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Abstract: Variants of the MYH7 gene have been associated with a number of primary cardiac condi-
tions, including left ventricular noncompaction cardiomyopathy (LVNC). Most cases of MYH7-related
diseases are associated with such variant types as missense substitutions and in-frame indels. Thus,
truncating variants in MYH7 (MYH7tv) and associated mechanism of haploinsufficiency are usually
considered not pathogenic in these disorders. However, recent large-scale studies demonstrated evi-
dence of the significance of MYH7tv for LVNC and gave rise to an assumption that haploinsufficiency
may be the causal mechanism for LVNC. In this article, we present a family with isolated LVNC
and a heterozygous splice variant of the MYH7 gene, analyze possible consequences of this variant
and conclude that not all variants that are predicted truncating really act through haploinsufficiency.
This study can highlight the importance of a precise assessment of MYH7 splicing variants and their
participation in the development of LVNC.

Keywords: left ventricular noncompaction; genetic testing; MYH7; splicing

1. Introduction

Left ventricular noncompaction cardiomyopathy (LVNC) is characterized by the pres-
ence of a “spongy” hypertrabeculated endocardial layer of the heart wall. During recent
years, along with the improvement of instrumental diagnostics, the detectability of LVNC
has been growing. First by discovering the high variability of its clinical presentation, and
second by highlighting the need for genetic testing in order to avoid excessive diagnostics.
It is now recognized that genetic diagnostics is necessary for correct clinical manage-
ment and risk stratification in patients with LVNC [1]. At the same time, extreme genetic
and phenotypic overlapping of LVNC and other primary cardiomyopathies makes this
task challenging.

Many genes have been reported in connection with LVNC [2], but only few of them
show robust association, confirmed by multiple studies. Almost all such genes encode
sarcomere proteins and are associated with other types of primary cardiomyopathies [1].
One such gene, MYH7 (OMIM #160760), is responsible for hypertrophic cardiomyopathy
(HCM), dilated cardiomyopathy (DCM), left ventricular noncompaction (LVNC), Laing
distal myopathy, and myosin storage myopathy [3–5].

Genes 2022, 13, 1750. https://doi.org/10.3390/genes13101750 https://www.mdpi.com/journal/genes

https://doi.org/10.3390/genes13101750
https://doi.org/10.3390/genes13101750
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/genes
https://www.mdpi.com
https://orcid.org/0000-0002-9024-5364
https://orcid.org/0000-0002-3138-054X
https://orcid.org/0000-0001-5989-6233
https://orcid.org/0000-0002-5932-1744
https://orcid.org/0000-0003-4765-8021
https://orcid.org/0000-0001-6221-3659
https://orcid.org/0000-0001-5267-1832
https://orcid.org/0000-0002-8371-6447
https://orcid.org/0000-0001-6009-5775
https://orcid.org/0000-0002-5649-2193
https://doi.org/10.3390/genes13101750
https://www.mdpi.com/journal/genes
https://www.mdpi.com/article/10.3390/genes13101750?type=check_update&version=1


Genes 2022, 13, 1750 2 of 10

During recent years, growing efforts are being made to distinguish the LVNC-causing
genetic variants from those responsible for other types of cardiomyopathies. Recent results
in this area of genetic research draw attention to predicted truncating variants in the
MYH7 gene (MYH7tv), which include nonsense substitutions, frameshifts, and splice
donor/acceptor variants [6].

Some splice variants do not lead to a premature stop codon and, therefore, do not
result in haploinsufficiency. These splice variants cause exon skipping without frame
shift [7] and lead to a dominant negative effect identical to that of missenses and in-frame
indels, the prevalent types of disease-causing alterations in MYH7 [8,9]. In-frame exon
skipping was previously described in MYH7-related myopathic conditions [10], but not
in primary cardiomyopathies. However, more recent studies demonstrate that the role of
MYH7tv in LVNC pathogenesis may be underestimated.

In this article, we present a family of two generations with isolated LVNC and
a heterozygous variant altering a canonical splice site in the MYH7 gene. Bioinformatics
analysis showed that the most likely outcome of the canonical donor splice site variant,
skipping of exon 10, would result in translation of an aberrant protein product missing
33 amino acid residues, rather than premature truncation. This study presents an example
of this pathogenetic mechanism in LVNC and will highlight the importance of correct
estimation of genetic variants that are predicted truncation.

