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 � INTRODUCTION

Fabry disease (FD; OMIM 301500) is a rare X‑linked systemic disease 
caused by a GLA gene mutation. As a result, a deficiency of 
α‑galactosidase A leads to progressive accumulation of globotriaosyl-
ceramide (Gb3) and globotriaosylsphingosine (LysoGb3) in various 
organs, mostly in the vascular endothelium, heart and central nervous 
system.1,2 Classic and more severe manifestations of FD are typically 
experienced by hemizygous males without residual enzyme activity. 
These patients usually present FD characteristic symptoms such as 
neuropathic pain, cornea verticillata and angiokeratoma at a young 
age. Later in the course of the disease, hypertrophic cardiomyopathy, 
cardiac rhythm disturbances, progressive renal failure and stroke are 
frequent manifestations.3 Nonclassical FD, also called late‑onset FD, 
is characterized by a more variable disease course. Patients generally 
have residual enzyme activity and lower levels of LysoGb3, are less 
severely affected and disease manifestations are frequently limited 
to a single organ.4 In heterozygous females symptoms depend on the 
mutation and inactivation profile of the X chromosome (lyonization). 
The spectrum of disease severity ranges from asymptomatic to a severe 
phenotype, similar to those of males with the classic phenotype.5–7 
Diagnosis of FD is made by measuring α‑Gal A activity in plasma, 
leukocytes, dried blood spot or fibroblasts. A confirmative genotype 
analysis should be performed, especially in females since they can 
present a normal enzymatic activity.8,9 The introduction of enzyme 
replacement therapy (ERT) changed the natural history of this disease 
by preventing glycosphingolipids deposition in the organs. Recognition 

of FD before the appearance of clinical findings has become crucial 
to an early diagnosis and treatment.10,11

FD has been considered to be rare, since its original reported inci-
dence was 1:117,000 for the general population. In males, the reported 
affection is from 1 in 40,000 to 1 in 238,000 individuals.12‑14 An accu-
rate estimation of its epidemiology is difficult because FD is clinically 
very heterogeneous and its symptoms tend to be non‑specific and 
often unrecognized.15 However, in certain populations, a greater inci-
dence has been described: 1 in 1,250 births for late‑onset disease and 
1 in 37,000 births for classic phenotype.16‑18 The frequency of FD is 
obviously higher in high‑risk populations, such as those with left ven-
tricular hypertrophy (LVH), stroke and kidney failure requiring dialysis. 
Several studies report frequencies of hemodialysis patients affected 
by FD ranging from 0.11% to 1.2%.3,19‑22

The aims of this study were to search for GLA gene changes in our 
population submitted to dialysis (hemodialysis or peritoneal); to devel-
op the corresponding genealogic tree with a complete family study; 
to establish which patients have a pathogenic mutation with a definitive 
diagnosis of FD, and to assess the clinical indication for ERT.

 � METHODS

The study was initially approved by the ethics committee of the 
local hospital, and written consent was obtained from the patients 
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before the samples were collected. Patients who expressed the 
desire not to participate or those whose inclusion was not deemed 
possible due to their clinical status at the judgment of the physician 
in charge of their treatment, were excluded from the study. Enzy-
matic activity of α‑Gal A and control enzymes acid sphingomyelinase 
and β‑glucoronidase were determined in dried blood spots (DBS). 
Four blood drops from a finger prick were directly applied onto a 
filter paper (filtercard) with 10 spots completely filled, correspond-
ing approximately to 0.5 ml of blood. It was allowed to dry at room 
temperature and stored at 2–4 °C before being centrally processed 
by Centogene AG®. After adding an enzymatic substrate to DBS 
samples and allowing the proper incubation period to pass, the 
micromoles of hydrolyzed substrate per liter of blood per hour, 
units by which GLA activity is expressed, were then calculated 
through fluorometry.23 α‑Gal A activity below the threshold of 2.6 
μmol/L/h was defined as a positive result. Concentration of the 
biomarker lyso‑Gb3 was determined in the DBS by liquid chroma-
tography mass spectrometry (expressed in ng/mL).24 The normal 
range was considered 0.00–1.99 ng/mL. The sequencing of the GLA 
gene was performed by the same laboratory using an amplicon
‑based next‑generation sequencing approach. The amplicons cover 
the entire coding region and the highly conserved exon‑intron splice 
junctions, with a minimum coverage of >20x for every amplicon. 
Missing regions or regions of poor quality were completed with 
classical Sanger sequencing to achieve 100% coverage. The data-
bases used for GLA variant annotation were the Human Gene Muta-
tion Database (HGMD), Genome Aggregation Database (gnomAD), 
Exome Sequencing Project (ESP), 1000Genome project (1000G) and 
CentoMD®.

