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Abstract 

Background:  Pulmonary veno-occlusive disease (PVOD) is a rare, progressive, and oft-fatal condition of pulmonary 
arterial hypertension that is typically difficult to diagnose and treat. However, with the development of next-genera-
tion sequencing technology, an increasing number of patients with PVOD are being diagnosed.

Methods:  Initially, we used whole exome sequencing (WES) to identify the proband as a rare compound heterozy-
gous mutation of EIF2AK4 in PVOD. Subsequently, the parents of patient underwent EIF2AK4 screening by Sanger 
sequencing.

Results:  In this study, we describe the family tree of a patient with PVOD with a rare compound heterozygous 
EIF2AK4 mutation. Moreover, we identified a new EIF2AK4 mutation, c.2236_2237insAAG​TCC​TTCT, in exon 12 of the 
proband and his mother. This frameshift mutation led to premature termination of the coding protein sequence and 
widespread loss of protein function, which promoted the development of PVOD.

Conclusions:  Our results expand our understanding of the EIF2AK4 mutation spectrum in patients with PVOD, as well 
as highlight the clinical applicability of WES.
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Background
Pulmonary veno-occlusive disease (PVOD) is a sporadic 
or familial hereditary disease; however, its true preva-
lence and incidence in the general population are not 
fully understood. The prevalence of PVOD is conserva-
tively estimated at 1–2 per million population, and the 
annual incidence of primary and hereditary PVOD is 
estimated to be 0.1–0.5 million, which is likely underes-
timated given the difficulty in diagnosis [1]. Studies have 
shown that the mortality rate of PVOD is approximately 
72% within 1 year following diagnosis, and the mean time 
from the onset of initial symptoms to death or lung trans-
plantation is 24.4 months [1]. According to the 2015 ESC/

ERS guidelines, the presence of a biallelic EIF2AK4 muta-
tion is sufficient to confirm the diagnosis of PVOD with-
out additional histological confirmation [2]. In this study, 
we described the family tree of a patient with PVOD with 
a rare compound heterozygous EIF2AK4 mutation, who 
exhibited a good response to targeted therapeutics, dif-
ferent from most patients with PVOD. We speculate that 
the true prevalence and incidence of PVOD in the gen-
eral population is even greater than anticipated. With the 
development of next-generation sequencing (NGS) tech-
nology, an increasing number of patients with PVOD are 
being diagnosed.

Methods
Ethical approval and consent
The study protocol was approved by the Ethics Commit-
tee of Zhongda Hospital affiliated with Southeast Univer-
sity (Approval No: 2022ZDSYLL062-Y01) and adhered to 
the Declaration of Helsinki. The patients included in this 

Open Access

*Correspondence:  zrf1977313@163.com

1 Department of Respiratory Medicine, Zhongda Hospital of Southeast 
University, Dingjiaqiao 87, Nanjing City, Jiangsu Province, People’s Republic 
of China
Full list of author information is available at the end of the article

http://orcid.org/0000-0001-5897-9141
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s12890-022-02256-9&domain=pdf


Page 2 of 6Zhang et al. BMC Pulmonary Medicine          (2022) 22:455 

study underwent genetic counseling and signed written 
informed consent for their data and samples to be used 
for research purposes.

Subjects and clinical characteristics
The proband was diagnosed according to current guide-
lines, including right heart catheterization, which showed 
severe PAH with a mean pulmonary artery pressure of 
76  mmHg and a pulmonary arterial wedge pressure of 
14  mmHg. Computed angiography pulmonary angiog-
raphy revealed negative findings for pulmonary embo-
lism but revealed a ground-glass shadow and a markedly 
dilated main pulmonary artery branch. Samples from the 
proband and his parents were sent for genetic diagnos-
tic testing to DIAN Diagnostics Corporation, Hangzhou, 
China. The proband was screened for EIF2AK4 muta-
tions, and two biallelic EIF2AK4 mutation sites were 
found, which confirmed the final diagnosis of PVOD.

