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ABSTRACT 

Background 

Visceral artery aneurysms (VAAs) can be fatal if ruptured. Although a relatively rare incident, 

it holds a contemporary mortality rate of approximately 12%. VAAs have multiple possible 

causes, one of which is genetic predisposition. Here, we present a striking family with seven 

individuals affected by VAAs, and one individual affected by a visceral artery 

pseudoaneurysm. 

Methods 

We exome sequenced the affected family members and the parents of the proband to find a 

possible underlying genetic defect. As exome sequencing did not reveal any feasible protein-

coding variants, we combined whole-genome sequencing of two individuals with linkage 

analysis to find a plausible non-coding culprit variant. Variants were ranked by the deep-

learning framework DeepSEA. 

Results 

Two of seven top-ranking variants, NC_000013.11:g.108154659C>T and 

NC_000013.11:g.110409638C>T, were found in all VAA-affected individuals, but not in the 

individual affected by the pseudoaneurysm. The second variant is in a candidate cis-

regulatory element in the fourth intron of COL4A2, proximal to COL4A1. 

Conclusions 



   

As type IV collagens are essential for the stability and integrity of the vascular basement 

membrane and involved in vascular disease, we conclude that COL4A1 and COL4A2 are 

strong candidates for VAA susceptibility genes. 

INTRODUCTION 

Aneurysms are caused by a local weakening of the arterial wall (medial degeneration). True 

aneurysms involve all three layers (intima, media, and adventitia) of the wall, and are defined 

as a 50% increase in the normal diameter of the vessel. They can be saccular or fusiform. 

Saccular aneurysms involve only a portion of the vessel wall and are spherical in shape with 

a narrow stem. A fusiform aneurysm is spindle shaped as it bulges out on all sides, forming 

a dilated artery. In contrast to true aneurysms, pseudoaneurysms lack arterial wall 

components: they are contained ruptures lined by surrounding tissue.  

Visceral artery aneurysms (VAAs) include aneurysms of the splenic, hepatic, superior 

mesenteric, gastric, celiac, pancreaticoduodenal, gastroduodenal, inferior mesenteric, and 

renal arteries.1 Renal artery aneurysms are sometimes considered separately due to a 

modest difference in etiology.2 The incidence of VAAs in the general population has been 

reported to be 0.01-2%.3 Among the most common sites are the splenic, renal, and hepatic 

arteries.  

VAAs may have multiple causes, and these vary slightly depending on the affected artery. 

The main etiology is often cited as atherosclerosis—a disease caused by the formation of 

plaque inside the arteries, causing them to narrow and harden—although there is reason to 

believe it only has a secondary role.3 Hypertension and connective tissue disorders are also 



   

often associated with VAAs.4 Of the connective tissue disorders, Marfan syndrome, Ehlers-

Danlos syndrome (EDS), and fibromuscular dysplasia (FMD) are most commonly cited to 

predispose to aneurysm formation. Marfan syndrome is an autosomal dominant genetic 

disorder of connective tissue caused mainly by mutations in FBN1.5–7 The protein product of 

the gene, fibrillin-1, provides force-bearing structural support to connective tissue 

throughout the body.8 EDS is a heterogeneous entity consisting of heritable connective tissue 

disorders. The vascular type of EDS results from mutations in COL3A1.9 Of all EDS types 

described, it is most prone to vascular complications including aneurysm formation and 

rupture. FMD is defined as an idiopathic, non-inflammatory and non-atherosclerotic disease 

of arterial wall musculature that leads to stenosis of small and medium-sized arteries. It most 

commonly affects the renal and carotid arteries.10 Up to 90% of FMD patients are female, and 

10% have an affected first-degree relative.11  

The etiology of pseudoaneurysms differs from that of true aneurysms, as they are most often 

caused by trauma (also iatrogenic) and inflammation, in particular chronic pancreatitis.  

