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Abstract: (1) Heart transplantation (HTX) improves the overall survival and functional status of end-
stage heart failure patients with cardiomyopathies (CMPs). The majority of CMPs have genetic causes,
and the overlap between CMPs and inherited myopathies is well documented. However, the long-
term outcome in skeletal muscle function and possibility of an undiagnosed underlying genetic cause
of both a cardiac and skeletal pathology remain unknown. (2) Thirty-nine patients were assessed
using open and standardized interviews on muscle function, a quality-of-life (EuroQol EQ-5D-3L)
questionnaire, and a physical examination (Medical Research Council Muscle scale). Whole-exome
sequencing was completed in three stages for those with skeletal muscle weakness. (3) Seven patients
(17.9%) reported new-onset muscle weakness and motor limitations. Objective muscle weakness
in the upper and lower extremities was seen in four patients. In three of them, exome sequencing
revealed pathogenic/likely pathogenic variants in the genes encoding nexilin, myosin heavy chain,
titin, and SPG7. (4) Our findings support a positive long-term outcome of skeletal muscle function in
HTX patients. However, 10% of patients showed clinical signs of myopathy due to a possible genetic
cause. The integration of genetic testing and standardized neurological assessment of motor function
during the peri-HTX period should be considered.

Keywords: heart transplantation; skeletal muscle weakness; cardiomyopathy; nexilin; myosin heavy
chain 7; titin

1. Introduction

Heart transplantation (HTX) is the gold standard for patients with end-stage heart
failure. Compared to conservative treatment, HTX considerably improves cardiac function,
quality of life, and overall survival [1]. Indications for HTX include ischemic heart disease,
congenital cardiac defects, heart valve abnormalities, and, most frequently, cardiomyopathy
(CMP) [2]. CMP is an overarching term for a diverse group of diseases characterized by
structural and functional abnormalities of the heart muscle in the absence of secondary
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causes that are sufficient to cause the observed myocardial abnormality [3,4]. Despite
the significant amount of acquired cardiomyopathies, genetic causes account for a large
proportion of CMP patients. Advances in genetic diagnostic techniques have enabled the
characterization of these causes. Over the last three decades, research has primarily focused
on the identification of monogenetic Mendelian disease genes, often with an autosomal
dominant pattern of inheritance. However, other inheritance patterns, including autosomal-
recessive, X-linked, and mitochondrial patterns, have also been observed. Furthermore,
significant genetic and allelic heterogeneity has been observed with incomplete and age-
related penetrance [5,6].

CMP is phenotypically classified into the following subgroups: hypertrophic car-
diomyopathy (HCM), dilated cardiomyopathy (DCM), restrictive cardiomyopathy (RCM),
arrhythmogenic right ventricular cardiomyopathy (ARVC), cardiomyopathy with other
extra-cardiac manifestations, and left ventricular noncompaction (LVNC) [7]. HCM is
among the most extensively studied cardiomyopathies, with over a thousand mutations
identified in various genes. These mutations usually follow an autosomal dominant inheri-
tance pattern, exhibiting significant variation in expression and penetrance [8,9]. Around
40% of DCMs have a genetic basis with a heterogenous group of genes encoding proteins
involved in different functions, including sarcomere integrity and cytoskeletal architec-
ture [7,10]. The most common are pathologic variants in Titin (TTN), Lamin A/C (LMNA,)
and beta-myosin heavy chain (MYH7) [9]. Familial LVNC is characterized by mutations in
sarcomere-encoding genes, with mutations in MYH7, TTN, and myosin-binding protein C
(MYBPC3) being the most prevalent [9]. Several mutations in genes encoding desmosomale
proteins have been implicated in ARVC, whereas RCM is relatively rare with significant
genetic overlaps with other CMPs, particularly HCM [9].

Muscular dystrophies (MDs) are a related but different group of genetic disorders.
The vast majority are caused by autosomal-recessive genetic traits and characterized by
the progressive wasting of skeletal muscle. Affected people frequently have severe motor
limitations, such as an inability to walk and difficulty breathing and swallowing, which
significantly reduce their life expectancy. The therapeutic landscape for MDs has been
changing rapidly in the last decade. A few gene replacement therapies have been approved,
paving the way for adequate treatment of MD patients. Microdystrophin gene replace-
ment therapy was approved by the Federal and Drug Administration in June 2023 for
Duchenne muscular dystrophy [11]; gene replacement and gene editing therapies are being
tested in clinical trials for limb–girdle muscular dystrophies (http://www.clinicaltrials.gov:
NCT05588401 NCT05230459, NCT05906251, NCT05876780, and NCT05876780; accessed
on 1 July 2024). Different pharmacological strategies (givinostat, a blocker of HDAC
acetylation, ribitol, and steroids) have been approved or are in the last phases of clinical
testing (http://www.clinicaltrials.gov: NCT0178350 NCT00527228 NCT03373968, and
NCT05933057; accessed on 1 July 2024).

The overlap between CMPs and MDs has long been recognized. Mutations in the
dystrophin gene, DMD, cause the progressive loss of skeletal muscle strength and cardiac
function [12]. LMNA gene mutations have been shown to cause skeletal myopathy and
cardiac disease [13,14]. Desmin (DES) mutations cause atypical cardiomyopathy and skeletal
myopathy [15]. A novel missense mutation in αB-crystallin (CRYAB) causes restrictive
cardiomyopathy in combination with skeletal myopathy [16]. In clinical practice, an
underlying myopathy can be a relative contraindication and a challenge to HTX; however,
since the clinical onset of the skeletal and heart diseases can be very asynchronous, a lack
of accurate genetic testing can result in a missed diagnosis.

We were confronted with two patients who had undergone HTXs more than ten
years prior and had recovered well. Approximately six years after the HTXs, they noticed
new-onset motor difficulties. One patient became wheelchair-bound three years later;
the other became wheelchair-bound after five years. In both patients, a mutation in Titin
(TTN, *188840), a gene encoding the giant protein titin, was subsequently identified. TTN
mutations might well be responsible for cardiac and skeletal muscle failure. Their complete
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dependence on external help a few years after the HTXs could not have been foreseen
without appropriate genetic testing.

We asked ourselves whether this new onset of skeletal muscle wasting due to genetic
causes many years after these HTXs was an isolated incidence. In a collaborative effort,
the prospective study, MuSCor, systematically assessed 39 patients who underwent HTXs
between five and fifteen years prior for subjective complaints and objective signs and
performed whole-exome DNA sequencing when muscle weakness was evident.

2. Results
2.1. Patient Characteristics

Thirty-nine patients were included in this study, all of whom underwent orthotopic
HTXs between 2000 and 2015. The median age at HTX was 32.5 (19.5–46) years, and 79%
of the patients were male. The most common indication for HTX was DCMP. None of the
patients reported a family history of neuromuscular disease, while 13% had a family history
of cardiac disease. Two patients had undergone a second HTX. In one of these two patients,
the second procedure was a combined heart and kidney transplantation (see Table 1).

Table 1. Patient characteristics at the time of HTX (n = 39).

Characteristics

Age at HTX (yrs.) 32.5 (19.5–46)

Sex
Male 30 (79%)

Female 8 (21%)

Family history of cardiac disease 5 (13%)

Family history of neuromuscular disease 0

Pre-transplantation chronic illness
Hypertension 27 (71%)

Type 2 diabetes mellitus 1 (2.6%)
Cerebrovascular disorders 2 (5.3%)

Indication for HTX
Dilated cardiomyopathy 34 (89.5%)

Hypertrophic cardiomyopathy 1 (2.6%)
Arrhythmogenic cardiomyopathy 2 (5.3%)

Left ventricular noncompaction cardiomyopathy 1 (2.6%)
Data are presented as median (interquartile range) and n (%) for categorical variables. HTX—Heart transplantation.

At the time of their inclusion in this study, all the patients were free of heart failure
symptoms. A mean duration of 14.5 (11–17) years had passed since their HTXs. The
majority of patients had a preserved left ventricular ejection fraction (LVEF) (92.5%) and no
significant valvular dysfunction (87.5%). Most of the patients were taking statins (85%) and
steroids (57.5%), and all of the patients took immunosuppressants (Table 2).