Whole exome sequencing
Genomic DNA from the proband was extracted from 
peripheral blood for genetic analysis. Whole exome 
sequencing of the proband was performed by DIAN 
Diagnostics Corporation, Hangzhou, China, using the 
IDT xGen Exome Research Panel v1.0 with a paired-end 
read length of 150 bp. Sequencing was performed using 
a NovaSeq 6000 system (Illumina). The average sequenc-
ing depth was 100× and the average genome coverage 
was 99.59%. Sequences were aligned to the human ref-
erence genome hg19 and variants were called using the 
Genome Analysis Toolkit and annotated using VEP and 
Snpeff. The data interpretation rules mainly refer to the 
guidelines of the American College of Medical Genetics 
and Genomics. The variants were classified into five cat-
egories according to the recommendations of the Ameri-
can College of Medical Genetics and Genomics: benign, 
likely benign, unknown significance, likely pathogenic, 
and pathogenic.

Sanger sequencing
Familial variants were identified by Sanger sequencing 
in the proband’s parents (ABI Genetic Analyzer 3130xl; 
Applied Biosystems, USA). RNA was extracted using 
standard protocols (RNeasy Mini Kit; Qiagen). Com-
plementary DNA was transcribed using Superscript II 
reverse transcriptase (Life Technologies, USA) with ran-
dom hexamer primers (Roche Diagnostics Deutschland 
GmbH, Germany). Polymerase chain reactions were 
designed using primers located in exons adjacent to the 
predicted alternative or lost splice sites. The sizes of the 
amplified products were measured using agarose gel elec-
trophoresis and Sanger sequencing.

Results
In 2021, our group reported two cases of PVOD that 
were initially misdiagnosed as idiopathic pulmonary arte-
rial hypertension owing to the lack of typical findings [3]. 
Both patients responded well to PAH-targeted therapy. 
Subsequently, we evaluated the genetic background of 
the first proband’s parents in the present study. Although 
the proband’s father and mother had no associated lung 
symptoms or disease history, heterozygous mutations in 
EIF2AK4 were confirmed by Sanger sequencing. Moreo-
ver, a new EIF2AK4 mutation, c.2236_2237insAAG​TCC​
TTCT, in exon 12, was also found. A family tree of the 
patient with PVOD with a rare compound heterozygous 
EIF2AK4 mutation is described in the present study. 
Notably, the proband had no siblings (Fig. 1a).

Next-generation sequencing of the whole exome was 
performed on the blood samples of the proband, which 
identified the proband as a rare compound heterozygous 
mutation of EIF2AK4 in PVOD (Fig. 1b, c). The mutation 
had a c.1387C > T nonsense mutation in exon 9, resulting 
in p.Arg463*, which converts the 463 arginine-convert-
ing codon to a stop codon, whereby the coding protein 
sequence terminates in advance, resulting in a truncated 
protein or degradation. According to the Genome Aggre-
gation Database (gnomAD) the frequency of this locus 
is 0% in normal East Asian populations. According to 
the ACMG guidelines, the evidence items of EIF2AK4 
c.1387C > T p.Arg463* were PVS1 + PM2 + PM3, and the 
final verdict was P, which was the pathogenic variation. 
In exon 12, the frameshift mutation c.2236_2237insAAG​
TCC​TTCT results in p.Ser746*, which changes codon 
746 from serine to a stop codon, resulting in a trun-
cated protein or degradation. However, the frequency of 
this site in the normal East Asian population has not yet 
been reported. According to the ACMG guidelines, the 
evidence items of EIF2AK4 c.2236_2237insAAG​TCC​
TTCT p.Ser746* were PVS1 + PM2, and it was ultimately 
judged as LP, which was suspected pathogenic varia-
tion. To better understand the proband’s family pedigree, 
we confirmed EIF2AK4 heterozygous mutations in the 
proband’s parents using fixed-point Sanger sequenc-
ing. His father carried a heterozygous mutation in ex9 
c.1387C > T, whereas his mother carried a heterozy-
gous mutation in ex12 c.2236_2237insAAG​TCC​TTCT 
(Fig. 2a, b). Combined with the family pedigree, we can 
infer that p.Arg463* is inherited from the proband’s 
father and p.Ser746* is inherited from his mother, con-
sistent with the common autosomal recessive inheritance 
pattern. By referring to domestic and foreign literature 
and the human gene mutation database, the c.1387C > T 
(p.Arg463*) mutation has been found to be homozy-
gous or compound heterozygous in patients with auto-
somal recessive pulmonary hypertension [4]. However, 



Page 3 of 6Zhang et al. BMC Pulmonary Medicine          (2022) 22:455 	

to our knowledge, the c.2236_2237insAAG​TCC​TTCT 
(p.Ser746*) mutation has not yet been reported in any 
public genome database.

