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SIGNIFICANT ASSOCIATION OF RS13376333 IN KCNN3 ON CHROMOSOME 1Q21 WITH ATRIAL FIBRILLATION IN A TAIWANESE POPULATION 
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Background: It has been demonstrated that there is a heritable component to atrial fibrillation (AF), especially lone AF. A recent population-based, genome-wide association study in individuals of European ancestry demonstrated a significant association of the single nucleotide polymorphism (SNP) rs13376333T in the KCNN3 gene on chromosome 1q21 with lone AF, indicating a common genetic basis for AF. However, the association of this SNP with AF has never been reported in the Asian populations.
Objectives: We sought to replicate the association between SNP rs13376333 or KCNN3 gene and AF in the Taiwanese population.
Methods: We conducted a case-control association study and genotyped SNP rs13376333 in 214 lone AF patients versus 214 matched controls subjects, and 322 structural AF patients versus 322 matched control subjects in a Taiwanese population.
Results: The associations between the minor allele T of SNP rs2200733 and structural or lone AF were significant (Table). In lone AF group, the frequency of the minor allele T of SNP rs13376333 was 8.4% compared with 3.0% in unaffected matched controls (allelic P < 0.001 and odds ratio (OR) = 3.02 [1.54-6.29]). The frequency of the minor allele T of SNP rs13376333 was 6.5% in structural AF patients compared with 3.1% in unaffected matched controls (allelic P = 0.004 and OR = 2.18 [1.23-3.96]). 
Conclusions: Our results demonstrate that there are significant associations between SNP rs13376333 and the risk of developing both lone and structural AF in the Taiwanese population. The minor allele frequency of SNP rs2200733 was much lower in the Taiwanese population compared to that of the Caucasian populations.

	Table. Genotype and allele distributions of the two study populations

	Genotype and allele
	Frequency
	
	P

	
	Lone AF
	Matched controls
	

	CC
	179
	201
	0.001

	CT
	33
	13
	

	TT
	2
	0
	

	C:T
	99.916 : 0.084
	99.970 : 0.030
	0.0005

	
	
	
	

	
	Structural AF
	Matched controls
	

	CC
	283
	302
	0.012

	CT
	36
	20
	

	TT
	3
	0
	

	C:T
	99.935 : 0.065
	99.969 : 0.031
	0.004


