Figure S1. Rations of single nucleotide variations (SNVs) overlapping with known polymorphisms in various ethnic backgrounds
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SNVs of eight unrelated individuals with AHC were compared with known polymorphisms of dbSNP (http://www.ncbi.nlm.nih.gov/projects/SNP/); 1000 Genomes project (http://www.1000genomes.org/), NHLBI Exome Sequencing Project (ESP: http://evs.gs.washington.edu/EVS/), Personal Genome Project 10 (PGP-10: http://www.personalgenomes.org/pgp10.html), six Asian (including a Chinese 
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, a Korean 
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 and four Japanese: http://www.1000genomes.org/), five individuals of European descent (Watson [3], Venter 
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, Quake 5[]
 and NA12878 & NA07022: http://www.1000genomes.org/) and two Africans (NA19240 & NA18507: http://www.1000genomes.org/). The ratios of non-overlapping variations in these patients are comparable to those of Asian or Japanese populations.
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