Discussion
The etiology of PVOD remains unknown. Previous 
reports have suggested that, although PVOD has no obvi-
ous genetic predisposition, it has a significant genetic 
background [1, 4].

Although the presence of a biallelic EIF2AK4 muta-
tion is sufficient to confirm the diagnosis of PVOD 
without additional histological confirmation [2], the pre-
cise role of EIF2AK4 mutations in the pathogenesis of 

PVOD remains unclear. Zeng et al. reported that a novel 
EIF2AK4 mutation, [c.4833_4836dup (p.Q1613Kfs*10)], 
predicted an aggressive PVOD phenotype [5]. However, 
Li et al. described a good response to PAH-targeted drugs 
in a patient with PVOD carrying the biallelic EIF2AK4 
mutation [c.1392delT(p.Arg465fs)] [6]. These controver-
sies suggest that the development of PVOD varies greatly 
among individuals, and that patients may respond differ-
ently to targeted drugs. However, whether this is related 
to different EIF2AK4 mutation sites in PVOD remains to 
be further studied.

In our case, the proband was screened for an EIF2AK4 
compound heterozygous mutation using WES, which 

Fig. 1  Family tree and genetic characteristics of the proband in PVOD. a Pedigree of the family with a rare compound heterozygous EIF2AK4 
mutation in PVOD. b Visualization of mutations in EIF2AK4 using Integrative Genomics Viewer. The proband was a compound heterozygote with 
mutations in exon 9 c.1387C > T and exon 12 c.2236_2237insAAG​TCC​TTCT. c WES showed that variations in c.1387C > T and c.2236_2237insAAG​TCC​
TTCT were heterozygous in the proband. Blue arrows indicate the point mutation. PVOD, Pulmonary veno-occlusive disease; WES, whole exome 
sequencing
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confirmed the final diagnosis of PVOD. Moreover, 
we detected EIF2AK4 heterozygous mutations in the 
proband’s parents by fixed-point Sanger sequencing and 
found a new EIF2AK4 mutation in exon 12 of the patient 
and his mother. Previous studies have argued that muta-
tions in EIF2AK4 lead to either a defective protein or the 
absence of protein expression [7, 8]. The general control 
nonderepressible 2 (GCN2) protein, a serine-threonine 
kinase encoded by EIF2AK4, has been recently identified 
as a susceptibility factor driving the etiology of PVOD [2, 
7]. Nossent et al. reported that pulmonary artery remod-
eling and decreased GCN2 expression were the common 
denominators in all cases of PVOD and revealed a pre-
ponderant venous remodeling in young EIF2AK4 muta-
tion carriers as compared with elder non-carriers [7]. In 
our case, the patient was a young man who responded 
well to PAH-targeted drugs, unlike in previous studies, 
which may be related to pulmonary vascular cell prolif-
eration and microvascular remodeling associated with 
the EIF2AK4 biallelic dysfunction mutation. However, 

the pathophysiological association between biallelic 
EIF2AK4 loss-of-function mutations and pulmonary vas-
cular cell proliferation and remodeling remains unclear. 
To date, no functional studies have assessed the effects 
of nonsense or frameshift mutations and their truncated 
protein products on the activity of the encoded EIF2AK4 
protein [9]. The absence of a molecular mechanism that 
relates the abrogated function of the protein to the phe-
notype remains a major hurdle in our understanding of 
the disease [8].

Although the typical pathological changes in PVOD 
are theoretically easy to understand, lung biopsy speci-
mens of these patients are rare in actual work. Because 
of the rapidly progressing clinical course and often 
uncertain diagnosis of PVOD, rapid diagnosis and pos-
sible lung transplantation are paramount for survival 
[10]. Fortunately, with the advancement of technology, 
WES is widely used to understand the genetic etiology 
of a disease. An increasing number of PAH centers offer 
genetic testing and counseling services [11]. Compared 

Fig. 2  Results of EIF2AK4 heterozygous mutations in the proband’s parents by fixed-point Sanger sequencing. a The father carried a heterozygous 
mutation in ex9 c.1387C > T. b The mother carried a heterozygous mutation in ex12 c.2236_2237insAAG​TCC​TTCT. Blue arrows indicate the point 
mutation
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to conventional Sanger sequencing, WES is an effective 
alternative method for genetic diagnosis. The clinical 
utility of WES will be significantly promoted in the near 
future with reduction in costs. In the future, we should 
strengthen the role of NGS in improving the diagnostic 
efficiency of patients with PVOD with no obvious clinical 
triad to achieve early detection, diagnosis, and treatment.

