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SCN5A Mutations and the Role of Genetic Background in
the Pathophysiology of Brugada Syndrome

Vincent Probst, MD, PhD; Arthur A.M. Wilde, MD, PhD; Julien Barc, MS; Frederic Sacher, MD;
Dominique Babuty, MD; Philippe Mabo, MD; Jacques Mansourati, MD; Solena Le Scouarnec, PhD;

Florence Kyndt, PharmD, PhD; Cedric Le Caignec, MD, PhD; Pascale Guicheney, PhD;
Laetitia Gouas, PhD; Juliette Albuisson, MD; Paola G. Meregalli, MD; Hervé Le Marec, MD, PhD;

Hanno L. Tan, MD, PhD; Jean-Jacques Schott, PhD

Background—Mutations in SCN5A are identified in '20% to 30% of probands affected by Brugada syndrome (BrS).

However, in familial studies, the relationship between SCN5A mutations and BrS remains poorly understood. The aim

of this study was to investigate the association of SCN5A mutations and BrS in a group of large genotyped families.

Methods and Results—Families were included if at least 5 family members were carriers of the SCN5A mutation, which was

identified in the proband. Thirteen large families composed of 115 mutation carriers were studied. The signature type I ECG

was present in 54 mutation carriers (BrS-ECG1; 47%). In 5 families, we found 8 individuals affected by BrS but with a

negative genotype (mutation-negative BrS-ECG1). Among these 8 mutation-negative BrS-ECG1 individuals, 3, belonging

to 3 different families, had a spontaneous type I ECG, whereas 5 had a type I ECG only after the administration of sodium

channel blockers. One of these 8 individuals had also experienced syncope. Mutation carriers had, on average, longer PR and

QRS intervals than noncarriers, demonstrating that these mutations exerted functional effects.

Conclusions—Our results suggest that SCN5A mutations are not directly causal to the occurrence of a BrS-ECG1 and that

genetic background may play a powerful role in the pathophysiology of BrS. These findings add further complexity to

concepts regarding the causes of BrS, and are consistent with the emerging notion that the pathophysiology of BrS

includes various elements beyond mutant sodium channels. (Circ Cardiovasc Genet. 2009;2:552-557.)
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B rugada syndrome (BrS) is an inherited arrhythmia syn-

drome with an increased risk of sudden death, resulting

from polymorphic ventricular tachycardia and/or ventricular

fibrillation in the absence of gross structural abnormalities.1

BrS is associated with ST-segment elevation in the right

precordial ECG leads, which have such a characteristic shape

(so-called type I ECG, here abbreviated as “BrS-ECG1,” see

Methods) that their presence is required for the diagnosis. A

BrS-ECG1 may occur spontaneously or be provoked by

sodium channel blocking drugs. Although BrS and a BrS-

ECG1 are intimately linked, not all patients with a BrS-

ECG1 are at risk of ventricular fibrillation, as individuals

with a BrS-ECG1 exhibit marked phenotypic variability,

ranging from sudden death victims to individuals in whom a

BrS-ECG1 is found by chance, but who remain asymptom-

atic.2 The phenotypic variability has spawned studies aimed

at finding modifying factors such as gender, age, and other

environmental factors.3,4 Recent experimental studies support

a role of the genetic background, although clinical observa-

tions indicate that the risk of sudden death of a BrS patient is

not increased if otherwise unexplained sudden death has

occurred in his/her family.5,6
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Mutations in the SCN5A gene, which encodes the pore-

forming subunit of the cardiac voltage-gated sodium channel,

are found in 20% to 30% of BrS patients.7,8 Five other genes
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(GPD1L, CACNA1C, CACNB2, SCN1B, and KCNE3) have

been associated with BrS, but the prevalence of variants in

these genes is yet unknown.9–12 SCN5A mutations may also

lead to progressive cardiac conduction defects, long-QT

syndrome type 3, or atrial standstill.13–15 Progressive cardiac

conduction defects and BrS are both associated with a loss of

function of the mutant sodium channel. Accordingly, “over-

lap” families who present a mixed phenotype with features of

both diseases exist.16–18 The causality of SCN5A mutations in

progressive cardiac conduction defects was proven by linkage

analysis.13,16,19 In contrast, SCN5A mutations in BrS were

discovered by a candidate gene approach20 and linkage data

are still lacking, with the exception of a large overlap family

in which the causal mutation is linked with a mixed pheno-

type.21 Of note, not only is the proportion of SCN5A mutation

carriers low, but also, conversely, BrS-ECGs1 were reported

among members of SCN5A-positive BrS families who did not

carry the familial SCN5A mutation.22,23 Clearly, the associa-

tion between BrS and SCN5A mutations is complex. In this

study, we set out to investigate this association in a larger

group of families.

