Low-frequency variants in genes involved in glutamic acid metabolism and γ-glutamyl cycle and risk of coronary artery disease in type 2 diabetes
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Supplementary table S1: Variants nominally associated with CAD in the Discovery stage.
	
	
	
	
	
	
	
	
	JKS1
	JKS2
	JHS
	Summary (Discovery stage)
	
	

	SNP
	Chr
	Position
	Effect allele
	Candidate gene
	Regulome score (current)
	Regulome score (at the time of analysis)
	MAF Euro
	OR
	P-value
	OR
	P-value
	OR
	P-value
	OR
	P-value
	Prioritized for replication
	Rationale

	rs11465742
	12
	56731664
	A
	GLS2
	2a
	2a
	0.0056
	3.56
	1.60E-01
	∞
	1.65E-02
	∞
	2.81E-02
	11.54
	7.42E-04
	Yes
	p<0.01

	rs1175583158
	1
	182269865
	T
	GLUL
	3a
	NA
	0.0080
	1.78
	4.31E-01
	2.96
	1.75E-01
	6.30
	6.26E-03
	3.70
	2.07E-03
	Yes
	p<0.01

	rs150362059
	10
	26761006
	A
	GAD2
	4
	4
	0.0259
	1.83
	1.68E-01
	6.05
	2.94E-03
	1.52
	1.34E-01
	1.84
	2.23E-03
	Yes
	p<0.01

	rs1238275622
	1
	182269861
	T
	GLUL
	3a
	NA
	0.0311
	1.63
	2.09E-01
	1.97
	1.90E-01
	1.82
	2.65E-02
	1.80
	4.17E-03
	Yes
	p<0.01

	rs150416223
	20
	33687170
	T
	GSS
	2b
	2b
	0.0068
	2.39
	3.69E-01
	1.95
	6.07E-01
	3.15
	6.95E-03
	2.87
	6.02E-03
	Yes
	p<0.01

	rs534659781
	1
	182169679
	T
	GLUL
	4
	NA
	0.0023
	∞
	8.98E-02
	∞
	2.55E-01
	6.26
	6.50E-02
	10.15
	7.05E-03
	Yes
	p<0.01

	rs2676140
	2
	171878953
	T
	GAD1
	3a
	3a
	0.0249
	1.99
	1.54E-01
	1.47
	5.13E-01
	1.80
	2.38E-02
	1.80
	7.05E-03
	Yes
	p<0.01

	rs150255305
	10
	101124009
	C
	GOT1
	5
	5
	0.0023
	2.34
	5.10E-01
	11.70
	1.72E-02
	2.09
	8.13E-02
	2.52
	7.43E-03
	Yes
	p<0.01

	rs62179905
	2
	191862397
	A
	GLS
	4
	4
	0.0068
	1.18
	1.00E+00
	0
	5.77E-01
	0.18
	2.58E-03
	0.27
	9.03E-03
	No
	Complete LD with rs62179904

	rs62179904
	2
	191859054
	C
	GLS
	3a
	3a
	0.0068
	1.16
	1.00E+00
	0
	5.77E-01
	0.18
	2.59E-03
	0.27
	9.06E-03
	Yes
	p<0.01

	rs17111645
	10
	101156407
	T
	GOT1
	4
	4
	0.0395
	0.38
	3.94E-02
	0.49
	1.61E-01
	0.77
	1.66E-01
	0.66
	9.14E-03
	Yes
	p<0.01

	rs62447457
	7
	30588417
	A
	GGCT
	2b
	2b
	0.0348
	0.56
	2.33E-01
	0.44
	3.77E-01
	0.57
	5.80E-02
	0.56
	1.63E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs145322388
	16
	67880412
	A
	DPEP2
	2a
	2a
	0.0613
	0.60
	1.62E-01
	0.56
	2.91E-01
	0.74
	9.51E-02
	0.69
	1.69E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs111358122
	10
	101286886
	A
	GOT1
	2b
	2b
	0.0023
	2.31
	5.13E-01
	∞
	2.56E-01
	3.49
	5.24E-02
	3.65
	2.14E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs1193462362
	10
	97395351
	G
	ALDH18A1
	2b
	NA
	0
	0
	1.00E+00
	∞
	1.64E-02
	∞
	1.18E-01
	∞
	2.46E-02
	No
	Regulome NA at the time

