Supplementary Table 1. GWAS P-values for previously associated T2DM loci. Loci are ordered by chromosome and position (NCBI Build 36.1, hg18) and referenced (Ref) by the initial publication. The African American major/minor alleles are presented on the positive strand with the Caucasian risk allele underlined. For each T2DM Index SNP, results from the African American GWAS (the minor allele frequency (MAF) for the T2DM-ESRD and control populations or combined for imputed SNPs with the corresponding additive P-value and odds ratio (OR) with associated 95% confidence interval (CI)) are presented with respect to the published risk allele (underlined). In addition, association results (additive P-value and odds ratio (OR) with associated 95% confidence interval (CI)) from recent Caucasian large-scale meta-analyses with associated references (Ref) are listed for comparison. For each index SNP, the corresponding LD block was identified using the HapMap phase II CEU data as defined by Gabriel et al. and implemented in Haploview. These intervals were then extracted from the African-American GWAS and the most significant SNP listed. From the GWAS, the minor allele frequency (MAF) for the T2DM-ESRD and control populations are listed with the corresponding additive P-value (nominal and corrected for the effective number of tests at the locus (number of SNPs genotyped in the GWAS and effective number of SNPs determined from the Li and Ji method and implemented in SOLAR)) and odds ratio (OR) with associated 95% confidence interval (CI) with respect to the African-American minor allele. 
	Locus
	
	GWAS
	
	Caucasian Large-Scale Meta-Analyses

	
	
	T2DM-ESRD (n=965)
	
	

	
	
	Control (n=1,029)
	
	

	T2DM Index SNP
	African American SNP
	
	
	
	
	
	MAF
	Additive P-Value
	OR
	
	Additive P-Value
	OR
	

	SNP
	Ref
	
	Chr
	Position
	Alleles
	Nearest Gene(s)
	
	T2DM-ESRD
	Control
	
	(95% CI)
	
	
	(95% CI)
	Ref

	rs10923931
	1


( ADDIN EN.CITE )

	
	1
	120319482
	G/T
	NOTCH2
	
	0.34
	0.36
	0.24
	0.93
(0.81-1.05)
	
	4.1E-08
	1.13
(1.08-1.17)
	1


( ADDIN EN.CITE )


	
	
	rs2793823
	1
	120239241
	A/G
	ADAM30
	
	0.39
	0.36
	0.025
0.31 (24/12) 
	1.16
(1.02-1.33)
	
	
	
	

	rs340874b
	2


( ADDIN EN.CITE )

	
	1
	212225879
	T/C
	
	
	0.016
	0.26
	0.90

(0.75-1.08)
	
	7.2E-10
	1.07

(1.05-1.09)
	2


( ADDIN EN.CITE )


	
	
	rs340835
	1
	212230298
	G/A
	
	
	0.21
	0.22
	0.67
0.67 (1/1) 
	0.97

(0.83-1.13)
	
	
	
	

	rs780094
	2


( ADDIN EN.CITE )

	
	2
	27594741
	C/T
	
	
	0.15
	0.17
	0.21
	1.11

(0.94-1.31)
	
	1.3E-09
	1.06
(1.04-1.08)
	2


( ADDIN EN.CITE )


	
	
	rs780094
	2
	27594741
	C/T
	
	
	0.15
	0.17
	0.21
0.63 (3/3) 
	0.90

(0.76-1.06)
	
	
	
	

	rs7578597a
	1


( ADDIN EN.CITE )

	
	2
	43586327
	T/C
	THADA
	
	0.26
	0.24
	0.16
	1.11
(0.96-1.29)
	
	5.4E-20
	1.11
(1.08-1.13)
	3


( ADDIN EN.CITE )


	
	
	rs17334980
	2
	43572097
	T/C
	THADA
	
	0.07
	0.10
	0.020
0.24 (22/12) 
	0.76

(0.60-0.96)
	
	
	
	

	rs243021b
	3


( ADDIN EN.CITE )

	
	2
	60438323
	G/A
	BCL11A
	
	0.39
	0.12
	0.90

(0.80-1.03)
	
