Supplementary Table 1 β coefficient and C statistic of each model to discriminate gout
	
	Gout cases

versus controls
	
	Asymptomatic
hyperuricaemia

cases versus controls
	
	Gout cases

versus controls
	
	Asymptomatic hyperuricaemia

cases versus controls
	

	
	β coefficient (SE)
	P
	β coefficient (SE)
	P
	C statistic (95% CI)
	P
	C statistic (95% CI)
	P

	Additive model
	
	
	
	
	
	
	
	

	ABCG2 rs2231142 Q141K [T]
	0.99 (0.15)
	<0.0001
	0.23 (0.17)
	0.1764
	0.68 (0.63-0.73)
	<0.0001
	0.54 (0.48-0.59)
	0.2472

	SLC2A9 rs1014290 [A]
	0.68 (0.15)
	<0.0001
	0.39 (0.17)
	0.0195
	0.62 (0.57-0.66)
	<0.0001
	0.57 (0.51-0.63)
	0.0172

	SLC22A12 rs475688 [C]
	0.65 (0.15)
	<0.0001
	0.20 (0.16)
	0.2126
	0.62 (0.57-0.67)
	<0.0001
	0.54 (0.48-0.60)
	0.2206

	Dominant model
	
	
	
	
	
	
	
	

	ABCG2 rs2231142 Q141K [G/T+T/T]
	1.17 (0.22)
	<0.0001
	0.18 (0.23)
	0.4220
	0.63 (0.59-0.68)
	<0.0001
	0.52 (0.47-0.58)
	0.4222

	SLC2A9 rs1014290 [A/G+A/A]
	1.35 (0.37)
	0.0003
	0.43 (0.32)
	0.1815
	0.57 (0.54-0.60)
	<0.0001
	0.53 (0.49-0.57)
	0.1507

	SLC22A12 rs475688 [C/T+C/C]
	0.74 (0.27)
	0.0065
	0.05 (0.27)
	0.8654
	0.56 (0.52-0.59)
	0.0029
	0.50 (0.46-0.55)
	0.8652

	Recessive model
	
	
	
	
	
	
	
	

	ABCG2 rs2231142 Q141K [T/T]
	1.59 (0.27)
	<0.0001
	0.58 (0.35)
	0.0977
	0.61 (0.57-0.65)
	<0.0001
	0.53 (0.49-0.57)
	0.1321

	SLC2A9 rs1014290 [A/A]
	0.74 (0.20)
	0.0002
	0.54 (0.23)
	0.0190
	0.59 (0.54-0.64)
	0.0002
	0.56 (0.51-0.62)
	0.0210

	SLC22A12 rs475688 [C/C]
	0.95 (0.21)
	<0.0001
	0.46 (0.25)
	0.0632
	0.60 (0.56-0.65)
	<0.0001
	0.55 (0.50-0.60)
	0.0750

	Clinical factors*
	
	
	
	
	0.80 (0.76-0.84)
	<0.0001
	0.72 (0.67-0.77)
	<0.0001

	Additive model: 3 SNPs
	
	
	
	
	0.75 (0.70-0.80)
	<0.0001
	0.59 (0.53-0.65)
	0.0059

	 Adjusted additive model†
	
	
	
	
	0.85 (0.82-0.89)
	<0.0001
	0.74 (0.69-0.79)
	<0.0001

	Dominant model: 3 SNPs
	
	
	
	
	0.68 (0.64-0.73)
	<0.0001
	0.56 (0.50-0.62)
	0.0672

	Adjusted dominant model†
	
	
	
	
	0.84 (0.80-0.88)
	<0.0001
	0.72 (0.67-0.78)
	<0.0001

	Recessive model: 3 SNPs
	
	
	
	
	0.72 (0.67-0.77)
	<0.0001
	0.59 (0.52-0.65)
	0.0066

	Adjusted recessive model†
	
	
	
	
	0.84 (0.80-0.88)
	<0.0001
	0.74 (0.69-0.79)
	<0.0001

	Risk score‡
	
	
	
	
	
	
	
	

	Score range 0-6
	0.73 (0.09)
	<0.0001
	0.25 (0.09)
	0.0066
	0.74 (0.69-0.79)
	<0.0001
	0.57 (0.51-0.64)
	0.0176

	Adjusted score range 0-6†
	0.78 (0.10)
	<0.0001
	0.28 (0.10)
	0.0030
	0.85 (0.82-0.89)
	<0.0001
	0.73 (0.68-0.79)
	<0.0001

	Score group 5-6 versus 0-4
	1.66 (0.29)
	<0.0001
	0.60 (0.37)
	0.1068
	0.61 (0.57-0.65)
	<0.0001
	0.53 (0.49-0.56)
	0.1455

	Adjusted score group†
	1.77 (0.32)
	<0.0001
	0.66 (0.39)
	0.0869
	0.83 (0.79-0.86)
	<0.0001
	0.73 (0.67-0.78)
	<0.0001


The discriminative capability of the model was evaluated using logistic regression to generate C statistics.
*Clinical factors were included age, body mass index, total cholesterol, triglycerides, creatinine, hypertension and alcohol use.
†The discriminative capability of the model was evaluated using logistic regression after adjustment for clinical factors to generate C statistics.

‡ Three SNPs of the β coefficient under an additive model were <1, so we give ‘1’ score to each allele dose; the genetic risk score method (sum of the number of risk alleles) was equivalent to β coefficient score method.