	rs191582687
	16
	67880106
	C
	DPEP2
	2b
	2b
	0.0022
	2.36
	5.08E-01
	0
	1.00E+00
	∞
	1.39E-02
	5.34
	2.55E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs187364908
	22
	25031034
	T
	GGT1
	2b
	2b
	0.0092
	1.40
	7.03E-01
	3.89
	7.71E-02
	1.98
	1.15E-01
	2.04
	3.07E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs117658070
	10
	97234713
	T
	ALDH18A1
	2c
	2c
	0.0057
	1.55
	6.40E-01
	0.41
	6.87E-01
	2.90
	9.20E-03
	2.13
	3.66E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs111569396
	10
	26777442
	A
	GAD2
	2c
	2c
	0.0333
	1.07
	8.38E-01
	0.38
	2.63E-01
	0.63
	3.03E-02
	0.67
	3.67E-02
	No
	Failed genotyping

	rs557802723
	16
	68034606
	A
	DPEP2
	2b
	NA
	0.0056
	0
	3.30E-01
	0
	1.00E+00
	0.21
	3.87E-02
	0.16
	3.89E-02
	No
	Regulome NA at the time

	rs2490283
	10
	101196080
	G
	GOT1
	2b
	2b
	0.0280
	0.31
	4.77E-02
	0.60
	3.86E-01
	0.81
	3.06E-01
	0.70
	3.95E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs77316565
	8
	30710566
	A
	GSR
	2b
	2b
	0.0282
	1.12
	8.25E-01
	1.48
	3.50E-01
	1.64
	5.11E-02
	1.50
	4.22E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs141886579
	10
	97320916
	T
	ALDH18A1
	2b
	2b
	0.0129
	0.24
	1.92E-01
	0.50
	1.00E+00
	0.55
	6.62E-02
	0.50
	4.22E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs144013746
	8
	30411844
	T
	GSR
	2b
	2b
	0.0080
	0.94
	1.00E+00
	2.93
	4.45E-01
	2.79
	3.13E-02
	2.23
	4.35E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs535360594
	22
	24910601
	T
	GGT1
	2b
	NA
	0
	0
	1.00E+00
	∞
	6.40E-02
	∞
	1.18E-01
	∞
	4.38E-02
	No
	Regulome NA at the time

	rs770111830
	8
	144950847
	A
	OPLAH
	2b
	NA
	0
	0
	1.00E+00
	∞
	6.59E-02
	∞
	1.17E-01
	∞
	4.41E-02
	No
	Regulome NA at the time

	rs78980639
	7
	30634361
	C
	GGCT
	2c
	2c
	0.0045
	2.36
	5.87E-01
	∞
	2.55E-01
	3.65
	1.02E-01
	3.59
	4.43E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs62508274
	8
	30672919
	G
	GSR
	2b
	2b
	0.0292
	1.04
	1.00E+00
	0.51
	2.19E-01
	0.69
	6.20E-02
	0.70
	4.65E-02
	Yes
	0.01≤p<0.05 and Regulome ≤ 2

	rs537040908
	16
	67975879
	T
	DPEP2
	2b
	NA
	0
	0
	1.00E+00
	∞
	2.55E-01
	∞
	5.78E-02
	∞
	4.81E-02
	No
	Regulome NA at the time

	rs181941819
	2
	191587292
	A
	GLS
	2b
	2b
	0.0011
	0
	1.00E+00
	∞
	2.55E-01
	∞
	5.78E-02
	9.50
	4.81E-02
	No
	Failed genotyping

