
Supplementary Figure Legend 

Supplementary Figure. The relationship between allele frequency and effect size in common 
diseases such as AF. KCNQ1, LMNA, and SCN5A are examples of 3 genes discovered by 
linkage analysis to possess monogenic causes of AF. 1q21, 4q25, and 16q22 are AF 
susceptibility loci discovered by GWAS which possess a small individual effect size (OR<2), but 
combine with thousands of other common variants across the genome to contribute greater 
effect for development of AF. 

 

Supplementary Table I. Evaluation of AF in an inherited arrhythmia clinic focuses on 
historical features to suggest overlapping cardiomyopathy and arrhythmia syndromes. 
SOB- shortness of breath. DOE- dyspnea on exertion. VT/VF- ventricular tachycardia/ventricular 
fibrillation. ICD- implantable cardioverter defibrillator.  

Supplementary Table II. Genetic loci associated with AF discovered using linkage 
analysis in families with AF. AV- atrioventricular. VT- ventricular tachycardia. PMID- Pubmed 
reference identification number.67, 69, 72, 146-149 

 

 








