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Abstract: Marfan syndrome (MFS) is a life-threatening autosomal dominant genetic disorder of
connective tissue caused by the pathogenic mutation of FBN1. Whole exome sequencing and Sanger
sequencing were performed to identify the pathogenic mutation. The transcriptional consequence of
the splice-altering mutation was analyzed via minigene assays and reverse-transcription PCR. We
identified a novel pathogenic mutation (c.8051+1G>C) in the splice site of exon 64 of the FBN1 gene
in an MFS-pedigree. This mutation was confirmed to cause two different truncated transcripts (entire
exon 64 skipping; partial exon 64 exclusion). We also systematically summarized previously reported
transcriptional studies of pathogenic splice-altering mutations in the FBN1 gene to investigate the
clinical and transcriptional consequences. In conclusion, we reported for the first time that a splice-
altering mutation in the FBN1 gene leads to two abnormal transcripts simultaneously.
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1. Introduction

Marfan syndrome (MFS) is a highly penetrant lethal autosomal dominant genetic
disorder [1]. The estimated prevalence is about 6.5 per 100,000 individuals. The most
significant clinical manifestations involve the skeletal and ocular systems, including ectopia
lentis and skeletal abnormalities (tall stature, disproportionately long arms and legs, ab-
normally flexible joints, scoliosis) [2]. Regarding the cardiovascular system, patients often
present with aortic root aneurysm and acute aortic dissection, accompanied by significantly
decreased life expectancy (average age of death is 45 years) [2,3]. Patients with MFS are
diagnosed mainly based on typical manifestations combined with genetic testing [4]. Many
MFS patients are not diagnosed until they reach the stage of aortic dissection, which is a
dangerous and lethal condition [1]. With early diagnosis and appropriate management, the
life expectancy of individuals with MFS can approach that of the general population [2].

Pathogenic variants in FBN1, which encodes the important extracellular matrix gly-
coprotein fibrillin-1, are the main cause of MFS [5]. To date, over 1500 mutations have
been identified in the FBN1 gene worldwide (http://www.umd.be/FBN1, accessed on
10 August 2022) [5]. Splice-site altering mutation is one of the important mutation types
identified that is associated with MFS, accounting for about 10% of mutations (HGMD
database: http://www.hgmd.cf.ac.uk, accessed on 10 August 2022; ClinVar database:
https://www.ncbi.nlm.nih.gov/clinvar/, accessed on 10 August 2022) [6].

Splice-site altering mutations can lead to a variety of transcriptional consequences,
including exon skipping, exon partial deletion by cryptic splice site activation, intron
retention, and pseudo exon inclusion. Therefore, the pathogenesis of MFS caused by each
splice-site altering mutation needs to be individually analyzed [6].
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Herein, we present a novel splice-altering pathogenic mutation (c.8051+1G>C) in the
splice site of exon 64 of FBN1 that causes MFS. Splicing analysis revealed that this mutation
can cause both complete and partial (two splicing products) deletion of exon 64, which
lead to pretermination and shortened fibrillin-1 protein.

2. Materials and Methods
2.1. Whole Exome Sequencing (WES)

The genomic DNA of the patient was obtained from peripheral blood obtained from
the proband and his relatives using a QIAamp DNA Mini Kit (Qiagen, Hilden, Germany).
The extracted DNA underwent electrophoresis to make sure there was no significant
degradation or RNA pollution. To thoroughly uncover the genetic pathogenesis of the
patient’s disease, WES was performed according to a previously established protocol [7].

2.2. Sanger Sequencing

Potentially pathogenic mutations and regions with low coverage were verified us-
ing Sanger sequencing on an Applied Biosystems 3500 sequencer (Applied Biosystems,
Waltham, MA, USA). Subsequently, verified pathogenic mutations were sequenced in the
patient’s relatives and 200 unrelated, healthy Chinese controls via Sanger sequencing.

2.3. Copy Number Variations (CNVs) Analysis

The CNVs of the proband were checked via a CNV workflow depending on the WES
data [7]. We used quantitative real-time PCR analysis to validate potential pathogenic CNVs.