	rs140219709
	22
	24806282
	A
	GGT1
	4
	4
	0.0299
	0.87
	8.31E-01
	6.02
	1.05E-02
	1.68
	4.52E-02
	1.59
	1.03E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs114543825
	1
	94155521
	G
	GCLM
	4
	4
	0.0158
	0.39
	2.51E-01
	0
	7.46E-02
	0.60
	9.22E-02
	0.50
	1.03E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs117623483
	8
	30513682
	C
	GSR
	4
	4
	0.0147
	2.79
	6.86E-02
	1.96
	6.06E-01
	2.10
	5.28E-02
	2.24
	1.05E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs62447453
	7
	30549739
	T
	GGCT
	3a
	3a
	0.0326
	0.60
	3.10E-01
	0.41
	3.83E-01
	0.53
	3.00E-02
	0.53
	1.13E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs116952774
	22
	25157916
	A
	GGT1
	4
	4
	0.0182
	0.15
	4.96E-02
	0
	1.03E-02
	0.83
	4.81E-01
	0.62
	1.18E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs186860869
	12
	56728903
	G
	GLS2
	7
	7
	0.0034
	4.78
	2.10E-01
	∞
	2.55E-01
	6.28
	6.45E-02
	6.55
	1.25E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs552190308
	6
	53352095
	A
	GCLC
	4
	NA
	0.0023
	∞
	8.82E-02
	∞
	2.55E-01
	∞
	1.18E-01
	∞
	1.33E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs61872714
	10
	101281501
	C
	GOT1
	4
	4
	0.0205
	1.51
	4.37E-01
	0.54
	4.30E-01
	2.06
	1.89E-03
	1.73
	1.39E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs114629605
	1
	94275924
	T
	GCLM
	3a
	3a
	0.0091
	1.41
	7.02E-01
	4.21
	1.51E-02
	1.83
	1.14E-01
	2.06
	1.45E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs138587784
	12
	57051570
	T
	GLS2
	4
	4
	0.0068
	0
	1.87E-01
	0.97
	1.00E+00
	0.36
	1.92E-02
	0.34
	1.49E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs146717747
	10
	97542317
	T
	ALDH18A1
	3a
	3a
	0.0034
	∞
	2.62E-02
	2.09
	1.98E-01
	1.61
	2.56E-01
	2.00
	1.49E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs62446864
	7
	30656390
	A
	GGCT
	4
	4
	0.0350
	0.55
	2.33E-01
	0.73
	7.95E-01
	0.55
	2.44E-02
	0.57
	1.57E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs150868530
	16
	58888381
	C
	GOT2
	4
	4
	0.0079
	0.94
	1.00E+00
	5.88
	1.62E-01
	3.14
	2.38E-02
	2.52
	1.76E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs556735230
	1
	182273587
	T
	GLUL
	4
	NA
	0.0023
	2.38
	5.04E-01
	2.93
	4.45E-01
	∞
	2.83E-02
	7.92
	1.88E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs145840407
	1
	182180347
	G
	GLUL
	5
	5
	0.0248
	2.39
	5.65E-02
	1.47
	5.49E-01
	1.51
	1.22E-01
	1.66
	2.01E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs117164740
	16
	58783579
	T
	GOT2
	3a
	3a
	0.0444
	1.33
	4.74E-01
	1.07
	8.32E-01
	1.54
	1.52E-02
	1.45
	2.02E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs17882530
	6
	53395002
	A
	GCLC
	7
	7
	0.0339
	1.59
	2.27E-01
	1.10
	1.00E+00
	1.73
	2.50E-02
	1.65
	2.10E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs557164726
	16
	67891732
	A
	DPEP2
	4
	NA
	0.0023
	2.33
	5.12E-01
	∞
	2.55E-01
	∞
	5.76E-02
	11.86
	2.31E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs41291570
	10
	97453433
	A
	ALDH18A1
	4
	4
	0.0081
	5.93
	2.81E-02
	0.73
	1.00E+00
	1.90
	1.03E-01
	1.93
	2.35E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs1131407
	8
	30643145
	C
	GSR
	4
	4
	0.0283
	0.91
	1.00E+00
	0.51
	2.19E-01
	0.62
	2.69E-02
	0.64
	2.36E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs2641
	10
	101156759
	T
	GOT1
	5
	5
	0.0360
	0.33
	2.98E-02
	0.53
	2.19E-01
	0.81
	3.29E-01
	0.69
	2.37E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs148834063
	8
	145048510
	T
	OPLAH
	5
	5
	0.0057
	0.58
	1.00E+00
	5.86
	1.62E-01
