Suplementary table 1. Genotype distributions of the P86L variant in HADHSC.
	
	HS1
	
	HS2
	
	DK1
	
	DK2
	

	
	NGT
	T2DM
	NGT
	T2DM
	NGT
	T2DM
	NGT
	T2DM

	CC
	213 (82.3)
	181 (86.3)
	240 (84.8)
	258 (86.9)
	431 (81.8)
	524 (86.9)
	3753 (84.8)
	630 (83.3)

	CT
	44   (16.9)
	29   (13.7)
	40   (14.1)
	39   (13.1)
	95   (18.0)
	76   (12.6)
	649 (14.6)
	121 (16.0)

	TT
	2     (0.8)
	0
	3     (1.1)
	0
	1     (0.2)
	3     (0.5)
	27   (0.6)
	5     (0.7)

	P trend
	
	0.14
	
	0.23
	
	0.11
	
	0.96

	P rec
	
	0.62
	
	0.50
	
	0.32
	
	0.88

	P dom
	
	0.18
	
	0.37
	
	0.06
	
	0.84


P values obtained after logistic regression with adjustment for differences in age and gender assuming different models. 

P trend (CC versus CT versus TT); P rec is a recessive model (CC+CT versus TT); P dom is a dominant model (CC versus CT+TT).
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Shows the results of the analysis of the HAPMAP CEPH data (

www.hapmap.org

) using 

Haploview

software.
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Supplementary table 2: Odds ratio (95% CI) for 

HADHSC 

P86L variant

and T2DM for individual case

-

control studies and all studies combined.
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