Methods
This retrospective study was conducted at the center of reference for

rare arrhythmic diseases of Nantes University Hospital and at the

Academic Medical Center, University of Amsterdam, in accordance

with the local guidelines for genetic research and with the approval

of the local medical ethics committees. Informed written consent was

obtained from all patients.

Large genotyped BrS families in which 5 or more family members

carried a SCN5A mutation were included for the present investiga-

tion. An individual was defined as affected by BrS if he/she

displayed a BrS-ECG at baseline or after provocation with a class I

antiarrhythmic drug (BrS-ECG1).24 A BrS-ECG1 was defined as a

coved-type ST-segment elevation $0.2 mV at its peak followed

(without isoelectric separation) by a negative T wave in 2 or more

right precordial leads.25 Either intravenous ajmaline (1 mg/kg body

weight at a rate of 10 mg/min) or flecainide (2 mg/kg body weight

in 10 minutes with a maximum of 150 mg) were used for drug

testing. Drug challenge was not performed in patients younger than

16 years of age and in those showing severe conduction defects at

rest. Underlying structural heart disease was excluded by echocar-

diography, chest roentgenogram, and exercise testing. Laboratory

tests excluded acute ischemia and metabolic or electrolyte

disturbances.

ECG parameters that were analyzed, before and after drug testing,

were as follows: heart rate, PQ interval (in lead II), QRS duration,

maximal ST elevation (right precordial leads), and QTc duration in

V4 (Bazett’s formula).

Genetic Analysis
Genomic DNA was extracted from peripheral blood leukocytes using

standard protocols. All 28 exons of SCN5A were amplified by

polymerase chain reaction using intronic primers.26 Polymerase

chain reaction products were screened for a SCN5A mutation using

denaturing high performance liquid chromatography-DNA sequenc-

ing. DNA variants were disease-causing mutations, rather than

polymorphisms, if they were present in highly conserved regions of

SCN5A and absent in 200 control individuals. Annotation of muta-

tions was based on the cDNA reference sequence GenBank

NM_198056. Sequencing of the SCN5A gene was performed in

probands and in all mutation-negative BrS-ECG1 patients.

Statistical Analysis
ECG parameters were compared with Student t test. Clinical data are

expressed as mean value6SD for continuous data or proportions for

categorical data. A probability value ,0.05 was considered significant.

Results

Clinical and Electrocardiographic Results
Among a total of 444 genotyped probands with BrS-ECGs1

in whom molecular screening was conducted in our interna-

tional multicenter database, 118 (26%) carried an SCN5A

mutation. Thirteen of them, each with a different mutation

(Table 1), belonged to large families with $5 SCN5A-

positive members. For this analysis, all the screened members

of these 13 families were included, and they constituted the

study population (n5264; Table 2). A history of sudden

cardiac death at young age was present in 3 families. In the 13

probands, the workup that led to the diagnosis of BrS was

conducted because of (1) unexplained syncopal episode

Table 1. Summary of the Phenotype-Genotype Relationship in the Study Group (n513 Families)

Family

No.

Mutation

(Nucleotide)

Mutation

(Amino Acid)