2. Materials and Methods
2.1. Clinical Investigation of the Patients

Two generations of a family with LVNC were admitted at the National Medical Re-
search Center for Therapy and Preventive Medicine (Moscow, Russia). Family members
underwent clinical examination, which included blood sample collection, biochemical and
general examination, electrocardiography using 24-h Holter monitoring electrocardiogram
(HM-ECG), cardiac magnetic resonance imaging (cMRI), and echocardiography (ECHO)
with contrast. ECHO and cMRI imaging criteria of LVNC were applied, as previously sug-
gested by Jenni et al. [11] and Petersen et al. [12]. Our study was conducted in accordance
with the Declaration of Helsinki in its current form and approved by the Institutional Re-
view Boards of the National Medical Research Center for Therapy and Preventive Medicine
(Moscow, Russia). Every participant and/or their legal representative gave their written
informed consent to be involved in this study.

2.2. Cardiac Magnetic Resonance Imaging

cMRI was performed with a 1.5-T imager (Magnetom Avanto, Siemens, Munich,
Germany) using a standard protocol. Breath-hold cine MRI was performed using ECG-
gated segmented true fast imaging with steady-state free-precession (SSFP). Cine MRI was
acquired in long-axis and short-axis planes covering the whole LV and right ventricle (RV).
Late gadolinium enhancement (LGE) images were acquired in the same planes 15 min after
IV injection of the gadolinium contrast agent (Gd–DTPA–BMA, Omniscan, GE Healthcare
Inc., Chicago, IL, USA) in a dose of 0.15 mmol/kg using inversion-recovery turbo fast
low-angle shot (FLASH) pulse sequence.

2.3. Whole Genome Sequencing and Bioinformatic Analysis

Molecular genetic analysis was performed in the Centre for Strategic Planning and
Management of Biomedical Health Risks (Moscow, Russia) as detailed by Meshkov et al. [13].
We extracted DNA from whole blood, then performed whole genome sequencing (WGS)
on Novaseq 6000 (Illumina, San Diego, CA, USA) up to 30× coverage. After that, SNPs and
long structural variants were called via Dragen Bio-IT platform (Illumina, San Diego, CA,
USA) and Smoove software, respectively. Clinical interpretation of potentially clinically
relevant findings was performed in accordance with current guidelines, considering the
modified frameworks provided by ClinGen [14,15]. Validation of NGS results was car-
ried out at the National Medical Research Center for Therapy and Preventive Medicine
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(Moscow, Russia) by Sanger sequencing using the Applied Biosystem 3500 Genetic Ana-
lyzer (Thermo Fisher Scientific, Waltham, MA, USA) in accordance with the manufacturer’s
protocol. For verification by Sanger sequencing the following oligonucleotides were used:
5′ AACCAATGGCCAGCGTCTTA-3′ and 5′-TCCTTGTGCCCAAACCCTAA-3′.

3. Results

The clinical features of the investigated patients are summarized in the Figure 1 and
Table 1 (see below).
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(III-4) is indicated by the arrow. 

Table 1. Pedigree description. 

Family Member WGS Sanger Sequencing Phenotype 
I-1 – – Died at 70 
I-2 – – Died at 90 

I-3 – – Died at 54, congenital heart dis-
ease, pulmonary embolism 

I-4 – – Died at 77, enterocolitis 
II-1 – – 60 y.o, not examined 
II-2 – – 60 y.o., hypertension 
II-3 – – 60 y.o., hypertension 
II-4 – – 61 y.o., not examined 
II-5 + + 53 y.o., LVNC 
II-6 + + 52 y.o., healthy 

II-7–II-10; II-8–III-3 – – Not examined 
III-4 + + 22 y.o., LVNC, heart failure 
III-5 + + 17 y.o., healthy 

Figure 1. Pedigree of the family (created using the CeGaT Pedigree Chart Designer software v3.0,
(CeGaT GmbH, Tübingen, Germany) [16]). Women are shown by circles and men by squares. Affected
persons are shown by black figures, crossed figures indicate deceased people. The proband (III-4) is
indicated by the arrow.

Table 1. Pedigree description.

Family Member WGS Sanger Sequencing Phenotype

I-1 – – Died at 70
I-2 – – Died at 90

I-3 – – Died at 54, congenital heart disease,
pulmonary embolism

I-4 – – Died at 77, enterocolitis
II-1 – – 60 y.o, not examined
II-2 – – 60 y.o., hypertension
II-3 – – 60 y.o., hypertension
II-4 – – 61 y.o., not examined
II-5 + + 53 y.o., LVNC
II-6 + + 52 y.o., healthy

II-7–II-10; II-8–III-3 – – Not examined
III-4 + + 22 y.o., LVNC, heart failure
III-5 + + 17 y.o., healthy

III-6–III-8 – – Not examined
LVNC—left ventricular noncompaction; WGS—whole genome sequencing; y.o.—years old.

