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in a family with sudden cardiac death
Amir Azimi1†, Maryam Pourirahim2†, Golnaz Houshmand1, Sara Adimi1, Majid Maleki2 and Samira Kalayinia2* 

Abstract 

Objective  We conducted an investigation into the clinical and molecular characteristics of Arrhythmogenic left 
ventricular cardiomyopathy (ALVC) caused by a novel likely pathogenic mutation in an Iranian pedigree with sudden 
cardiac death (SCD).

Background  ALVC is a genetically inherited myocardial disease characterized by the substitution of fibro-fatty tissue 
in the left ventricular myocardium, predominantly inherited in an autosomal dominant pattern and is commonly 
associated with genes involved in encoding desmosomal proteins, specifically Desmoplakin (DSP).

Methods  The patient and available family members underwent a comprehensive clinical assessment, including Car-
diac magnetic resonance (CMR) imaging, along with Whole-exome sequencing (WES). The identified variant was con-
firmed and segregated by Polymerase chain reaction (PCR) and Sanger sequencing in the family members.

Results  A novel likely pathogenic heterozygous variant, DSP (NM_004415.4), c.3492_3498del, p.K1165Rfs*8 was dis-
covered in the proband. This variant is likely to be the primary reason for ALVC in this specific family. This variant 
was confirmed by Sanger sequencing and segregated in other affected members of the family.

Conclusion  We identified a novel likely pathogenic variant in the DSP gene, which has been identified as the cause 
of ALVC in an Iranian family. Our investigation underscores the importance of genetic testing, specifically WES, for indi-
viduals suspected of ALVC and have a family history of SCD.

Keywords  Arrhythmogenic left ventricular cardiomyopathy, Genetic, Desmoplakin, Whole-exome sequencing, 
Variant

Introduction
Arrhythmogenic cardiomyopathy (ACM) is a geneti-
cally inherited myocardial disease characterized by the 
replacement of ventricular myocardium with fibro-fatty 
tissue. It is typically inherited in an autosomal dominant 
pattern, with prevalence estimates ranging from 0.02% 
to 0.1% of the population. ACM is related to ventricular 
arrhythmias, sudden cardiac death (SCD), and progres-
sive heart failure, particularly in young males and athletes 
[1–4]. Arrhythmogenic left ventricular cardiomyopathy 
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(ALVC), also known as the left-dominant type, is char-
acterized by predominant left ventricular (LV) involve-
ment with minor or no right-sided abnormalities [2, 3]. 
Clinical manifestations of ALVC include electrocar-
diogram (ECG) changes like low-amplitude QRS com-
plexes in limb leads and T-wave inversion or flattening 
in the lateral or inferolateral leads. The ECG, neverthe-
less, can often appear normal. Additionally, ALVC often 
exhibits ventricular arrhythmias with a right bundle 
branch block (RBBB) morphology. Furthermore, indi-
viduals with ALVC may have normal or mildly depressed 
LV systolic function along with little to no dilatation of 
the LV. Contrast-enhanced cardiac magnetic resonance 
(CMR) imaging demonstrates a large amount of myo-
cardial fibrosis, evidenced by late gadolinium enhance-
ment (LGE), mainly involving the subepicardial layers of 
the inferior and inferolateral regions in a non-ischemic 
pattern [2, 3, 5]. The 2019 diagnostic criteria for ALVC 
placed significant emphasis on assessing electrocardio-
graphic, structural, and functional changes associated 
with LV involvement. However, genetic testing utilizing 
advanced techniques such as next-generation sequenc-
ing (NGS) is required for diagnostic confirmation [5–8]. 
Most mutations that result in ACM affect genes that 
encode structural proteins involved in the construction 
of intercellular junctions, especially desmosomal pro-
teins. These include plakophilin-2 (PKP2), desmoplakin 
(DSP), desmoglein-2 (DSG2), and desmocolin-2 (DSC2). 
Studies indicate that the most frequent gene deficien-
cies causing left-sided ACM are mutations in the DSP, 
phospholamban (PLN), and filamin C (FLNC) genes [9]. 
Approximately 2–12% of these patients have DSP muta-
tions [10]. The DSP gene, located on chromosome 6p24.3, 
codes for desmoplakin, which links intermediate filament 
proteins to desmosomal plaques and is necessary for 
functional desmosomes. Desmoplakin mutations result 
in a loss of function, leading to intercellular adhesion fail-
ure. These mutations have been associated with fibrosis 
and inflammatory infiltrates in the ventricular myocar-
dium, as observed in histological examinations [11–13]. 
In this investigation, we identified a novel heterozygous 
mutation in the DSP gene utilizing NGS technology. The 
mutation was found in an Iranian family with cardiomyo-
pathy and sudden cardiac death, suggesting that it may be 
responsible for the genetic basis of this condition.