	2.9E-15
	1.08

(1.06-1.10)
	3


( ADDIN EN.CITE )


	
	
	rs243019
	2
	60439310
	T/C
	BCL11A
	
	0.39
	0.42
	0.13
0.26 (3/2) 
	0.91

(0.80-1.03)
	
	
	
	

	rs2943641a
	4


( ADDIN EN.CITE )

	
	2
	226801989
	C/T
	IRS1
	
	0.29
	0.31
	0.30
	0.93
(0.81-1.07)
	
	9.3E-12
	1.19
(1.13-1.25)
	4


( ADDIN EN.CITE )


	
	
	rs11675231
	2
	226841218
	A/G
	IRS1
	
	0.09
	0.07
	0.056
0.83 (29/15) 
	1.25

(0.99-1.57)
	
	
	
	

	rs1801282
	5


( ADDIN EN.CITE )

	
	3
	12368125
	C/G
	PPARG
	
	0.02
	0.02
	0.43
	0.81

(0.49-1.35)
	
	8.0E-06
	1.15
(1.08-1.22)
	3


( ADDIN EN.CITE )
e

	
	
	rs9817428
	3
	12315267
	C/A
	PPARG
	
	0.35
	0.39
	0.0097
0.13 (24/13)
	0.84

(0.74-0.96)
	
	
	
	

	rs4607103
	1


( ADDIN EN.CITE )

	
	3
	64686944
	C/T
	ADAMTS9/MAGI1
	
	0.30
	0.28
	0.22
	0.92

(0.81-1.05)
	
	1.2E-08
	1.09
(1.06-1.12)
	1


( ADDIN EN.CITE )


	
	
	rs9809791
	3
	64698672
	G/C
	LOC730057
	
	0.29
	0.32
	0.030
0.33 (21/11)
	0.86

(0.75-0.99)
	
	
	
	

	rs11708067
	2


( ADDIN EN.CITE )

	
	3
	124548468
	A/G
	
	
	0.14
	0.14
	0.91
	1.01

(0.85-1.21)
	
	9.9E-21
	1.12
(1.09-1.15)
	2


( ADDIN EN.CITE )


	
	
	rs6807089
	3
	124546779
	T/C
	
	
	0.23
	0.23
	0.75
2.99 (5/4)
	1.02

(0.88-1.19)
	
	
	
	

	rs4402960
	6-8


( ADDIN EN.CITE )

	
	3
	186994381
	T/G
	IGF2BP2
	
	0.47
	0.47
	0.66
	0.97

(0.86-1.10)
	
	7.5E-08
	1.17
(1.10-1.25)
	1


( ADDIN EN.CITE )
e

	
	
	rs764128
	3
	187030527
	G/A
	TRA2B/IGF2BP2
	
	0.15
	0.12
	0.017 
0.19 (21/11)
	1.25

(1.04-1.50)
	
	
	
	

	rs10010131a
	9


( ADDIN EN.CITE )

	
	4
	6343816
	G/A
	WFS1
	
	0.33
	0.35
	0.21
	0.92
(0.80-1.05)
	
	4.6E-07
	1.11
(1.07-1.16)
	3


( ADDIN EN.CITE )
e

	
	
	rs1801212
	4
	6353420
	A/G
	WFS1
	
	0.03
	0.05
	0.0041
0.058 (22/14) 
	0.59

(0.41-0.85)
	
	
	
	

	rs4457053cd
	3


( ADDIN EN.CITE )

	
	5
	76460705
	
	ZED3
	
	-
	-
	-
	-
	
	2.8E-12
	1.08
(1.06-1.11)
	3


( ADDIN EN.CITE )


	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	rs10946398
	6-8


( ADDIN EN.CITE ; 10)

	
	6
	20769013
	C/A
	CDKAL1
	
	0.37
	0.40
	0.11
	1.11

(0.98-1.27)
	
	4.1E-11
	1.12
(1.08-1.16)
	6-8


( ADDIN EN.CITE )


	
	
	rs4712527
	6
	20771314
	A/G
	CDKAL1
	
	0.08
	0.10
	0.035 
0.21 (11/6)
	0.79

(0.63-0.98)
	