Mutation

Carriers

Mutation

Positive

BrS-ECG1

Mutation

Positive

Not BrS ECG1

Mutation Positive,

Phenotype

Undetermined

Mutation

Negative

BrS ECG1

Type of

Mutation

A c.612–2A.G … 6 3 3 0 3 Wrong splice

B c.4222G.A p.Gly1408Arg 14 4 9 1 0 Missense27

C c.673C.T p.Arg225Trp 11 4 6 1 0 Missense28

D c.5164A.G p.Asn1722Asp 9 3 5 1 2 Missense

E c.396312T.C … 10 2 8 0 0 Wrong splice16

F c.4145G.T p.Ser1382Ile 9 3 5 1 1 Missense29

G c.2516T.C p.Leu839Pro 5 4 1 0 0 Missense

H c.2254G.A p.Gly752.Arg 6 4 2 0 0 Missense29,30

I c.1983–1993dup p.Ala665GlyfsX16 9 6 2 1 1 Frameshift, stop

J c.1603C.T p.Arg535X 9 5 4 0 0 Non sense29

K c.3667delG p.Ala1223ProfsX7 5 3 2 0 0 Frameshift, stop

L p.1570-Phe1571insIle 11 6 4 1 0 Insertion

M c.481G.A p.Glu161Lys 11 7 4 0 1 Missense23,29

Total 115 54 55 6 8
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(n54); (2) ECG performed because of chest pain (n52); (3)

ECG performed because of palpitations (n52); (4) ECG

performed for other reason (n54); and (5) ECG performed

because of a family history of sudden death (n51). Eleven of

13 probands had a spontaneous BrS-ECG1 (type I), whereas

1 showed a BrS-ECG1 only after drug provocation (family

D; Figure 1). The last proband (family L) suffered from

sudden cardiac death during car racing; his brother also died

during car racing from sudden cardiac death and that second

event initiated familial screening.

Genetic analysis of the probands’ relatives identified a total

of 115 carriers (Figure 1) of the familial SCN5A mutation and

149 mutation negative relatives (mutation negative unaf-

fected individuals not shown in Figure 1). In total, a sponta-

neous BrS-ECG1 was present in 21 of 115 mutation carriers

(18%) and in 3 of the noncarriers. Provocation testing,

performed in 67 mutation carriers and 63 noncarriers, was

positive in 33 additional mutation carriers and in 5 noncarri-

ers. Thus, among carriers of the familial mutation the pen-

etrance of the BrS phenotype increased from 18% at baseline

to 61% after drug testing (54/88 patients). Twenty-five

mutation carriers received an implantable cardioverter/

defibrillator.

At baseline, mutation carriers had, on average, significantly

longer PR (193637 ms versus 162629 ms, P,0.00001) and

QRS intervals (113620 versus 95614 ms, P,0.0001), com-

pared with the noncarriers (Table 2). There was a higher

proportion of patients affected by a first-degree AV block among

carriers (27/115, 23%) than among noncarriers (4/149, 3%,

Table 2. PR and QRS Duration in the 13 Families

(264 Members)

n PR Interval, ms QRS Interval, ms

Mutation positive BrS-ECG1 54 194637 113618

Mutation positive not BrS-ECG1 61 193637 113621

Mutation carriers (total) 115 193637* 113620**

Mutation negative BrS-ECG1 8 158625 94615

Mutation negative not BrS-ECG1 141 162631 94614

Mutation negative subjects (total) 149 162629* 95614**

Total 264

*P,0.00001; **P,0.001

Figure 1. Pedigrees of the 13 SCN5A-related BrS families. Squares represent males and circles represent females. Probands are indicated
by an arrow. Family members affected by the BrS phenotype (BrS-ECG1) before or after provocation challenge are represented with a left-
half filled symbol. Family members affected by progressive cardiac conduction disease are represented with a right half-filled symbol. Muta-
tion carriers without BrS phenotype (mutation negative BrS-ECG2) are in white. Patients with undetermined phenotype are shown with gray
symbol and unknown genotype is indicated by a “?”. Family members carriers of a SCN5A mutation are indicated with 1 and noncarriers
with 2. The noncarriers of the SCN5A mutation but affected by the BrS are circled (mutation negative BrS-ECG1). Patients who underwent
sodium channel blocker testing are indicated with a T. Unaffected mutation-negative individuals are not shown.
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P,0.001) and a higher proportion of patients affected by a

complete right bundle branch block among carriers (23/115,

20%) than among noncarriers (5/149, 3%, P,0.001).