Table 2. Patient characteristics at their time of inclusion in this study.

Characteristics

Age at study inclusion (yrs.) 47 (35.8–58)

Years since HTX 14.5 (11–17)

BMI (kg/m2) 26.7 ± 4.5
BMI group

Underweight (<18.5 kg/m2) 1 (2.5%)
Normal (18.5–24.9 kg/m2) 14 (35%)

Overweight (25–29.9 kg/m2) 13 (32.5%)
Obese (>30 kg/m2) 10 (25%)
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Table 2. Cont.

Characteristics

LVEF %
≥50% 37 (92.5%)

40–49% 1 (2.5%)

Significant valvular dysfunction
None 35 (87.5%)

Tricuspid valve dysfunction 3 (7.5%)

Comorbidities
Chronic kidney disease 23 (57.5%)

with dialysis 2 (5%)
Polyneuropathy 3 (7.5%)

Endocrine disorders
Type 2 diabetes Mellitus 9 (22.5%)

Thyroid dysfunction
Hypothyroidism 5 (12.5%)
Hyperthyroidism 1 (2.5%)

CK value (µkat/L) 1.5 (1.1–2.4)

Statins
None 6 (15%)

Fluvastatin 10 (25%)
Atorvastatin 15 (37.5%)
Pravastatin 1 (2.5%)
Simvastatin 4 (10%)

Rosuvastatin 1 (2.5%)

Immunosuppressants
Steroids 23 (57.5%)

Cyclosporin 22 (55%)
Tacrolimus 8 (20%)

Mycophenolate mofetil 24 (60%)
Everolimus 20 (50%)

Data are presented as mean ± standard deviation, median (interquartile range) for continuous variables, and
n (%) for categorical variables. BMI—body mass index, LVEF—left ventricular ejection fraction, CK—creatine
kinase, HTX—heart transplantation.

2.2. Quality of Life

In the EQ-5D-3L questionnaire, 23.7% of the patients reported problems/difficulties
(defined as either moderate or severe) with mobility, 15.8% with self-care, and 23.7% with
their usual activities. A total of 44.7% reported pain/discomfort, and 28.9% reported
anxiety/depression. In the EQ-VAS, the patients rated their overall health at an average
score of 80.4 ± 15.3 (Figure 1).
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2.3. Motor Function and Genetic Results

At the time of their inclusion in this study, 15% of the patients reported experienc-
ing skeletal muscle weakness, while 17.9% reported perceiving reduced muscle strength
compared to their peers. Regarding their musculoskeletal functions in daily life, 15% re-
ported difficulties climbing stairs, 12.5% reported fine motor limitations, such as difficulties
holding a pen or opening bottles, and 10% reported difficulties getting up from a seated
position. For details, see Table 3.

Table 3. Limitations in musculoskeletal functions in daily life at the patients’ time of inclusion in
this study.

Muscle Complaints n (%)

Muscle weakness 6 (15.4%)

Reduced muscle strength compared to peers 7 (17.9%)

Difficulty raising arms above the head 2 (5%)

Difficulty getting up from sitting 4 (10.3%)

Difficulty standing/walking on toes 3 (7.5%)

Difficulty climbing stairs 6 (15.4%)

Difficulty in fine motor activities 5 (12.8%)

Difficulty swallowing food 0

Difficulty breathing 2 (5%)

Difficulty supporting head 0

Family history of musculoskeletal disease 0

Stiffness 2 (5%)

Tingling sensation in the extremities 2 (5%)

Numbness in the extremities 1 (2.6%)
During the neurological motor examination and assessment of muscle strength using the MRC scale, four patients
demonstrated objective muscle weakness. A summary of these patients is provided in Table 4.

Table 4. Summary of demographics and physical findings of the four patients with muscle weakness.

Study ID
Sex,
Age
(yrs.)

Age
at HTX
(yrs.)

HTX
Indication

Onset of Muscle
Symptoms

after HTX (yrs.)

Pattern of
Weakness

CK Levels
(µkat/L)

Statins/
Immunosuppressants

012 ♀, 30 14 * DCMP 10 ULs: prox
LLs: prox 0.85 Fluvastatin, MMF, Tac,

prednisolone

034 ♂, 72 52 DCMP 16 ULs: prox 1.83 Atorvastatin, Tac, MMF,
prednisolone

009 ♂, 58 47 DCMP 10 LLs: prox 5.48 Fluvastatin, CYA, everolimus and
prednisolone

028 ♂, 70 60 DCMP 9 LLs: prox 2.2 Everolimus, Tac

CK—creatine kinase; DCMP—dilated cardiomyopathy; HTX—heart transplantation; LLs—lower limbs; prox—
proximal; ULs—upper limbs; yrs.—years; MMF—mycophenolate mofetil; Tac—tacrolimus; CYA—cyclosporin.
* Second HTX, initial HTX at age 1.

• Patient 1 (#012)

This 30-year-old female patient initially underwent HTX when she was 1 year old
for DCMP followed by a combined kidney transplantation and re-HTX when she was 14
for cardiac allograft vasculopathy and chronic kidney disease. The patient had no family
history of musculoskeletal complaints. After a period of regained exercise tolerance, new
musculoskeletal symptoms appeared when she was 24, namely difficulties climbing stairs,
lifting her arms above her head, and opening bottles, and she had a maximum unaided
walking distance of 1 km. The physical examination revealed muscle weakness, which
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was more pronounced in the proximal leg muscles, with impaired knee bending and heel
walking (MRC symmetrical 3+/5 for knee flexors/plantar extensors, symmetrical 4/5 in
hip flexors/hip extensors/plantar flexors, and symmetrical 4+/5 in toe extensors/flexors).
No muscle atrophy or abnormal muscle activity was observed. At the time, the patient had
terminal chronic kidney disease and was listed for kidney re-transplantation.

Exome sequencing revealed two pathogenic variants: NEXN c.1399del (NM_144573.3,
*613121; ACMG score: PVS1, PM2) and MYH7 c.3908G>A (NM_000257.3, 160760) (Table 5).
NEXN encodes nexilin, an actin-binding filament whose heterozygous deletion c.1399del
results in a premature stop codon at amino acid (aa) position 467 (Figure 2A). In MYH7,
encoding myosin heavy chain 7 beta, the heterozygous missense variant c.3908G>A (ACMG
score: PM2, PM1, PP3, PP5) results in the aa exchange p.(Arg1303Gln) in the C-terminal
light merosin domain (Figure 2B). The affected base and aa are highly conserved across
eleven species (Ensembl) (Table 5). A prediction analysis using the Dynamut algorithm
indicated that the MYH7 p.(Arg1303GLN) mutant exhibits a destabilizing effect with
a negative change in protein entropy (∆∆G: −0.309 kcal/mol) and increased flexibility
(∆∆SVib ENCoM: 0.176 kcal.mol−1·K−1), both related to changes in interatomic hydrogen
bonds and ionic interactions (Figure 3A–C) [17]. According to the three-dimensional
structure prediction model AlphaFold (https://alphafold.ebi.ac.uk: accessed on 1 July
2024), Arginine 1303 is located in an unresolved loop (pLLDT = 62.5), and the alpha
pathogenicity score of the Arg1303Gln variant corresponds to 0.548, thus falling in the
range of uncertain significance. A stretch of 20 amino acid residues, including the wild-type
or the p.Arg1303Gln mutant at the midpoint, was analyzed via the Deepcoil neural network.
The probabilities of a coiled-coil structure corresponded to 0.917% and 0.905%, respectively,
in the wild-type and mutant protein.

• Patient 2 (#034)

This 72-year-old male patient underwent HTX at age 52 due to DCMP and developed
musculoskeletal symptoms at age 68. He described feeling fatigued, having pain in the
proximal and distal leg muscles after light straining, back muscle stiffness, and difficulty
climbing stairs. His walking distance was reduced to 300 m. A physical examination
revealed difficulty in performing the knee-bending test, a positive Gower’s sign, atro-
phy of the temporalis muscles, weakness of the facial muscles, and a high-arched palate
(MRC symmetrical 4+/5 in shoulder elevators/knee flexors/knee extensors and 4/5 in hip
flexors/hip extensors).