In the proband (III-4 Table 1) mitral valve prolapse has been observed since childhood.
At the age of 17, he underwent a medical examination. ECHO investigation revealed the
signs of myocardial noncompaction (Jenni, Chin, and Stollberger criteria): end diastolic
volume (EDV) of 157 mL, ejection fraction (EF) of 48%, and end diastolic diameter (EDD)
of 5.8 cm. cMRI (Figure 2) showed two-layered structure of myocardium—the thickness of
the non-compact layer was 30 mm and the thickness of the compact layer was 5 mm. The
indexed left ventricular EDV was 97 mL/m2. In blood tests, all parameters were within
normal values. B-type natriuretic peptide (BNP) level was 100 pg/mL. ECG showed sinus
rhythm. According to the Holter ECG, he had a sinus rhythm with the heart rate between
45–69–130 per min without arrhythmia. The patient undergoes dynamic examination, con-
stantly takes bisoprolol 2.5 mg/day, spironolactone 25 mg/day, and torasemide 10 mg/day.
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Figure 2. (A–C) The proband’s cardiac magnetic resonance imaging (cMRI) in cine mode, SSFP
sequence: (A) long axis 2-chamber images, (B) long axis 4-chamber images, (C) short axis images at
the level of the middle segments. (D–F) DE (delayed enhancement) cMRI images, inversion recovery
(IR) sequence with suppression of the signal from the normal myocardium. No areas of contrast
enhancement were detected, which indicates the absence of areas of intramyocardial fibrosis, scarring
or inflammatory myocardial damage. * indicates a layer of non-compact myocardium in the apical
segments,→ indicates clefts in the middle anteroseptal segment.

The proband‘s father (II-5), 53 y.o., underwent a cardiological examination. According
to the ECHO, the heart chambers were not expanded, with an EDD of 5.4 cm, an EF of 52%,
and signs of non-compact myocardium (Jenni and Chin criteria) in the area of the apex and
lateral wall. According to the HM-ECG, there were no data that suggested life-threatening
cardiac arrhythmias. According to the cMRI, the heart chambers were not dilated. Signs of
non-compact myocardium were present.

The proband’s 52-year-old mother (II-6) and 17-year-old brother (III-5) underwent
a cardiological examination. According to the ECHO, the heart chambers were not dilated
and there were no signs of non-compact myocardium.

To establish the genetic diagnosis, WGS and bioinformatic analysis were performed for
the proband and his three relatives (mother, father, and brother). We found the canonical splice
site variant in the MYH7 gene (t.NM_000257.4:c.895+1G>A; g.hg38.chr14:23430900C>T) in
the proband’s and his father’s genome, but not in the genomes of other examined relatives
(Figure 3). This variant is absent in gnomAD and other population databases but is reported
in dbSNP [17] and in ClinVar [18]. The ClinVar entry reports it as the variant of uncertain
significance (VUS), but no phenotype data are provided by the submitter. We performed the
in silico splicing prediction analysis via MaxEntScan v1.0 (Christopher Burge Laboratory,
Department of Biology, Massachusetts Institute of Technology, Cambridge, MA, USA) [19]
and SpliceAI v1.3.1 (Kishore Jaganathan, Illumina, Inc., San Diego, CA, USA) [20] software
and discovered a strong probability of donor splice site loss (see Table 2). A functional
RNA study that could establish the impact of the variant on the gene and its product was
not conducted due to family refusal.
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Figure 3. Electropherograms confirmed NM_000257.4:c.895+1G>A in the genome of patients III-4
and II-5 and a wildtype sequence in III-5 and II-6.

Table 2. Values of the bioinformatic splicing predictors used for the analysis of the variant of interest
(NM_000257.4:c.895+1G>A). According to MaxEntScan, the alternative allele splice site is 15.9 times
weaker than the reference allele splice site (8.731 versus 0.549, value of the MaxEntScan_diff parameter
is 8.182). SpliceAI predicts the loss of the donor splice site in the next position downstream the variant
with a probability of 99%.

Splicing Prediction Parameter MaxEntScan_ref MaxEntScan_alt MaxEntScan_diff SpliceAI_pred_DS_DL SpliceAI_pred_DP_DL

Value 8.731 0.549 8.182 0.99 1

4. Discussion

Currently, the prognosis of the disease in patients with LVNC varies from favorable
to fulminant course requiring heart transplantation [21]. Here we present a family with
favorable clinical course harboring the splicing variant in the MYH7 gene.

To date, haploinsufficiency of MYH7 is generally considered to be tolerated. ClinGen
Expert Panel recommendations discourage the use of PVS1 (“very strong”) criterion of
pathogenicity for predicted truncating variants in MYH7 because such variants are thought
to have only moderate impact. Thus, heterozygous predicted MYH7tvs, per se, are generally
understood as non-causative [22].