2.4. Cell Culture and Minigene Assays

Wild type and mutant minigene plasmids were constructed for the FBN1 mutation
(c.8051+1G>C) using the exon trap vector PET01 (MoBiTEx, Hannover, Germany). The
sequence of Exon 64, part of intron 63, and part of intron 64 were amplified from the
patient’s or his father’s genomic DNA and inserted into the minigene plasmid (PET01-
FBN1). The following primers were used for target sequence amplification: forward 5′-
taccgggccccccctcgagCCATGTTGGTTCATGACCGGAT-3′ and reverse 5′-cggtggcggccgctctaga
TGACGTTTCCAGAAATCCAGATG-3′. Plasmids were then constructed and transfected
into human embryonic kidney (HEK 293) cell lines in triplicates using Lipofectamine 2000
(Invitrogen, USA). Cells were cultured as we previously described [8].

2.5. RNA Extraction, cDNA Synthesis, and Splice Site Analysis

The total RNA was obtained 48 h after transfection with an RNeasy Mini Kit (Qiagen,
Hilden, Germany). DNase I (Takara, Shiga, Japan) was then applied to the extracted RNA
samples. RNA quality and concentration were tested via a NanoDrop 2000 spectropho-
tometer (Thermo Fisher Scientific, Waltham, MA, USA) and electrophoresis (UltraPure,
Invitrogen, Waltham, MA, USA). RT-PCR was performed via a Primer ScriptTM RT Reagent
kit (Takara, Shiga, Japan).

For RT-PCR, we designed a pair of primers to amplify the target sequence derived
from the expressed minigene: forward 5′- GATCGATCCGCTTCCTGCCCC-3′ and reverse
5′- TTCTGCCGGGCCACCTCCAG-3′. The primers were located on the vector sequences at
each end of the PET01 Exon. Finally, the PCR product was confirmed by Sanger sequencing
and visualized with electrophoresis on a 1% agarose gel.

2.6. Protein Structural Modeling

To predict the structural changes of the identified mutation, we obtained structural
models of the wild-type and two mutant fibrillin-1 proteins using the AlphaFold Protein
Structure Data Base (https://github.com/deepmind/alphafold, accessed on 14 August
2022) (DeepMind Technologies, Cambridge, UK). The predicted protein structures were
visualized via a UCSF ChimeraX (RBVI, San Francisco, CA, USA).

https://github.com/deepmind/alphafold
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2.7. Literature Retrieval

The splice-altering mutations of the FBN1 gene in the ClinVar database (https://www.
ncbi.nlm.nih.gov/clinvar/, accessed on 10 August 2022), HGMD database (http://www.
hgmd.cf.ac.uk/ac/search.php, accessed on 10 August 2022), and UMD database (http:
//www.umd.be/FBN1, accessed on 10 August 2022) were systematically searched. First,
we searched for ‘FBN1′ in the databases, with results limited to ‘splice site’. Afterwards,
we went through all of the published studies of splice-altering mutations to those where
functional analysis had been performed. Lastly, we summarized and recorded the reported
experimental-based consequences and phenotypes of splice-altering mutations.

3. Results
3.1. Case Report

The proband was a 28-year-old male. His height was 185 cm with an increased arm
span to height ratio and decreased upper segment to lower segment ratio. His head was not
dolichocephalic, and no abnormal facial appearance was observed. He stated no history of
pneumothorax. He had pectus carinatum and reduced elbow extension. His wrist sign was
negative and his thumb sign was positive. He had lumbar scoliosis (Figure 1A), protrusio
acetabuli, and pes planus. Regarding ocular symptoms, he did not have ectopia lentis
but did have myopia (four diopters). An echocardiographic study showed no cardiac
abnormalities. Computed tomography angiography (CTA) revealed multiple penetrating
ulcers of the abdominalis, mild dilation of the aortic sinus, and arcus aortae. His father
was diagnosed with dissection of the aorta at the age of 38. He also had similar systemic
features and passed away due to aortic dissection rupture. His uncle and grandfather
shared his systemic symptoms and passed away due to sudden cardiac death at the ages of
36 and 39, respectively (Figure 1B).

Genetic testing revealed a pathogenic FBN1 splice-altering mutation in intron 64
(c.8051+1G>C) (Figure 2). Combining his dilated aortic sinus, positive systemic features
(10 points), and family history, he was diagnosed with MFS according to the revised Ghent
criteria for diagnosis of MFS [4].