Results in the Families With Individuals Who Had
a BrS-ECG1 but Did Not Carry the Familial
Mutation (Mutation Negative BrS-ECG1)
In 5 of the13 studied families, 8 individuals showed a BrS-

ECG1, but did not carry the familial mutation (mutation

negative BrS-ECG1 individuals; Figure 2). Among them, 3

(each from a different family) had a spontaneous BrS-ECG1,

whereas 5 had a BrS-ECG1 only after drug testing. One was

symptomatic (syncope; d2), whereas the other 7 were asymp-

tomatic (3 men and 4 women). Drugs or factors leading to

acquired Br-ECG1 have been excluded in these 8

individuals.24,31

These 5 families were composed of 44 mutation-positive

and 61 mutation-negative subjects in total (mutation-negative

BrS subjects not shown in Figure 1). Also in this subgroup,

mutation-positive individuals had, on average, significantly

longer PR intervals (180632 ms versus 158625 ms,

P50.001) and QRS durations (107618 ms versus 94615 ms,

P,0.0001) than mutation-negative individuals. Among the

noncarriers of these families, there were no significant dif-

ferences in conduction parameters between the subjects

showing a BrS ECG and the ones without ST segment

elevation (PR: 165618 ms versus 157626 ms, P50.3; QRS:

98614 ms versus 94615 ms, P50.4).

An electrophysiological study was performed in 5 BrS-

ECG nonmutation patients. The mean HV interval was 50 ms.

Ventricular tachyarrhythmias were inducible in 3 (1 with a

spontaneous BrS-ECG and 2 with a BrS-ECG induced by

ajmaline). Signal-averaged ECG was performed in all the

mutation negative BrS-ECG1 patients and was negative in

all. An implantable cardioverter/defibrillator was implanted

in these 3 patients. No arrhythmic event was registered during

a 52642 months follow-up period.

Genetic Analysis in the Mutation Negative
BrS-ECG1 Patients
To make sure that the BrS phenotype identified in these

patients was not related to another mutation of the SCN5A

gene, we have performed a complete sequencing of the

SCN5A gene. This sequencing failed to identify any mutation.

Discussion
We set out to investigate the association between the occur-

rence of a BrS-ECG1 and carriership of a SCN5A mutation.

For this purpose, we studied 13 families with BrS-ECGs1 in

whom at least 5 family members carried the familial SCN5A

mutation. We found that this association is complex, because

BrS-ECGs1 were only found in 18% of mutation carriers at

baseline and in 61% after drug testing, and conversely, 8

individuals had a BrS-ECG, but did not carry the familial

mutation.

These observations may suggest that carriership of a SCN5A

mutation is not causal to the occurrence of a BrS-ECG1.