The first-step screening of exome sequencing showed a nonsense and missense variant
in the TTN gene (NM_001267550.2), encoding the cardiac and skeletal muscle protein titin.
Both are heterozygous and rarely present in healthy populations. The nonsense variant
c.100825C>T results in the premature stop p.(Arg33609*), probably indicating NMD or
protein truncation, and is listed as likely pathogenic and pathogenic. The missense variant
c.70982C>T p.(Pro23661Leu) was located in exon 327 of the A-band region (Figure 2B).
The CNV analysis did not yield any information of interest. In the core cardiomyopathy
panel, we also identified the missense VUS c.278T>C in the dominant TNNI3 gene, which
encodes for the cardiac isoform of troponin I (transcript levels are 720-fold higher in
cardiac than in skeletal muscle). Pathogenic variants in TNNI3 (* 191044) are described in
patients affected by hypertrophic cardiomyopathy [18]. The in silico programs predicted
a possibly damaging effect of the variant, which was reported in ClinVar with uncertain
significance (Supplementary Table S1). In the second step of the analysis, a missense VUS
in the dominant FBN2 gene, encoding the fibrillin-2 protein, was detected. FBN2 loss-of-
function causes musculoskeletal features of Marfan syndrome [19]. However, FBN2 has
a very low expression in cardiac muscle tissue. Similarly, a possibly damaging missense
variant was identified in the gene HADHA, encoding the hydroxyacyl-CoA dehydrogenase,
whose recessive gene defect causes pediatric long-chain 3-hydroxyacyl-CoA dehydrogenase
deficiency [20].

• Patient 3 (#009)

https://alphafold.ebi.ac.uk
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This 58-year-old male patient underwent HTX at age 47 due to DCMP and began
experiencing muscle weakness at age 57. He described difficulties rising from a seated
position and climbing stairs, frequent stumbling accidents, and an unaided walking dis-
tance limited to only 200 m. He had no recollection of similar complaints in any other
family members. Upon physical examination, he showed the following MRC scale results:
symmetrical grade 4/5 for proximal and distal muscles of the upper limb, symmetrical
grade 3+/5 in hip flexors and hip extensors, 4−/5 in knee flexors and extensors on the left
side, and 3+/5 in the same muscle groups on the right side. In addition, atrophy of the
quadriceps femoris muscle, more pronounced on the right side, was present. Deep tendon
reflexes were reduced but present.

In the first-step analysis, no pathogenic variants were identified except a VUS in the
POMK (* 615247) gene, which encodes the protein O-mannose kinase, a protein required for
proper glycosylation and function of the dystroglycan complex on the muscle membrane.
Autosomal-recessive POMK-related dystroglycanopathy is characterized by a wide range
of clinical presentations from congenital muscular dystrophy to adult-onset limb girdle
muscular dystrophy [21]. Major heart involvement as well as disease onset in heterozygous
carriers has not yet been described. The HPO search found a probably damaging variant
in LGL4, syntaxin-binding protein 5, which is associated with a neurodegenerative phe-
notype [22]. Another interesting finding is the variant c.56C>G p.(Ser19Trp), which had a
missense change in the GATA5 gene; GATA-binding protein loss-of-function mutations in
this gene are associated with congenital heart defects [23].

Based on the preliminary inconclusive genetic results and the pronounced atrophy of
the patient’s quadriceps, a muscle biopsy is a crucial next step and could find evidence of
an acquired inflammatory/degenerative myopathy, such as inclusion body myositis, the
most common sporadic muscle disorder in the elderly [24].

• Patient 4 (#028)

This 70-year-old male patient underwent HTX at age 60 due to DCMP and began
experiencing new musculoskeletal symptoms at age 69. He reported leg muscle weakness
and pain, difficulty climbing stairs, impairment in fine motor activities such as opening
bottles, stiffness in his fingers, and a walking distance limited to 500 m. He had no
recollection of similar complaints or muscle diseases in the family. The physical examination
revealed an impaired tiptoe and heel walking test, knee bending test, and a positive Gower’s
sign. Manual muscle testing revealed 4+/5 on the right side and 5−/5 in the left hip flexors
and hip extensors, as well as 4+/5 in the knee flexors and knee extensors bilaterally.

Even though no likely pathogenic mutations were identified in the first ROI analysis,
the second analysis using HPO terms revealed a pathogenic mutation in the recessive
SPG7 gene (NM_003119) encoding the mitochondrial protein paraplegin. This c.1529C>T
p.(Ala510Val) missense variant has already been described in the homozygous or compound
heterozygous state in patients affected by adult-onset cerebellar ataxia [25] (Figure 2D).
Even though paraplegin is expressed in heart tissue, its possible causative role in cardiomy-
opathies has not been described yet.
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Figure 2. Schematic representation of exons and protein domains with localization of the likely
pathogenic variants. (A) Human NEXN transcript, NM_ 144573. For protein domains, data were
derived from the rat protein sequence [26]. Rat and human NEXN sequences are 86% identical
(Ensembl). (B) Human MYH7 transcript, NM_000ß257. (C) Human TTN transcript, NM_001267550.
Only exons are depicted. (D) Human SPG7 transcript, NM_ 003119. Modified from the UCSC
Genome Browser (www.genome.ucsc.edu) and the literature [27–30]. AA—amino acids; ABD—F-
actin binding domain; CC—coiled-coil region; NEXN—nexilin; TTN—titin; MYH7—myosin heavy
chain 7; SPG7—spastic paraplegia 7. *—Stop codon.
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interactions. Green arrowhead indicates loss of one weak hydrogen bond, and red arrowhead
indicates increase in ionic interactions (Dynamut [17]).
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Table 5. Pathogenic or likely pathogenic variants in patients 012, 028, and 034.

Gene
OMIM® Transcript Variant

Allele Frequency %
(gnomAD) [32]

In Silico Prediction Database Conservation (Ensembl) [33]

SIFT [34] Mutation Taster [35] Polyphen-2 [36] ClinVar [37] HGMD [38]

Pa
ti

en
t1

(0
12

)

MYH7
*160760 NM_000257.3 c.3908G>A

p.(Arg1303Gln) 0.0004 del. disease causing probably
damaging Uncertain

(pathogenic aa
exchange at same

position) [39]
highly (nt + aa)

NEXN
*613121 NM_144573.3 c.1399del

p.(Ile467*) 0.0032 probably premature stop with NMD NA NA NA

Pa
ti

en
t2

(0
34

)

TTN
*188840

NM_001267550.2
c.100825C>T

p.(Arg33609*) 0.0004 premature stop probably indicating
NMD or protein truncation

Likely
pathogenic

uncertain
(DCMP) NA

c.70982C>T
p.(Pro23661Leu) 0.00041 NA NA probably

damaging uncertain NA highly (nt)

Pa
ti

en
t4

(0
28

)

SPG7
*602783 NM_003119 c.1529 C>T

p.(Ala510Val) 0.2899 del. NA probably
damaging

Pathogenic;
likely

pathogenic;
uncertain

NA highly

MYH7—myosin heavy chain 7; NEXN—nexilin; SPG7—spastic paraplegia 7; NA—not available; AA—amino acid; NMD—nonsense-mediated decay; nt—nucleotide(s); DCMP—dilated
cardiomyopathy; del—deleterious.
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3. Discussion

The MuSCor study evaluated the skeletal muscle function of 39 cardiomyopathy
patients 5 to 15 years after HTX. A total of 17.9% of the patients reported subjective motor
function limitations following an initial period of regained exercise tolerance. In four
(10.5%) patients, we confirmed clinical signs of impaired muscle strength in the upper and
lower extremities, and in three (7.7%) patients, we identified likely pathogenic/pathogenic
variants in the NEXN, MYH7, TTN, and SPG7 genes.