3.2. Genetic Analysis

After WES and Sanger sequencing verification, we identified a potential pathogenic
variation, c.8051+1G>C, in intron 64 of the gene FBN1. No other potential pathogenic
variants or CNVs were discovered. The mutation was located in an evolutionarily highly
conservative locus (Figure 2). The mutation was found to be co-segregated in the pedigree
and was absent in 200 unrelated healthy controls. It was not detected in the gnomAD
database. Additionally, it was absent from the databases of patients (ClinVar, https://www.
ncbi.nlm.nih.gov/clinvar/, accessed on 10 August 2022; HGMD, http://www.hgmd.cf.
ac.uk/ac/search.php, accessed on 10 August 2022). Therefore, according to the ACMG
guideline [9], the identified mutation was classified as ‘pathogenic’ (PVS1+PM2+PP1+PP4).

3.3. Splicing Analysis

To further evaluate the impact of this splice-site mutation, minigene assays were used
to investigate the transcriptional outcome of the identified mutation in FBN1 (c.8051+1G>C).
An FBN1-PET01 minigene was constructed (Figure 3A) and the cDNA of the wild-type and
mutant mRNAs was obtained via RT-PCR (Figure 3B). The electrophoresis showed a strand
around 500 bp in the lane of the wild-type cDNA, and two smaller strands in the lane of
the mutant cDNA (Figure 3B).

https://www.ncbi.nlm.nih.gov/clinvar/
https://www.ncbi.nlm.nih.gov/clinvar/
http://www.hgmd.cf.ac.uk/ac/search.php
http://www.hgmd.cf.ac.uk/ac/search.php
http://www.umd.be/FBN1
http://www.umd.be/FBN1
https://www.ncbi.nlm.nih.gov/clinvar/
https://www.ncbi.nlm.nih.gov/clinvar/
http://www.hgmd.cf.ac.uk/ac/search.php
http://www.hgmd.cf.ac.uk/ac/search.php
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mutation. Colored blocks show the evolutionary conservation around the mutation across multiple 

species. 

Figure 1. The clinical characteristics of the pedigree. (A) The anteroposterior X-ray of the spine of the
proband revealed lumbar scoliosis. (B) The family tree and genotypes of the MFS pedigree. Arrow
indicates the proband. Males and females are indicated by squares and circles, respectively. Black
filled symbols represent MFS clinically affected individuals. +/−, represents heterozygous FBN1
c.8051+1G>C mutation. −/−, represents wild type. Y, represents years old.
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Figure 2. The Sanger sequencing results of the MFS pedigree. Arrows indicate the position of
the mutation. Colored blocks show the evolutionary conservation around the mutation across
multiple species.
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Figure 3. The results of the minigene assays of the splice-altering mutation. (A) The construction of
the FBN1-PET01 minigene plasmid. (B) The electrophoresis result of the wild-type and mutant cDNA
products. M represents marker. Wt represents cDNA from the wild-type plasmid. Mut represents
cDNA from the mutant plasmid. (C) A schematic diagram and the Sanger sequencing results of the
wild-type and two mutant cDNA products.

Further Sanger sequencing of the mutant cDNA revealed two types of abnormal
splicing products. The first product (Mutant type A) had a complete deletion of exon 64
(232 bp). The other product (Mutant type B) had a partial deletion of exon 64 (183 bp)
(Figure 3C).

3.4. Protein Structural Modeling

Using protein structural modeling analysis, we compared the structural differences
between the wild-type fibrillin-1 protein and the two types of mutant fibrillin-1 proteins.
The mutant type A transcriptional product had a 232 bp frameshift deletion of the cDNA,
causing the pretermination of protein (198 amino acids). The mutant type B transcriptional
product had an in-frame 183 bp deletion of the cDNA, which leads to shortened fibrillin-1
protein (46 amino acids). Both mutant proteins showed significant structural changes
compared to the wild-type protein (Figure 4).
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4. Discussion

Via WES, Sanger sequencing, and minigene functional analysis, we linked a novel
pathogenic splice site mutation (c.8051+1G>C) in FBN1 to MFS, and further investigated
the transcriptional pathogenesis that underlies this mutation. We report for the first
time that a single splice-altering mutation in the FBN1 gene can lead to two mutant
transcripts simultaneously.