In male patients with low α‑Gal A activity, a genetic study of the 
GLA gene was performed and in those with normal enzyme activity 
FD was excluded. Heterozygotic females cannot be reliably defined 
by enzymatic analysis since their α‑Gal A activity can range from the 
low level found in affected males to normal level. Therefore, genotype 
was performed for all of our female subjects (Figure 1).

Estimated glomerular filtration rate (eGFR) was determined by the 
Chronic Kidney Disease Epidemiology Collaboration (CKD‑EPI) formula 
in adults and Schwartz equation in children.

Statistical analysis was mainly descriptive. Nominal variables were 
described using frequency tables, and continuous variables were 
described using central tendency and dispersion measures. Pooled 
prevalence of individuals with a GLA gene variant was calculated. The 
level of significance used was α = 0.05 (two‑sided). All data was ana-
lysed using SPSS Statistics® version 23.0.

 � RESULTS

Two patients refused to participate and 10 were excluded on clini-
cal criteria. A total of 72 patients under dialysis, from a single center, 
were screened. Of these, 44 (61.1%) were male, and 28 (38.9%) were 
female, with a median age of 60.5 ± 29 years (range 19–86). Eleven 
patients, corresponding to 15.3% of the study population, were under-
going peritoneal dialysis (PD).

In males submitted to renal replacement therapy (RRT), median 
α‑Gal A activity level was 2.3 ± 18.2 μmol/L/h (range 0.7‑39.3). Of 
these, 56.8% (N = 25) had low α‑Gal A activity and were submitted 
to genetic testing. On the other hand, sequence analysis was carried 
out in all women, with a total of 53 patients genetically screened.

The overall prevalence of GLA gene variants was 5.6% (N=4). Two 
of these patients were under hemodialysis (HD), representing 3.2% 
of this population and 2 were under peritoneal dialysis (PD), 18.2% 
of PD screened patients (Tables I and II). The prevalence of a pathogenic 
genetic variant in the GLA gene was 2.8% (N=2) in our cohort.

Case 1 was a carrier of a heterozygous variant c.937G>T 
(p.Asp313Tyr; D313Y) in exon 6 of GLA gene. Family screening was 
performed in 2 relatives, with 1 positive result (Figure 2).
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Figure 1

Multistep screening process in males and females.
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Figure 2

Pedigree of families 1, 2, 3 and 4 respectively.

 

Table II

Characteristics of positive screened patients

Case 1 2 3 4
Age at onset 54 43 27 50
Type of RRT PD HD PD HD
Etiology of RF Unknown Unknown Unknown Unknown
Medical background Arterial hypertension Arterial hypertension Pre‑eclampsia Arterial hypertension

Referral to nephrology 
department

Referred with stage 5 CKD and 
started RRT the same week.

Referred with stage 4 CKD and 4 
years later initiated RRT.

Referred with stage 3 CKD and 
subnephrotic proteinuria. Started 

RRT 7 years later.

Referred with stage 3 AKI and 
nephrotic range proteinuria. 
Started RRT the same week 

without recovering kidney function.

