE-
seq enables genome-wide profiling of off-target cleavage by CRISPR-Cas
nucleases. Nat Biotechnol. 2015;33:187–97.

39. Kim D, Kim J, Hur JK, Been KW, Yoon SH, Kim JS. Genome-wide analysis
reveals specificities of Cpf1 endonucleases in human cells. Nat Biotechnol.
2016;34:863–8.

40. Theunissen TW, Friedli M, He Y, Planet E, O'Neil RC, Markoulaki S, et al.
Molecular criteria for defining the naive human pluripotent state. Cell Stem
Cell. 2016;19:502–15.

41. Iyombe-Engembe JP, Ouellet DL, Barbeau X, Rousseau J, Chapdelaine P,
Lague P, et al. Efficient restoration of the dystrophin gene reading frame
and protein structure in DMD myoblasts using the CinDel method. Mol
Ther Nucleic Acids. 2016;5:e283.

42. Long C, McAnally JR, Shelton JM, Mireault AA, Bassel-Duby R, Olson EN.
Prevention of muscular dystrophy in mice by CRISPR/Cas9-mediated editing
of germline DNA. Science. 2014;345:1184–8.

43. Bengtsson NE, Hall JK, Odom GL, Phelps MP, Andrus CR, Hawkins RD, et al.
Muscle-specific CRISPR/Cas9 dystrophin gene editing ameliorates
pathophysiology in a mouse model for Duchenne muscular dystrophy. Nat
Commun. 2017;8:14454.

44. Mosier DE, Gulizia RJ, Baird SM, Wilson DB. Transfer of a functional human
immune system to mice with severe combined immunodeficiency. Nature.
1988;335:256–9.

45. Tateno C, Yoshizane Y, Saito N, Kataoka M, Utoh R, Yamasaki C, et al. Near
completely humanized liver in mice shows human-type metabolic
responses to drugs. Am J Pathol. 2004;165:901–12.

46. Cassidy JW, Caldas C, Bruna A. Maintaining tumor heterogeneity in patient-
derived tumor xenografts. Cancer Res. 2015;75:2963–8.

47. Ye W, Jiang Z, Li GX, Xiao Y, Lin S, Lai Y, et al. Quantitative evaluation of the
immunodeficiency of a mouse strain by tumor engraftments. J Hematol
Oncol. 2015;8:59.

48. Ou Z, Niu X, He W, Chen Y, Song B, Xian Y, et al. The combination of CRIS
PR/Cas9 and iPSC technologies in the gene therapy of human beta-
thalassemia in mice. Sci Rep. 2016;6:32463.

49. Koo T, Yoon AR, Cho HY, Bae S, Yun CO, Kim JS. Selective disruption of an
oncogenic mutant allele by CRISPR/Cas9 induces efficient tumor regression.
Nucleic Acids Res. 2017;45:7897–908.

50. Chen ZH, Yu YP, Zuo ZH, Nelson JB, Michalopoulos GK, Monga S, et al.
Targeting genomic rearrangements in tumor cells through Cas9-mediated
insertion of a suicide gene. Nat Biotechnol. 2017;35:543–50.

51. Zhen S, Lu JJ, Wang LJ, Sun XM, Zhang JQ, Li X, et al. In vitro and
in vivo synergistic therapeutic effect of cisplatin with human

papillomavirus16 E6/E7 CRISPR/Cas9 on cervical cancer cell line. Transl
Oncol. 2016;9:498–504.

52. Zetsche B, Gootenberg JS, Abudayyeh OO, Slaymaker IM, Makarova KS,
Essletzbichler P, et al. Cpf1 is a single RNA-guided endonuclease of a class 2
CRISPR-Cas system. Cell. 2015;163:759–71.

53. Chen ML, Shi H, Gou SX, Wang XM, Li L, Jin Q, Wu H, Zhang HL, Li YQ,
Wang L, Li H, Lin JF, Guo WJ, Jiang ZW, Yang XY, Xu AD, Zhu YL, Zhang C,
Lai LX, Li XP. In vivo genome editing in mouse restores dystrophin
expression in Duchenne muscular dystrophy patient muscle fibers.
GSE168007. Gene Expression Omnibus. https://www.ncbi.nlm.nih.gov/geo/
query/acc.cgi?acc=GSE168007. Accessed 01 Mar 2021.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Chen et al. Genome Medicine           (2021) 13:57 Page 19 of 19

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE168007
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE168007

	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Plasmid constructs
	Isolation of MDSCs
	Cell culture, differentiation, and transfection
	Transplantation of DMD-MDSCs into NSI mice
	Bioluminescence imaging
	AAV production and injection
	Analysis of off-target effects
	Whole-exome sequencing
	PCR analysis
	RNA extraction and RT-PCR analysis
	qPCR for detection of human cells in PDX DMD mouse
	Western blotting
	Immunofluorescence analysis
	RNA-seq
	Quantitative droplet digital PCR (ddPCR)
	Nanopore sequencing analysis
	Genome-wide, unbiased identification of DSBs enabled by sequencing (GUIDE-seq) analysis
	Statistical analysis

	Results
	Strategy for CRISPR/Cas9-mediated correction of the DMD gene
	CRISPR/Cas9-mediated reframing of human mutant DMD gene
	Restoration of dystrophin expression by CRISPR/Cas9
	CRISPR/Cas12a rescues dystrophin expression
	Off-target and transcriptome analyses
	Generation of PDX DMD mouse model
	In vivo gene editing of human DMD muscle fibers restores dystrophin expression and function

	Discussion
	Conclusions
	Supplementary Information
	Acknowledgements
	Authors’ contributions
	Funding
	Availability of data and materials
	Declarations
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