	4.71
	3.47E-02
	2.81
	2.41E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs1231356344
	10
	97543877
	T
	ALDH18A1
	3a
	NA
	0.0211
	1.30
	5.98E-01
	1.74
	3.84E-01
	1.98
	3.93E-02
	1.77
	2.58E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs763269423
	20
	33556360
	A
	GSS
	5
	NA
	0.0034
	∞
	2.61E-02
	0
	1.00E+00
	∞
	1.18E-01
	16.60
	2.59E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs751856469
	20
	33644146
	T
	GSS
	5
	NA
	0.0034
	∞
	2.64E-02
	0
	1.00E+00
	∞
	1.18E-01
	16.71
	2.60E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs114493150
	6
	53397352
	T
	GCLC
	4
	4
	0.0340
	1.59
	2.28E-01
	1.10
	1.00E+00
	1.69
	3.26E-02
	1.62
	2.62E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs115128978
	6
	53397154
	A
	GCLC
	4
	4
	0.0303
	1.62
	2.86E-01
	1.10
	1.00E+00
	1.72
	3.03E-02
	1.64
	2.90E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs4075836
	1
	182301620
	T
	GLUL
	4
	NA
	0.0068
	4.73
	6.93E-02
	2.94
	2.70E-01
	1.78
	2.54E-01
	2.26
	2.94E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs115940993
	1
	94241520
	A
	GCLM
	5
	5
	0.0293
	0.86
	8.31E-01
	0.51
	4.34E-01
	0.57
	2.88E-02
	0.61
	3.16E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs79497252
	1
	182377197
	G
	GLUL
	4
	4
	0.0011
	0
	1.00E+00
	∞
	2.55E-01
	4.68
	3.52E-02
	4.14
	3.23E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs75177295
	6
	53397084
	C
	GCLC
	4
	4
	0.0339
	1.59
	2.27E-01
	1.10
	1.00E+00
	1.65
	4.24E-02
	1.59
	3.24E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs77778282
	6
	53395535
	C
	GCLC
	4
	4
	0.0339
	1.59
	2.27E-01
	1.10
	1.00E+00
	1.65
	4.25E-02
	1.59
	3.24E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs144132474
	22
	24902949
	A
	GGT1
	4
	4
	0.0046
	0
	3.23E-01
	0
	1.00E+00
	0
	3.13E-02
	0
	3.25E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs77081729
	6
	53397170
	C
	GCLC
	3a
	3a
	0.0337
	1.57
	2.30E-01
	1.10
	1.00E+00
	1.65
	4.23E-02
	1.59
	3.26E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs12410324
	1
	94372626
	A
	GCLM
	5
	5
	0.0224
	1.57
	3.30E-01
	4.60
	9.81E-04
	1.10
	7.24E-01
	1.42
	3.49E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs144992327
	1
	182332236
	A
	GLUL
	4
	4
	0.0045
	2.34
	5.88E-01
	∞
	6.51E-02
	3.13
	1.71E-01
	3.64
	3.56E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs145485656
	6
	53381846
	G
	GCLC
	5
	5
	0.0304
	1.39
	4.01E-01
	1.46
	7.01E-01
	1.66
	4.80E-02
	1.58
	3.61E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs144577449
	10
	101272904
	G
	GOT1
	4
	4
	0.0034
	1.19
	1.00E+00
	5.83
	1.63E-01
	∞
	5.71E-02
	5.19
	3.67E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs142664115
	2
	171733495
	T
	GAD1
	5
	5
	0.0023
	∞
	8.95E-02
	∞
	6.48E-02
	∞
	4.91E-01
	∞
	3.71E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs143121048
	6
	53404389
	A
	GCLC
	4
	4
	0.0303
	1.64
	2.08E-01
	1.10
	1.00E+00
	1.61
	5.47E-02
	1.57
	3.78E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs149601982
	1
	182368468
	T
	GLUL
	4
	4
	0.0057
	1.57
	6.38E-01
	∞
	6.48E-02
	3.12
	1.71E-01
	3.09
	3.85E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs17509341
	1
	182359480
	A
	GLUL
	4
	4
	0.0398
	1.24
	5.73E-01
	0.48
	3.13E-01
	0.62
	1.66E-02
	0.69
	3.91E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs74543378
	6
	53396078
	A
	GCLC
	5
	5
	0.0338
	1.60
	2.25E-01
	1.10
	1.00E+00
	1.62
	5.45E-02
	1.57
	3.96E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs116064127
	10
	101081686