	
	
	

	rs864745
	1


( ADDIN EN.CITE )

	
	7
	28147081
	T/C
	JAZF1
	
	0.22
	0.24
	0.090
	1.14

(0.98-1.27)
	
	5.0E-14
	1.10
(1.07-1.13)
	1


( ADDIN EN.CITE )


	
	
	rs552707
	7
	28171828
	C/T
	JAZF1
	
	0.12
	0.14
	0.048
0.33 (11/7) 
	0.83

(0.69-1.00)
	
	
	
	

	rs2191349b
	2


( ADDIN EN.CITE )

	
	7
	15030834
	T/G
	
	
	0.39
	0.71
	0.98

(0.85-1.11)
	
	1.1E-08
	1.06

(1.04-1.08)
	2


( ADDIN EN.CITE )


	
	
	rs6947830
	7
	15064984
	A/G
	
	
	0.38
	0.39
	0.91
2.74 (5/3)
	0.99

(0.87-1.13)
	
	
	
	

	rs4607517b
	2


( ADDIN EN.CITE )

	
	7
	44202193
	G/A
	
	
	0.10
	0.80
	0.97

(0.77-1.22)
	
	5.0E-08
	1.07

(1.05-1.10)
	2


( ADDIN EN.CITE )


	
	
	rs741038
	7
	44190004
	A/G
	
	
	0.25
	0.24
	0.43 
1.70 (5/4)
	1.06

(0.92-1.22)
	
	
	
	

	rs972283b
	3


( ADDIN EN.CITE )

	
	7
	130117394
	G/A
	KLF14
	
	0.14
	0.67
	0.96

(0.78-1.17)
	
	2.2E-10
	1.07

(1.05-1.10)
	3


( ADDIN EN.CITE )


	
	
	rs738134
	7
	130118115
	C/G
	MIR29A/KLF14
	
	0.26
	0.26
	0.89 
0.89 (1/1)
	0.99

(0.86-1.14)
	
	
	
	

	rs896854b
	3


( ADDIN EN.CITE )

	
	8
	96029687
	T/C
	TP53INP1
	
	0.29
	0.45
	0.95

(0.82-1.09)
	
	9.9E-10
	1.06

(1.04-1.09)
	3


( ADDIN EN.CITE )


	
	
	rs1713669
	8
	96027813
	C/G
	TP53INP1
	
	0.22
	0.21
	0.51
1.02 (3/2) 
	1.05

(0.90-1.23)
	
	
	
	

	rs13266634a
	11


( ADDIN EN.CITE )

	
	8
	118253964
	C/T
	SLC30A8
	
	0.07
	0.08
	0.36
	0.89
(0.70-1.14)
	
	1.5E-08
	1.15
(1.10-1.21)
	2


( ADDIN EN.CITE )


	
	
	rs2466296
	8
	118253308
	A/G
	SLC30A8
	
	0.33
	0.35
	0.47
0.47 (1/1) 
	0.95

(0.83-1.09)
	
	
	
	

	rs10811661
	6-8


( ADDIN EN.CITE )

	
	9
	22124094
	T/C
	CDKN2B/DMRTA1
	
	0.07
	0.07
	0.67
	0.95

(0.73-1.22)
	
	1.5E-10
	1.19
(1.13-1.26)
	3


( ADDIN EN.CITE )
e

	
	
	rs2383208
	9
	22122076
	A/G
	DMRTA1/CDKN2BAS
	
	0.20
	0.19
	0.24
1.24 (7/6) 
	1.10

(0.94-1.28)
	
	
	
	

	rs13292136b
	3


( ADDIN EN.CITE )

	
	9
	81141948
	C/T
	CHCHD9
	
	0.09
	0.97
	1.01

(0.81-1.25)
	
	2.8E-08
	1.11

(1.07-1.15)
	3


( ADDIN EN.CITE )


	
	
	rs10780301
	9
	81120294
	A/G
	TLE4
	
	0.16
	0.19
	0.030 
0.18 (11/6)
	0.83

(0.71-0.98)
	
	
	