Aneurysms are often asymptomatic but carry a risk of rupture. A ruptured VAA can be fatal 

due to uncontrolled bleeding. At present the mortality rate is approximately 12%, however, 

this varies depending on the location of the lesion.12 Splenic artery aneurysms are up to four 

times more common in women and linked to multiparity.13 A probable cause is the increase 

in blood flow in combination with hormone-induced changes in arterial composition during 

pregnancy. Importantly, pregnant women have an increased risk of aneurysm rupture, and 

the mortality rate of a ruptured splenic artery aneurysm during pregnancy is approximately 

75% for the mother and 95% for the fetus, compared to 25% in the general population.14 



   

Collagen type IV alpha 1 and collagen type IV alpha 2 molecules (encoded by COL4A1 and 

COL4A2, respectively) make up type IV collagen. Heteromers consisting of two alpha-1 

chains and one alpha-2 chain attach to each other to form complex protein networks that are 

the main component of basement membranes. Mutations in these genes cause rare multi-

system disorders, characterized by abnormal blood vessels, ocular dysgenesis, myopathy 

and renal pathology.15–22 The effects of mutations in the mouse orthologs Col4a1 and Col4a2 

have been studied extensively.16, 23–25 Complete deficiency of both proteins is embryonic 

lethal and associated with neuronal ectopias, disorganization of the capillary network during 

angiogenesis and impaired placental development, whereas double heterozygosity of the 

null alleles lacks an obvious phenotype.23 However, mice heterozygous for certain missense 

and splice-site mutations exhibit diverse effects, such as ocular, renal, pulmonary, muscular, 

vascular, reproductive, and central nervous system disorders, consistent with the pleiotropic 

effects linked to heterozygous human COL4A1/COL4A2 mutations.  

Here, we present a large family with seven individuals affected by visceral artery aneurysms. 

Multiparity is associated with this type of aneurysms, splenic in particular, and all affected 

individuals were multiparous. As the number of affected individuals is nevertheless striking, 

we DNA sequenced the family members in an attempt to find a possible underlying genetic 

defect. 



   

MATERIALS AND METHODS 

Ethics statement 

This research was approved by the National Institute for Health and Welfare and the ethics 

committees of the hospital districts of Helsinki and Uusimaa and North Ostrobothnia. All 

sequenced individuals gave informed written consent. Use of archival tissue was approved 

by the National Supervisory Authority for Welfare and Health (Valvira).  

 

Patients 

The proband (II:1) had several renal artery aneurysms and her splenic artery was dilated. 

She had altogether six siblings, three of whom were female and affected by aneurysms 

(Figure 1). II:2 and II:4 had multiple splenic and renal artery aneurysms, whereas II:3 had a 

splenic artery aneurysm and a small internal carotid artery aneurysm. All sisters were 

multiparous with six to 15 children each. Three women in the next generation also had 

aneurysms; III:1 had two splenic artery aneurysms, III:2 had an internal carotid artery 

aneurysm, and III:3 had several splenic artery aneurysms and a celiac artery lesion. Again, 

all were multiparous, and the number of children was two to nine. Patient vascular findings 

are listed in Table 1.  

 

 



   

 

Figure 1. Affected individuals in the pedigree and type/s of aneurysm diagnosed. Individuals 

marked with an asterisk were genome sequenced. Circles represent females, squares 

represents males, and diamonds represent individuals of undisclosed sex. The full pedigree 

is not depicted and the sex of most unaffected individuals is not disclosed due to reasons of 

confidentiality. 

 

 

 

 

 

 

 

 



   

Table 1. Patient vascular imaging and findings. 

Patient Procedure Area Findings 

I:2 DSA carotid artery and vertebral artery possible middle cerebral artery aneurysm 

II:1 CTA splenic artery five splenic artery aneurysms 

 MRI and 3D TOF MRA head no aneurysms 

 CTA aorta resected spleen, left renal artery aneurysm, splenic artery aneurysm 

 CTA coronary arteries no aneurysms 

 MRI upper abdomen no aneurysms 

II:2 CT abdomen two left renal artery aneurysms, right renal artery aneurysm, localized fusiform 

dilatation of splenic artery 

 MRA cranial vasculature hypoplastic anterior communicating artery 

II:3 CTA cerebral arteries internal carotid artery aneurysm/localized fusiform dilatation 

 CT upper abdomen splenic artery aneurysm 

 CTA abdominal aorta and groin same finding as above 

II:4 CTA aorta three splenic artery aneurysms, localized fusiform dilatation of splenic artery, 

accessory renal arteries (patient has altogether five renal arteries) 

 CTA abdominal aorta same findings as above and right renal artery aneurysm  

 MRI head no aneurysms 

III:1 CTA abdominal aorta, groin, and visceral 

arteries 

two splenic artery aneurysms 

 3D TOF MRA cranial vasculature no aneurysms 

III:2 MRA cranial vasculature left internal carotid artery aneurysm/localized fusiform dilatation 

