
Table	  S3	  Allele	  frequency	  of	  P155L	  in	  populations	  of	  European	  ancestry	  
 
Cohort Population Sample size MAF (%) 
CHARGEa European/European American 40102 0.03 
ESPb European/European American 8595 0.06 
ExACc European (non-Finnish) 66720 0.03 
ExACc Finland 8654 0.00 
ADGC US (European American) 14349 0.02 
GERAD UK and Germany 7234 0.06 
Generation Scotland Scotland, UK 20240 0.04 
GLACIER Sweden 965 0.00 
DIABNORD Sweden 928 0.00 
FIA3 Sweden 2657 0.00 
Finrisk Finland 15929 0.00 
a All, except AGES, European American cohorts who participated in the CHARGE exome chip genotyping included in 
MAF estimation regardless of phenotype availability [1]. 
b Exome Variant Server, NHLBI GO, Exome Sequencing Project (ESP), Seattle, WA (URL: 
http://evs.gs.washington.edu/EVS) [release ESP6500SI-V2, accessed September 2 2015] 
c Exome Aggregation Consortium (ExAC) [2], Cambridge, MA (URL: http://exac.broadinstitute.org) [Version 0.3, 
accessed February 16 2016)]. 
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