Method
Clinical features
A three-generation Iranian family with SCD, myocardial 
infarction, and heart failure was recruited in this study. 
The proband, a 43-year-old woman with a 2-year his-
tory of several presyncope episodes, presented with mild 
chest pain, mild dyspnea, and early exercise intolerance. 

Upon thorough cardiovascular examination, severe sys-
tolic dysfunction with mild LV enlargement was demon-
strated. A family investigation found that the proband’s 
father and brother had SCD at the age of 70 and 26, 
respectively. Furthermore, her sister had been diag-
nosed with heart failure (HF) several years earlier and 
had undergone pacemaker implantation at the age of 31. 
CMR was performed for all available family members. 
The proband was referred to the Cardiogenetics Research 
Center at Rajaie Cardiovascular Medical and Research 
Center, Iran University of Medical Sciences, Tehran, 
Iran, to conduct genetic testing and further investigate 
the underlying genetic factors contributing to the clinical 
manifestations.

Cardiac magnetic resonance imaging (CMR)
CMR was performed using the 1.5Tesla Magnetom Sola, 
Siemens Healthcare, Erlangen, Germany. Steady-state 
free precession (SSFP) functional imaging with breath-
holding was performed in the four-, two-, and three-
chamber (long-axis views) and short-axis stacks to assess 
left and right ventricular function. Right ventricular out-
flow and inflow-outflow views were also acquired. Short 
Tau inversion recovery (STIR) sequence (breath-hold) in 
long- (four-, two-, and three-chamber) and short-axis was 
taken to assess inflammation. Gadolinium injection was 
done with Gadoterate meglumine (gadolinium-DOTA, 
Dotarem, Guerbet S.A., Paris, France) 0.15 mmol/kg. The 
magnitude and phase-sensitive inversion recovery recon-
structions of early and late gadolinium images were taken 
in the short-axis stack, four-, two-, and three-chamber 
views.

Whole‑exome sequencing and variant confirmation
Blood samples were gathered from the patient and family 
members. Genomic DNA was isolated from peripheral 
blood leukocytes using the Roche kit (DNSol Mini kit of 
Roche: lot No. 500021091210050). Then, the quality of 
the extracted DNA was checked by measuring the optical 
density in the Nanodrop2000 device (Thermo Scientific). 
2 μg of the proband DNA was separated for NGS, which 
was performed on the Illumina HiSeq 6000 sequencer 
(Macrogen). The raw data was analyzed by Rajaie Car-
diovascular, Medical, and Research Center, Tehran, Iran. 
After quality control checks on the raw sequence data 
using FastQC, the reads were aligned against the refer-
ence genome GRCh37 (hg19) using Burrows Wheeler 
Aligner software. The SAM files were trimmed using the 
Picard tools, and then the resulting BAM files were rea-
ligned using the GATK pipeline. After that, the GATK 
pipeline haplotype caller module was used to call the 
variants, and the identified variants were annotated using 
the ANNOVAR tool. Filtering of the variants according 
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to a standard analysis pipeline was performed by public 
variable frequency databases, such as 1000 Genomes, 
Exome Sequencing Project and GnomAD Browser, 
ExAC 12 Browser, and Iranome (http://​www.​irano​me.​ir). 
Then the variants were prioritized based on gene ontol-
ogy, clinical significance, and bioinformatic prediction 
scores. The Combined Annotation Dependent Deple-
tion (CADD) algorithm and MutationTaster (http://​www.​
mutat​ionta​ster.​org/) were used for predicting the func-
tional trace of mutations. The pathogenicity of the identi-
fied variants was also assessed using the guidelines of the 
American College of Medical Genetics (ACMG) [14].