The discovered variant c.895+1G>A leads to the disruption of the canonical donor
splice site after exon 10 (out of 40, of which 1st and 2nd are non-coding). The analysis
of the gene sequence by Mutalyzer software [23] showed that this disruption is unlikely
to lead to the frame shift. Exon 10′s borders are in the same reading frame (its length is
a multiple of three base pairs). We speculate that the most likely outcome of the canon-
ical donor splice site variant, skipping of exon 10, would rather result in translation of
an aberrant protein product missing 33 amino acid residues than in premature truncation
(Figure 4) [7]. The affected codons encode myosin motor domain and are critically important
for proper function of myosin fibrils [14]. Based on all of the above, we apply the modified
PVS1_Strong pathogenicity criterion to our variant, as established in [15], and eventually
evaluate this variant as likely pathogenic with the following criteria: PVS1_Strong, PM2
(low populational frequency), PP1 (familial cosegregation with the phenotype).
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iants in six LVNC cohorts (a total of 840 patients) with population control frequencies 
derived from gnomAD and revealed a 20-fold enrichment of predicted MYH7tv in the 
LVNC cases versus controls. Mazzarotto et al. also found that the predicted MYH7tv were 
enriched specifically in the LVNC cases, and not enriched in the HCM or DCM cohorts. 
Furthermore, in ostensibly healthy controls harboring predicted MYH7tv, myocardial hy-
pertrabeculation was observed. These findings suggest haploinsufficiency to be the caus-
ative mechanism for isolated noncompaction, and attract attention of clinicians to such 
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Figure 4. Schematic representation of exonic structure of the coding sequence of the MYH7 gene
(transcript NM_000257.4) and its predicted splicing alteration. Each polygon with a number in its
center denotes the corresponding exon (exons 1 and 2 are non-coding in NM_000257.4). The shape of
an exon border indicates the reading frame. In-frame exons are coloured grey and the rest are coloured
yellow. Exon boundaries overtaking (+1 or −2) and lagging (−1 or +2) relative to the reading frame
are shown as convex and concave, respectively. Polygons with bold contours represent the coding
sequence of the myosin motor domain (exons 4-21). Orange stars indicate the sites of actin binding.
(A): normal gene product. (B): predicted product with the variant t.NM_000257.4:c.895+1G>A;
g.hg38.chr14:23430900C>T which was found in the patient’s genome.

A recent large-scale study by Mazzarotto et al. [6] showed a significant prevalence
of predicted truncating (i.e., nonsense, frameshift, and donor/acceptor splicing) MYH7
variants in the cohorts of patients with LVNC. The authors compared frequencies of rare
variants in six LVNC cohorts (a total of 840 patients) with population control frequencies
derived from gnomAD and revealed a 20-fold enrichment of predicted MYH7tv in the
LVNC cases versus controls. Mazzarotto et al. also found that the predicted MYH7tv
were enriched specifically in the LVNC cases, and not enriched in the HCM or DCM
cohorts. Furthermore, in ostensibly healthy controls harboring predicted MYH7tv, myocar-
dial hypertrabeculation was observed. These findings suggest haploinsufficiency to be
the causative mechanism for isolated noncompaction, and attract attention of clinicians to
such variants. Nevertheless, it should be noted that the conclusion about the prevalence
of MYH7 haploinsufficiency in the mentioned study implied the assignment of all splic-
ing variants to MYH7tv. Variation of the donor splicing region after exon 8 (c.732 splice
region) was repeatedly revealed in different LVNC cohorts [6]. This region was considered
a “hotspot” for MYH7-dependent LVNC with haploinsufficiency as a supposed patho-
genetic mechanism. However, exon 8 is in-frame (Figure 4), and alterations of its donor
splice site likely cause skipping of a fragment of 31 amino acids, not premature termination.
This suggests that the possible mechanism of disease in c.732 splice region variants is
dominant negative effect (gain of function), not haploinsufficiency (Figure 5).
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Figure 5. Schematic representation of how MYH7 participates in myosin assembly. The MYH7 gene
product directly forms the myosin filament with actin-binding head. Normal functional proteins
synthesized from wildtype MYH7 are colored red. Malfunctioning proteins from mutated (by
dominant negative mechanism) MYH7 are colored green. (A) Normal formation of myosin filaments—
synthesis of normal functional proteins from both copies of the MYH7 gene (B) Haploinsufficiency—
synthesis of normal functional proteins from only one copy of the gene, the total amount of filaments
decreases by half, though remaining myosin is all normal. (C) Dominant negative mechanism—
synthesis of the proteins from both copies of MYH7, half proteins are misfolded and malfunctioning,
and all filaments contain malfunctioning proteins.

