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SUNDS BrS
Without apparent 
structural heart 
disease

Yes Yes

M a l e 
predominance

Yes Yes

Age presentation 
predominance

Young adult Young adult

Predominant time 
of events

N o c t u r n a l s l e e p 
predominance

Nocturnal sleep 
predominance

H i g h e s t 
geographic area 
prevalence

Southeast Asia Southeast Asian: 
epidemiology

E C G p a t t e r n 
phenotype

Type 1 or 2 BrP
(Nademanee K,1997.)

Type 1 or 2 BrP

Even t t r i gge rs 
after large meals, 
especial ly wi th 
f o o d s r i c h i n 
carbohydrates

Yes Yes: Positive full 
s t o m a c h t e s t . 
(Takanori Ikeda 
2006)

Fever Predispose to trigger 
events

P r e d i s p o s e t o 
trigger events

Genotype Allelic Allelic. Currently is 
n o t p o s s i b l e 
considered both 
equal entities.
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Positive Family 
history

Rare 4 0 % o f c a s e s : 
Possible different 
degrees of genetic 
and environmental 
contribution to the 
2 disorders

M u t a t i o n 
presence

8 % »30%

D e s m o p l a k i n 
( D S P ) g e n e 
mutation(Qianhao 
Zhao 2016)

P o s s i b l e . I n t h e 
southern Chinese Han 
population,

ABCC9, AKAP9, 
CACNA1C, 
CACNA2D1, 
CACNB2, DSG2, 
GPD1L, HCN4, 
KCND2, KCND3, 
KCNE3, KCNE5, 
KCNH2, KCNJ8, 
MOG1, PKP2, 
RANGRF, SCN5A, 
SCN10A, SCN1B, 
SCN2B, SCN3B, 
SEMA3A, TRPM4.    
(genetic 
discrepancy)