Historically, the putative role of SCN5A mutations in BrS is

derived from the identification of loss-of-function mutations

in many BrS syndrome patients throughout the world.20 In

general, affected families are small, and genetic linkage data

are lacking, with exception of a large family with an overlap

syndrome where a sodium channel mutation cosegregated

with a complex phenotype.21 If gene-negative, phenotype-

positive patients (as present in 5 of these 13 families) would

have been found in the initial years of the genotyping efforts

in this disease entity, a causal role for SCN5A would have

been probably refuted. Biophysical (patch-clamp) studies of

the aberrant gene products (cardiac sodium channels) have

consistently demonstrated that their altered functional prop-

erties are compatible with the BrS phenotype.32 All BrS-

associated SCN5A mutants reported at present exhibit net

loss-of-function which is generally regarded as the inciting

pathophysiological mechanism of BrS (yet, whether reduced

sodium channel function acts by exacerbating spatial inho-

mogeneities in depolarization or in repolarization to cause the

signature ST elevations of BrS is still controversial).29

Among mutations found in our 13 families (Table 1), 2

mutations introduce wrong splice sites (c.612 to 2A.G and

c.396312T.C), 2 are frameshift mutations (c.3816delG and

c.1983 to 1993dup), 1 mutation introduces a premature stop

codon (p.Arg535X), and 1 mutation causes an in-frame

insertion (p.1570- Phe1571insIle). These mutations are all

likely to produce nonfunctional sodium channels as usually

identified in the BrS. The 7 remaining mutations are missense

mutations, 4 of which have been biophysically studied

(p.Glu161Lys,23,30 p.Gly752Arg,27,30 p.Gly1408Arg,28 and

p.Arg225Trp33) and have shown to produce a strong decrease

in peak sodium current. Although no functional data are

available for the remaining 3 missense mutations

(p.Ser1382Ile, p.Leu839Pro, and p.Asn1722Asp), we found

that mutation carriers have, on average, longer PR intervals

and QRS durations than noncarriers. These findings are

consistent with previous reports17,30 and suggest that the

mutant channels produce less sodium current, as sodium

current reduction causes cardiac conduction slowing. Thus,

Figure 2. Electrocardiographic patterns in
the mutation negative members affected by
the BrS phenotype (mutation negative BrS-
ECG1). Only leads V1 and V2 are reported
for each patient. Patients a1, a2, and m1 had
a spontaneous BrS phenotype, and the ECG
presented here has been recorded before
sodium channel blocker challenge, whereas a
type 1 BrS-ECG was revealed after sodium
channel blocker administration in patients a3,
d1, d2, f1, and i1 (ECGs were recorded at
maximum dose of sodium channel blocker).
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the apparent lack of association between carriership of a

SCN5A variant and a BrS-ECG1, as observed in our study

population, cannot be explained by the fact that these SCN5A

variants are no disease-causing mutations. There is also no

reason to believe that the subjects with BrS-ECG1, who do

not carry the familial SCN5A mutation, have no true BrS.

Indeed, among the genotype-negative phenotype-positive pa-

tients, 3 in 3 different families had a spontaneous BrS-

ECG1, whereas 5 had a BrS-ECG1 only after sodium

channel blockers. We have found no other clinical abnormal-

ities to explain the electrocardiographic aspect of BrS. One of

these individuals was symptomatic with syncope before the

study. Finally, the electrophysiological study induced ventric-

ular fibrillation in 3 of these 5 patients, as previously reported

in BrS.8,34,35

A novel notion to emerge from our observation that some

patients have a BrS-ECG1, but do not carry the familial

SCN5Amutation, is that modulating factors within the studied

families (genetic background) are sufficiently powerful to

evoke a BrS-ECG1. These observations are in line with

emerging experimental studies, which indicate that disparate

genetic backgrounds confer disparate susceptibilities to the

effects of a single loss-of-function mutant sodium channel.6

Clearly, the relevant elements in the genetic background may

encompass all proteins and molecules that play a role in the

pathophysiology of BrS. For instance, such genes may

include not only those that encode ion channel subunits but

also those that encode molecules that modify cardiac struc-

ture (eg, fibrosis), thereby facilitating arrhythmias. Hence, it

seems conceivable that the genetic background in some

families is so strongly conducive to the occurrence of a

BrS-ECG1 that a BrS-ECG1 occurs even in the absence of

a SCN5A mutation or drug provocation (spontaneous BrS-

ECG1). This might point to the fact that a loss-of-function

SCN5A mutation, on its own, might not be sufficient to cause

BrS but could act like a revelatory factor as sodium channel

blocker challenge.

Limitations
All the genes known to be involved in the occurrence of the

BrS have not been sequenced. Then it is possible that other

gene mutations are responsible for the Brugada within the

families presented in the study. A provocation testing has not

been performed in all the family members, and then it is

possible that we have underestimated the frequency of the

BrS within these families.

Conclusion
We provide novel clinical evidence to suggest that genetic

background may play a powerful role in the pathophysiology

of BrS. These findings add further complexity to concepts

regarding the causes of BrS and are consistent with the

emerging notion that the pathophysiology of BrS includes

various elements beyond mutant sodium channels that pro-

duce reduced sodium current.
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Cardiovasculaire (PhD grant to J.B.).

Disclosures
None.

References
1. Brugada P, Brugada J. Right bundle branch block, persistent ST segment

elevation and sudden cardiac death: a distinct clinical and electrocardio-

graphic syndrome. A multicenter report. J Am Coll Cardiol. 1992;20:

1391–1396.

2. Antzelevitch C, Brugada P, Brugada J, Brugada R, Shimizu W, Gussak I,

Perez Riera AR. Brugada syndrome: a decade of progress. Circ Res.

2002;91:1114–1118.

3. Benito B, Sarkozy A, Mont L, Henkens S, Berruezo A, Tamborero D,

Arzamendi D, Berne P, Brugada R, Brugada P, Brugada J. Gender

differences in clinical manifestations of Brugada syndrome. J Am Coll

Cardiol. 2008;52:1567–1573.

