Supplementary Figure 1. Strategy for discovery and replication in the genome-wide association study.
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1: A Taqman probe for rs12827056 was unable to be designed, hence no further investigation was possible





2: For 4q23 variants rs1229984, rs1573496 & rs698 the replication phase excluded the Latin American (SA) study as data for these three variants has been published previously
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Discovery





Top 20 variants selected for replication1


	p <10-5 overall - 12 variants


	p <10-4 non-synonymous variants - 5 variants


	p <10-7 restricted analysis - 2 variants


	(UADT cancer subsites, heavy drinking/smoking)


	rs1229984 ADH1b candidate gene - 1 variant











6,545 cases 7,892 controls2


Thirteen studies


19 genetic variants








2,091 cases 8,334 controls


Two studies


294,620 genetic variants





