Our study has certain limitations. First, we did not have 
a complete family tree because some family members 
refused to undergo genetic analysis. In addition, a lung 
biopsy was not conducted in the proband owing to safety 
and economic issues. However, current guidelines indi-
cate that heritable PVOD can be diagnosed by identifying 
pathogenic biallelic EIF2AK4 variants. Last but not the 
least, the absence of a molecular mechanism that relates 
the abrogated function of the protein to the phenotype is 
still a major hurdle in our understanding of the disease.

Conclusions
In summary, we describe a rare case of PVOD in which 
the proband had an EIF2AK4 compound heterozygous 
mutation with heterozygous parents. We also found 
a new EIF2AK4 mutation in exon 12 of the patient and 
his mother. Our results expand our understanding of the 
EIF2AK4 mutation spectrum in patients with PVOD, as 
well as highlight the clinical applicability of WES. More 
studies should be conducted in the future to explore the 
influence of the EIF2AK4 mutation on the development 
of PVOD and the effect of targeted drug therapy.

Abbreviations
NGS: Next-generation sequencing; PAH: Pulmonary arterial hypertension; 
PVOD: Pulmonary veno-occlusive disease; WES: Whole exome sequencing.

Acknowledgements
The authors thank the patients in this study.

Author contributions
RFZ designed the project. CZ coordinated the project and wrote the manu-
script. QD and SW used ACMG to score mutations. QD revised the manuscript. 
RFZ provided financial support. All authors have read and approved the final 
version of the manuscript.

Funding
Dr. Ruifeng Zhang is supported by the National Natural Science Foundation of 
China (Grant Numbers 81570043 and 82170063), the Science Foundation of 
Ministry of Health of Jiangsu Province in China (Grant Number ZDA2020016) 
and the 2021 Jiangsu Shuangchuang (Mass Innovation and Entrepreneur-
ship) Talent Program (Grant Number JSSCBS20210147). These funds have no 
role in research design, data collection, data analysis, data interpretation or 
manuscript preparation.

Availability of data and materials
The raw sequence data reported in this paper have been deposited in the 
Genome Sequence Archive (Genomics, Proteomics & Bioinformatics 2021) 
in National Genomics Data Center (Nucleic Acids Res 2022), China National 
Center for Bioinformation/Beijing Institute of Genomics, Chinese Academy 
of Sciences (GSA-Human: HRA003435) that are publicly accessible at https://​
ngdc.​cncb.​ac.​cn/​gsa-​human [12, 13].

Declarations

Ethics approval and consent to participate
Patients included in this study underwent genetic counselling and signed 
written informed consent for their data and samples to be used for research 
purposes. The study protocol was approved by the Ethics Committee 
of Zhongda Hospital affiliated with Southeast University (Approval No: 
2022ZDSYLL062-Y01) and adhered to the Declaration of Helsinki.

Consent for publication
All individual accepting the genetic test signed a consent form and agreed 
to allow their anonymized samples and results used for further research and 
publications.

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

Author details
1 Department of Respiratory Medicine, Zhongda Hospital of Southeast Univer-
sity, Dingjiaqiao 87, Nanjing City, Jiangsu Province, People’s Republic of China. 
2 DIAN Diagnostics, Hangzhou, People’s Republic of China. 

Received: 13 May 2022   Accepted: 20 November 2022

References
	1.	 Montani D, Lau EM, Dorfmuller P, Girerd B, Jais X, Savale L, Perros F, Nos-

sent E, Garcia G, Parent F, et al. Pulmonary veno-occlusive disease. Eur 
Respir J. 2016;47(5):1518–34.