To acquire a further understanding of the transcriptional consequences of the identified
mutation, a minigene analysis was performed. The minigene assay revealed that the novel
splice site mutation (c.8051+1G>C) caused two types of deletion, including complete (Type
A) and partial (Type B) exon 64 deletion. Type A is recognized as a 232 bp (frameshift)
deletion which leads to a misreading of all the nucleotides downstream (67 mistranslated
amino acids) and results in pretermination (198 amino acids shortened). Type B causes a
183 bp (in-frame) deletion resulting in shortened protein of 46 amino acids. Both structures
of the mutant type fibrillin-1 protein show significant differences (Figure 4).

In all, three pathogenic mutations involving the splice site of exon 64 in the FBN1
gene, with functional analysis, have been previously reported: c.8051+5G>A, c.8051+1G>A
and c.8051+1G>T (also known as IVS64+1G>T). All three mutations were reported to
link to either the classic MFS phenotype or an incomplete MFS phenotype, suggesting
that mutations near this site can greatly disturb the functions of FBN1. For c.8051+5G>A,
the carrier showed the classic MFS phenotype involving ocular, skeletal, and cardiac
symptoms [10]. RNA sequencing analysis demonstrated that this mutation causes exon
64 skipping [10]. In addition to the three mutations, c.8051+5G>T has also been reported
according to the HGMD database (www.hgmd.cf.ac.uk/ac/index.php, accessed on 10
August 2022), but the phenotype of this mutation is uncertain, and no functional analysis
has been conducted.

Interestingly, in the same position of our mutation (c.8051+1G>C), two different
pathogenic splice-altering mutations (c.8051+1G>A, c.8051+1G>T) have been reported
to cause completely different clinical phenotypes. The first mutation, c.8051+1G>A, also
reported to cause exon 64 skipping by RNA sequencing, was linked to the classic MFS

www.hgmd.cf.ac.uk/ac/index.php
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phenotype [11]. However, the second mutation, c.8051+1G>T, was identified in a 3.5-year-
old female patient (de novo) with a mixed phenotype of neonatal progeroid syndrome
and MFS [12]. She was observed to have progeroid facial signs of neonatal onset, large
head circumference with hydrocephaly, lipodystrophy, and tall stature [12]. Unfortunately,
further functional analysis of this splice-altering mutation was unavailable in the report [12].
From the above analysis, it can be inferred that this site (c.8051+1) is an important func-
tional splicing site of the FBN1 gene. Different modes of mutation may lead to different
transcriptional consequences and clinical phenotypes.

According to the ClinVar database, to date, there are 258 splice site mutations of
FBN1, with the vast majority (226/258) of them being pathogenic or likely pathogenic,
suggesting that splicing mutation is an important mechanism that leads to MFS. In addi-
tion, we summarized previously reported splice-altering mutations that had functional or
transcriptional analysis from the ClinVar, HGMD, and UMD databases (Table 1). Out of
30 splicing FBN1 mutations that had experimental analysis, 27 resulted in exome skipping
(Table 1). Besides our mutation, only one splice-altering mutation caused partial exon
deletion (c.4747+5G>T) [8]. Only one splice-altering mutation (c.3463+1G>A) resulted in
intron retention and created a novel premature termination codon [13]. The detailed clinical
features of the patients were described in 20 cases (Table 1). Out of 20 patients, 16 had
symptoms involving all three systems (skeletal, ocular, and cardiovascular) and 19 out of
20 had cardiovascular symptoms. This suggests that a splice-altering mutation leads to a
rather high incidence of cardiovascular abnormalities. As previously mentioned, our mini-
gene assays indicated that c.8051+1G>C has two truncated transcriptional cDNA products
(Type A and Type B). This result of multiple transcripts caused by a single splice-altering
mutation was not observed in the FBN1 gene (Table 1). However, it needs to be emphasized
that cDNA products were obtained from the HEK-293 cell-line. The splicing result is from
an in vitro pattern analysis and may not be completely in accordance with what takes place
in the patient’s body. The specific mechanisms of how one splice-altering mutation causes
multiple transcripts and the detailed clinical characteristics of patients carrying a mutation
with multiple transcripts of FBN1 need further investigation.
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Table 1. Summary of the experiment-based transcriptional consequences of splice-altering mutations
of FBN1.