Clinical findings None

Supraventricular tachycardia;
LV hypertrophy;
MRI T2/FLAIR

hypersignal areas in the 
frontoparietal white matter of 

vascular etiology.

LV hypertrophy;
Hypohidrosis;

Heat intolerance.

Corneal opacities;
Angiokeratoma;

Lacunar cerebral infarcts (CT).

Mutation p.D313Y p.R118C p.M290I p.T194A
Diagnosis of Fabry Disease* No No No Yes

Follow‑up No No Yes
Not maintained as the patient 

suffered sudden death
 

Table I

Patients with a GLA genetic change.

Patient Mutation Gender Age (years)
α‑Gal A activity  

(reference range > 2.6 μmol/L/h)
LysoGb3

(reference range < 1.99 ng/mL)
1 p.D313Y Female 60 – 1.3 
2 p.R118C Female 48 – 1.6
3 p.M290I Female 37 – 1.4
4 p.T194A Female 51 – 4.0 
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In case 2, n heterozygous variant c.352C>T (p.Arg118Cys; R118C) 
in exon 2 of GLA gene was found. Among the 7 relatives tested, 5 had 
the same mutation (Figure 2).

The third case had a heterozygous mutation c.870G>C (p.Met290Ile; 
M290I) in exon 6 of the referred gene, also found in 2 of the 3 family 
members tested (Figure 2). All the genetic changes in cases 1 to 3 
were previously reported in literature.

In the last case, the proband had a heterozygous mutation 
c.580A>G (p.Thr194Ala; T194A) in exon 4 of GLA gene, not previously 
described. The same mutation was present in both the relatives 
screened (Figure 2).

Family screening was performed in a total of 17 subjects, 9 males 
(52.9%) and 8 females (47.1%), with a mean age of 35.8 ± 20 years 
(range 13‑73). Median α‑Gal A activity was 13 ± 10.3 μmol/L/h (range 
0.8‑27.7) in males tested. The prevalence of a GLA gene mutation in 
the family study was 58.8% (Table III).

 � DISCUSSION

p.D313Y was originally reported in 1993 by Eng et al., in a German 
male with a classic phenotype.25 However, the presence of a second 
novel missense mutation, p.G411Y (c.1232G > A in exon 7) was revealed 
with further analysis.26 Thus, it was crucial to determine whether 
p.D313Y was a sequence variant or a disease‑causing lesion. Yasuda 
et al. concluded that p.D313Y mutation is a sequence variant that 
results in about 60% of wild‑type activity in cells, but lower α‑Gal A 
activity in plasma. This phenomenon, called pseudodeficiency, is due 
to mutant enzyme activity being pH dependent: relatively stable at 
acidic pH, but unstable at neutral pH. On the other hand, the presence 
of p.D313Y substitution with another mutation on the same allele 
may further impair the α‑Gal A glycoprotein’s activity or stability.27,28 
D313Y enzyme was analysed in patients with cerebrovascular disease, 
a risk group for FD. In the Belgian Fabry Study (BeFaS) 1.1% of the 
studied population were found to carry the p.D313Y mutation, con-
sistent with the PORTYSTROKE study findings of 1.2% prevalence of 
this allele.29,30 However, the prevalence of this variant in the normal 
population is not clear since it was reported in 0.45% of normal 
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Table III

Family screening results and positive characteristics of the subjects.

Family 
Mutation

Patient
α‑Gal A  

(reference range > 2.6 μmol/L/h)
Lyso‑Gb3

(reference range < 1.99 ng/mL)
Age (years) Gender Clinical History

1
p.D313Y

1.1 – 1.1 23 Female
Drug addiction and attempted suicide in 2010;

eGFR 97.3 ml/min/1.73m2, without proteinuria.

2
p.R118C

2.1 7.5 1.2 22 Male
Bilateral hydrocele at childhood;

Exercise‑associated mild LV hypertrophy;
eGFR 98.9 ml/min/1.73m2, without proteinuria.