The MYH7 gene has 40 exons (38 coding), and 14 of these (Figure 4) can be skipped
without disrupting the reading frame. To date, 100 donor and acceptor splice site variants
in MYH7 are present in dbSNP, with the highest minor allele frequency of 0.001647%
(according to ExAC [24]), which fits the PM2 population criterion of pathogenicity of the
MYH7 variants [14]. Of them, 39 are adjacent to one of the in-frame exons and can likely
lead to production of an aberrant protein product (Supplementary Table S1). However, only
twelve of them are reported in ClinVar, including three pathogenic, four likely pathogenic
and five VUS. Meanwhile, as evidence of possible functional roles of some variants/variant
types accumulates, ClinVar entries may serve as a useful source of information for clinical
interpreters, especially when there are several recordings made by different submitters.
In view of emerging evidence of possible contribution of predicted MYH7tv (including
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splice variants) to LVNC, accumulation of new and existing observations in open-source
databases seems essential.

The MYH7-associated LVNC is characterized by a relatively benign clinical course in
comparison to other genetic forms of the disease. The 2018 study by Waning et al. that in-
cluded 327 patients with LVNC [25] showed that the risk of decreased systolic function was
higher for genotype-positive patients compared to negative ones (p = 0.024), but patients
with variants in MYH7 had lower probability of major adverse cardiac events compared to
those with variants in other genes (p = 0.03). This conclusion was confirmed in the previ-
ously published work of Sedaghat-Hamedani et al., who revealed the relationship between
poor prognosis in patients and variants in the LMNA and RBM20 genes [26]. In patients
with variants in the TTN and MYH7 genes, such a correlation was not observed [26]. In our
earlier study we presented a family with LVNC where the proband and his father, both
harboring the novel MYH7 missense variant, had moderate signs of systolic dysfunction
and remodeling of the left ventricle, in the absence of intramyocardial fibrosis, which
allowed us to classify those patients with a relatively good prognosis [27]. All these results
represent the clinical features of the disease caused by MYH7 dominant negative variants,
and the phenotypes of affected family members in the present study are consistent with it.
Although in absence of the functional study we cannot confidently confirm that in our case
splicing variant in MYH7 definitely leads to dominant negative effect, the concordance of
clinical features with previous observations testifies to this. Co-segregation of the variant
and the LVNC phenotype in two generations of the family serves as an important additional
source of evidence for pathogenicity and causality of our finding.

Our clinical observations support the previously reported genotype–phenotype cor-
relations of the MYH7 variants and attract attention to functional diversity of splicing
alterations that now appear to be underestimated. Currently, the clinical assessment of
the variants in the positions corresponding to the canonical splice sites seems to be pre-
dominantly based on the widespread presumption that splicing interruption always leads
to loss of one allele. Since this mechanism is not proven to date to be significant in the
MYH7-related disorders, splicing variants tend to be interpreted as VUSes without going
deep into clinical features, role of the affected exons, etc. This can be seen from the majority
of the existing ClinVar entries which often contain only the postulate of non-pathogenicity
of MYH7tv. Moreover, recent study still defines the mechanism of pathogenicity of the
alterations in c.732 splice region, adjacent to the in-frame exon of MYH7, as “unclear” [28].
We propose that the splicing variants in MYH7, both known and novel, need to be sys-
tematically evaluated in terms of possible consequences of exon skipping and/or other
alternative splicing events. This approach could help distinguish the truly non-causative
variants from previously ignored ones.

5. Conclusions

Precise genetic differentiation of mechanisms underlying LVNC and its overlapping
conditions is still challenging and, at the same time, important for the clinical manage-
ment of affected families. Recent results suggest that truncating variants in the MYH7
gene should not be ignored, although their role is still not entirely clear. Continuing
this theme, our finding emphasizes the importance of the distinction between truncation
and frame-preserving splice site variations. We believe that accurate analysis of possible
molecular consequences in the patients with splicing variants in MYH7 will expand the
spectrum of known genotype-phenotype correlations and improve our knowledge of LVNC
pathogenesis.

6. Limitations of the Study

The main limitation of the study was that the presented genetic data were based
only on DNA-level experiments and in silico analysis. We were not able to validate our
predictions with RNA sequencing or to conduct any functional study of alternative splicing
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consequences. Furthermore, we were not able to examine all relatives and could not make
cMRI to the proband’s father because of his refusal.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/genes13101750/s1, Table S1: Currently known variants altering
canonical splicing sites in the MYH7 gene.