Mutation
Transcriptional
Consequences

Phenotypes
References

SS OS CS

c.8052−2A>G Skip of Exon 65 + + + Hutchinson (2001) [14]
c.8051+5G>A Skip of Exon 64 + + + Hutchinson (2001) [14]

c.8051+1G>C Skip of Exon 64/Deletion
of 138bp + + + This Study

c.8051+1G>A Skip of Exon 64 NA NA NA Liu et al. (1997) [11]
c.7331−2A>G Skip of Exon 60 + + + Palz et al. (2000) [15]
c.7330+1G>A Skip of Exon 59 + + + Attanasio et al. (2008) [16]
c.7205−2A>G Skip of Exon 59 + + + Liu et al. (1996) [17]
c.6997+1G>A Skip of Exon 57 + + + Liu et al. (1996) [17]
c.6739+1G>C Skip of Exon 55 + + + Godfrey et al. (1993) [10]

c.6379−26C>T Skip of Exon 52 NA NA NA Liu et al. (1997) [18]
c.6164−1G>A Skip of Exon 51 NA NA NA Franken (2015) [19]

c.6163+2 del16bp Skip of Exon 50 + + + Liu et al. (1996) [17]
c.5917+6T>C Skip of Exon 48 + - + Wang et al. (2013) [20]
c.5788+5G>A Skip of Exon 47 + + + Liu et al. (1996) [17]
c.5788+1G>A Insertion of 33 bp + + + Hutchinson (2001) [14]
c.4943−1G>C Skip of Exon 41 NA NA NA Liu et al. (1997) [11]
c.4817−2delA Skip of Exon 40 + + + Tjeldhorn (2015) [21]

c.4747+5G>T Deletion of 48 bp in exon
38 + - - McGrory et al. (1999) [22]

c.4459+1G>A Skip pf Exon 36 NA NA NA Liu et al. (1997) [11]
c.4087+1G>A Skip pf Exon 33 + - + Wang et al. (1995) [23]
c.3965−2A>T Skip pf Exon 33 + - + Wang et al. (1995) [23]
c.3964+1G>A Skip of Exon 32 + + + Booms et al. (1999) [24]

c.3963A>G Skip of Exon 32 NA NA NA Liu et al. (1997) [11]
c.3839−1G>T Skip of Exon 32 NA NA NA Liu et al. (1996) [17]
c.3463+1G>A Insertion with PTC + + + Karttunen et al. (1998) [13]

c.3208+5G>T Skip of Exon 26 + + + Kainulainen et al. (1994)
[25]

c.2854+1G>T Skip of Exon 24 + + + Tiecke et al. (2001) [26]
c.2293+2T>C Skip of Exon 19 NA NA NA Liu et al. (1996) [17]
c.1468+5G>A Skip of Exon12 NA NA NA Liu et al. (1997) [11]
c.247+1G>A Skip pf Exon 3 NA NA NA Dietz et al. (1993) [27]

SS, skeletal symptoms; OS, ocular symptoms; CS, cardiac symptoms; PTC, premature termination codon; NA,
specific phenotype unavailable.

In conclusion, we identified a novel splice-altering pathogenic mutation in FBN1 in
a pedigree of MFS. Minigene assays revealed the previously unreported transcriptional
consequences of this mutation. These findings enrich the pathogenic spectrum of FBN1
and will help in genetic diagnosis and counseling in the future.

Author Contributions: D.W.W. and Z.L. designed and supervised the study. Z.L., J.J.W., Y.S., B.Y.
and X.S. participated in the data interpretation and analysis. Z.L., B.Y. and X.S. reviewed clinical data
and offered diagnosis. J.J.W. wrote the manuscript. B.Y. and Z.L. revised the manuscript and original
draft preparation. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by grants from the National Natural Science Foundation of
China (81700413).

Institutional Review Board Statement: This study was reviewed and approved by the ethics com-
mittee of Tongji hospital, Tongji Medical College, Huazhong University of Science and Technology
(Approval Code: TJ-IRB20211260; Approval Date: 27 December 2021).

Informed Consent Statement: Written informed consent statements were collected from all the
participants in this study.

Data Availability Statement: The original contributions presented in this study are included in the
article. Further inquiries can be directed to the corresponding author.