	

	rs12779790a
	1


( ADDIN EN.CITE )

	
	10
	12368016
	A/G
	CDC123/CAMK1D
	
	0.15
	0.14
	0.63
	1.05
(0.87-1.25)
	
	1.2E-10
	1.11
(1.07-1.14)
	1


( ADDIN EN.CITE )


	
	
	rs7069060
	10
	12363470
	A/G
	CAMK1D/CDC123
	
	0.27
	0.25
	0.25 
0.51 (2/2)
	1.09

(0.94-1.25)
	
	
	
	

	rs1111875
	11


( ADDIN EN.CITE )

	
	10
	94452862
	C/T
	HHEX/EXOC6
	
	0.22
	0.22
	0.83
	1.02

(0.88-1.18)
	
	9.1E-15
	1.17
(1.12-1.22)
	3


( ADDIN EN.CITE )
e

	
	
	rs5015480
	10
	94455539
	C/T
	EXOC6/HHEX
	
	0.39
	0.37
	0.25
1.27 (6/5) 
	1.08

(0.95-1.23)
	
	
	
	

	rs7903146a
	12


( ADDIN EN.CITE )

	
	10
	114748339
	C/T
	TCF7L2
	
	0.34
	0.28
	4.9E-05
	1.33
(1.16-1.53)
	
	2.2E-51
	1.40
(1.34-1.46)
	2


( ADDIN EN.CITE )


	
	
	rs4506565
	10
	114746031
	A/T
	TCF7L2
	
	0.50
	0.45
	0.0015
0.015 (18/10) 
	1.23

(1.08-1.39)
	
	
	
	

	rs231362bd
	3


( ADDIN EN.CITE )

	
	11
	2648047
	G/A
	KCNQ1
	
	0.21
	0.68
	0.96

(0.80-1.15)
	
	2.8E-13
	1.08

(1.06-1.10)
	3


( ADDIN EN.CITE )


	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	rs2237892a
	13


( ADDIN EN.CITE ; 14)

	
	11
	2796327
	C/T
	KCNQ1
	
	0.09
	0.10
	0.96
	0.99
(0.80-1.23)
	
	0.0027
	1.14
(1.05-1.24)
	3


( ADDIN EN.CITE )
e

	
	
	rs163183
	11
	2801017
	C/T
	KCNQ1
	
	0.37
	0.36
	0.37
1.47 (4/4) 
	1.06

(0.93-1.21)
	
	
	
	

	rs5215
	15


( ADDIN EN.CITE )

	
	11
	17365206
	T/C
	KCNJ11
	
	0.08
	0.09
	0.45
	0.92

(0.73-1.15)
	
	1.6E-05
	1.09
(1.05-1.14)
	3


( ADDIN EN.CITE )
e

	
	
	rs7110094
	11
	17358095
	A/G
	KCNJ11/DKFZp686O24166
	
	0.49
	0.48
	0.20
1.37 (11/7) 
	1.09

(0.96-1.23)
	
	
	
	

	rs1552224b
	3


( ADDIN EN.CITE )

	
	11
	72110746
	A/C
	CENTD2
	
	0.03
	0.32
	1.21

(0.83-1.77)
	
	1.4E-22
	1.14

(1.11-1.17)
	3


( ADDIN EN.CITE )


	
	
	rs10898869
	11
	72109601
	C/T
	CENTD2
	
	0.16
	0.18
	0.036
0.072 (4/2) 
	0.84

(0.71-0.99)
	
	
	
	

	rs10830963
	16-18


( ADDIN EN.CITE )

	
	11
	92348358
	C/G
	MTNR1B
	
	0.07
	0.07
	0.51
	1.09

(0.84-1.40)
	
	8.0E-13
	1.09
(1.06-1.12)
	2


( ADDIN EN.CITE )


	
	
	rs12272268
	11
	92348447
	C/G
	MTNR1B
	
	0.26
	0.27
	0.18 
1.06 (9/6)
	0.91

(0.79-1.05)
	
	
	
	

	rs1531343
	3


( ADDIN EN.CITE )