Author Contributions: Conceptualization, R.P.M., A.N.M. and E.D.Z.; methodology, R.P.M., O.V.K.,
A.N.M., A.A.B. and E.D.Z.; software, A.V.P., E.D.Z., A.A.A., S.I.M. and A.V.M.; validation, O.V.K.,
A.V.K., M.G.D. and E.A.S. (Evgeniia A. Sotnikova); investigation, R.P.M., O.V.K., A.A.B., A.V.K.,
A.I.E., A.V.P., M.G.D., E.D.Z., E.A.S. (Evgeniia A. Sotnikova), S.N.K., E.A.S. (Ekaterina A. Snigir),
K.D.K., E.A.M. and V.E.S.; resources, A.N.M., E.A.S. (Ekaterina A. Snigir), S.I.M., K.D.K., S.M.Y.
and O.M.D.; data curation, R.P.M., O.V.K., A.I.E. and A.A.B.; writing—original draft preparation,
R.P.M., O.V.K., A.A.B. and E.D.Z.; writing—review and editing, A.N.M., A.V.K., A.I.E., E.A.S.
(Evgeniia A. Sotnikova), A.A.A., A.V.M., S.N.K., S.V.P., M.V.U., E.A.M. and V.E.S.; visualization,
O.V.K., A.V.P., A.A.A., A.V.M., S.N.K., M.V.U., E.A.M. and V.E.S.; supervision, R.P.M., A.N.M., S.M.Y.
and O.M.D.; project administration, R.P.M. and A.N.M.; funding acquisition, S.M.Y. and O.M.D. All
authors have read and agreed to the published version of the manuscript.

Funding: The study was supported by the Ministry of Science and Higher Education of the Russian
Federation (agreement no. 075-15-2022-310).

Institutional Review Board Statement: The study was conducted according to the guidelines of
the Declaration of Helsinki and was approved by the Ethics Committees in clinical cardiology of
the National Research Center for Therapy and Preventive Medicine (a statement on ethics approval
№06-21/17, 12 October 2017).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: The data presented in this study are available on request from the
corresponding author.

Acknowledgments: The authors are grateful to the patient and his family for their cooperation
and support of our research. The authors acknowledge Allison Cote for English proofreading of
the manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Vergani, V.; Lazzeroni, D.; Peretto, G. Bridging the Gap between Hypertrabeculation Phenotype, Noncompaction Phenotype and

Left Ventricular Noncompaction Cardiomyopathy. J. Cardiovasc. Med. 2020, 21, 192–199. [CrossRef] [PubMed]
2. Arbustini, E.; Favalli, V.; Narula, N.; Serio, A.; Grasso, M. Left Ventricular Noncompaction: A Distinct Genetic Cardiomyopathy?

J. Am. Coll. Cardiol. 2016, 68, 949–966. [CrossRef] [PubMed]
3. Yotti, R.; Seidman, C.E.; Seidman, J.G. Advances in the Genetic Basis and Pathogenesis of Sarcomere Cardiomyopathies. Annu. Rev.

Genom. Hum. Genet. 2019, 20, 129–153. [CrossRef] [PubMed]
4. Savarese, M.; Sarparanta, J.; Vihola, A.; Jonson, P.H.; Johari, M.; Rusanen, S.; Hackman, P.; Udd, B. Panorama of the Distal

Myopathies. Acta Myol. 2020, 39, 245–265. [CrossRef]
5. Claeys, K.G. Congenital Myopathies: An Update. Dev. Med. Child Neurol. 2020, 62, 297–302. [CrossRef] [PubMed]
6. Mazzarotto, F.; Hawley, M.H.; Beltrami, M.; Beekman, L.; de Marvao, A.; McGurk, K.A.; Statton, B.; Boschi, B.; Girolami, F.;

Roberts, A.M.; et al. Systematic Large-Scale Assessment of the Genetic Architecture of Left Ventricular Noncompaction Reveals
Diverse Etiologies. Genet. Med. 2021, 23, 856–864. [CrossRef] [PubMed]

7. Modrek, B.; Resch, A.; Grasso, C.; Lee, C. Genome-Wide Detection of Alternative Splicing in Expressed Sequences of Human
Genes. Nucleic Acids Res. 2001, 29, 2850–2859. [CrossRef]

8. Kayvanpour, E.; Sedaghat-Hamedani, F.; Amr, A.; Lai, A.; Haas, J.; Holzer, D.B.; Frese, K.S.; Keller, A.; Jensen, K.; Katus, H.A.; et al.
Genotype-Phenotype Associations in Dilated Cardiomyopathy: Meta-Analysis on More than 8000 Individuals. Clin. Res. Cardiol.
2017, 106, 127–139. [CrossRef]

9. Han, L.; Li, Y.; Tchao, J.; Kaplan, A.D.; Lin, B.; Li, Y.; Mich-Basso, J.; Lis, A.; Hassan, N.; London, B.; et al. Study Familial
Hypertrophic Cardiomyopathy Using Patient-Specific Induced Pluripotent Stem Cells. Cardiovasc. Res. 2014, 104, 258–269.
[CrossRef]