Polymerase chain reaction (PCR), primer design, 
and Sanger sequencing
For mutation confirmation, family member evaluation, 
and segregation analysis, we designed specific primers 
for polymerase chain reaction (PCR) amplification of 
candidate causative mutations identified in the patient. 
For designing PCR primers, we used the program Gene-
Runner. PCR reactions were performed as follows: 
Denaturation (95 °C for 30 s), annealing (60 °C for 30 s), 
and extension (72  °C for 35  s). The PCR products were 

performed using the ABI Genetic Analyzer 3500XL, 
and the data were analyzed using the BioEdit program 
(v.7.0.5.3).

Result
Clinical investigations
The CMR showed mildly increased left ventricle size 
with left ventricular end-diastolic volume indexed to 
body surface area (LVEDVI) of 103 ml/m2 and a mildly 
reduced left ventricular ejection fraction (LVEF) of 
49%. Regional wall motion abnormality was evident 
as hypokinesia in the mid-lateral, mid-septal, and 
mid-anterior walls (Supplementary video  1). The right 
ventricle size was normal, and ejection fraction with 
end-diastolic volume indexed to body surface area 
(RVEDVI) of 80 ml/m2 and RVEF of 66%. No regional 
wall motion abnormality was evident in the right ven-
tricle. (Supplementary video 2). The STIR sequences 
showed no inflammation or oedema. Late gadolinium 
enhancement sequences showed circumferential patchy 
subepicardial enhancement in the basal to apical seg-
ments of the left ventricular myocardium (Fig. 1 A-C). 
Considering the familial history of heart failure and 
SCD, the CMR features of left ventricular dysfunction 

Fig. 1  The clinical information of the patient. A-C The CMR late enhancement images at the mid-level short-axis, four-chamber and two 
chambers view, respectively, show circumferential patchy subepicardial enhancement in the basal to apical segments of the LV myocardium. D 
the Electrocardiogram (ECG) of the proband revealed a normal sinus rhythm, but with T wave inversion in the V4 and V5 leads

http://www.iranome.ir
http://www.mutationtaster.org/
http://www.mutationtaster.org/
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and the circumferential subepicardial pattern of myo-
cardial fibrosis were compatible with the phenotype of 
ALVC. In addition, the 12-lead ECG revealed a nor-
mal sinus rhythm, but with T wave inversion observed 
in the V4 and V5 leads (Fig.  1 D). The proband sister 
also showed almost the same CMR and ECG findings. 
The clinical assessments conducted on other available 
individuals within the pedigree indicated no abnormal 
findings.

Genetic investigations (Results of Genetic Testing)
After exome sequencing, a novel likely pathogenic 
heterozygous variant was identified in the proband 
(Fig.  2A: II-7), DSP(NM_004415.4), c.3492_3498del, 
p.K1165Rfs*8. This variant was confirmed by Sanger 
sequencing and segregated in other affected mem-
bers of the family (Fig.  2B). The healthy individuals 
of the pedigree have a normal sequence in this posi-
tion. The c.3492_3498del variant was predicted to be 

Fig. 2  The image illustrates family pedigree and genetic analysis of a DSP c.3492_3498delCAA​GGA​G variant. A The pedigree of an Iranian family 
is shown herein. B The genotype of a novel pathogenic variant c.3492_3498delCAA​GGA​G:p. K1165Rfs*8 located in the region of exon 23 were 
detected as heterozygous in the affected proband (II-7) and in his sister (II-6). The other individuals had a normal sequence
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disease-causing by Mutation Taster. The CADD phred 
of this variant was 33.

We also investigated other DSP gene variants associ-
ated with ALVC and studied their genetic and clinical 
characteristics. To accomplish this, we conducted a lit-
erature search on PubMed and Google Scholar, using the 
search terms ’arrhythmogenic left ventricular cardiomy-
opathy’ or ’arrhythmogenic cardiomyopathy’ and ’DSP.’ 
The results of this search are summarized in Table 1.