	T
	GOT1
	5
	5
	0.0045
	0.78
	1.00E+00
	4.00
	7.22E-02
	2.09
	1.01E-01
	2.11
	4.01E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs143988308
	6
	53192155
	G
	GCLC
	6
	6
	0.0011
	0
	1.00E+00
	2.93
	4.45E-01
	∞
	2.83E-02
	6.53
	4.03E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs184013768
	10
	97314578
	C
	ALDH18A1
	3a
	3a
	0.0023
	2.34
	5.10E-01
	2.94
	2.70E-01
	3.66
	1.02E-01
	3.26
	4.05E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs182161147
	10
	97299837
	A
	ALDH18A1
	4
	4
	0.0056
	9.42
	3.05E-02
	0.00
	1.00E+00
	3.13
	1.71E-01
	3.39
	4.07E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs141699412
	8
	144910528
	A
	OPLAH
	4
	4
	0.0045
	0.77
	1.00E+00
	∞
	2.55E-01
	2.62
	4.79E-02
	2.37
	4.13E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs139067784
	6
	53302936
	C
	GCLC
	5
	5
	0.0193
	0.97
	1.00E+00
	18.03
	1.42E-03
	1.42
	3.82E-01
	1.61
	4.15E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs149683268
	8
	145223941
	T
	OPLAH
	3a
	3a
	0.0057
	9.44
	3.04E-02
	2.93
	2.71E-01
	1.56
	4.46E-01
	2.31
	4.19E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs146928126
	10
	100993966
	T
	GOT1
	3a
	3a
	0.0113
	1.00
	1.00E+00
	0.79
	1.00E+00
	2.33
	9.88E-03
	1.77
	4.21E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs879816351
	10
	100991981
	T
	GOT1
	4
	NA
	0.0288
	1.17
	8.21E-01
	0.92
	1.00E+00
	0.63
	6.81E-03
	0.69
	4.23E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs118176080
	1
	94503697
	C
	GCLM
	3a
	3a
	0.0012
	∞
	2.97E-01
	2.93
	4.45E-01
	∞
	1.18E-01
	13.38
	4.33E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs11558534
	16
	67867739
	T
	DPEP2
	4
	4
	0.0592
	0.72
	3.48E-01
	0.84
	8.24E-01
	0.71
	5.60E-02
	0.72
	4.35E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs145749457
	16
	58743290
	A
	GOT2
	5
	5
	0.0011
	∞
	3.02E-01
	2.93
	4.45E-01
	5.20
	1.18E-01
	5.46
	4.37E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs567544882
	1
	182359376
	G
	GLUL
	3a
	NA
	0.0023
	0
	1.00E+00
	∞
	6.48E-02
	5.23
	1.17E-01
	3.62
	4.38E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs45551633
	2
	191857960
	C
	GLS
	4
	4
	0.0034
	1.18
	1.00E+00
	0
	1.00E+00
	4.53
	1.11E-02
	3.27
	4.55E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs575117309
	1
	94240098
	C
	GCLM
	5
	NA
	0.0023
	2.35
	5.08E-01
	0
	5.74E-01
	∞
	1.39E-02
	4.12
	4.58E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs17883806
	6
	53379499
	C
	GCLC
	5
	5
	0.0303
	1.38
	4.03E-01
	1.10
	1.00E+00
	1.68
	3.96E-02
	1.56
	4.60E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs765948574
	2
	191725927
	A
	GLS
	4
	NA
	0.0022
	∞
	9.00E-02
	0
	1.00E+00
	∞
	1.18E-01
	∞
	4.65E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs558748683
	8
	30566005
	G
	GSR
	5
	NA
	0.0022
	∞
	8.91E-02
	0
	1.00E+00
	∞
	1.18E-01
	∞
	4.65E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs772800572
	20
	33461937
	G
	GSS
	4
	NA
	0.0023
	∞
	9.02E-02
	0
	1.00E+00
	∞
	1.18E-01
	13.53
	4.65E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs114030724
	6
	53397645
	T
	GCLC
	4
	4
	0.0330
	1.70
	2.14E-01
	0.83
	1.00E+00
	1.58
	6.93E-02
	1.55
	4.69E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs189031427
	22
	25199428
	A
	GGT1
	4
	4
	0
	0
	1.00E+00
	2.93
	4.45E-01
	4.69
	3.50E-02
	4.39
	4.73E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs79746626
	16
	67916165
	A
	DPEP2
	5
	5
	0
	0
	1.00E+00
	∞
	2.55E-01
	∞
	5.73E-02
	∞
	4.78E-02
	No
	0.01≤p<0.05 and Regulome >2

