Supplementary information, Figure S1

nonsense(41/613) | T
missense(1,470/30,25¢) Y 'Y

nearGene-5(751/26,635)
cds-synon(430/21,813) [ EEYY]
UTR-3(514/31,554) (RN E]
nearGene-3(250/30,486)
intron(9,991/1,513,855) [IIRYAA

intergenic(12,303/2,365,927) IR

0 1 2 3 4 5 6 7 8
Percentage of TAS in HapMap3

Figure S1. The percentage of TASs in GWASdb and in HapMap3 for different types of
genetic variants. A total of 25872 TASs collected from GWASdb with P-value < 1.0 x 10
were mapped into reference genome (hgl9) and were compared with the HapMap3
dataset. The likelihood of disease associations for each type of genetic variants (such as
nonsense and missense) was estimated.