Discussion
The newly updated Padua criteria for diagnosing ALVC 
incorporate functional, structural, electrocardiographic 
abnormalities, and family genetic background. Table 2 pro-
vides a summarized overview of this diagnostic criteria [2, 
15]. Identifying a pathogenic mutation in genes associated 
with ALVC is the most specific finding that establishes a 
link between the ALVC genotype and phenotype features. 
Therefore, familial background of first-degree relatives is 
considered a major criterion. According to Padua criteria, 
the occurrence of premature SCD in first-degree relatives 
under the age of 35 raises diagnostic suspicion to ACM. 
A recent autopsy study showed that 87% of ACM-related 
SCD patients have predominant LV involvement. It seems 
genetic testing in such cases can identify family members 
who are genetically affected in preclinical phase of dis-
ease. The fact that pathogenic variants in cardiomyopathy 
genes can potentially lead to SCD without obvious struc-
tural abnormalities highlighted the importance of early 
diagnosis of this condition [2, 15, 16]. ALVC is commonly 
associated with genes involved in encoding desmosomal 
proteins, namely Desmoplakin (DSP), Filamin C (FLNC), 
Phospholamban (PLN), and Desmin (DES). Among these 
genes, DSP mutations have emerged as the most fre-
quently observed disease-associated mutations in ALVC 
patients. Both missense and non-missense mutations in 
the DSP gene pose a significant risk for arrhythmias and 

SCD. Notably, non-missense mutations are closely associ-
ated with left-dominant forms of the disease. In our study, 
we identified a novel autosomal dominant frameshift 
mutation (DSP, c.3492_3498del, p.K1165Rfs*8) that leads 
to a truncated desmoplakin protein with a premature stop 
codon at position 1165. This mutation contributes to the 
development of a left-dominant cardiomyopathy. Des-
moplakin is a large protein consisting of three distinct 
domains. These domains include an N-terminal plako-
globin/plakophilin binding domain, a central coiled-coil 
rod dimerization domain, and a C-terminal intermedi-
ate filament binding domain (Fig.  3). Desmoplakin holds 
significant importance as a member of the protein family 
responsible for cell–cell adhesion within desmosomes, 
which play a crucial role in maintaining the integrity of 
both cardiomyocytes and epithelial tissues. Truncation 
variants of desmoplakin result in loss of function, lead-
ing to a failure in intercellular adhesion. Consequently, 
this disruption triggers cardiomyocyte death, leading to 
inflammation and fibrosis [7, 17–22]. Mutations in des-
mosomal genes not only affect cell adhesion and structural 
integrity but also disrupt intracellular signaling processes. 
These mutations can interfere with signaling pathways 
involved in communication between the nucleus and des-
mosomes, as well as impact the function of gap-junctional 
proteins and ion channels. Recent research has highlighted 
the regulatory role of specific desmosomal proteins, such 
as plakophilin 2 and desmoplakin, in the TGFβ signaling 
pathway. When PKP2 or DSP is lost or impaired, it leads 
to heightened TGFβ signaling, resulting in the expression 
of genes associated with fibrosis and the accumulation of 
collagen. Additionally, the suppression of desmoplakin has 
been found to inhibit the Wnt–β-catenin signaling path-
way, which in turn triggers adipogenesis and the prolifera-
tion of adipocytes. These dysregulated signaling pathways 
contribute to the development of fibrosis, providing a bio-
logical basis for understanding the underlying mechanisms 

Table 2  Newly updated Padua criteria for diagnosing ALVC

LV Left ventricle, LGE Late gadolinium enhancement, LBBB Left bundle branch block, RBBB Right bundle branch block, ACM Arrhythmogenic cardiomyopathy

Criteria Category Major Criteria Minor Criteria

Functional abnormality • LV systolic dysfunction
• Regional LV Wall Hypokinesia or Akinesia

Structural myocardial abnormalities • LV Subepicardial or Midmyocardial LGE

Electrocardiographic abnormalities • Inverted T Waves in Precordial Leads V4-V6 (in absence 
of LBBB)
• Low QRS voltages
• RBBB Morphology Ventricular Arrhythmias

Familial Inheritance and Molecular Genetics • Confirmed ACM in First-Degree Rela-
tive
• Identification of Pathogenic or Likely 
Pathogenetic ACM Mutation in Patient

• History of ACM in First-Degree Relative with Indeterminate 
Diagnostic Criteria
• Premature Sudden Death (< 35 years of age) Suspected to be 
Due to ACM in First-Degree Relative
• Pathological Confirmation or Diagnostic Criteria Confirmation 
of ACM in Second-Degree Relative
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of fibrotic diseases [19, 23]. This study explores the poten-
tial impact of DSP, c.3492_3498del, p.K1165Rfs*8 variant 
on the phenotype of ALVC. However, it has certain limi-
tations. Firstly, the DNA samples of the individuals who 
experienced SCD were not accessible, which hindered fur-
ther investigation into genotype–phenotype correlations. 
Secondly, while our bioinformatics analysis indicated the 
pathogenic nature of the variant, conducting functional 
evaluations could have provided additional confirmation 
of its pathogenicity.