4. Di Diego JM, Cordeiro JM, Goodrow RJ, Fish JM, Zygmunt AC, Perez

GJ, Scornik FS, Antzelevitch C. Ionic and cellular basis for the predom-

inance of the Brugada syndrome phenotype in males. Circulation. 2002;

106:2004–2011.

5. Gehi AK, Duong TD, Metz LD, Gomes JA, Mehta D. Risk stratification

of individuals with the Brugada electrocardiogram: a meta-analysis.

J Cardiovasc Electrophysiol. 2006;17:577–583.

6. Remme C, Engelen M, Van Brunschot S, van Ginneken AC, Belterman

CN, van Rijen HV, Wilde A, Veldkamp MW, de Bakker JM, Bezzina C.

Severity of conduction disease and development of cardiac structural

abnormalities in sodium channel disease depends on genetic background.

Heart Rhythm Society Meeting. 2007;4:S60.

7. Priori SG, Napolitano C, Gasparini M, Pappone C, Della Bella P,

Brignole M, Giordano U, Giovannini T, Menozzi C, Bloise R, Crotti L,

Terreni L, Schwartz PJ. Clinical and genetic heterogeneity of right bundle

branch block and ST-segment elevation syndrome: a prospective eval-

uation of 52 families. Circulation. 2000;102:2509–2515.

8. Eckardt L, Probst V, Smits JP, Bahr ES, Wolpert C, Schimpf R, Wichter

T, Boisseau P, Heinecke A, Breithardt G, Borggrefe M, LeMarec H,

Bocker D, Wilde AA. Long-term prognosis of individuals with right

precordial ST-segment-elevation Brugada syndrome. Circulation. 2005;

111:257–263.

9. London B, Michalec M, Mehdi H, Zhu X, Kerchner L, Sanyal S,

Viswanathan PC, Pfahnl AE, Shang LL, Madhusudanan M, Baty CJ,

Lagana S, Aleong R, Gutmann R, Ackerman MJ, McNamara DM, Weiss

R, Dudley SC Jr. Mutation in glycerol-3-phosphate dehydrogenase 1 like

gene (GPD1-L) decreases cardiac Na1 current and causes inherited

arrhythmias. Circulation. 2007;116:2260–2268.

10. Antzelevitch C, Pollevick GD, Cordeiro JM, Casis O, Sanguinetti MC,

Aizawa Y, Guerchicoff A, Pfeiffer R, Oliva A, Wollnik B, Gelber P,

Bonaros EP Jr, Burashnikov E, Wu Y, Sargent JD, Schickel S, Ober-

heiden R, Bhatia A, Hsu LF, Haissaguerre M, Schimpf R, Borggrefe M,

Wolpert C. Loss-of-function mutations in the cardiac calcium channel

underlie a new clinical entity characterized by ST-segment elevation,

short QT intervals, and sudden cardiac death. Circulation. 2007;115:

442–449.

11. Watanabe H, Koopmann TT, Le Scouarnec S, Yang T, Ingram CR, Schott

JJ, Demolombe S, Probst V, Anselme F, Escande D, Wiesfeld AC,

Pfeufer A, Kaab S, Wichmann HE, Hasdemir C, Aizawa Y, Wilde AA,

Roden DM, Bezzina CR. Sodium channel beta1 subunit mutations asso-

ciated with Brugada syndrome and cardiac conduction disease in humans.

J Clin Invest. 2008;118:2260–2268.

556 Circ Cardiovasc Genet December 2009

 by guest on December 3, 2013http://circgenetics.ahajournals.org/Downloaded from 



12. Delpon E, Cordeiro JM, Nunez L, Thomsen PE, Guerchicoff A, Pollevick

GD, Wu Y, Kanters JK, Larsen CT, Burashnikov E, Christiansen M,

Antzelevitch C. Functional effects of kcne3 mutation and its role in the

development of Brugada syndrome. Circ Arrhythm Electrophysiol. 2008;

1:209–218.

13. Schott JJ, Alshinawi C, Kyndt F, Probst V, Hoorntje TM, Hulsbeek M,

Wilde AA, Escande D, Mannens MM, Le Marec H. Cardiac conduction

defects associate with mutations in SCN5A. Nat Genet. 1999;23:20–21.