 MRA thoracic and abdominal aorta no aneurysms 

III:3 CTA abdominal aorta and groin two splenic artery aneurysms, localized fusiform dilatation of the celiac artery, 

accessory renal artery 

 CTA cranial vasculature no aneurysms 

 3D TOF MRA cerebral arteries no aneurysms 

 MRA thoracic and abdominal aorta no aneurysms 

III:4 Endovascular 

embolisation for 

bleeding with 

radiological guidance 

splenic artery splenic artery pseudoaneurysm, abnormal elongation of femoral artery 



   

In addition to their aneurysms, II:2 had structural damage to the posterior communicating 

artery, II:2 and III:3 had accessory renal arteries, and II:1, II:2, and III:3 had hepatic 

hemangiomas. 

The mother of the proband (I:2) had had a cerebral hemorrhage of unknown cause. A male 

paternal second cousin of the proband had presented with a ruptured splenic artery 

pseudoaneurysm and exhibited abnormal elongation of the femoral artery. None of the 

patients exhibited clinical features of Marfan syndrome. 

Methods 

DNA was extracted from blood with conventional methods. Exome sequencing was 

performed on affected patients and the parents of the proband with Illumina HiSeq 4000 

(Illumina, San Diego, CA). Whole genome sequencing was performed on one patient from 

generation II and one from generation III (Figure 1) with Illumina HiSeq X Ten (Illumina, 

San Diego, CA). We performed non-parametric linkage analysis of the sequenced family 

members using MERLIN and the Kong & Cox exponential model.26,27 Variant annotation and 

filtering were performed with BasePlayer, a variant analysis and data integration platform.28  

Coding variants were required to be found in all individuals affected with true aneurysms 

(seven cases) and have a MAF < 0.01 in gnomAD exomes and gnomAD exomes’ Finnish 

subpopulation. Non-coding variants were required to be found in both genome-sequenced 

individuals, and have a MAF < 0.005 in gnomAD genomes, and a MAF < 0.01 in 373 in-house 

control genomes. We also required the non-coding variants to localize to areas with a LOD > 

0.5. LOD scores had been computed previously.  



   

To rank variants, we used the standalone version of DeepSEA, a deep learning-based 

algorithmic framework for predicting chromatin effects of sequence alterations.29 DeepSEA 

ranks SNVs only, large structural variation such as copy number data is not used in training 

the framework. The filtered variants from the previous step, 799 in total, were used as input. 

Variants were prioritized based on their HGMD probability and functional significance 

scores. We chose to validate the five best scoring variants in both groups. In total, 7 high-

scoring variants, listed in Table 2, were validated by Sanger sequencing.  

Table 2. Top-scoring variants chosen for Sanger validation. 

 

*as estimated by DeepSEA (Zhou and Troyanskaya 2015); funsig = unsupervised functional significance score, 

HGMD = probability of being a Human Gene Mutation Database mutation, classifier trained with HGMD data 

For a more detailed description of the methods, please refer to the Supplemental Methods. 

RESULTS AND DISCUSSION 

In order to find the possible genetic cause of VAAs in the family, patients were, apart from 

the individual affected by a pseudoaneurysm, initially exome sequenced. We first searched 

for rare (MAF < 0.01) variants shared by the affected family members and either parent, with 

negative results. We next whole-genome sequenced two patients, and searched for candidate 

hg38 HGVS funsig* HGMD*
1:58713768 NC_000001.11:g.58713798_58713907del 0.008 6.47E-07
4:6762013 NC_000004.12:g.6762027_6762028insCGAGGAGGCGGGCAG 0.01 0.69
4:25919954 NC_000004.12:g.25919954C>T 0.044 0.78
7:156992634 NC_000007.14:g.156992634G>A 0.015 0.51
10:117684640 NC_000010.11:g.117684643del 0.025 0.77
13:108154659 NC_000013.11:g.108154659C>T 0.066 0.79
13:110409638 NC_000013.11:g.110409638C>T 0.016 0.7



   

variants segregating between them. Since we had the exomes of seven patients available, we 

used these data to determine genomic regions likely shared by the affected individuals by 

linkage analysis. Altogether 799 non-coding variants shared by the two genome-sequenced 

individuals resided in the regions and passed filtering. The variants were subsequently 

ranked by the deep-learning model DeepSEA. The presence of the top-ranking variants 

(Table 1) in the exome-sequenced individuals was determined by Sanger sequencing. 