Conclusion
The DSP gene is widely recognized as a significant con-
tributor to ALVC. This study introduces a novel likely 
pathogenic variant, c.3492_3498del, p. K1165Rfs*8, in 
the DSP gene, which has been identified as the cause 
of ALVC in an Iranian family. Our investigation under-
scores the importance of genetic testing, specifically 
WES, for individuals suspected of ALVC and have a 
family history of SCD.
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shows left ventricular dysfunction.

Additional file 2: Supplementary video 2. The RV inflow outflow cine 
image shows no regional wall motion abnormality.

Acknowledgements
The authors wish to acknowledge the kind contribution of the family 
described herein. The Cardiogenetics Research Center, Rajaie Cardiovascular 
Medical and Research Center, Tehran, Iran, funded this research.

Authors’ contributions
SK designed the project and performed WES. AA and SA evaluated the patients clini-
cally. AA and MP prepared the first version of manuscript and performed wet lab. 
MM and GH confirmed the clinical finding of the patient and made complementary 
revision of the manuscript. All the authors read and approved the final manuscript.

Funding
The authors received no specific funding for this research.

Availability of data and materials
The datasets generated and/or analyzed during the current study are available in 
the ClinVar repository [https://​www.​ncbi.​nlm.​nih.​gov/​clinv​ar/​varia​tion/​25060​05/].
The accession number of the variant in ClinVar is as follows:
NM_004415.4 (DSP): c.3492_3498del (p.Lys1165ArgfsTer8): VCV002506005.1

Declarations

Ethics approval and consent to participate
All methods were carried out in accordance with declaration of Helsinki. The 
study protocol was approved by the Ethics Committee of Rajaie Cardiovascu-
lar Medical and Research Center, Iran University of Medical Sciences, Tehran, 
Iran (IR.RHC.REC.1399.044). Informed consent from a parent and/or legal 
guardian for study participation.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 22 July 2023   Accepted: 14 October 2023

Fig. 3  The structure of Desmoplakin protein. A The secondary structure of the DSP. B The 3-D structure of the wild and mutant DSP protein

https://doi.org/10.1186/s12920-023-01701-w
https://doi.org/10.1186/s12920-023-01701-w
https://www.ncbi.nlm.nih.gov/clinvar/variation/2506005/


Page 9 of 10Azimi et al. BMC Medical Genomics          (2023) 16:266 	

References
	1.	 Casella M, Gasperetti A, Sicuso R, Conte E, Catto V, Sommariva E, et al. 

Characteristics of Patients With Arrhythmogenic Left Ventricular Car-
diomyopathy: Combining Genetic and Histopathologic Findings. Circ 
Arrhythm Electrophysiol. 2020;13:e009005.

	2.	 Corrado D, Basso C. Arrhythmogenic left ventricular cardiomyopathy. 
Heart. 2022;108:733–43.

	3.	 Bariani R, Rigato I, Cason M, Marinas MB, Celeghin R, Pilichou K, et al. 
Genetic Background and Clinical Features in Arrhythmogenic Left Ventric-
ular Cardiomyopathy: A Systematic Review. J Clin Med. 2022;11(15):4313.

	4.	 Loiben A, Friedman CE, Chien W-M, Stempien-Otero A, Lin S, Yang K-C. 
Generation of human iPSC line from an arrhythmogenic cardiomyo-
pathy patient with a DSP protein-truncating variant. Stem Cell Res. 
2023;66:102987.

	5.	 Monda E, Rubino M, Palmiero G, Verrillo F, Lioncino M, Diana G, et al. Mul-
timodality Imaging in Arrhythmogenic Left Ventricular Cardiomyopathy. J 
Clin Med. 2023;12:1568.

	6.	 Mahdavi M, Mohsen-Pour N, Maleki M, Hesami M, Naderi N, Houshmand 
G, et al. Whole-exome sequencing identified compound heterozygous 
variants in the TTN gene causing Salih myopathy with dilated cardiomyo-
pathy in an Iranian family. Cardiol Young. 2022;32:1462–7.

