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Additional	Tables.	
	
	
	
Table	S1.	Cohort	summary	information	

	
	
Table	S2.	Summary	information	for	each	GWAS	performed	in	the	discovery	step.	
	
		 Model	 N.	SNPs	 λ	

INGI-FVG	
addittive	 6476444	 1	
dominant	 7049692	 1.01	
recessive	 3692733	 1	

INGI-CARL	
addittive	 9114185	 0.99	
dominant	 9022767	 0.99	
recessive	 5413630	 1.02	

	
	
	
	
	
	
	
	
	
	
	
	

		 N	 Age	
mean(sd)	 %	Man	 Coffee	consumption	

cups/day	mean	(sd)	
INGI-CARL	 370	 46	(16)	 41.9	 1.9	(1.6)	
INGI-FVG	 843	 47.5	(14.8)	 41.5	 2.3(1.6)	

ERF	 1713	 47.5	(12.8)	 46.5	 5.8	(3.6)	



Table	S.3	Kendall	Tau	between	the	association	pattern	of	coffee	and	the	eQTL	
pattern	in	each	of	the	Gtex	database	tissue.	
	
	
Tissue	 Kendall	τ	

Adipose	Subcutaneous	 -0.27	
Artery	Aorta	 -0.44	
Artery	Tibial	 -0.55	
Cells	Transformed	fibroblasts	 -0.38	
Esophagus	Mucosa	 -0.61	
Esophagus	Muscularis	 -0.52	
Heart	Left	Ventricle	 -0.44	
Lung	 -0.52	
Muscle	Skeletal	 -0.52	
Nerve	Tibial	 -0.49	
Skin	Sun	Exposed	Lower	leg	 -0.32	
Stomach	 -0.43	
Thyroid	 -0.39	
Whole	Blood	 -0.32	
	 	
	