Skeletal muscle weakness after HTX can be caused by a variety of factors, including
preexisting structural and functional changes related to chronic heart failure and decondi-
tioning due to inactivity. The long-term use of drugs like immunosuppressants and statins
has also been shown to be myotoxic [40–42]. However, research on long-term skeletal
muscle function after HTX is limited. Some studies have found that changes such as a
lower proportion of type I muscle fibers persist over time [43,44]. Fernandes et al. [45]
reported a gradual increase in respiratory muscle strength, hand grip, and muscle mass in
a prospective study that followed up 23 patients for 1.5 to 3 years after HTX. A recent study
by Regamey et al. [46] followed up 48 patients for nine years after HTX and reported that,
while 20% of the patients remained in the sarcopenic range, all showed a steady increase
in appendicular lean mass and exercise tolerance. Our findings are consistent with these
studies, in which only 17.9% of participants exhibited motor function limitations in their
daily life.

Myopathies are a relative contraindication to HTX and present a significant challenge
for heart transplant teams and neurologists during the HTX evaluation process. A re-
duced life expectancy, an increased operative risk due to respiratory muscle impairment,
a prolonged need for ventilatory support, a higher rate of postoperative complications,
potential graft involvement due to underlying myopathy, and an inability to participate
in rehabilitation can all severely compromise successful HTX [47]. A case-by-case evalu-
ation is more often required to avoid life-threatening complications [48]. Therefore, the
identification of asymptomatic or paucisymptomatic inherited skeletal muscle diseases
and genetic diagnosis in end-stage cardiomyopathies is crucial in the pre-HTX workflow.
A thorough diagnostic process whose findings are communicated effectively enables pa-
tients to give their fully informed consent and understand their quality-of-life expectations
following HTX.

Our study identified three patients suffering from a neuromuscular disorder whose
symptoms developed years after their HTXs. None of the patients had a prior genetic
diagnostic workup. The NEXN c.1399del results in a premature stop codon and loss of
nexilin, a protein highly expressed in the human heart and skeletal muscle and localized at
the sarcomeric Z-disc [26,49]. Several heterozygous mutations in NEXN were described in
DCMP and HCMP [49–53]. Z-disks in nexilin-deficient skeletal muscle cells are destabilized
in a workload-dependent manner, highlighting the unique role of nexilin in protection
from mechanical trauma [52]. However, a skeletal muscle disease phenotype has not yet
been described. It is conceivable that the severe cardiac phenotype masks skeletal muscle
findings in NEXN knockout mice, showing a drastically reduced life span due to DCMP [54].
Mutations in MYH7 are known to cause DCMP and skeletal muscle dystrophy [55,56]. The
variant MYH7 c.3908G>C, p. (Arg1303Pro) was reported previously in a patient suffering
from left ventricular non-compaction cardiomyopathy [39] and is predicted to have a
destabilizing effect on protein structure. However, whether this destabilization leads to
functional loss cannot be predicted. Furthermore, it is not possible to determine precisely
which gene mutation caused the phenotype in our patient; however, combined digenic
variants of MYH7 and NEXN have already been described [57].

Titin is the largest protein in the human body. Heterozygous mutations that truncate
full-length titin are the most common genetic cause of severe and familial DCMP, accounting
for approximately 25% of cases [58], and c.100825C>T had been, in fact, already identified
in one patient affected by DCMP [59]. In addition to cardiomyopathies, mutations in the
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TTN gene also cause muscular phenotypes, and the two conditions may coexist. We also
found several VUSs in all four patients, including variants in genes whose loss of function
is a known mechanism of cardiomyopathies, such as ANKRD1 and TNNI3, but whose role
in skeletal muscle has not yet been fully described. We also discovered missense changes
in RYR3, a gene that is highly expressed in skeletal muscle but has not yet been linked to
a genetic muscle disease. However, these sequence variations did not meet the ACMG
criteria for pathogenicity (Supplementary Table S1).

Patient #4 carried the pathogenetic variant c. 1529C>T in the SPG7 gene in a heterozy-
gous state. SPG7 encodes the mitochondrial protein paraplegin, a component of the m-AAA
protease. In homozygosity or compound heterozygosity, c.1529C>T causes adult cerebellar
ataxia. The heterozygous state was described in three patients affected by the I and II
motoneuron disorder amyotrophic lateral sclerosis [25]. Hypertrophic and dilated car-
diomyopathy are clinical manifestations of a mitochondrial genetic disorder. Even though
paraplegin is expressed in heart tissue, its possible causative role in cardiomyopathies has
not been described yet.

Our study has a few limitations. The sample size was small, and genetic testing was
performed only in patients with subjective and objective muscle weakness. The presence of
similar mutations in other asymptomatic patients is unknown. Our study did not include
further analyses, such as a linkage analysis or protein expression changes. In patients with
clinical evidence of skeletal muscle disease, a histological muscle analysis would help in
the diagnosis of inherited and acquired disorders. Moreover, due to the small sample size,
out study did not include a sub-group analysis based on confounding factors, such as the
use of myotoxic agents or donor and recipient clinical factors. Thus, interpretations of our
findings should consider these factors.

New-onset muscle weakness in CMP patients following HTX can be multifactorial.
Our study highlights one possible explanation given the well-established genetic causes
of CMP and the overlap between CMP and MDs. However, other acquired etiologies
including but not limited to inflammatory causes, drug-induced changes, age/mobility-
related degeneration, underlying chronic disease changes, or a combination of factors are
also a possibility. Therefore, a comprehensive clinical evaluation and work-up are crucial
to determine the exact etiology.

4. Materials and Methods
4.1. Patients and Data Collection

Patients had to meet the following inclusion criteria to be eligible for the MuSCor
prospective observational study: having had heart transplantation between the years 2000
and 2015, being older than 18 years old, having had no prior diagnosis of hereditary muscle
disease, and being able to provide signed informed consent. The study was approved by
the institutional ethical review board (EA1/104/21). Out of a total of 647 patients eligible
for initial screening, 39 patients were included (see Figure 4).

Medical records including demographic data, co-morbidities, and therapy at the
pateints’ time of inclusion in the study were reviewed. Quality of life was assessed using
the self-reported German version of the EuroQol EQ-5D-3L [60] questionnaire, which
comprises a descriptive system and a visual analogue scale. Creatine kinase (CK) levels
were measured in all patients and reported as µkat/L.

4.2. Motor Function

Their medical history on their motor function during activities in their daily life
was collected. A neuromuscular assessment was performed using standard physical
examination techniques and the modified Medical Research Council (MRC) scale [61]. The
MRC is commonly used in clinical practice and examines 28 movements of the neck, trunk,
and upper and lower limbs and scores muscle strength from grade 5 (normal strength) to
grade 0 (no visible contraction).
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4.3. Genetic Analysis

Whole-exome sequencing was performed using Illumina® DNA Prep with Enrichment
(Illumina, Inc. San Diego, CA, USA) and xGen Exome Research Panel (Integrated DNA
Technologies, Coralville, IA, USA) according to the manufacturers’ instructions. The
patients’ exomes were screened for potentially disease-causing variants in a three-stage
analysis. First, a region of interest (ROI) was defined to include a specific set of genes
already associated with cardiac and muscular disease (core cardiomyopathy: 92 genes, core
myopathy: 131 genes) (Supplementary Tables S2 and S3). The ROI search had a twenty-fold
coverage in >99% of reads. In a second step, two HPO (Human Phenotype Ontology)
terms “Cardiomyopathy” (HP:0001638) and “Abnormality of the musculature of the limbs”
(HP:0009127) were used (Supplementary Tables S4 and S5). This search had a twenty-fold
coverage of >95%. In the third step, exomes were scanned for copy number variations using
Gensearch®NGS. The variants were evaluated in accordance with the American College
Medical Guidelines (ACMG) [62].