	rs117828561
	16
	67950153
	G
	DPEP2
	5
	5
	0.0023
	∞
	8.90E-02
	∞
	4.12E-03
	1.04
	1.00E+00
	2.31
	4.82E-02
	No
	0.01≤p<0.05 and Regulome >2




Supplementary table S2: Association of the SNPs prioritized for replication with hepatic markers in the Type 2 Diabetes Knowledge Portal.

	SNP
	phenotype
	P-value
	β
	n
	Datasets

	rs111358122
	AST
	4.86E-01
	-0.0098
	436,605
	b

	
	ALT
	7.20E-01
	0.0049
	438,049
	a, b, c

	
	GGT
	6.98E-01
	0.0050
	437,980
	a, b

	
	ALP
	1.15E-01
	0.0206
	438,226
	a, b, c

	
	
	
	
	
	

	rs11465742
	AST
	3.35E-02
	0.0610
	436,605
	b

	
	ALT
	1.18E-01
	0.0443
	438,049
	a, b, c

	
	GGT
	2.60E-01
	0.0302
	437,980
	a, b

	
	ALP
	7.21E-01
	0.0096
	438,226
	a, b, c

	
	
	
	
	
	

	rs141886579
	AST
	1.15E-01
	0.0156
	442,623
	a, b, d

	
	ALT
	4.99E-02
	-0.0189
	444,067
	a, b, c, d, e

	
	GGT
	3.55E-01
	0.0085
	442,630
	a, b, d, e

	
	ALP
	8.18E-01
	0.0022
	444,238
	a, b, c, d, e

	
	
	
	
	
	

	rs144013746
	AST
	6.30E-01
	0.0073
	436,605
	b

	
	ALT
	7.19E-01
	-0.0054
	438,049
	a, b, c

	
	GGT
	5.78E-02
	-0.0266
	437,980
	a, b

	
	ALP
	4.28E-01
	-0.0113
	438,226
	a, b, c

	
	
	
	
	
	

	rs145322388
	AST
	6.76E-05
	0.0189
	451,627
	b, d, e, f

	
	ALT
	1.07E-02
	0.0119
	458,193
	a, b, c, d, e, f

	
	GGT
	7.85E-03
	-0.0121
	451,634
	a, b, d, e, f

	
	ALP
	1.77E-06
	-0.0208
	458,364
	a, b, c, d, e, f

	
	
	
	
	
	

	rs150255305
	AST
	1.85E-04
	0.0507
	436,605
	b

	
	ALT
	3.08E-03
	0.0393
	438,049
	a, b, c

	
	GGT
	8.79E-02
	0.0213
	437,980
	a, b

	
	ALP
	9.03E-01
	0.0015
	438,226
	a, b, c

	
	
	
	
	
	

	rs150362059
	AST
	6.64E-01
	0.0037
	436,605
	b, e

	
	ALT
	6.22E-02
	0.0156
	438,049
	a, b, c, e

	
	GGT
	7.92E-01
	-0.0021
	437,980
	a, b, e

	
	ALP
	2.43E-01
	-0.0093
	438,226
	a, b, c, e

	
	
	
	
	
	

	rs150416223
	AST
	8.20E-01
	-0.0030
	436,605
	b

	
	ALT
	5.81E-01
	-0.0073
	438,049
	a, b, c

	
	GGT
	7.77E-02
	0.0220
	437,980
	a, b

	
	ALP
	1.31E-01
	0.0189
	438,226
	a, b, c

	
	
	
	
	
	

	rs187364908
	AST
	6.45E-01
	0.0044
	436,605
	b, e

	
	ALT
	8.66E-01
	-0.0016
	438,049
	a, b, c, e

	
	GGT
	4.84E-14
	-0.0680
	437,980
	a, b, e

	
	ALP
	4.50E-01
	0.0067
	438,226
	a, b, c, e

	
	
	
	