Acknowledgments: We thank all the participants who provided blood samples and clinical informa-
tion for this study.

Conflicts of Interest: All authors declare that this study was conducted in the absence of any
commercial or financial relationships that could be construed as a potential conflict of interest.



Genes 2022, 13, 1842 9 of 10

References
1. Arnaud, P.; Milleron, O.; Hanna, N.; Ropers, J.; Ould Ouali, N.; Affoune, A.; Langeois, M.; Eliahou, L.; Arnoult, F.; Renard, P.;

et al. Clinical relevance of genotype-phenotype correlations beyond vascular events in a cohort study of 1500 Marfan syndrome
patients with FBN1 pathogenic variants. Genet. Med. 2021, 23, 1296–1304. [CrossRef] [PubMed]

2. Milewicz, D.M.; Braverman, A.C.; De Backer, J.; Morris, S.A.; Boileau, C.; Maumenee, I.H.; Jondeau, G.; Evangelista, A.; Pyeritz,
R.E. Marfan syndrome. Nat. Rev. Dis. Prim. 2021, 7, 64. [CrossRef] [PubMed]

3. Aubart, M.; Gazal, S.; Arnaud, P.; Benarroch, L.; Gross, M.S.; Buratti, J.; Boland, A.; Meyer, V.; Zouali, H.; Hanna, N.; et al.
Association of modifiers and other genetic factors explain Marfan syndrome clinical variability. Eur. J. Hum. Genet. 2018, 26,
1759–1772. [CrossRef] [PubMed]

4. Loeys, B.L.; Dietz, H.C.; Braverman, A.C.; Callewaert, B.L.; De Backer, J.; Devereux, R.B.; Hilhorst-Hofstee, Y.; Jondeau, G.; Faivre,
L.; Milewicz, D.M.; et al. The revised Ghent nosology for the Marfan syndrome. J. Med. Genet. 2010, 47, 476–485. [CrossRef]

5. Groth, K.A.; Von Kodolitsch, Y.; Kutsche, K.; Gaustadnes, M.; Thorsen, K.; Andersen, N.H.; Gravholt, C.H. Evaluating the quality
of Marfan genotype-phenotype correlations in existing FBN1 databases. Genet. Med. 2017, 19, 772–777. [CrossRef]

6. Baudhuin, L.M.; Kotzer, K.E.; Lagerstedt, S.A. Increased frequency of FBN1 truncating and splicing variants in Marfan syndrome
patients with aortic events. Genet. Med. 2015, 17, 177–187. [CrossRef]

7. Li, Z.; Chen, P.; Li, C.; Tan, L.; Xu, J.; Wang, H.; Sun, Y.; Wang, Y.; Zhao, C.; Link, M.S.; et al. Genetic arrhythmias complicating
patients with dilated cardiomyopathy. Heart Rhythm. 2020, 17, 305–312. [CrossRef]

8. Li, Z.; Ma, F.; Li, R.; Xiao, Z.; Zeng, H.; Wang, D.W. Case Report: A Novel LAMP2 Splice-Altering Mutation Causes Cardiac-Only
Danon Disease. Front Cardiovasc. Med. 2021, 8, 763240. [CrossRef]

9. 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]

10. Godfrey, M.; Vandemark, N.; Wang, M.; Velinov, M.; Wargowski, D.; Tsipouras, P.; Han, J.; Becker, J.; Robertson, W.; Droste, S.;
et al. Prenatal diagnosis and a donor splice site mutation in fibrillin in a family with Marfan syndrome. Am. J. Hum. Genet. 1993,
53, 472–480.

11. Liu, W.O.; Oefner, P.J.; Qian, C.; Odom, R.S.; Francke, U. Denaturing HPLC-identified novel FBN1 mutations, polymorphisms,
and sequence variants in Marfan syndrome and related connective tissue disorders. Genet. Test. 1997, 1, 237–242. [CrossRef]
[PubMed]

12. Horn, D.; Robinson, P.N. Progeroid facial features and lipodystrophy associated with a novel splice site mutation in the final
intron of the FBN1 gene. Am. J. Med. Genet. A 2011, 155A, 721–724. [CrossRef] [PubMed]