Furthermore, several tools including SIFT (http://www.sift.jcvi.org/: accessed 1
April 2021) [34], Mutation Taster (www.mutationtaster.org: accessed 1 March 2021) [35],
Polyphen-2 (www.genetics.bwh.harvard.ed/pph2: accessed 1 April 2021) [36], Genome
Aggregation Database (gnomAD) (http://gnomad.broadinstitute.org: accessed 1 April
2021) [63], ClinVar (www.ncbi.nlm.nih.gov/clinvar: accessed 1 April 2021) [37], Human
Gene Mutation Database (HGMD, www.hgmd.cf.ac.uk: accessed 1 April 2021) [38], Online
Mendelian Inheritance in Man compendium (OMIM, www.omim.org: accessed 1 April
2023), Expression Atlas from the European Informatic Institute (EMBL_EBI, www.ebi.ac.uk:
accessed 1 April 2021) [64], and ENSEMBl genome browser (www.ensembl.org: accessed 1
April 2023) [33] were used. The Dynamut software (www.biosig.unimelb.edu.au/dynamut/
prediction: accessed 1 April 2024) was used to study and represent the impact of the likely
pathogenic variants on protein stability, flexibility, and conformation [17]. In addition,
Alphafold (https://alphafold.ebi.ac.uk: accessed on 1 July 2024), a 3D structure prediction
model, and DeepCoil (https://toolkit.tuebingen.mpg.de/tools/deepcoil: accessed on 1 July
2024), a neural network method for prediction of coiled coils based on sequence, were used.
Likely pathogenic and VUSs (variants of unknown significance) in dominant inherited
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http://gnomad.broadinstitute.org
www.ncbi.nlm.nih.gov/clinvar
www.hgmd.cf.ac.uk
www.omim.org
www.ebi.ac.uk
www.ensembl.org
www.biosig.unimelb.edu.au/dynamut/prediction
www.biosig.unimelb.edu.au/dynamut/prediction
https://alphafold.ebi.ac.uk
https://toolkit.tuebingen.mpg.de/tools/deepcoil


Int. J. Mol. Sci. 2024, 25, 7819 14 of 17

genes as well as single-allele variants in recessively inherited genes were considered and
are shown in Table 5. Only VUSs for which multiple computational analysis supported a
deleterious effect are further described in the results section. For a detailed overview of the
VUSs, see Supplementary Table S1.

4.4. Statistical Analysis

Demographic and clinical data are presented using descriptive statistics. For the
EQ-5D-3L data, proportions of categorical responses for the five EQ-5D dimensions were
reported. The visual analogue scores were summarized using descriptive statistics.

5. Conclusions

Our findings support the importance of genetic testing not only to diagnose underlying
cardiac disease but also to determine the potential involvement of skeletal muscles. Further
studies with a larger cohort of patients and in vitro/in vivo characterizations of each
mutation and the associated functional changes are required. This information is crucial
for patients and the whole clinical team in HTX evaluation and post-HTX care. Impairment
in motor function significantly affects quality of life and hinders pateints in making the
lifestyle modifications needed to optimize their cardiovascular risk factors following HTX.
Thus, neurological examinations focused on motor function should become an integral part
of the follow-up care for HTX patients.
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O.; et al. 2021 ESC Guidelines for the diagnosis and treatment of acute and chronic heart failureDeveloped by the Task Force
for the diagnosis and treatment of acute and chronic heart failure of the European Society of Cardiology (ESC) With the special
contribution of the Heart Failure Association (HFA) of the ESC. Eur. Heart J. 2021, 42, 3599–3726.

2. Alraies, M.C.; Eckman, P. Adult heart transplant: Indications and outcomes. J. Thorac. Dis. 2014, 6, 1120.
3. Wexler, R.K.; Elton, T.; Pleister, A.; Feldman, D. Cardiomyopathy: An Overview. Am. Fam. Physician 2009, 79, 778.
4. Elliott, P.; Andersson, B.; Arbustini, E.; Bilinska, Z.; Cecchi, F.; Charron, P.; Dubourg, O.; Kühl, U.; Maisch, B.; McKenna, W.J.;

et al. Classification of the cardiomyopathies: A position statement from the european society of cardiology working group on
myocardial and pericardial diseases. Eur. Heart J. 2008, 29, 270–276. [CrossRef]

https://www.mdpi.com/article/10.3390/ijms25147819/s1
https://www.mdpi.com/article/10.3390/ijms25147819/s1
https://doi.org/10.1093/eurheartj/ehm342


Int. J. Mol. Sci. 2024, 25, 7819 15 of 17

5. Lorenzini, M.; Norrish, G.; Field, E.; Ochoa, J.P.; Cicerchia, M.; Akhtar, M.M.; Syrris, P.; Lopes, L.R.; Kaski, J.P.; Elliott, P.M.
Penetrance of Hypertrophic Cardiomyopathy in Sarcomere Protein Mutation Carriers. J. Am. Coll. Cardiol. 2020, 76, 550–559.
[CrossRef] [PubMed]

6. Arbelo, E.; Protonotarios, A.; Gimeno, J.R.; Arbustini, E.; Barriales-Villa, R.; Basso, C.; Bezzina, C.R.; Biagini, E.; Blom, N.A.; de
Boer, R.A.; et al. 2023 ESC Guidelines for the management of cardiomyopathies: Developed by the task force on the management
of cardiomyopathies of the European Society of Cardiology (ESC). Eur. Heart J. 2023, 44, 3503–3626. [CrossRef] [PubMed]

7. Kim, K.H.; Pereira, N.L. Genetics of Cardiomyopathy: Clinical and Mechanistic Implications for Heart Failure. Korean Circ. J.
2021, 51, 797. [CrossRef] [PubMed Central]

8. Marian, A.J.; Braunwald, E. Hypertrophic Cardiomyopathy: Genetics, Pathogenesis, Clinical Manifestations, Diagnosis, and
Therapy. Circ. Res. 2017, 121, 749–770. Available online: https://pubmed.ncbi.nlm.nih.gov/28912181/ (accessed on 29 June 2024).
[CrossRef]

9. Gerull, B.; Klaassen, S.; Brodehl, A. The Genetic Landscape of Cardiomyopathies. Genet. Causes Card. Dis. 2019, 7, 45–91. Available
online: https://link.springer.com/chapter/10.1007/978-3-030-27371-2_2 (accessed on 29 June 2024).

10. Pugh, T.J.; Kelly, M.A.; Gowrisankar, S.; Hynes, E.; Seidman, M.A.; Baxter, S.M.; Bowser, M.; Harrison, B.; Aaron, D.; Mahanta,
L.M.; et al. The landscape of genetic variation in dilated cardiomyopathy as surveyed by clinical DNA sequencing. Genet. Med.
2014, 16, 601–608. Available online: https://pubmed.ncbi.nlm.nih.gov/24503780/ (accessed on 29 June 2024). [CrossRef]

11. FDA Approves First Gene Therapy for Treatment of Certain Patients with Duchenne Muscular Dystrophy|FDA [Internet].
Available online: https://www.fda.gov/news-events/press-announcements/fda-approves-first-gene-therapy-treatment-certain-
patients-duchenne-muscular-dystrophy (accessed on 6 July 2024).

12. McNally, E.M.; Goldstein, J.A. Interplay between heart and skeletal muscle disease in heart failure: The 2011 George E. Brown
memorial lecture. Circ. Res. 2012, 110, 749–754. [CrossRef] [PubMed]

13. Maggi, L.; Mavroidis, M.; Psarras, S.; Capetanaki, Y.; Lattanzi, G. Skeletal and Cardiac Muscle Disorders Caused by Mutations in
Genes Encoding Intermediate Filament Proteins. Int. J. Mol. Sci. 2021, 22, 4256. [CrossRef] [PubMed]

14. Bonne, G.; Quijano-Roy, S. Emery-Dreifuss muscular dystrophy, laminopathies, and other nuclear envelopathies. Handb. Clin.
Neurol. 2013, 113, 1367–1376. [PubMed]

15. Schirmer, I.; Dieding, M.; Klauke, B.; Brodehl, A.; Gaertner-Rommel, A.; Walhorn, V.; Gummert, J.; Schulz, U.; Paluszkiewicz,
L.; Anselmetti, D.; et al. A novel desmin (DES) indel mutation causes severe atypical cardiomyopathy in combination with
atrioventricular block and skeletal myopathy. Mol. Genet. Genom. Med. 2018, 6, 288–293. Available online: https://pubmed.ncbi.
nlm.nih.gov/29274115/ (accessed on 25 June 2024). [CrossRef] [PubMed]