14. Benson DW, Wang DW, Dyment M, Knilans TK, Fish FA, Strieper MJ,

Rhodes TH, George AL Jr. Congenital sick sinus syndrome caused by

recessive mutations in the cardiac sodium channel gene (SCN5A). J Clin

Invest. 2003;112:1019–1028.

15. Wang Q, Shen J, Splawski I, Atkinson D, Li Z, Robinson JL, Moss AJ,

Towbin JA, Keating MT. SCN5A mutations associated with an inherited

cardiac arrhythmia, long QT syndrome. Cell. 1995;80:805–811.

16. Probst V, Kyndt F, Potet F, Trochu JN, Mialet G, Demolombe S, Schott

JJ, Baro I, Escande D, Le Marec H. Haploinsufficiency in combination

with aging causes SCN5A-linked hereditary Lenegre disease. J Am Coll

Cardiol. 2003;41:643–652.

17. Probst V, Allouis M, Sacher F, Pattier S, Babuty D, Mabo P, Mansourati

J, Victor J, Nguyen JM, Schott JJ, Boisseau P, Escande D, Le Marec H.

Progressive cardiac conduction defect is the prevailing phenotype in

carriers of a Brugada syndrome SCN5A mutation. J Cardiovasc Electro-

physiol. 2006;17:270–275.

18. Six I, Hermida JS, Huang H, Gouas L, Fressart V, Benammar N, Hainque

B, Denjoy I, Chahine M, Guicheney P. The occurrence of Brugada

syndrome and isolated cardiac conductive disease in the same family

could be due to a single SCN5A mutation or to the accidental association

of both diseases. Europace. 2008;10:79–85.

19. Royer A, van Veen TA, Le Bouter S, Marionneau C, Griol-Charhbili V,

Leoni AL, Steenman M, van Rijen HV, Demolombe S, Goddard CA,

Richer C, Escoubet B, Jarry-Guichard T, Colledge WH, Gros D, de

Bakker JM, Grace AA, Escande D, Charpentier F. Mouse model of

SCN5A-linked hereditary Lenegre’s disease: age-related conduction

slowing and myocardial fibrosis. Circulation. 2005;111:1738–1746.

20. Chen Q, Kirsch GE, Zhang D, Brugada R, Brugada J, Brugada P, Potenza

D, Moya A, Borggrefe M, Breithardt G, Ortiz-Lopez R, Wang Z, Ant-

zelevitch C, O’Brien RE, Schulze-Bahr E, Keating MT, Towbin JA,

Wang Q. Genetic basis and molecular mechanism for idiopathic ventric-

ular fibrillation. Nature. 1998;392:293–296.

21. Bezzina C, Veldkamp MW, van Den Berg MP, Postma AV, Rook MB,

Viersma JW, van Langen IM, Tan-Sindhunata G, Bink-Boelkens MT, van

Der Hout AH, Mannens MM, Wilde AA. A single Na(1) channel

mutation causing both long-QT and Brugada syndromes. Circ Res. 1999;

85:1206–1213.

22. Hong K, Berruezo-Sanchez A, Poungvarin N, Oliva A, Vatta M, Brugada

J, Brugada P, Towbin JA, Dumaine R, Pinero-Galvez C, Antzelevitch C,

Brugada R. Phenotypic characterization of a large European family with

Brugada syndrome displaying a sudden unexpected death syndrome

mutation in SCN5A. J Cardiovasc Electrophysiol. 2004;15:64–69.

23. Smits JP, Koopmann TT, Wilders R, Veldkamp MW, Opthof T, Bhuiyan

ZA, Mannens MM, Balser JR, Tan HL, Bezzina CR, Wilde AA. A

mutation in the human cardiac sodium channel (E161K) contributes to

sick sinus syndrome, conduction disease and Brugada syndrome in two

families. J Mol Cell Cardiol. 2005;38:969–981.

24. Antzelevitch C, Brugada P, Borggrefe M, Brugada J, Brugada R, Corrado

D, Gussak I, LeMarec H, Nademanee K, Perez Riera AR, Shimizu W,

Schulze-Bahr E, Tan H, Wilde A. Brugada syndrome: report of the

second consensus conference. Heart Rhythm. 2005;2:429–440.

25. Wilde AA, Antzelevitch C, Borggrefe M, Brugada J, Brugada R, Brugada

P, Corrado D, Hauer RN, Kass RS, Nademanee K, Priori SG, Towbin JA.

