
Suppl 1. List of reported pancreatic cancer genetic risk factors from genome-wide association 

studies and their allele frequencies in different populations sourced from NCBI’s dbSNP 1000 

genome data 

Reference study 
Variant 

reported 

Frequency in 

Europeans  

Frequency in 

Asians 

Frequency in 

Africans 

Amundadottir L et al [1] rs505922C 0.346 0.445 0.352 

Petersen GM et al [2] rs9543325C 

rs401681T 

0.376 

0.436 

0.435 

0.328 

0.883 

0.588 

Low SK et al [3] rs9502893G* 

rs708224A 

0.000 

0.414 

0.000 

0.599 

0.000 

0.638 

Wolpin BM et al [4] rs6971499T 

rs7190458A 

rs9581943A 

rs16986825T 

rs2736098C 

rs1561927T 

0.852 

0.044 

0.411 

0.158 

0.729 

0.729 

0.957 

0.048 

0.31 

0.399 

0.583 

0.941 

0.832 

0.254 

0.122 

0.047 

0.886 

0.418 

Childs EJ et al [5] rs17688601C 

rs9854771G 

rs11655237T 

rs1486134G 

0.735 

0.636 

0.103 

0.279 

0.951 

0.858 

0.165 

0.402 

0.929 

0.731 

0.167 

0.175 

Zhang M et al [6] rs2816938A 

rs10094872T 

rs35226131C 

0.239 

0.39 

0.964 

0.093 

0.134 

1.00 

0.813 

0.299 

0.984 

Klein AP et al [7] rs13303010G 

rs2941471G 

rs4795218A 

rs1517037T 

0.104 

0.412 

0.23 

0.183 

0.25 

0.536 

0.474 

0.162 

0.686 

0.116 

0.054 

0.304 

Lin Y et al [8] rs78193826T 0.0005 0.085 0.001 

*Reported in Japanese. Variants in bold font are variants examined in this study. 
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