	
	12
	64461161
	G/C
	RPSAP52
	
	0.39
	0.38
	0.78
	1.02

(0.90-1.16)
	
	3.6E-09
	1.10
(1.07-1.14)
	3


( ADDIN EN.CITE )


	
	
	rs2260671
	12
	64461176
	G/A
	HMGA2/MSRB3
	
	0.05
	0.06
	0.20 
2.03 (17/10)
	0.84

(0.65-1.10)
	
	
	
	

	rs7961581
	1


( ADDIN EN.CITE )

	
	12
	69949369
	T/C
	TSPAN8
	
	0.19
	0.20
	0.92
	1.01

(0.86-1.18)
	
	1.1E-09
	1.09
(1.06-1.12)
	1


( ADDIN EN.CITE )


	
	
	rs41391144
	12
	69946900
	C/T
	LGR5/TSPAN8
	
	0.01
	0.02
	0.030 
0.064 (2/2)
	0.50

(0.26-0.94)
	
	
	
	

	rs7957197bd
	3


( ADDIN EN.CITE )

	
	12
	119945069
	T/A
	HNF1A
	
	0.14
	0.73
	0.97

(0.80-1.17)
	
	2.4E-08
	1.07

(1.05-1.10)
	3


( ADDIN EN.CITE )


	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	rs11634397
	3


( ADDIN EN.CITE )

	
	15
	78219277
	A/G
	ZFAND6/FAH
	
	0.42
	0.46
	0.016
	0.86

(0.75-0.97)
	
	2.4E-09
	1.06
(1.04-1.08)
	3


( ADDIN EN.CITE )


	
	
	rs11634397
	15
	78219277
	A/G
	ZFAND6/FAH
	
	0.42
	0.46
	0.016
0.063 (6/4) 
	0.86

(0.75-0.97)
	
	
	
	

	rs8042680
	3


( ADDIN EN.CITE )

	
	15
	89322341
	A/C
	PRC1
	
	0.14
	0.14
	0.33
	0.91

(0.76-1.09)
	
	2.4E-10
	1.07
(1.05-1.09)
	3


( ADDIN EN.CITE )


	
	
	rs2290203
	15
	89313071
	G/A
	PRC1
	
	0.43
	0.40
	0.16
0.96 (7/6) 
	1.10

(0.96-1.25)
	
	
	
	

	rs8050136
	6-8


( ADDIN EN.CITE )

	
	16
	52373776
	C/A
	FTO
	
	0.44
	0.46
	0.42
	0.95

(0.84-1.08)
	
	6.9E-06
	1.15
(1.09-1.22)
	1


( ADDIN EN.CITE )
e

	
	
	rs17817288
	16
	52365265
	A/G
	FTO
	
	0.43
	0.40
	0.061
0.74 (22/12) 
	1.13

(0.99-1.28)
	
	
	
	

	rs4430796a
	19


( ADDIN EN.CITE )

	
	17
	33172153
	G/A
	TCF2
	
	0.31
	0.33
	0.33
	0.93
(0.81-1.07)
	
	1.5E-06
	1.14
(1.08-1.20)
	3


( ADDIN EN.CITE )
e

	
	
	rs11651755
	17
	33173953
	C/T
	HNF1B
	
	0.32
	0.33
	0.42 
0.83 (3/2)
	0.95

(0.82-1.08)
	
	
	
	

	rs5945326cd
	3


( ADDIN EN.CITE )

	
	X
	152553116
	
	DUSP9
	
	-
	-
	-
	-
	
	3.0E-10
	1.27
(1.18-1.37)
	3


( ADDIN EN.CITE )


	
	
	
	
	
	
	
	
	
	
	
	 
	
	
	
	


aSNPs not available on the Affymetrix 6.0 array. Genotypes were obtained from de novo genotyping on the Sequenom Mass Array.
bSNPs not available on the Affymetrix 6.0 array. Genotypes were obtained from imputation.

cSNPs not available on the Affymetrix 6.0 array.
dIndex SNP containing CEU LD block contained no SNPs genotyped on the Affymetrix 6.0 array. 

eResults reported from Stage 1 of the referenced study.
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