2.2 7.2 1.4 46 Male
Occupational medicine: normal echocardiogram;
eGFR 78.4ml/min/1.73m2, without proteinuria.

2.3 – 1.3 23 Female
Asthma;

eGFR 114.2 ml/min/1.73m2, without proteinuria.
2.4 – 1.5 67 Female Without relevant personal history.

2.5 – 1.4 65 Male
Arterial hypertension;

eGFR 77.4 ml/min/1.73m2.

3
p.M290I

3.1 2.8 1.7 73 Male

Osteoporosis;
Arterial hypertension;

eGFR 76.2 ml/min/1.73m2 without proteinuria;
Mild LV hypertrophy.

3.2 – 1.3 12 Female
Abdominal pain of unknown etiology;

eGFR 96 ml/min/1.73m2 without proteinuria.

4
p.T194A

4.1 0.8 59.2 20 Male

Cornea verticillate;
Angiokeratomas;

LV concentric hypertrophy;
Acroparesthesias;

Hypohidrosis;
Heat intolerance;

Pulvinar Signal (brain MRI);
Renal Failure:

*5y: arterial hypertension and nocturnal enuresis
*8y: CKD probably due to vesicoureteral reflux

*12y: started RRT
*21y: kidney transplantation

4.2 ‑ 6.2 28 Female Without relevant personal history.

eGFR – estimated glomerular filtration rate; LV – left ventricle; MRI – magnetic resonance imaging; PD – peritoneal dialysis; HD – hemodialysis; IVS – interventricular septum; y – years old; CKD – chronic 
kidney disease; RRT – renal replacement therapy.
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X‑chromosomes but could not be found in 415 healthy Portuguese 
control subjects.27,30 Newer studies doubted the pathological signifi-
cance of this mutation as there was no evidence of lysosomal substrate 
accumulation in the tissues expressing them. Several experts reported 
p.D313Y as a likely benign, non‑pathogenic polymorphism, included 
in the so‑called Class 2 mutations.10,27,28,31‑33 The pseudodeficient 
α‑Gal A activity in plasma and p.D313Y allele low frequency in the 
normal Caucasian population may lead to the misdiagnosis of FD.

Similarly to p.D313Y, the pathogenicity of the exonic variant p.R118C 
has been controversial. The PORTYSTROKE study identified 3 males and 
3 females carrying the R118C enzyme. However, in its post‑hoc epide-
miological assay, a case‑control analysis was performed between all 
cohort patients aged 45 years or less and healthy adult bone marrow 
donors used as gender and age‑matched controls. The estimated odds 
ratio for the risk of stroke among carriers of p.R118C did not reach 
statistical significance.30 This genetic variant was also identified as a 
pathogenic mutation in screened patients among high‑risk populations 
for FD. However, the studies failed to provide convincing evidence that 
the clinical changes found were attributed to FD beyond reasonable 
doubt.34‑36 More comprehensive and critical studies37,38 showed that 
the mild deficiency of α‑Gal activity associated with p.R118C is not of 
enough magnitude to cause major complications of FD. The assumption 
that it is a pathogenic mutation causing a later‑onset FD phenotype 
was based on theoretical considerations and p.R118C is most likely a 
non‑pathogenic or of low‑pathogenicity exonic variant.18,39,40

p.M290I was first reported as a mutation related to the classic 
form of FD;41 however it is poorly described in the scientific literature. 
Apart from being found in a Brazilian screening of individuals undergo-
ing HD, in a Portuguese study of hypertrophic cardiomyopathy (HCM) 
patients and in a Spanish newborn screening, there is no provided 
evidence of Gb3 and/or LysoGb3 accumulation.42‑44 Thus, the lack of 
evidence of disease activity suggests that the p.M290I mutation is, at 
most, mildly pathogenic.

p.T194A is a new mutation, not previously described in FD data-
bases like the Human Gene Mutation Database (HGMD), International 
Fabry Disease Genotype‑Phenotype Database (dbFGP), the Universal 
Protein Resource (UniProt), Genome Aggregation Database (gnomAD), 
Exome Sequencing Project (ESP), 1000Genome project (1000G), Cen-
toMD® and the International Genome Sample Resource (IGSR).