None of the variants were found in all patients with true aneurysms and the patient with the 

pseudoaneurysm. However, two variants—the substitutions 

NC_000013.11:g.108154659C>T and NC_000013.11:g.110409638C>T—were shared by all 

patients with true aneurysms. The first variant is located in the second intron of the 

diverticulitis associated gene FAM155A, and the second variant in the fourth intron of COL42, 

a gene linked to cerebrovascular disease (intracerebral hemorrhage, porencephaly, and 

brain small-vessel disease).17, 30–32 

FAM155A encodes a relatively poorly described membrane protein. COL4A2, on the other 

hand, encodes collagen type IV alpha 2 extracellular matrix protein, a subunit of type IV 

collagen, the major structural component of basement membranes. COL4A1 and COL4A2 

share a common promoter, form heterotrimers (2:1), and make up the majority of type IV 

collagen.16 Both contain activating elements which are indispensable for efficient 

transcription, and the third intron of COL4A2 also contains a silencing element.23,33 In 

addition to being linked to cerebrovascular disease (porencephaly and brain small-vessel 

disease with hemorrhage), COL4A1 has also been shown to cause nonsyndromic congenital 



   

cataract, tortuosity of retinal arteries, and hereditary angiopathy with nephropathy, 

aneurysms, and muscle cramps (HANAC) syndrome.34–38  

According to ENCODE data, both variants are located in candidate cis-regulatory elements 

(cCREs; accessions EH38E1696504 and EH38E1697888) with a distal enhancer-like 

signature.39 It is thus plausible that they could alter the expression of nearby genes. Due to 

its proximity to COL4A1 and COL4A2, the variant NC_000013.11:g.110409638C>T is 

particularly interesting. Besides having already been linked to vascular disease, type IV 

collagens form complex, covalently linked structural scaffolds that are fundamental for the 

integrity and function of the basement membrane.40 The basement membrane provides the 

vasculature with mechanical support, serves as a diffusion barrier, and also plays a crucial 

role in signaling events that regulate endothelial cell migration, proliferation, and survival.41 

Altered expression of either COL4A1 or COL4A2 could cause this structure to weaken or 

malfunction. This in combination with additional pregnancy induced changes in arterial wall 

composition could plausibly have caused the striking incidence of aneurysms seen here, 

especially as 5/7 affected women were grand multiparous. In conclusion, mutations in the 

regulatory regions of COL4A1 and COL4A2 may alter VAA susceptibility. However, additional 

studies involving functional and model data are warranted to validate the findings. 

Deciphering the genetics behind familial VAAs enables genetic testing, informed decision 

making, and medical surveillance of at-risk individuals. Considering the generally high 

mortality rate of aneurysm rupture, not to mention the catastrophic event of rupture during 

pregnancy, this is of utmost importance. 



   

ACKNOWLEDGEMENTS 

We are sincerely grateful to the family who participated in this study, and wish to thank 

Heikki Metsola, Sini Nieminen, Alison Ollikainen, Riku Pirinen, Marjo Rajalaakso, Janne 

Ravantti, Sirpa Soisalo, Inga-Lill Svedberg, and Iina Vuoristo for technical and supporting 

assistance. We also wish to acknowledge CSC – IT Center for Science, Finland, for generous 

computational resources.  

DECLARATION OF CONFLICTING INTERESTS 

The authors declare no potential conflicts of interest with respect to the research, 

authorship, or publication of this article. 

FUNDING 

This research was funded by the Academy of Finland (Finnish Center of Excellence Programs 

2012–2017, 250345 and 2018–2025, 312041). The research received no other specific 

grants from any funding agency in the public, commercial, or not-for-profit sectors. 

REFERENCES 

1.  Sousa J, Costa D, Mansilha A. Visceral artery aneurysms: review on indications and 
current treatment strategies. Int Angiol 2019; 38: 381–394. 

2.  van Rijn MJE, Ten Raa S, Hendriks JM, et al. Visceral aneurysms: Old paradigms, new 
insights? Best Pract Res Clin Gastroenterol 2017; 31: 97–104. 