	7.	 Segura-Rodríguez D, Bermúdez-Jiménez FJ, Carriel V, López-Fernández 
S, González-Molina M, Oyonarte Ramírez JM, et al. Myocardial fibrosis in 
arrhythmogenic cardiomyopathy: a genotype–phenotype correlation 
study. Eur Heart J - Cardiovasc Imaging. 2020;21:378–86.

	8.	 Malakootian M, Bagheri Moghaddam M, Kalayinia S, Farrashi M, Maleki 
M, Sadeghipour P, et al. Dilated cardiomyopathy caused by a pathogenic 
nucleotide variant in RBM20 in an Iranian family. BMC Med Genomics. 
2022;15:106.

	9.	 Olcum M, Rouhi L, Fan S, Gonzales MM, Jeong H-H, Zhao Z, et al. PANop-
tosis is a prominent feature of desmoplakin cardiomyopathy. J Cardiovasc 
Aging. 2023;3:3.

	10.	 Lin X, Ma Y, Cai Z, Wang Q, Wang L, Huo Z, et al. Next-generation sequenc-
ing identified novel Desmoplakin frame-shift variant in patients with 
Arrhythmogenic cardiomyopathy. BMC Cardiovasc Disord. 2020;20:74.

	11.	 Cabrera-Borrego E, Montero-Vilchez T, Bermúdez-Jiménez FJ, Tercedor-
Sánchez J, Tercedor-Sánchez L, Sánchez-Díaz M, et al. Heterozygous 
Arrhythmogenic Cardiomyopathy-desmoplakin Mutation Carriers Exhibit 
a Subclinical Cutaneous Phenotype with Cell Membrane Disruption and 
Lack of Intercellular Adhesion. J Clin Med. 2021;10(9):4608.

	12.	 Heliö K, Kangas-Kontio T, Weckström S, Vanninen SUM, Aalto-Setälä K, 
Alastalo T-P, et al. DSP p.(Thr2104Glnfs*12) variant presents variably with 
early onset severe arrhythmias and left ventricular cardiomyopathy. BMC 
Med Genet. 2020;21(1):19.

	13.	 Di Lorenzo F, Marchionni E, Ferradini V, Latini A, Pezzoli L, Martino A, et al. 
DSP-Related Cardiomyopathy as a Distinct Clinical Entity? Emerging 
Evidence from an Italian Cohort. Int J Mol Sci. 2023;24(3):2490.

	14.	 Richards S, Aziz N, Bale S, Bick D, Das S, Gastier-Foster J, et al. Standards 
and guidelines for the interpretation of sequence variants: a joint con-
sensus recommendation of the American College of Medical Genetics 
and Genomics and the Association for Molecular Pathology. Genet Med. 
2015;17:405–24.

	15.	 Corrado D, Perazzolo Marra M, Zorzi A, Beffagna G, Cipriani A, Lazzari MD, 
et al. Diagnosis of arrhythmogenic cardiomyopathy: The Padua criteria. 
Int J Cardiol. 2020;319:106–14.

	16.	 Ackerman MJ, Priori SG, Willems S, Berul C, Brugada R, Calkins H, et al. 
HRS/EHRA Expert Consensus Statement on the State of Genetic Test-
ing for the Channelopathies and Cardiomyopathies. Heart Rhythm. 
2011;8:1308–39.

	17.	 López-Ayala JM, Gómez-Milanés I, Sánchez Muñoz JJ, Ruiz-Espejo F, Ortíz 
M, González-Carrillo J, et al. Desmoplakin truncations and arrhythmo-
genic left ventricular cardiomyopathy: characterizing a phenotype. Eur 
Eur Pacing Arrhythm Card Electrophysiol J Work Groups Card Pacing 
Arrhythm Card Cell Electrophysiol Eur Soc Cardiol. 2014;16:1838–46.

	18.	 Santos-Ferreira C, Baptista R, Teixeira T, Gonçalves L. A 45-year-old man 
with sudden cardiac death, cutaneous abnormalities and a rare desmo-
plakin mutation: a case report and literature review. BMC Cardiovasc 
Disord. 2022;22:41.

	19.	 Basso C, Bauce B, Corrado D, Thiene G. Pathophysiology of arrhythmo-
genic cardiomyopathy. Nat Rev Cardiol. 2012;9:223–33.

	20.	 Mattesi G, Cipriani A, Bauce B, Rigato I, Zorzi A, Corrado D. Arrhythmo-
genic Left Ventricular Cardiomyopathy: Genotype-Phenotype Correla-
tions and New Diagnostic Criteria. J Clin Med. 2021;10:2212.