In all patients, the mutation was discovered during the screening, 
with no apparent previous clinical suspicion of FD. The four cases have 
in common a late referral to nephrology, which made it impossible to 
perform a biopsy and obtain a definitive diagnosis of the kidney disease 
etiology. Hypertensive nephroangiosclerosis can be assumed to be 
the cause of kidney disease in cases 1, 2 and 3. Patients 2 and 3 had 
other changes that can be found in cases with long‑standing hyperten-
sion, such as ventricular hypertrophy and/or ischemic brain injuries. 
The patient with the p.T140A genetic variant started dialysis in the 
context of non‑recovery of an AKI. It can also be assumed that the 
acute injury was a progressive event of a chronic kidney disease already 
present, associated with high blood pressure.

In our study, the prevalence of FD among dialysis patients was 
higher than previously reported. However, there are several 

limitations; namely the small size of our cohort, the uncertainty about 
the pathogenicity of some mutations and the putative etiology of 
the kidney disease in the four patients with a GLA genetic variant.

The recognition of the novel mutation p.T194A is important for 
better knowledge of FD and its spectrum of clinical manifestations. 
Patients carrying this mutation are expected to develop a classic and 
life‑threatening FD phenotype. Two new cases were also determined 
as a result of family screening, for which follow‑up and FD treatment 
can be a future option.

Screening of a dialysis population with a dried blood spot test is 
a simple procedure and might identify patients who remain otherwise 
unrecognized. Even so, since there are no guidelines for successful 
and beneficial screening, it should be carried out with great caution. 
A clinical correlation to assess organ involvement and to identify FD 
manifestations is crucial to avoid a false diagnosis. It is also important 
to establish a correct pedigree and screen relatives in whom progres-
sion of the disease can be detected at an earlier stage.

We encourage screening programs among patients with end‑stage 
renal disease, in order to possibly identify new cases of FD, provide 
specific clinical care and eventually initiate ERT.

Disclosure of potential conflicts of interest: none declared.

References
	 1. 	Smith M. Fabry’s disease: Alpha‑galactosidase deficiency. Science. 1957;167(iii):5‑6.
	 2. 	Brady RO, Gal AE, Bradley RM, Martensson E, Warshaw AL, Laster L. Enzymatic defect in Fabry’s 

disease. Ceramidetrihexosidase deficiency. N Engl J Med. 1967 May 25;276(21):1163‑7. doi: 
10.1056/NEJM196705252762101. PMID: 6023233

	 3. 	Germain DP. Fabry disease. Orphanet J Rare Dis. 2010;5(1):30. doi:10.1186/1750‑1172‑5‑30
	 4. 	Smid BE, Van der Tol L, Biegstraaten M, Linthorst GE, Hollak CEM, Poorthuis BJHM. Plasma glo-

botriaosylsphingosine in relation to phenotypes of fabry disease. J Med Genet. 2015;52(4):262‑268. 
doi:10.1136/jmedgenet‑2014‑102872

	 5. 	Echevarria L, Benistan K, Toussaint A, et al. X‑chromosome inactivation in female patients with 
Fabry disease. Clin Genet. 2016;89(1):44‑54. doi:10.1111/cge.12613

	 6. 	Wilcox WR, Oliveira JP, Hopkin RJ, et al. Females with Fabry disease frequently have major organ 
involvement: Lessons from the Fabry Registry. Mol Genet Metab. 2008;93(2):112‑128. 
doi:10.1016/j.ymgme.2007.09.013