13. Karttunen, L.; Ukkonen, T.; Kainulainen, K.; Syvanen, A.C.; Peltonen, L. Two novel fibrillin-1 mutations resulting in premature
termination codons but in different mutant transcript levels and clinical phenotypes. Hum. Mutat. 1998, 11, S34–S37. [CrossRef]
[PubMed]

14. Hutchinson, S.; Wordsworth, B.P.; Handford, P.A. Marfan syndrome caused by a mutation in FBN1 that gives rise to cryptic
splicing and a 33 nucleotide insertion in the coding sequence. Hum. Genet. 2001, 109, 416–420. [CrossRef]

15. Palz, M.; Tiecke, F.; Booms, P.; Goldner, B.; Rosenberg, T.; Fuchs, J.; Skovby, F.; Schumacher, H.; Kaufmann, U.C.; von Kodolitsch,
Y.; et al. Clustering of mutations associated with mild Marfan-like phenotypes in the 3’ region of FBN1 suggests a potential
genotype-phenotype correlation. Am. J. Med. Genet. 2000, 91, 212–221. [CrossRef]

16. Attanasio, M.; Lapini, I.; Evangelisti, L.; Lucarini, L.; Giusti, B.; Porciani, M.; Fattori, R.; Anichini, C.; Abbate, R.; Gensini, G.; et al.
FBN1 mutation screening of patients with Marfan syndrome and related disorders: Detection of 46 novel FBN1 mutations. Clin.
Genet. 2008, 74, 39–46. [CrossRef] [PubMed]

17. Liu, W.; Qian, C.; Comeau, K.; Brenn, T.; Furthmayr, H.; Francke, U. Mutant fibrillin-1 monomers lacking EGF-like domains
disrupt microfibril assembly and cause severe marfan syndrome. Hum. Mol. Genet. 1996, 5, 1581–1587. [CrossRef] [PubMed]

18. Liu, W.; Qian, C.; Francke, U. Silent mutation induces exon skipping of fibrillin-1 gene in Marfan syndrome. Nat. Genet. 1997, 16,
328–329. [CrossRef] [PubMed]

19. Franken, R.; den Hartog, A.W.; Radonic, T.; Micha, D.; Maugeri, A.; van Dijk, F.S.; Meijers-Heijboer, H.E.; Timmermans, J.; Scholte,
A.J.; van den Berg, M.P.; et al. Beneficial Outcome of Losartan Therapy Depends on Type of FBN1 Mutation in Marfan Syndrome.
Circ. Cardiovasc. Genet. 2015, 8, 383–388. [CrossRef]

20. Wang, W.J.; Han, P.; Zheng, J.; Hu, F.Y.; Zhu, Y.; Xie, J.S.; Guo, J.; Zhang, Z.; Dong, J.; Zheng, G.Y.; et al. Exon 47 skipping of
fibrillin-1 leads preferentially to cardiovascular defects in patients with thoracic aortic aneurysms and dissections. J. Mol. Med.
2013, 91, 37–47. [CrossRef] [PubMed]

21. Tjeldhorn, L.; Amundsen, S.S.; Baroy, T.; Rand-Hendriksen, S.; Geiran, O.; Frengen, E.; Paus, B. Qualitative and quantitative
analysis of FBN1 mRNA from 16 patients with Marfan Syndrome. BMC Med. Genet. 2015, 16, 113. [CrossRef] [PubMed]

22. McGrory, J.; Cole, W.G. Alternative splicing of exon 37 of FBN1 deletes part of an ‘eight-cysteine’ domain resulting in the Marfan
syndrome. Clin. Genet. 1999, 55, 118–121. [CrossRef] [PubMed]

23. Wang, M.; Price, C.; Han, J.; Cisler, J.; Imaizumi, K.; Van Thienen, M.N.; DePaepe, A.; Godfrey, M. Recurrent mis-splicing of
fibrillin exon 32 in two patients with neonatal Marfan syndrome. Hum. Mol. Genet. 1995, 4, 607–613. [CrossRef] [PubMed]

