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Supplemental Figure 2. Multimarker risk score for AF based on combined rs2200733, rs17570669, and rs3853445 genotypes, stratified by 
prevalent or incident AF status. 
 
The meta-analyzed relative risk of AF for each multimarker combination of rs2200733, rs17570669, and rs3853445 genotypes relative to the most common 
multimarker combination are shown. Only multimarker combinations with an average sample frequency of ≥ 0.2% are displayed, though the effects are adjusted 
for all potential combinations, as well as age, sex, and hypertension, or sex only (CCAF). Subjects with incomplete genotypes were not included. Risk alleles for 
AF were the T allele for rs2200733, the A allele for rs17570669, and the T allele for rs3853445. Samples with prevalent AF included MGH, AFNET, CCAF, CHS, 
and RS. Samples with incident AF included ARIC and RS. Relative risks correspond to odds ratios (prevalent AF) and hazard ratios (incident AF). 
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Supplemental Figure 3. Phylogenetic conservation at the chromosome 4q25 locus. 
 
Pairwise alignment of genomic sequences of 16 mammalian and vertebrate species to the human genome (hg18) are plotted 
between positions 111,728,759-112,034,944 at the chromosome 4q25 locus. Blue peaks correspond to regions of high sequence 
conservation, and are reflected in the multi-species alignment in green. Pale yellow lines indicate uncertainty in the genomic 
sequence. Three isoforms of PITX2 are displayed on the plot. SNPs tagging distinct AF susceptibility signals are indicated. Plot 
generated using the UCSC genome browser.8  
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