	 7. 	Arends M, Wanner C, Hughes D, et al. Characterization of classical and nonclassical fabry disease: 
A multicenter study. J Am Soc Nephrol. 2017;28(5):1631‑1641. doi:10.1681/ASN.2016090964

	 8. 	Mayes JS, Scheerer JB, Sifers RN, Donaldson ML. Differential assay for lysosomal alpha
‑galactosidases in human tissues and its application to Fabry’s disease. Clin Chim Acta. 
1981;112(2):247‑251. doi:10.1016/0009‑8981(81)90384‑3

	 9. 	Ortiz A, Sanchez‑Niño MD. Diagnóstico y tratamiento de la enfermedad de Fabry. Med Clin (Barc). 
2017;148(3):132‑138. doi:10.1016/j.medcli.2016.09.047

	10. 	Ortiz A, Germain DP, Desnick RJ, et al. Fabry disease revisited: Management and treatment recom-
mendations for adult patients. Mol Genet Metab. 2018;123(4):416‑427. doi:10.1016/j.ymg-
me.2018.02.014

	11. 	Alegra T, Vairo F, de Souza M V., Krug BC, Schwartz I V.D. Enzyme replacement therapy for Fabry 
disease: A systematic review and meta‑analysis. Genet Mol Biol. 2012;35(4 SUPPL.):947‑954. 
doi:10.1590/S1415‑47572012000600009

	12. 	Okur I, Ezgu F, Biberoglu G, et al. Screening for Fabry disease in patients undergoing dialysis for 
chronic renal failure in Turkey: Identification of new case with novel mutation. Gene. 
2013;527(1):42‑47. doi:10.1016/j.gene.2013.05.050

	13. 	Poupětová H, Ledvinová J, Berná L, Dvořáková L, Kožich V, Elleder M. The birth prevalence of 
lysosomal storage disorders in the Czech Republic: Comparison with data in different populations. 
J Inherit Metab Dis. 2010;33(4):387‑396. doi:10.1007/s10545‑010‑9093‑7

	14. 	Meikle PJ, Hopwood JJ, Clague AE, Carey WF. Prevalence of lysosomal storage disorders. J Am Med 
Assoc. 1999;281(3):249‑254. doi:10.1001/jama.281.3.249

	15. 	Shelley ED, Sheelly WB, Kurczynski TW. Painful fingers, heat intolerance, and telangiectases of the 
ear: Easily ignored childhood signs of Fabry disease. Pediatr Dermatol. 1995;12(3):215‑219. 
doi:10.1111/j.1525‑1470.1995.tb00161.x

	16. 	Mechtler TP, Stary S, Metz TF, et al. Neonatal screening for lysosomal storage disorders: Feasibil-
ity and incidence from a nationwide study in Austria. Lancet. 2012;379(9813):335‑341. 
doi:10.1016/S0140‑6736(11)61266‑X

Fabry disease in patients under dialysis: A screening study and identification of a novel mutation



34    Port J Nephrol Hypert 2021; 35(1): 29-34

	17. 	Spada M, Pagliardini S, Yasuda M, et al. High incidence of later‑onset Fabry disease revealed by 
newborn screening. Am J Hum Genet. 2006;79(1):31‑40. doi:10.1086/504601

	18. 	Van Der Tol L, Smid BE, Poorthuis BJHM, et al. A systematic review on screening for Fabry disease: 
Prevalence of individuals with genetic variants of unknown significance. J Med Genet. 2014;51(1):1
‑9. doi:10.1136/jmedgenet‑2013‑101857

	19. 	Nakao S, Kodama C, Takenaka T, et al. Fabry disease: Detection of undiagnosed hemodialysis 
patients and identification of a “renal variant” phenotype. Kidney Int. 2003;64(3):801‑807. 
doi:10.1046/j.1523‑1755.2003.00160.x