	21.	 Corrado D, Basso C, Judge DP. Arrhythmogenic Cardiomyopathy. Circ Res. 
2017;121:784–802.

	22.	 Grondin S, Wazirian A-C, Jorda P, Terrone DG, Gagnon J, Robb L, et al. Mis-
sense variants in the spectrin repeat domain of DSP are associated with 
arrhythmogenic cardiomyopathy: A family report and systematic review. 
Am J Med Genet A. 2020;182:2359–68.

	23.	 Maione AS, Pilato CA, Casella M, Gasperetti A, Stadiotti I, Pompilio G, et al. 
Fibrosis in Arrhythmogenic Cardiomyopathy: The Phantom Thread in the 
Fibro-Adipose Tissue. Front Physiol. 2020;11:279.

	24.	 Verma KP, Roberts T, Parsons S, Winship IM, Prior D, La Gerche A, et al. 
Persistent Troponin Elevation in Left-Dominant Arrhythmogenic Cardio-
myopathy. Circ Genomic Precis Med. 2020;13(6):e003094.

	25.	 Kissopoulou A, Fernlund E, Holmgren C, Isaksson E, Karlsson J, Green H, 
et al. Monozygotic twins with myocarditis and a novel likely pathogenic 
desmoplakin gene variant. ESC Heart Fail. 2020;7:1210–6.

	26.	 Norman M, Simpson M, Mogensen J, Shaw A, Hughes S, Syrris P, et al. 
Novel Mutation in Desmoplakin Causes Arrhythmogenic Left Ventricular 
Cardiomyopathy. Circulation. 2005;112:636–42.

	27.	 Navarro-Manchón J, Fernández E, Igual B, Asimaki A, Syrris P, Osca J, et al. 
Left Dominant Arrhythmogenic Cardiomyopathy Caused by a Novel Non-
sense Mutation in Desmoplakin. Rev Esp Cardiol Engl Ed. 2011;64:530–4.

	28.	 Pilichou K, Mancini M, Rigato I, Lazzarini E, Giorgi B, Carturan E, et al. 
Nonischemic Left Ventricular Scar: Sporadic or Familial? Screen the Genes, 
Scan the Mutation Carriers. Circulation. 2014;130(21):e180–2.

	29.	 DeWitt ES, Chandler SF, Hylind RJ, Beausejour Ladouceur V, Blume ED, 
VanderPluym C, et al. Phenotypic Manifestations of Arrhythmogenic 
Cardiomyopathy in Children and Adolescents. J Am Coll Cardiol. 
2019;74:346–58.

	30.	 Piriou N, Marteau L, Kyndt F, Serfaty JM, Toquet C, Le Gloan L, et al. Famil-
ial screening in case of acute myocarditis reveals inherited arrhythmo-
genic left ventricular cardiomyopathies. ESC Heart Fail. 2020;7:1520–33.

	31.	 Tsuruta Y, Sueta D, Takashio S, Oda S, Sakamoto K, Kaikita K, et al. Left-
dominant arrhythmogenic cardiomyopathy with a nonsense mutation in 
DSP. ESC Heart Fail. 2020;7:3174–8.

	32.	 Poller W, Haas J, Klingel K, Kühnisch J, Gast M, Kaya Z, et al. Familial 
Recurrent Myocarditis Triggered by Exercise in Patients With a Truncating 
Variant of the Desmoplakin Gene. J Am Heart Assoc. 2020;9:e015289.

	33.	 Graziosi M, Leone O, Foà A, Agostini V, Ditaranto R, Foroni M. Postmortem 
diagnosis of left dominant arrhythmogenic cardiomyopathy: the impor-
tance of a multidisciplinary network for sudden death victims. “HIC mors 
gaudet succurere vitae.” Cardiovasc Pathol. 2020;44:107157.

	34.	 Maghin F, Barbon A, Farina D, Salvetti M, Conti A. Sudden cardiac death 
in a girl with familiar left-dominant arrhythmogenic cardiomyopathy: a 
multidisciplinary approach. J Cardiovasc Med. 2020;21:391–2.