10. Surikova, Y.; Filatova, A.; Polyak, M.; Skoblov, M.; Zaklyazminskaya, E. Common Pathogenic Mechanism in Patients with
Dropped Head Syndrome Caused by Different Mutations in the MYH7 Gene. Gene 2019, 697, 159–164. [CrossRef]

https://www.mdpi.com/article/10.3390/genes13101750/s1
https://www.mdpi.com/article/10.3390/genes13101750/s1
http://doi.org/10.2459/JCM.0000000000000924
http://www.ncbi.nlm.nih.gov/pubmed/31895132
http://doi.org/10.1016/j.jacc.2016.05.096
http://www.ncbi.nlm.nih.gov/pubmed/27561770
http://doi.org/10.1146/annurev-genom-083118-015306
http://www.ncbi.nlm.nih.gov/pubmed/30978303
http://doi.org/10.36185/2532-1900-028
http://doi.org/10.1111/dmcn.14365
http://www.ncbi.nlm.nih.gov/pubmed/31578728
http://doi.org/10.1038/s41436-020-01049-x
http://www.ncbi.nlm.nih.gov/pubmed/33500567
http://doi.org/10.1093/nar/29.13.2850
http://doi.org/10.1007/s00392-016-1033-6
http://doi.org/10.1093/cvr/cvu205
http://doi.org/10.1016/j.gene.2019.02.011


Genes 2022, 13, 1750 10 of 10

11. Jenni, R.; Oechslin, E.; Schneider, J.; Attenhofer Jost, C.; Kaufmann, P.A. Echocardiographic and Pathoanatomical Characteristics
of Isolated Left Ventricular Non-Compaction: A Step towards Classification as a Distinct Cardiomyopathy. Heart 2001, 86, 666–671.
[CrossRef] [PubMed]

12. Petersen, S.E.; Selvanayagam, J.B.; Wiesmann, F.; Robson, M.D.; Francis, J.M.; Anderson, R.H.; Watkins, H.; Neubauer, S. Left
Ventricular Non-Compaction: Insights from Cardiovascular Magnetic Resonance Imaging. J. Am. Coll. Cardiol. 2005, 46, 101–105.
[CrossRef] [PubMed]

13. Meshkov, A.; Ershova, A.; Kiseleva, A.; Zotova, E.; Sotnikova, E.; Petukhova, A.; Zharikova, A.; Malyshev, P.; Rozhkova, T.;
Blokhina, A.; et al. The LDLR, APOB, and PCSK9 Variants of Probands with Familial Hypercholesterolemia in Russia. Genes
2021, 12, 66. [CrossRef] [PubMed]

14. 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]

15. Abou Tayoun, A.N.; Pesaran, T.; DiStefano, M.T.; Oza, A.; Rehm, H.L.; Biesecker, L.G.; Harrison, S.M. ClinGen Sequence Variant
Interpretation Working Group (ClinGen SVI) Recommendations for Interpreting the Loss of Function PVS1 ACMG/AMP Variant
Criterion. Hum. Mutat. 2018, 39, 1517–1524. [CrossRef] [PubMed]

16. CeGaT Pedigree Chart Designer Software. Available online: https://www.cegat.com/for-physicians/pedigree-chart-designer/
(accessed on 28 July 2022).

17. dbSNP. Available online: https://www.ncbi.nlm.nih.gov/snp/rs111547156 (accessed on 28 July 2022).
18. ClinVar. Available online: https://www.ncbi.nlm.nih.gov/clinvar/variation/432302/ (accessed on 28 July 2022).
19. Yeo, G.; Burge, C.B. Maximum Entropy Modeling of Short Sequence Motifs with Applications to RNA Splicing Signals.

J. Comput. Biol. 2004, 11, 377–394. [CrossRef]
20. Jaganathan, K.; Kyriazopoulou Panagiotopoulou, S.; McRae, J.F.; Darbandi, S.F.; Knowles, D.; Li, Y.I.; Kosmicki, J.A.; Arbelaez,

J.; Cui, W.; Schwartz, G.B.; et al. Predicting Splicing from Primary Sequence with Deep Learning. Cell 2019, 176, 535–548.e24.
[CrossRef]

21. Kayvanpour, E.; Sedaghat-Hamedani, F.; Gi, W.-T.; Tugrul, O.F.; Amr, A.; Haas, J.; Zhu, F.; Ehlermann, P.; Uhlmann, L.; Katus,
H.A.; et al. Clinical and Genetic Insights into Non-Compaction: A Meta-Analysis and Systematic Review on 7598 Individuals.
Clin. Res. Cardiol. 2019, 108, 1297–1308. [CrossRef]