	20. 	Kotanko P, Kramar R, Devrnja D, et al. Results of a nationwide screening for Anderson‑Fabry disease 
among dialysis patients. J Am Soc Nephrol. 2004;15(5):1323‑1329. doi:10.1097/01.
ASN.0000124671.61963.1E

	21. 	Bekri S, Enica A, Ghafari T, et al. Fabry disease in patients with end‑stage renal failure: The poten-
tial benefits of screening. Nephron – Clin Pract. 2005;101(1). doi:10.1159/000085709

	22. 	Nishino T, Obata Y, Furusu A, et al. Identification of a novel mutation and prevalence study for 
fabry disease in Japanese dialysis patients. Ren Fail. 2012;34(5):566‑570. doi:10.3109/088602
2X.2012.669300

	23. 	Chamoles N., Blanco M, Gaggioli D. Fabry disease: Enzymatic diagnosis in dried blood spots on 
filter paper. Clin Chim Acta. 2001;308(1‑2):195‑196. doi:10.1016/S0009‑8981(01)00478‑8

	24. 	Nowak A, Mechtler T, Kasper DC, Desnick RJ. Correlation of Lyso‑Gb3 levels in dried blood spots 
and sera from patients with classic and later‑onset Fabry disease. Mol Genet Metab. 
2017;121(4):320‑324. doi:10.1016/j.ymgme.2017.06.006

	25. 	Eng CM, Resnick‑Silverman LA, Niehaus DJ, Astrin KH, Desnick RJ. Nature and frequency of mutations 
in the α‑galactosidase A gene that cause Fabry disease. Am J Hum Genet. 1993;53(6):1186‑1197.

	26. 	Guffon N, Froissart R, Chevalier‑Porst F, Maire I. Mutation analysis in 11 French patients with 
Fabry disease. Hum Mutat. 1998;11(SUPPL 1):288‑290. doi:10.1002/humu.1380110190

	27. 	Yasuda M, Shabbeer J, Benson SD, Maire I, Burnett RM, Desnick RJ. Fabry disease: Characterization 
of α‑galactoslidase A double mutations and the d313y plasma enzyme pseudodeficiency allele. 
Hum Mutat. 2003;22(6):486‑492. doi:10.1002/humu.10275

	28. 	Froissart R, Guffon N, Vanier MT, Desnick RJ, Maire I. Fabry disease: D313Y is an α‑galactosidase 
A sequence variant that causes pseudodeficient activity in plasma. Mol Genet Metab. 
2003;80(3):307‑314. doi:10.1016/S1096‑7192(03)00136‑7

	29. 	Brouns R, Thijs V, Eyskens F, et al. Belgian fabry study: Prevalence of Fabry disease in a cohort of 
1000 young patients with cerebrovascular disease. Stroke. 2010;41(5):863‑868. doi:10.1161/
STROKEAHA.110.579409

	30. 	Baptista MV, Ferreira S, Pinho‑E‑Melo T, et al. Mutations of the GLA gene in young patients with 
stroke: The PORTYSTROKE study‑screening genetic conditions in PORTuguese Young STROKE 
Patients. Stroke. 2010;41(3):431‑436. doi:10.1161/STROKEAHA.109.570499

	31. 	Schiffmann R, Hughes DA, Linthorst GE, et al. Screening, diagnosis, and management of patients 
with Fabry disease: Conclusions from a “Kidney Disease: Improving Global Outcomes” (KDIGO) 
Controversies Conference. Kidney Int. 2017;91(2):284‑293. doi:10.1016/j.kint.2016.10.004

	32. 	Oder D, Üçeyler N, Liu D, et al. Organ manifestations and long‑term outcome of Fabry disease in 
patients with the GLA haplotype D313Y. BMJ Open. 2016;6(4):1‑14. doi:10.1136/bmjopen
‑2015‑010422

	33. 	Gal A, Hughes DA, Winchester B. Toward a consensus in the laboratory diagnostics of Fabry disease 
– Recommendations of a European expert group. J Inherit Metab Dis. 2011;34(2):509‑514. 
doi:10.1007/s10545‑010‑9261‑9