Proposed diagnostic criteria for the Brugada syndrome. Eur Heart J.

2002;23:1648–1654.

26. Wang Q, Li Z, Shen J, Keating MT. Genomic organization of the human

SCN5A gene encoding the cardiac sodium channel. Genomics. 1996;

34:9–16.

27. Shimizu W. Acquired forms of Brugada syndrome. In: Antzelevitch C,

ed. The Brugada Syndrome: From Bench to Bedside. Oxford, UK:

Blackwell Futura; 2004:166–177.

28. Antzelevitch C, Brugada P, Brugada J, Brugada R. Brugada syndrome:

from cell to bedside. Curr Probl Cardiol. 2005;30:9–54.

29. Meregalli PG, Wilde AA, Tan HL. Pathophysiological mechanisms of

Brugada syndrome: depolarization disorder, repolarization disorder, or

more? Cardiovasc Res. 2005;67:367–378.

30. Smits JP, Eckardt L, Probst V, Bezzina CR, Schott JJ, Remme CA,

Haverkamp W, Breithardt G, Escande D, Schulze-Bahr E, LeMarec H,

Wilde AA. Genotype-phenotype relationship in Brugada syndrome: elec-

trocardiographic features differentiate SCN5A-related patients from non-

SCN5A-related patients. J Am Coll Cardiol. 2002;40:350–356.

31. Potet F, Mabo P, Le Coq G, Probst V, Schott JJ, Airaud F, Guihard G,

Daubert JC, Escande D, Le Marec H. Novel brugada SCN5A mutation

leading to ST segment elevation in the inferior or the right precordial

leads. J Cardiovasc Electrophysiol. 2003;14:200–203.

32. Kyndt F, Probst V, Potet F, Demolombe S, Chevallier JC, Baro I, Moisan

JP, Boisseau P, Schott JJ, Escande D, Le Marec H. Novel SCN5A

mutation leading either to isolated cardiac conduction defect or Brugada

syndrome in a large French family. Circulation. 2001;104:3081–3086.

33. Bezzina CR, Rook MB, Groenewegen WA, Herfst LJ, van der Wal AC,

Lam J, Jongsma HJ, Wilde AA, Mannens MM. Compound heterozy-

gosity for mutations (W156X and R225W) in SCN5A associated with

severe cardiac conduction disturbances and degenerative changes in the

conduction system. Circ Res. 2003;92:159–168.

34. Priori SG, Napolitano C, Gasparini M, Pappone C, Bella PD, Giordano U,

Bloise R, Giustetto C, De Nardis R, Grillo M, Ronchetti E, Faggiano G,

Nastoli J. Natural history of Brugada syndrome: insights for risk strati-

fication and management. Circulation. 2002;105:1342–1347.

35. Brugada P, Geelen P, Brugada R, Mont L, Brugada J. Prognostic value of

electrophysiologic investigations in Brugada syndrome. J Cardiovasc

Electrophysiol. 2001;12:1004–1007.

CLINICAL PERSPECTIVE
This study focused on the complexity of the genetic background in Brugada syndrome (BrS). Mutations in SCN5A are

present in '20% to 30% of probands affected by BrS. However, in familial studies, the relationship between SCN5A

mutations and BrS remains to be demonstrated. In this investigation, Probst et al investigated the relationship between the

presence of SCN5A mutations and BrS ECG in 13 families in which the proband and at least 4 other family members were

carriers of a SCN5A mutation. The authors demonstrated that the penetrance of the BrS is low. We also confirmed that

mutation carriers had, on average, longer PR and QRS intervals than noncarriers, demonstrating that these mutations

exerted functional effects. The major finding of this investigation is that in 5 of these 13 families, 8 family members

affected by BrS were not carriers of the SCN5A mutation. These observations suggest that SCN5A mutations probably act

as a major modulating factor revealing the syndrome, but it is likely that other factors like the genetic background play an

important role in the occurrence of the disease. Overall, these results indicate that BrS is not a monogenic mendelian

disease but probably an oligogenic disease. The low penetrance of the disease and the presence of so-called phenocopies

demonstrated that there may not be a direct link between the presence of the SCN5A mutations and BrS. These results have

to be taken in account for the genetic counseling of the patients.
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