	2.	 Galie N, Humbert M, Vachiery JL, Gibbs S, Lang I, Torbicki A, Simonneau 
G, Peacock A, Vonk Noordegraaf A, Beghetti M, et al. 2015 ESC/ERS Guide-
lines for the diagnosis and treatment of pulmonary hypertension: The 
Joint Task Force for the Diagnosis and Treatment of Pulmonary Hyperten-
sion of the European Society of Cardiology (ESC) and the European Res-
piratory Society (ERS): Endorsed by: Association for European Paediatric 
and Congenital Cardiology (AEPC), International Society for Heart and 
Lung Transplantation (ISHLT). Eur Respir J. 2015;46(4):903–75.

	3.	 Zhang L, Wang Y, Zhang R. Good response to pulmonary arterial 
hypertension-targeted therapy in 2 pulmonary veno-occlusive disease 
patients: a case report. Medicine (Baltimore). 2021;100(41):e27334.

	4.	 Eyries M, Montani D, Girerd B, Perret C, Leroy A, Lonjou C, Chelghoum N, 
Coulet F, Bonnet D, Dorfmuller P, et al. EIF2AK4 mutations cause pulmo-
nary veno-occlusive disease, a recessive form of pulmonary hyperten-
sion. Nat Genet. 2014;46(1):65–9.

	5.	 Zeng X, Chen F, Rathinasabapathy A, Li T. Adnan Ali Mohammed Moham-
med A, Yu Z: Rapid disease progress in a PVOD patient carrying a novel 
EIF2AK4 mutation: a case report. BMC Pulm Med. 2020;20(1):186.

	6.	 Liang L, Su H, Ma X, Zhang R. Good response to PAH-targeted drugs 
in a PVOD patient carrying Biallelic EIF2AK4 mutation. Respir Res. 
2018;19(1):192.

	7.	 Nossent EJ, Antigny F, Montani D, Bogaard HJ, Ghigna MR, Lambert M, 
Thomas de Montpreville V, Girerd B, Jais X, Savale L, et al. Pulmonary 
vascular remodeling patterns and expression of general control nondere-
pressible 2 (GCN2) in pulmonary veno-occlusive disease. J Heart Lung 
Transplant. 2018;37(5):647–55.

	8.	 Abou Hassan OK, Haidar W, Arabi M, Skouri H, Bitar F, Nemer G, Akl IB. 
Novel EIF2AK4 mutations in histologically proven pulmonary capillary 
hemangiomatosis and hereditary pulmonary arterial hypertension. BMC 
Med Genet. 2019;20(1):176.

	9.	 He Y, Xie M, Liu X. Dyspnoea and diffuse pulmonary nodules in a patient 
with pulmonary veno-occlusive disease: a case report and literature 
review. J Int Med Res. 2021;49(1):300060520986689.

	10.	 Montani D, Achouh L, Dorfmuller P, Le Pavec J, Sztrymf B, Tcherakian C, 
Rabiller A, Haque R, Sitbon O, Jais X, et al. Pulmonary veno-occlusive 
disease: clinical, functional, radiologic, and hemodynamic characteristics 
and outcome of 24 cases confirmed by histology. Medicine (Baltimore). 
2008;87(4):220–33.

https://ngdc.cncb.ac.cn/gsa-human
https://ngdc.cncb.ac.cn/gsa-human


Page 6 of 6Zhang et al. BMC Pulmonary Medicine          (2022) 22:455 

•
 
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: 

	11.	 Girerd B, Montani D, Jais X, Eyries M, Yaici A, Sztrymf B, Savale L, Parent F, 
Coulet F, Godinas L, et al. Genetic counselling in a national referral centre 
for pulmonary hypertension. Eur Respir J. 2016;47(2):541–52.

	12.	 Chen T, Chen X, Zhang S, Zhu J, Tang B, Wang A, Dong L, Zhang Z, Yu 
C, Sun Y, et al. The genome sequence archive family: toward explosive 
data growth and diverse data types. Genomics Proteomics Bioinform. 
2021;19(4):578–83.

	13.	 CNCB-NGDC Members and Partners. Database Resources of the National 
Genomics Data Center, China National Center for Bioinformation in 2022. 
Nucleic Acids Res. 2022;50(D1):D27–38.

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


	A rare compound heterozygous EIF2AK4 mutation in pulmonary veno-occlusive disease
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusions: 

	Background
	Methods
	Ethical approval and consent
	Subjects and clinical characteristics
	Whole exome sequencing
	Sanger sequencing

	Results
	Discussion
	Conclusions
	Acknowledgements
	References