	34. 	Rolfs A, Fazekas F, Grittner U, et al. Acute cerebrovascular disease in the young: The stroke in 
young Fabry patients study. Stroke. 2013;44(2):340‑349. doi:10.1161/STROKEAHA.112.663708

	35. 	Elliott P, Baker R, Pasquale F, et al. Prevalence of Anderson‑Fabry disease in patients with hyper-
trophic cardiomyopathy: The European Anderson‑Fabry Disease Survey. Heart. 2011;97(23):1957
‑1960. doi:10.1136/heartjnl‑2011‑300364

	36. 	Gaspar P, Herrera J, Rodrigues D, et al. Frequency of Fabry disease in male and female haemodi-
alysis patients in Spain. BMC Med Genet. 2010;11(1). doi:10.1186/1471‑2350‑11‑19

	37. 	Ferreira S, Ortiz A, Germain DP, et al. The alpha‑galactosidase A p.Arg118Cys variant does not 
cause a Fabry disease phenotype: Data from individual patients and family studies. Mol Genet 
Metab. 2015;114(2):248‑258. doi:10.1016/j.ymgme.2014.11.004

	38. 	Arends M, Wanner C, Hughes D, et al. Characterization of classical and nonclassical Fabry disease: 
A multicenter study. J Am Soc Nephrol. 2017;28(5):1631‑1641. doi:10.1681/ASN.2016090964

	39. 	Schiffmann R, Swift C, McNeill N, et al. Low frequency of Fabry disease in patients with common 
heart disease. Genet Med. 2018;20(7):754‑759. doi:10.1038/gim.2017.175

	40. 	Gomes C, Camprecios M, Fenollar‑Cortés M, Gallegos‑Vllalobos Á. Family studies. 2016;114(2):248
‑258. doi:10.1016/j.ymgme.2014.11.004.The

	41. 	Shabbeer J, Yasuda M, Benson SD, Desnick RJ. Fabry disease: Identification of 50 novel α‑galactosidase 
A mutations causing the classic phenotype and three‑dimensional structural analysis of 29 missense 
mutations. Hum Genomics. 2006;2(5):297‑309. doi:10.1186/1479‑7364‑2‑5‑297

	42. 	Coutinho M, Neto O, Araújo J, et al. Screening for Fabry disease among dialysis patients in Brazil: 
Findings from the first 18 months of a nationwide study. Br J Med Med Res. 2017;21(1):1‑16. 
doi:10.9734/bjmmr/2017/32156

	43. 	Azevedo O, Gal A, Faria R, et al. Founder effect of Fabry disease due to p.F113L mutation: Clinical 
profile of a late‑onset phenotype. Mol Genet Metab. 2020;129(2):150‑160. doi:10.1016/j.ymg-
me.2019.07.012

	44. 	Colon C, Ortolano S, Melcon‑Crespo C, et al. Newborn screening for Fabry disease in the north
‑west of Spain. Eur J Pediatr. 2017;176(8):1075‑1081. doi:10.1007/s00431‑017‑2950‑8

	45. 	Biegstraaten M, Arngrímsson R, Barbey F, et al. Recommendations for initiation and cessation of 
enzyme replacement therapy in patients with Fabry disease: The European Fabry Working Group 
consensus document. Orphanet J Rare Dis. 2015;10(1). doi:10.1186/s13023‑015‑0253‑6

Correspondence to:
Francisca Gomes da Silva, MD
Hospital Dr. Nélio Mendonça, SESARAM, EPE, Funchal, Portugal
Avenida Luís de Camões nº 57, 9004‑514, Funchal
E‑mail: asilva19@campus.ul.pt

Francisca Gomes da Silva, Nicole Pestana, José Durães, Nuno Guimarães Rosa, Gil Silva