	
	

	rs191582687
	AST
	3.36E-01
	0.0236
	436,605
	b

	
	ALT
	6.56E-01
	0.0108
	438,049
	a, b, c

	
	GGT
	2.50E-01
	0.0263
	437,980
	a,b

	
	ALP
	2.62E-02
	0.0513
	438,226
	a, b, c

	
	
	
	
	
	

	rs2490283
	AST
	1.32E-10
	-0.0291
	873,908
	b, d, e, f, g, h, i

	
	ALT
	6.46E-01
	-0.0019
	880,502
	a, b, c, d, e, f, g, h, i

	
	GGT
	3.43E-01
	-0.0048
	858,070
	a, b, d, e, f, g, h, i

	
	ALP
	6.17E-02
	-0.0072
	563,394
	a, b, c, d, e, f, g, h

	
	
	
	
	
	

	rs2676140
	AST
	5.95E-01
	0.0094
	451,627
	b, d, f

	
	ALT
	8.65E-01
	0.0026
	458,193
	a, b, c, d, f

	
	GGT
	6.07E-01
	-0.0089
	451,634
	a, b, d, f

	
	ALP
	6.00E-01
	-0.0098
	458,364
	a, b, c, d, f

	
	
	
	
	
	

	rs534659781
	AST
	1.92E-01
	-0.0402
	436,605
	b

	
	ALT
	8.73E-01
	0.0049
	438,049
	a, b, c

	
	GGT
	1.81E-01
	-0.0385
	437,980
	a, b

	
	ALP
	6.42E-01
	-0.0138
	438,226
	a, b, c

	
	
	
	
	
	

	rs62179904
	AST
	2.92E-01
	-0.0151
	436,605
	b

	
	ALT
	8.75E-01
	-0.0022
	438,049
	a, b, c

	
	GGT
	9.69E-01
	0.0005
	437,980
	a, b

	
	ALP
	8.09E-01
	0.0032
	438,226
	a, b, c

	
	
	
	
	
	

	rs62447457
	AST
	2.38E-01
	0.0078
	442,623
	b, d, e, j

	
	ALT
	5.65E-01
	0.0038
	444,067
	a, b, c, d, e, j

	
	GGT
	3.83E-01
	0.0056
	442,630
	a, b ,d, e, j

	
	ALP
	6.85E-01
	0.0028
	444,238
	a, b, c, d, e, j

	
	
	
	
	
	

	rs62508274
	AST
	7.11E-01
	0.0020
	436,605
	b, e

	
	ALT
	5.53E-01
	0.0032
	438,049
	a, b, c, e

	
	GGT
	8.64E-01
	-0.0009
	437,980
	a, b, e

	
	ALP
	6.82E-01
	-0.0021
	438,226
	a, b, c, e

	
	
	
	
	
	

	rs77316565
	AST
	6.87E-01
	-0.0024
	442,623
	b, d, e

	
	ALT
	2.89E-01
	0.0066
	444,067
	a, b, c, d, e

	
	GGT
	2.36E-01
	0.0065
	442,630
	a, b, d, e

	
	ALP
	3.28E-01
	0.0056
	444,238
	a, b, c, d, e

	
	
	
	
	
	

	rs78980639
	AST
	4.30E-01
	-0.0087
	724,732
	b, i

	
	ALT
	4.29E-01
	-0.0086
	726,176
	a, b, c, i

	
	GGT
	4.11E-01
	0.0100
	726,107
	a, b, i

	
	ALP
	8.01E-01
	0.0032
	438,226
	a, b, c

	AST: aspartate aminotransferase; ALT: alanine aminotransferase; GGT: γ glutamyl transferase; ALP: alkaline phosphatase; a: Liver enzyme 2021 GWAS; b: Quantitative traits 2022 GWAS: European ancestry; c: EXTEND GWAS; d: Middle Eastern Qatari population WGS; e: Liver biomarkers GWAS;  f: Uganda Genome Resource pan-African GWAS; g: BioBank Japan GWAS; h: Liver Function GWAS; i: Korean Genome and Epidemiology Study 2022 metabolic traits GWAS: East Asian ancestry; j: Quantitative traits exome-wide imputation 2021 GWAS: European ancestry; NA: not available






Supplemental figure S1: Distribution of sequencing coverage per region
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