16. Brodehl, A.; Gaertner-Rommel, A.; Klauke, B.; Grewe, S.A.; Schirmer, I.; Peterschröder, A.; Faber, L.; Vorgerd, M.; Gummert, J.;
Anselmetti, D.; et al. The novel αB-crystallin (CRYAB) mutation p.D109G causes restrictive cardiomyopathy. Hum. Mutat. 2017,
38, 947–952. Available online: https://pubmed.ncbi.nlm.nih.gov/28493373/ (accessed on 25 June 2024). [CrossRef] [PubMed]

17. Rodrigues, C.H.M.; Pires, D.E.V.; Ascher, D.B. DynaMut: Predicting the impact of mutations on protein conformation, flexibility
and stability. Nucleic Acids Res. 2018, 46, W350–W355. [CrossRef] [PubMed]

18. Hassoun, R.; Budde, H.; Mannherz, H.G.; Lódi, M.; Fujita-Becker, S.; Laser, K.T.; Gärtner, A.; Klingel, K.; Möhner, D.; Stehle,
R.; et al. De Novo Missense Mutations in TNNC1 and TNNI3 Causing Severe Infantile Cardiomyopathy Affect Myofilament
Structure and Function and Are Modulated by Troponin Targeting Agents. Int. J. Mol. Sci. 2021, 22, 9625. [CrossRef] [PubMed]

19. Peeters, S.; De Kinderen, P.; Meester, J.A.N.; Verstraeten, A.; Loeys, B.L. The fibrillinopathies: New insights with focus on the
paradigm of opposing phenotypes for both FBN1 and FBN2. Hum. Mutat. 2022, 43, 815–831. [CrossRef]

20. Ibdah, J.A.; Bennett, M.J.; Rinaldo, P.; Zhao, Y.; Gibson, B.; Sims, H.F.; Strauss, A.W. A fetal fatty-acid oxidation disorder as a
cause of liver disease in pregnant women. N. Engl. J. Med. 1999, 340, 1723–1731. [CrossRef]

21. Johnson, K.; Bertoli, M.; Phillips, L.; Töpf, A.; Bergh, P.V.D.; Vissing, J.; Witting, N.; Nafissi, S.; Jamal-Omidi, S.; Łusakowska, A.;
et al. Detection of variants in dystroglycanopathy-associated genes through the application of targeted whole-exome sequencing
analysis to a large cohort of patients with unexplained limb-girdle muscle weakness. Skelet. Muscle 2018, 8, 1–12. [CrossRef]

22. Kumar, R.; Corbett, M.A.; Smith, N.J.C.; Jolly, L.A.; Tan, C.; Keating, D.J.; Duffield, M.D.; Utsumi, T.; Moriya, K.; Smith, K.R.;
et al. Homozygous mutation of STXBP5L explains an autosomal recessive infantile-onset neurodegenerative disorder. Hum. Mol.
Genet. 2015, 24, 2000–2010. [CrossRef] [PubMed]

23. Wei, D.; Bao, H.; Zhou, N.; Zheng, G.F.; Liu, X.Y.; Yang, Y.Q. GATA5 loss-of-function mutation responsible for the congenital
ventriculoseptal defect. Pediatr. Cardiol. 2013, 34, 504–511. [CrossRef] [PubMed]

24. Dimachkie, M.M.; Barohn, R.J. Inclusion Body Myositis. Neurol. Clin. 2012, 32, 237.
25. Osmanovic, A.; Widjaja, M.; Förster, A.; Weder, J.; Wattjes, M.P.; Lange, I.; Sarikidi, A.; Auber, B.; Raab, P.; Christians, A.; et al.

SPG7 mutations in amyotrophic lateral sclerosis: A genetic link to hereditary spastic paraplegia. J. Neurol. 2020, 267, 2732–2743.
[CrossRef] [PubMed]

26. Ohtsuka, T.; Nakanishi, H.; Ikeda, W.; Satoh, A.; Momose, Y.; Nishioka, H.; Takai, Y. Nexilin: A novel actin filament-binding
protein localized at cell-matrix adherens junction. J. Cell Biol. 1998, 143, 1227–1238. [CrossRef] [PubMed]

27. Nikonova, E.; Kao, S.Y.; Spletter, M.L. Contributions of alternative splicing to muscle type development and function. Semin. Cell
Dev. Biol. 2020, 104, 65–80. [CrossRef]

https://doi.org/10.1016/j.jacc.2020.06.011
https://www.ncbi.nlm.nih.gov/pubmed/32731933
https://doi.org/10.1093/eurheartj/ehad194
https://www.ncbi.nlm.nih.gov/pubmed/37622657
https://doi.org/10.4070/kcj.2021.0154
https://www.ncbi.nlm.nih.gov/pmc/PMC8484993
https://pubmed.ncbi.nlm.nih.gov/28912181/
https://doi.org/10.1161/CIRCRESAHA.117.311059
https://link.springer.com/chapter/10.1007/978-3-030-27371-2_2
https://pubmed.ncbi.nlm.nih.gov/24503780/
https://doi.org/10.1038/gim.2013.204
https://www.fda.gov/news-events/press-announcements/fda-approves-first-gene-therapy-treatment-certain-patients-duchenne-muscular-dystrophy
https://www.fda.gov/news-events/press-announcements/fda-approves-first-gene-therapy-treatment-certain-patients-duchenne-muscular-dystrophy
https://doi.org/10.1161/CIRCRESAHA.111.256776
https://www.ncbi.nlm.nih.gov/pubmed/22383709
https://doi.org/10.3390/ijms22084256
https://www.ncbi.nlm.nih.gov/pubmed/33923914
https://www.ncbi.nlm.nih.gov/pubmed/23622360
https://pubmed.ncbi.nlm.nih.gov/29274115/
https://pubmed.ncbi.nlm.nih.gov/29274115/
https://doi.org/10.1002/mgg3.358
https://www.ncbi.nlm.nih.gov/pubmed/29274115
https://pubmed.ncbi.nlm.nih.gov/28493373/
https://doi.org/10.1002/humu.23248
https://www.ncbi.nlm.nih.gov/pubmed/28493373
https://doi.org/10.1093/nar/gky300
https://www.ncbi.nlm.nih.gov/pubmed/29718330
https://doi.org/10.3390/ijms22179625
https://www.ncbi.nlm.nih.gov/pubmed/34502534
https://doi.org/10.1002/humu.24383
https://doi.org/10.1056/NEJM199906033402204
https://doi.org/10.1186/s13395-018-0170-1
https://doi.org/10.1093/hmg/ddu614
https://www.ncbi.nlm.nih.gov/pubmed/25504045
https://doi.org/10.1007/s00246-012-0482-6
https://www.ncbi.nlm.nih.gov/pubmed/22961344
https://doi.org/10.1007/s00415-020-09861-w
https://www.ncbi.nlm.nih.gov/pubmed/32447552
https://doi.org/10.1083/jcb.143.5.1227
https://www.ncbi.nlm.nih.gov/pubmed/9832551
https://doi.org/10.1016/j.semcdb.2020.02.003


Int. J. Mol. Sci. 2024, 25, 7819 16 of 17

28. Hsieh, J.; Becklin, K.L.; Givens, S.; Komosa, E.R.; Lloréns, J.E.A.; Kamdar, F.; Moriarity, B.S.; Webber, B.R.; Singh, B.N.; Ogle, B.M.
Myosin Heavy Chain Converter Domain Mutations Drive Early-Stage Changes in Extracellular Matrix Dynamics in Hypertrophic
Cardiomyopathy. Front. Cell Dev. Biol. 2022, 10, 894635. [CrossRef]

29. Vepsäläinen, T.; Heliö, T.; Vasilescu, C.; Martelius, L.; Weckström, S.; Koskenvuo, J.; Hiippala, A.; Ojala, T. MYH7 Genotype—
Phenotype Correlation in a Cohort of Finnish Patients. Cardiogenetics 2022, 12, 122–132. [CrossRef]

30. Karlberg, T.; Berg, S.v.D.; Hammarström, M.; Sagemark, J.; Johansson, I.; Holmberg-Schiavone, L.; Schüler, H. Crystal Structure of
the ATPase Domain of the Human AAA+ Protein Paraplegin/SPG7. PLoS ONE 2009, 4, e6975. [CrossRef]

31. Bateman, A.; Martin, M.J.; Orchard, S.; Magrane, M.; Agivetova, R.; Ahmad, S.; Alpi, E.; Bowler-Barnett, E.; Britto, R.; Bursteinas,
B.; et al. UniProt: The universal protein knowledgebase in 2021. Nucleic Acids Res. 2021, 49, D480–D489.