	35.	 Leite PVH, Azevedo O, Dias G, Cardoso F, Pereira T, Lourenço A. Nova 
Mutação no Gene DSP – Um Caso de Cardiomiopatia Arritmogênica com 
Fenótipo Isolado do Ventrículo Esquerdo e Alto Risco de Morte Súbita. 
Arq Bras Cardiol. 2021;117(1 Supl 1):29–32.

	36.	 Rubino M, Scatteia A, Frisso G, Pacileo G, Caiazza M, Pascale CE, et al. 
Imaging the “Hot Phase” of a Familiar Left-Dominant Arrhythmogenic 
Cardiomyopathy. Genes. 2021;12:1933.

	37.	 Bariani R, Cipriani A, Rizzo S, Celeghin R, Bueno Marinas M, Giorgi B, et al. 
‘Hot phase’ clinical presentation in arrhythmogenic cardiomyopathy. EP 
Eur. 2021;23:907–17.

	38.	 Rawal AS, VanCleave T, Yedlapati N, Saffitz JE, Craigen WJ, Jeffer-
ies JL. Arrhythmogenic Ventricular Cardiomyopathy. JACC Case Rep. 
2021;3:438–42.

	39.	 Efthimiadis G, Zegkos T, Meditskou S, Karamitsos T, Manolakos E, 
Papoulidis I, et al. A novel desmoplakin mutation associated with left 
dominant arrhythmogenic cardiomyopathy and cutaneous phenotype. 
Hellenic J Cardiol. 2021;62:95–8.

	40.	 Westphal DS, Krafft H, Biller R, Klingel K, Gaa J, Mueller CS, et al. Myocar-
ditis or inherited disease? – The multifaceted presentation of arrhythmo-
genic cardiomyopathy. Gene. 2022;827:146470.

	41.	 Rezaei Bookani K, Minga I, Wodskow J, Harris J, Gordon R, Sarswat N. A 
case series of desmoplakin cardiomyopathy: a mimic of viral myocarditis. 
Eur Heart J - Case Rep. 2022;6:ytac341.



Page 10 of 10Azimi et al. BMC Medical Genomics          (2023) 16:266 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	42.	 Ollitrault P, Al Khoury M, Troadec Y, Calcagno Y, Champ-Rigot L, Ferchaud 
V, et al. Recurrent acute myocarditis: An under-recognized clinical entity 
associated with the later diagnosis of a genetic arrhythmogenic cardio-
myopathy. Front Cardiovasc Med. 2022;9:998883.

	43.	 Schoonvelde SAC, Hirsch A, Yap SC, Verhagen JMA, Van Slegtenhorst MA, 
Segers D, et al. Desmoplakin cardiomyopathy—an inherited cardiomyo-
pathy presenting with recurrent episodes of acute myocardial injury. 
Neth Heart J. 2023;31:282–6.

	44.	 Chen V, Knight BP, McNally EM. Case report: DSP truncation variant p. 
R1951X leads to arrhythmogenic left ventricular cardiomyopathy. Eur 
Heart J - Case Rep. 2022;6:ytac105.

	45.	 Pantou MP, Gourzi P, Vlagkouli V, Papatheodorou E, Tsoutsinos A, Nyktari 
E, et al. A truncating variant altering the extreme C-terminal region of 
desmoplakin (DSP) suggests the crucial functional role of the region: a 
case report study. BMC Med Genomics. 2023;16:95.

	46.	 Robles-Mezcua A, Ruíz-Salas A, Medina-Palomo C, Robles-Mezcua 
M, Díaz-Expósito A, Ortega-Jiménez MV, et al. The Novel Variant 
NP_00454563.2 (p.Glu259Glyfs*77) in Gene PKP2 Associated with 
Arrhythmogenic Cardiomyopathy in 8 Families from Malaga, Spain. 
Genes. 2023;14:1468.

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


	Arrhythmogenic left ventricular cardiomyopathy caused by a novel likely pathogenic DSP mutation, p.K1165Rfs*8, in a family with sudden cardiac death
	Abstract 
	Objective 
	Background 
	Methods 
	Results 
	Conclusion 

	Introduction
	Method
	Clinical features
	Cardiac magnetic resonance imaging (CMR)
	Whole-exome sequencing and variant confirmation
	Polymerase chain reaction (PCR), primer design, and Sanger sequencing

	Result
	Clinical investigations
	Genetic investigations (Results of Genetic Testing)

	Discussion
	Conclusion
	Anchor 19
	Acknowledgements
	References