22. Kolokotronis, K.; Kühnisch, J.; Klopocki, E.; Dartsch, J.; Rost, S.; Huculak, C.; Mearini, G.; Störk, S.; Carrier, L.; Klaassen, S.; et al.
Biallelic Mutation in MYH7 and MYBPC3 Leads to Severe Cardiomyopathy with Left Ventricular Noncompaction Phenotype.
Hum. Mutat. 2019, 40, 1101–1114. [CrossRef]

23. Lefter, M.; Vis, J.K.; Vermaat, M.; den Dunnen, J.T.; Taschner, P.E.M.; Laros, J.F.J. Next Generation HGVS Nomenclature Checker.
Bioinformatics 2021, 37, 2811–2817. [CrossRef]

24. Karczewski, K.J.; Francioli, L.C.; Tiao, G.; Cummings, B.B.; Alföldi, 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,
434–443. [CrossRef] [PubMed]

25. van Waning, J.I.; Caliskan, K.; Hoedemaekers, Y.M.; van Spaendonck-Zwarts, K.Y.; Baas, A.F.; Boekholdt, S.M.; van Melle, J.P.;
Teske, A.J.; Asselbergs, F.W.; Backx, A.P.C.M.; et al. Genetics, Clinical Features, and Long-Term Outcome of Noncompaction
Cardiomyopathy. J. Am. Coll. Cardiol. 2018, 71, 711–722. [CrossRef] [PubMed]

26. Sedaghat-Hamedani, F.; Haas, J.; Zhu, F.; Geier, C.; Kayvanpour, E.; Liss, M.; Lai, A.; Frese, K.; Pribe-Wolferts, R.; Amr, A.; et al.
Clinical Genetics and Outcome of Left Ventricular Non-Compaction Cardiomyopathy. Eur. Heart J. 2017, 38, 3449–3460. [CrossRef]
[PubMed]

27. Myasnikov, R.P.; Kulikova, O.V.; Meshkov, A.N.; Kiseleva, A.V.; Shumarina, A.O.; Koretskiy, S.N.; Zharikova, A.A.; Divashuk,
M.G.; Kharlap, M.S.; Serduk, S.E.; et al. New Variant of MYH7 Gene Nucleotide Sequence in Familial Non-Compaction
Cardiomyopathy with Benign Course. Ration. Pharmacother. Cardiol. 2020, 16, 383–391. [CrossRef]

28. Tu, P.; Sun, H.; Zhang, X.; Ran, Q.; He, Y.; Ran, S. Diverse Cardiac Phenotypes among Different Carriers of the Same MYH7
Splicing Variant Allele (c.732+1G>A) from a Family. BMC Med. Genom. 2022, 15, 36. [CrossRef]

http://doi.org/10.1136/heart.86.6.666
http://www.ncbi.nlm.nih.gov/pubmed/11711464
http://doi.org/10.1016/j.jacc.2005.03.045
http://www.ncbi.nlm.nih.gov/pubmed/15992642
http://doi.org/10.3390/genes12010066
http://www.ncbi.nlm.nih.gov/pubmed/33418990
http://doi.org/10.1038/gim.2017.218
http://www.ncbi.nlm.nih.gov/pubmed/29300372
http://doi.org/10.1002/humu.23626
http://www.ncbi.nlm.nih.gov/pubmed/30192042
https://www.cegat.com/for-physicians/pedigree-chart-designer/
https://www.ncbi.nlm.nih.gov/snp/rs111547156
https://www.ncbi.nlm.nih.gov/clinvar/variation/432302/
http://doi.org/10.1089/1066527041410418
http://doi.org/10.1016/j.cell.2018.12.015
http://doi.org/10.1007/s00392-019-01465-3
http://doi.org/10.1002/humu.23757
http://doi.org/10.1093/bioinformatics/btab051
http://doi.org/10.1038/s41586-020-2308-7
http://www.ncbi.nlm.nih.gov/pubmed/32461654
http://doi.org/10.1016/j.jacc.2017.12.019
http://www.ncbi.nlm.nih.gov/pubmed/29447731
http://doi.org/10.1093/eurheartj/ehx545
http://www.ncbi.nlm.nih.gov/pubmed/29029073
http://doi.org/10.20996/1819-6446-2020-06-01
http://doi.org/10.1186/s12920-022-01186-z

	Introduction 
	Materials and Methods 
	Clinical Investigation of the Patients 
	Cardiac Magnetic Resonance Imaging 
	Whole Genome Sequencing and Bioinformatic Analysis 

	Results 
	Discussion 
	Conclusions 
	Limitations of the Study 
	References