32. Karczewski, K.J.; Francioli, L.C.; Tiao, G.; Cummings, B.B.; Alfoldi, J.; Wang, Q.; Collins, R.L.; Laricchia, K.M.; Ganna, A.;
Birnbaum, D.P.; et al. The mutational constraint spectrum quantified from variation in 141,456 humans. Nature 2020, 581, 7809.
[CrossRef] [PubMed]

33. Howe, K.L.; Achuthan, P.; Allen, J.; Allen, J.; Alvarez-Jarreta, J.; Amode, M.R.; Armean, I.M.; Azov, A.G.; Bennett, R.; Bhai, J.; et al.
Ensembl 2021. Nucleic Acids Res. 2021, 49, D884–D891. [CrossRef] [PubMed]

34. Ng, P.C.; Henikoff, S. Predicting deleterious amino acid substitutions. Genome Res. 2001, 11, 863–874. [CrossRef] [PubMed]
35. Steinhaus, R.; Proft, S.; Schuelke, M.; Cooper, D.N.; Schwarz, J.M.; Seelow, D. MutationTaster2021. Nucleic Acids Res. 2021, 49,

W446–W451. [CrossRef]
36. Adzhubei, I.A.; Schmidt, S.; Peshkin, L.; Ramensky, V.E.; Gerasimova, A.; Bork, P.; Kondrashov, A.S.; Sunyaev, S.R. A method and

server for predicting damaging missense mutations. Nat. Methods 2010, 7, 248. [CrossRef] [PubMed]
37. Landrum, M.J.; Lee, J.M.; Benson, M.; Brown, G.R.; Chao, C.; Chitipiralla, S.; Gu, B.; Hart, J.; Hoffman, D.; Jang, W.; et al. ClinVar:

Improving access to variant interpretations and supporting evidence. Nucleic Acids Res. 2018, 46, D1062–D1067. [CrossRef]
[PubMed]

38. Stenson, P.D.; Mort, M.; Ball, E.V.; Chapman, M.; Evans, K.; Azevedo, L.; Hayden, M.; Heywood, S.; Millar, D.S.; Phillips, A.D.;
et al. The Human Gene Mutation Database (HGMD ®): Optimizing its use in a clinical diagnostic or research setting. Hum. Genet.
2020, 139, 1197–1207. [CrossRef] [PubMed]

39. Hirono, K.; Hata, Y.; Miyao, N.; Okabe, M.; Takarada, S.; Nakaoka, H.; Ibuki, K.; Ozawa, S.; Origasa, H.; Nishida, N.; et al.
Increased Burden of Ion Channel Gene Variants Is Related to Distinct Phenotypes in Pediatric Patients With Left Ventricular
Noncompaction. Circ. Genom. Precis. Med. 2020, 13, 240–249. [CrossRef]

40. Braith, R.W.; Magyari, P.M.; Pierce, G.L.; Edwards, D.G.; Hill, J.A.; White, L.J.; Aranda, J.M. Effect of resistance exercise on skeletal
muscle myopathy in heart transplant recipients. Am. J. Cardiol. 2005, 95, 1192–1198. [CrossRef]

41. Ward, N.C.; Watts, G.F.; Eckel, R.H. Statin Toxicity. Circ. Res. 2019, 124, 328–350. [CrossRef]
42. Hudson, M.B.; Price, S.R. Calcineurin: A poorly understood regulator of muscle mass. Int. J. Biochem. Cell Biol. 2013, 45, 2173–2178.

[CrossRef] [PubMed]
43. Stratom, J.R.; Kemp, G.J.; Daly, R.C.; Yacoub, M.; Rajagopalan, B. Effects of cardiac transplantation on bioenergetic abnormalities

of skeletal muscle in congestive heart failure. Circulation 1994, 89, 1624–1631. [CrossRef] [PubMed]
44. Bussières, L.M.; Pflugfelder, P.W.; Taylor, A.W.; Noble, E.G.; Kostuk, W.J. Changes in skeletal muscle morphology and biochemistry

after cardiac transplantation. Am. J. Cardiol. 1997, 79, 630–634. [CrossRef] [PubMed]
45. Fernandes, L.C.; de Oliveira, I.M.; Fernandes, P.F.C.; de Souza Neto, J.D.; Maria do Socorro, Q.F.; de Freitas, N.A.; Magalhães,

N.C.; Bacal, F. Impact of Heart Transplantation on the Recovery of Peripheral and Respiratory Muscle Mass and Strength in
Patients With Chronic Heart Failure. Transplant. Direct 2018, 4, e395. [CrossRef] [PubMed]

46. Regamey, J.; Monney, P.; Yerly, P.; Favre, L.; Kirsch, M.; Tozzi, P.; Lamy, O.; Hullin, R. Body composition and maximal exercise
capacity after heart transplantation. ESC Heart Fail. 2022, 9, 122–132. [CrossRef] [PubMed]

47. Fathi, D.; Katzberg, H.; Barnett, C.; Sadeghian, H.; Bril, V.; Martin, E. Annals of Clinical and Medical Case Reports Case Report
Cardiac Transplantation in Patients with Muscular Dystrophy: A Case Report and Review of Literature. Ann. Clin. Med. Case Rep.
2021, 7, 1–7.

48. Papa, A.A.; D’Ambrosio, P.; Petillo, R.; Palladino, A.; Politano, L. Heart transplantation in patients with dystrophinopathic
cardiomyopathy: Review of the literature and personal series. Intractable Rare Dis. Res. 2017, 6, 95. [CrossRef] [PubMed]

49. Wang, H.; Li, Z.; Wang, J.; Sun, K.; Cui, Q.; Song, L.; Zou, Y.; Wang, X.; Liu, X.; Hui, R.; et al. Mutations in NEXN, a Z-disc gene,
are associated with hypertrophic cardiomyopathy. Am. J. Hum. Genet. 2010, 87, 687–693. [CrossRef]

50. Andersen, J.D.; Jacobsen, S.B.; Trudsø, L.C.; Kampmann, M.L.; Banner, J.; Morling, N. Whole genome and transcriptome
sequencing of post-mortem cardiac tissues from sudden cardiac death victims identifies a gene regulatory variant in NEXN. Int. J.
Leg. Med. 2019, 133, 1699–1709. [CrossRef]

51. Bruyndonckx, L.; Vogelzang, J.L.; Bugiani, M.; Straver, B.; Kuipers, I.M.; Onland, W.; Nannenberg, E.A.; Clur, S.A.; van der
Crabben, S.N. Childhood onset nexilin dilated cardiomyopathy: A heterozygous and a homozygous case. Am. J. Med. Genet. A
2021, 185, 2464–2470. [CrossRef]