3.  Pulli R, Dorigo W, Troisi N, et al. Surgical treatment of visceral artery aneurysms: A 25-
year experience. J Vasc Surg 2008; 48: 334–342. 

4.  Regus S, Lang W. Rupture Risk and Etiology of Visceral Artery Aneurysms and 
Pseudoaneurysms: A Single-Center Experience. Vasc Endovascular Surg 2016; 50: 10–
15. 



   

5.  Lee B, Godfrey M, Vitale E, et al. Linkage of Marfan syndrome and a phenotypically 
related disorder to two different fibrillin genes. Nature 1991; 352: 330–334. 

6.  Dietz HC, Cutting GR, Pyeritz RE, et al. Marfan syndrome caused by a recurrent de novo 
missense mutation in the fibrillin gene. Nature 1991; 352: 337–339. 

7.  Maslen CL, Corson GM, Maddox BK, et al. Partial sequence of a candidate gene for the 
Marfan syndrome. Nature 1991; 352: 334–337. 

8.  Zhang H, Hu W, Ramirez F. Developmental expression of fibrillin genes suggests 
heterogeneity of extracellular microfibrils. J Cell Biol 1995; 129: 1165–1176. 

9.  Superti-Furga A, Gugler E, Gitzelmann R, et al. Ehlers-Danlos syndrome type IV: a multi-
exon deletion in one of the two COL3A1 alleles affecting structure, stability, and 
processing of type III procollagen. J Biol Chem 1988; 263: 6226–6232. 

10.  Mettinger KL, Ericson K. Fibromuscular dysplasia and the brain. I. Observations on 
angiographic, clinical and genetic characteristics. Stroke 1982; 13: 46–52. 

11.  Pannier-Moreau I, Grimbert P, Fiquet-Kempf B, et al. Possible familial origin of 
multifocal renal artery fibromuscular dysplasia. J Hypertens 1997; 15: 1797–1801. 

12.  Shukla AJ, Eid R, Fish L, et al. Contemporary outcomes of intact and ruptured visceral 
artery aneurysms. J Vasc Surg 2015; 61: 1442–1447. 

13.  Stanley JC, Thompson NW, Fry WJ. Splanchnic artery aneurysms. Arch Surg 1970; 101: 
689–697. 

14.  Sadat U, Dar O, Walsh S, et al. Splenic artery aneurysms in pregnancy--a systematic 
review. Int J Surg 2008; 6: 261–265. 

15.  Jeanne M, Labelle-Dumais C, Jorgensen J, et al. COL4A2 mutations impair COL4A1 and 
COL4A2 secretion and cause hemorrhagic stroke. Am J Hum Genet 2012; 90: 91–101. 

16.  Kuo DS, Labelle-Dumais C, Gould DB. COL4A1 and COL4A2 mutations and disease: 
insights into pathogenic mechanisms and potential therapeutic targets. Hum Mol Genet 
2012; 21: R97–110. 

17.  Meuwissen MEC, Halley DJJ, Smit LS, et al. The expanding phenotype of COL4A1 and 
COL4A2 mutations: clinical data on 13 newly identified families and a review of the 
literature. Genet Med 2015; 17: 843–853. 

18.  Alavi MV, Mao M, Pawlikowski BT, et al. Col4a1 mutations cause progressive retinal 
neovascular defects and retinopathy. Sci Rep 2016; 6: 18602. 

19.  Ha TT, Sadleir LG, Mandelstam SA, et al. A mutation in COL4A2 causes autosomal 
dominant porencephaly with cataracts. Am J Med Genet A 2016; 170A: 1059–1063. 



   

20.  Jones FE, Bailey MA, Murray LS, et al. ER stress and basement membrane defects 
combine to cause glomerular and tubular renal disease resulting from Col4a1 mutations 
in mice. Dis Model Mech 2016; 9: 165–176. 

21.  Guiraud S, Migeon T, Ferry A, et al. HANAC Col4a1 Mutation in Mice Leads to Skeletal 
Muscle Alterations due to a Primary Vascular Defect. Am J Pathol 2017; 187: 505–516. 

22.  Labelle-Dumais C, Schuitema V, Hayashi G, et al. COL4A1 Mutations Cause 
Neuromuscular Disease with Tissue-Specific Mechanistic Heterogeneity. Am J Hum 
Genet 2019; 104: 847–860. 