http://doi.org/10.1038/s41436-021-01132-x
http://www.ncbi.nlm.nih.gov/pubmed/33731877
http://doi.org/10.1038/s41572-021-00298-7
http://www.ncbi.nlm.nih.gov/pubmed/34475413
http://doi.org/10.1038/s41431-018-0164-9
http://www.ncbi.nlm.nih.gov/pubmed/30087447
http://doi.org/10.1136/jmg.2009.072785
http://doi.org/10.1038/gim.2016.181
http://doi.org/10.1038/gim.2014.91
http://doi.org/10.1016/j.hrthm.2019.09.012
http://doi.org/10.3389/fcvm.2021.763240
http://doi.org/10.1038/gim.2015.30
http://doi.org/10.1089/gte.1997.1.237
http://www.ncbi.nlm.nih.gov/pubmed/10464652
http://doi.org/10.1002/ajmg.a.33905
http://www.ncbi.nlm.nih.gov/pubmed/21594993
http://doi.org/10.1002/humu.1380110112
http://www.ncbi.nlm.nih.gov/pubmed/9452033
http://doi.org/10.1007/s004390100573
http://doi.org/10.1002/(SICI)1096-8628(20000320)91:3&lt;212::AID-AJMG12&gt;3.0.CO;2-3
http://doi.org/10.1111/j.1399-0004.2008.01007.x
http://www.ncbi.nlm.nih.gov/pubmed/18435798
http://doi.org/10.1093/hmg/5.10.1581
http://www.ncbi.nlm.nih.gov/pubmed/8894692
http://doi.org/10.1038/ng0897-328
http://www.ncbi.nlm.nih.gov/pubmed/9241263
http://doi.org/10.1161/CIRCGENETICS.114.000950
http://doi.org/10.1007/s00109-012-0931-y
http://www.ncbi.nlm.nih.gov/pubmed/22772377
http://doi.org/10.1186/s12881-015-0260-4
http://www.ncbi.nlm.nih.gov/pubmed/26684006
http://doi.org/10.1034/j.1399-0004.1999.550208.x
http://www.ncbi.nlm.nih.gov/pubmed/10189089
http://doi.org/10.1093/hmg/4.4.607
http://www.ncbi.nlm.nih.gov/pubmed/7633409


Genes 2022, 13, 1842 10 of 10

24. Booms, P.; Cisler, J.; Mathews, K.R.; Godfrey, M.; Tiecke, F.; Kaufmann, U.C.; Vetter, U.; Hagemeier, C.; Robinson, P.N. Novel
exon skipping mutation in the fibrillin-1 gene: Two ‘hot spots’ for the neonatal Marfan syndrome. Clin. Genet. 1999, 55, 110–117.
[CrossRef]

25. Kainulainen, K.; Karttunen, L.; Puhakka, L.; Sakai, L.; Peltonen, L. Mutations in the fibrillin gene responsible for dominant ectopia
lentis and neonatal Marfan syndrome. Nat. Genet. 1994, 6, 64–69. [CrossRef]

26. Tiecke, F.; Katzke, S.; Booms, P.; Robinson, P.N.; Neumann, L.; Godfrey, M.; Mathews, K.R.; Scheuner, M.; Hinkel, G.K.; Brenner,
R.E.; et al. Classic, atypically severe and neonatal Marfan syndrome: Twelve mutations and genotype-phenotype correlations in
FBN1 exons 24-40. Eur. J. Hum. Genet. 2001, 9, 13–21. [CrossRef]

27. Dietz, H.C.; McIntosh, I.; Sakai, L.Y.; Corson, G.M.; Chalberg, S.C.; Pyeritz, R.E.; Francomano, C.A. Four novel FBN1 mutations:
Significance for mutant transcript level and EGF-like domain calcium binding in the pathogenesis of Marfan syndrome. Genomics
1993, 17, 468–475. [CrossRef]

http://doi.org/10.1034/j.1399-0004.1999.550207.x
http://doi.org/10.1038/ng0194-64
http://doi.org/10.1038/sj.ejhg.5200582
http://doi.org/10.1006/geno.1993.1349

	Introduction 
	Materials and Methods 
	Whole Exome Sequencing (WES) 
	Sanger Sequencing 
	Copy Number Variations (CNVs) Analysis 
	Cell Culture and Minigene Assays 
	RNA Extraction, cDNA Synthesis, and Splice Site Analysis 
	Protein Structural Modeling 
	Literature Retrieval 

	Results 
	Case Report 
	Genetic Analysis 
	Splicing Analysis 
	Protein Structural Modeling 

	Discussion 
	References