52. Hassel, D.; Dahme, T.; Erdmann, J.; Meder, B.; Huge, A.; Stoll, M.; Just, S.; Hess, A.; Ehlermann, P.; Weichenhan, D.; et al. Nexilin
mutations destabilize cardiac Z-disks and lead to dilated cardiomyopathy. Nat. Med. 2009, 15, 1281–1288. [CrossRef] [PubMed]

https://doi.org/10.3389/fcell.2022.894635
https://doi.org/10.3390/cardiogenetics12010013
https://doi.org/10.1371/journal.pone.0006975
https://doi.org/10.1038/s41586-020-2308-7
https://www.ncbi.nlm.nih.gov/pubmed/32461654
https://doi.org/10.1093/nar/gkaa942
https://www.ncbi.nlm.nih.gov/pubmed/33137190
https://doi.org/10.1101/gr.176601
https://www.ncbi.nlm.nih.gov/pubmed/11337480
https://doi.org/10.1093/nar/gkab266
https://doi.org/10.1038/nmeth0410-248
https://www.ncbi.nlm.nih.gov/pubmed/20354512
https://doi.org/10.1093/nar/gkx1153
https://www.ncbi.nlm.nih.gov/pubmed/29165669
https://doi.org/10.1007/s00439-020-02199-3
https://www.ncbi.nlm.nih.gov/pubmed/32596782
https://doi.org/10.1161/CIRCGEN.119.002940
https://doi.org/10.1016/j.amjcard.2005.01.048
https://doi.org/10.1161/CIRCRESAHA.118.312782
https://doi.org/10.1016/j.biocel.2013.06.029
https://www.ncbi.nlm.nih.gov/pubmed/23838168
https://doi.org/10.1161/01.CIR.89.4.1624
https://www.ncbi.nlm.nih.gov/pubmed/8149530
https://doi.org/10.1016/S0002-9149(96)00829-6
https://www.ncbi.nlm.nih.gov/pubmed/9068522
https://doi.org/10.1097/TXD.0000000000000837
https://www.ncbi.nlm.nih.gov/pubmed/30534588
https://doi.org/10.1002/ehf2.13642
https://www.ncbi.nlm.nih.gov/pubmed/34854252
https://doi.org/10.5582/irdr.2017.01024
https://www.ncbi.nlm.nih.gov/pubmed/28580208
https://doi.org/10.1016/j.ajhg.2010.10.002
https://doi.org/10.1007/s00414-019-02127-9
https://doi.org/10.1002/ajmg.a.62231
https://doi.org/10.1038/nm.2037
https://www.ncbi.nlm.nih.gov/pubmed/19881492


Int. J. Mol. Sci. 2024, 25, 7819 17 of 17

53. Johansson, J.; Frykholm, C.; Ericson, K.; Kazamia, K.; Lindberg, A.; Mulaiese, N.; Falck, G.; Gustafsson, P.; Lidéus, S.; Gud-
mundsson, S.; et al. Loss of Nexilin function leads to a recessive lethal fetal cardiomyopathy characterized by cardiomegaly and
endocardial fibroelastosis. Am. J. Med. Genet. A 2022, 188, 1676–1687. [CrossRef] [PubMed]

54. Liu, C.; Spinozzi, S.; Feng, W.; Chen, Z.; Zhang, L.; Zhu, S.; Wu, T.; Fang, X.; Ouyang, K.; Evans, S.M.; et al. Homozygous G650del
nexilin variant causes cardiomyopathy in mice. JCI Insight 2020, 5, e138780. [CrossRef] [PubMed]

55. Kelly, M.A.; Caleshu, C.; Morales, A.; Buchan, J.; Wolf, Z.; Harrison, S.M.; Cook, S.; Dillon, M.W.; Garcia, J.; Haverfield, E.; et al.
Adaptation and validation of the ACMG/AMP variant classification framework for MYH7-associated inherited cardiomyopathies:
Recommendations by ClinGen’s Inherited Cardiomyopathy Expert Panel. Genet. Med. 2018, 20, 351–359. [CrossRef] [PubMed]

56. Fiorillo, C.; Myopathies, O.B.O.T.I.N.O.C.; Astrea, G.; Savarese, M.; Cassandrini, D.; Brisca, G.; Trucco, F.; Pedemonte, M.; Trovato,
R.; Ruggiero, L.; et al. MYH7-related myopathies: Clinical, histopathological and imaging findings in a cohort of Italian patients.
Orphanet J. Rare Dis. 2016, 11, 91. [CrossRef] [PubMed]

57. Waldmüller, S.; Schroeder, C.; Sturm, M.; Scheffold, T.; Imbrich, K.; Junker, S.; Frische, C.; Hofbeck, M.; Bauer, P.; Bonin, M.; et al.
Targeted 46-gene and clinical exome sequencing for mutations causing cardiomyopathies. Mol. Cell. Probes 2015, 29, 308–314.
[CrossRef] [PubMed]

58. Roberts, A.M.; Ware, J.S.; Herman, D.S.; Schafer, S.; Baksi, J.; Bick, A.G.; Buchan, R.J.; Walsh, R.; John, S.; Wilkinson, S.; et al.
Integrated allelic, transcriptional, and phenomic dissection of the cardiac effects of titin truncations in health and disease. Sci.
Transl. Med. 2015, 7, 270ra6. [CrossRef] [PubMed]

59. Vissing, C.R.; Rasmussen, T.B.; Dybro, A.M.; Olesen, M.S.; Pedersen, L.N.; Jensen, M.; Bundgaard, H.; Christensen, A.H. Dilated
cardiomyopathy caused by truncating titin variants: Long-term outcomes, arrhythmias, response to treatment and sex differences.
J. Med. Genet. 2021, 58, 832–841. [CrossRef]

60. TEQ Group. EuroQol—A new facility for the measurement of health-related quality of life. Health Policy 1990, 16, 199–208.
[CrossRef]

61. Barr, A.E.; Diamond, B.E.; Wade, C.K.; Harashima, T.; Pecorella, W.A.; Potts, C.C.; Rosenthal, H.; Fleiss, J.L.; McMahon, D.J.
Reliability of testing measures in Duchenne or Becker muscular dystrophy. Arch. Phys. Med. Rehabil. 1991, 72, 315–319. [CrossRef]

62. Richards, S.; Aziz, N.; Bale, S.; Bick, D.; Das, S.; Gastier-Foster, J.; Grody, W.W.; Hegde, M.; Lyon, E.; Spector, E.; et al. Standards
and guidelines for the interpretation of sequence variants: A joint consensus recommendation of the American College of Medical
Genetics and Genomics and the Association for Molecular Pathology. Genet. Med. 2015, 17, 405–424. [CrossRef] [PubMed]

63. Gudmundsson, S.; Singer-Berk, M.; Watts, N.A.; Phu, W.; Goodrich, J.K.; Solomonson, M.; Genome Aggregation Database
Consortium; Rehm, H.L.; MacArthur, D.G.; O′Donnell-Luria, A. Variant interpretation using population databases: Lessons from
gnomAD. Hum. Mutat. 2022, 43, 1012. [CrossRef] [PubMed]

64. Papatheodorou, I.; Fonseca, N.A.; Keays, M.; Tang, Y.A.; Barrera, E.; Bazant, W.; Burke, M.; Füllgrabe, A.; Fuentes, A.M.-P.;
George, N.; et al. Expression Atlas: Gene and protein expression across multiple studies and organisms. Nucleic Acids Res. 2018,
46, D246–D251. [CrossRef] [PubMed]

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

https://doi.org/10.1002/ajmg.a.62685
https://www.ncbi.nlm.nih.gov/pubmed/35166435
https://doi.org/10.1172/jci.insight.138780
https://www.ncbi.nlm.nih.gov/pubmed/32814711
https://doi.org/10.1038/gim.2017.218
https://www.ncbi.nlm.nih.gov/pubmed/29300372
https://doi.org/10.1186/s13023-016-0476-1
https://www.ncbi.nlm.nih.gov/pubmed/27387980
https://doi.org/10.1016/j.mcp.2015.05.004
https://www.ncbi.nlm.nih.gov/pubmed/25979592
https://doi.org/10.1126/scitranslmed.3010134
https://www.ncbi.nlm.nih.gov/pubmed/25589632
https://doi.org/10.1136/jmedgenet-2020-107178
https://doi.org/10.1016/0168-8510(90)90421-9
https://doi.org/10.1097/01241398-199111000-00079
https://doi.org/10.1038/gim.2015.30
https://www.ncbi.nlm.nih.gov/pubmed/25741868
https://doi.org/10.1002/humu.24309
https://www.ncbi.nlm.nih.gov/pubmed/34859531
https://doi.org/10.1093/nar/gkx1158
https://www.ncbi.nlm.nih.gov/pubmed/29165655

	Introduction 
	Results 
	Patient Characteristics 
	Quality of Life 
	Motor Function and Genetic Results 

	Discussion 
	Materials and Methods 
	Patients and Data Collection 
	Motor Function 
	Genetic Analysis 
	Statistical Analysis 

	Conclusions 
	References