23.  Haniel A, Welge-Lüssen U, Kühn K, et al. Identification and characterization of a novel 
transcriptional silencer in the human collagen type IV gene COL4A2. J Biol Chem 1995; 
270: 11209–11215. 

24.  Favor J, Gloeckner CJ, Janik D, et al. Type IV procollagen missense mutations associated 
with defects of the eye, vascular stability, the brain, kidney function and embryonic or 
postnatal viability in the mouse, Mus musculus: an extension of the Col4a1 allelic series 
and the identification of the first two Col4a2 mutant alleles. Genetics 2007; 175: 725–
736. 

25.  Kuo DS, Labelle-Dumais C, Mao M, et al. Allelic heterogeneity contributes to variability 
in ocular dysgenesis, myopathy and brain malformations caused by Col4a1 and Col4a2 
mutations. Hum Mol Genet 2014; 23: 1709–1722. 

26.  Abecasis GR, Cherny SS, Cookson WO, et al. Merlin--rapid analysis of dense genetic maps 
using sparse gene flow trees. Nat Genet 2002; 30: 97–101. 

27.  Kong A, Cox NJ. Allele-sharing models: LOD scores and accurate linkage tests. Am J Hum 
Genet 1997; 61: 1179–1188. 

28.  Katainen R, Donner I, Cajuso T, et al. Discovery of potential causative mutations in 
human coding and noncoding genome with the interactive software BasePlayer. Nat 
Protoc 2018; 13: 2580–2600. 

29.  Zhou J, Troyanskaya OG. Predicting effects of noncoding variants with deep learning-
based sequence model. Nat Methods 2015; 12: 931–934. 

30.  Jeanne Marion, Jorgensen Jeff, Gould Douglas B. Molecular and Genetic Analyses of 
Collagen Type IV Mutant Mouse Models of Spontaneous Intracerebral Hemorrhage 
Identify Mechanisms for Stroke Prevention. Circulation 2015; 131: 1555–1565. 

31.  Rannikmäe K, Davies G, Thomson PA, et al. Common variation in COL4A1/COL4A2 is 
associated with sporadic cerebral small vessel disease. Neurology 2015; 84: 918–926. 

32.  Verbeek E, Meuwissen MEC, Verheijen FW, et al. COL4A2 mutation associated with 
familial porencephaly and small-vessel disease. Eur J Hum Genet 2012; 20: 844–851. 



   

33.  Pollner R, Schmidt C, Fischer G, et al. Cooperative and competitive interactions of 
regulatory elements are involved in the control of divergent transcription of human 
Col4A1 and Col4A2 genes. FEBS Lett 1997; 405: 31–36. 

34.  Gould DB, Phalan FC, Breedveld GJ, et al. Mutations in Col4a1 cause perinatal cerebral 
hemorrhage and porencephaly. Science 2005; 308: 1167–1171. 

35.  Gould DB, Phalan FC, van Mil SE, et al. Role of COL4A1 in small-vessel disease and 
hemorrhagic stroke. N Engl J Med 2006; 354: 1489–1496. 

36.  Plaisier E, Gribouval O, Alamowitch S, et al. COL4A1 mutations and hereditary 
angiopathy, nephropathy, aneurysms, and muscle cramps. N Engl J Med 2007; 357: 
2687–2695. 

37.  Zenteno JC, Crespí J, Buentello-Volante B, et al. Next generation sequencing uncovers a 
missense mutation in COL4A1 as the cause of familial retinal arteriolar tortuosity. 
Graefes Arch Clin Exp Ophthalmol 2014; 252: 1789–1794. 

38.  Xia X-Y, Li N, Cao X, et al. A novel COL4A1 gene mutation results in autosomal dominant 
non-syndromic congenital cataract in a Chinese family. BMC Med Genet 2014; 15: 97. 

39.  ENCODE Project Consortium. An integrated encyclopedia of DNA elements in the human 
genome. Nature 2012; 489: 57–74. 

40.  Pöschl E, Schlötzer-Schrehardt U, Brachvogel B, et al. Collagen IV is essential for 
basement membrane stability but dispensable for initiation of its assembly during early 
development. Development 2004; 131: 1619–1628. 

41.  Jana S, Hu M, Shen M, et al. Extracellular matrix, regional heterogeneity of the aorta, and 
aortic aneurysm. Exp Mol Med 2019; 51: 1–15. 

 


