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	rs10027275
	4
	1.49E+08
	C
	G
	-0.0138
	0.0023
	3.79E-09
	GCST90029070_buildGRCh37
	36

	rs10095930
	8
	1.17E+08
	T
	C
	0.0286
	0.002
	8.23E-45
	GCST90029070_buildGRCh37
	204.49

	rs10106298
	8
	1.04E+08
	A
	G
	0.0151
	0.0021
	1.64E-12
	GCST90029070_buildGRCh37
	51.70295

	rs10157664
	1
	66165277
	T
	C
	-0.1015
	0.0025
	1E-305
	GCST90029070_buildGRCh37
	1648.36

	rs1037170
	17
	72702914
	T
	C
	0.0281
	0.0023
	3.56E-33
	GCST90029070_buildGRCh37
	149.2647

	rs10422060
	19
	46395073
	A
	G
	-0.0149
	0.0021
	3.2E-12
	[bookmark: _GoBack]GCST90029070_buildGRCh37
	50.3424

	rs10497423
	2
	1.75E+08
	T
	G
	-0.0134
	0.002
	4.68E-11
	GCST90029070_buildGRCh37
	44.89

	rs10498240
	2
	2.31E+08
	A
	C
	0.0133
	0.0021
	4.96E-10
	GCST90029070_buildGRCh37
	40.11111

	rs1056441
	20
	62370349
	T
	C
	-0.0208
	0.0021
	2.28E-22
	GCST90029070_buildGRCh37
	98.10431

	rs10760691
	9
	1.02E+08
	A
	G
	-0.0172
	0.0021
	8.65E-16
	GCST90029070_buildGRCh37
	67.0839

	rs10797119
	9
	92202495
	T
	C
	-0.0177
	0.002
	3.55E-18
	GCST90029070_buildGRCh37
	78.3225

	rs10831676
	11
	11820449
	A
	C
	0.0118
	0.002
	6.84E-09
	GCST90029070_buildGRCh37
	34.81

	rs10864088
	1
	2.14E+08
	A
	G
	-0.016
	0.0021
	7.25E-14
	GCST90029070_buildGRCh37
	58.04989

	rs10868852
	9
	71069835
	A
	C
	0.0344
	0.006
	1.02E-08
	GCST90029070_buildGRCh37
	32.87111

	rs10871777
	18
	57851763
	A
	G
	-0.0196
	0.0023
	5.76E-17
	GCST90029070_buildGRCh37
	72.62004

	rs10924372
	1
	2.36E+08
	T
	C
	-0.0147
	0.0021
	6.19E-12
	GCST90029070_buildGRCh37
	49

	rs10969334
	9
	29717279
	A
	C
	-0.0112
	0.002
	3.79E-08
	GCST90029070_buildGRCh37
	31.36

	rs11047224
	12
	24195042
	C
	G
	-0.0522
	0.0054
	3.9E-22
	GCST90029070_buildGRCh37
	93.44444

	rs11054402
	12
	11791029
	T
	C
	-0.012
	0.002
	3.79E-09
	GCST90029070_buildGRCh37
	36

	rs11065365
	12
	1.21E+08
	A
	G
	0.1368
	0.002
	1E-305
	GCST90029070_buildGRCh37
	4678.56

	rs11078597
	17
	1618363
	T
	C
	0.0187
	0.0026
	1.62E-12
	GCST90029070_buildGRCh37
	51.72929

	rs11118625
	1
	2.21E+08
	A
	G
	0.0194
	0.0022
	4.67E-18
	GCST90029070_buildGRCh37
	77.76033

	rs11159021
	14
	73974531
	T
	C
	-0.0118
	0.0021
	3.41E-08
	GCST90029070_buildGRCh37
	31.5737

	rs11217192
	11
	1.19E+08
	T
	G
	0.0134
	0.0023
	1.05E-08
	GCST90029070_buildGRCh37
	33.94329

	rs11242113
	5
	1.32E+08
	A
	G
	-0.0148
	0.0025
	6.08E-09
	GCST90029070_buildGRCh37
	35.0464

	rs112875651
	8
	1.27E+08
	A
	G
	-0.0202
	0.0021
	3.46E-21
	GCST90029070_buildGRCh37
	92.52608

	rs112957492
	1
	63117010
	T
	C
	0.0136
	0.0021
	2.01E-10
	GCST90029070_buildGRCh37
	41.94104

	rs113184201
	7
	1.02E+08
	A
	G
	0.0144
	0.0021
	1.64E-11
	GCST90029070_buildGRCh37
	47.02041

	rs113584870
	11
	1.07E+08
	A
	G
	-0.0163
	0.0029
	1.08E-08
	GCST90029070_buildGRCh37
	31.59215

	rs114947103
	7
	1.06E+08
	T
	C
	-0.0157
	0.0026
	3.01E-09
	GCST90029070_buildGRCh37
	36.46302

	rs11577023
	1
	2.22E+08
	T
	C
	0.0148
	0.0021
	4.45E-12
	GCST90029070_buildGRCh37
	49.66893

	rs11617494
	13
	1.1E+08
	A
	G
	0.0144
	0.0024
	3.79E-09
	GCST90029070_buildGRCh37
	36

	rs11658216
	17
	76344918
	T
	C
	0.0274
	0.0024
	3.51E-29
	GCST90029070_buildGRCh37
	130.3403

	rs11689543
	2
	25130440
	A
	T
	-0.0186
	0.002
	6.58E-20
	GCST90029070_buildGRCh37
	86.49

	rs11711864
	3
	25363163
	A
	G
	0.0113
	0.002
	2.87E-08
	GCST90029070_buildGRCh37
	31.9225

	rs117173235
	19
	38226496
	A
	C
	-0.042
	0.0066
	2.2E-10
	GCST90029070_buildGRCh37
	40.49587

	rs11729772
	4
	55277208
	A
	G
	0.0119
	0.0021
	2.61E-08
	GCST90029070_buildGRCh37
	32.11111

	rs117310449
	19
	45393516
	T
	C
	-0.2694
	0.0101
	2.3E-157
	GCST90029070_buildGRCh37
	711.4632

	rs11772470
	7
	99181096
	A
	G
	-0.0273
	0.0029
	1.01E-21
	GCST90029070_buildGRCh37
	88.6195

	rs11782130
	8
	22452357
	T
	G
	0.0123
	0.0021
	8.78E-09
	GCST90029070_buildGRCh37
	34.30612

	rs11786900
	8
	9239958
	C
	G
	-0.0368
	0.0035
	2.14E-26
	GCST90029070_buildGRCh37
	110.5502

	rs11868378
	17
	76357874
	A
	G
	-0.0334
	0.0027
	5.74E-34
	GCST90029070_buildGRCh37
	153.0261

	rs12132412
	1
	21820042
	A
	G
	-0.0182
	0.0021
	1.71E-17
	GCST90029070_buildGRCh37
	75.11111

	rs12202212
	6
	1.36E+08
	T
	C
	0.0119
	0.0021
	2.61E-08
	GCST90029070_buildGRCh37
	32.11111

	rs1222209
	11
	30361670
	A
	C
	-0.0146
	0.0021
	8.58E-12
	GCST90029070_buildGRCh37
	48.3356

	rs12239046
	1
	2.48E+08
	T
	C
	-0.0404
	0.002
	1.34E-87
	GCST90029070_buildGRCh37
	408.04

	rs12251016
	10
	21821918
	A
	T
	-0.0144
	0.0021
	1.64E-11
	GCST90029070_buildGRCh37
	47.02041

	rs123698
	19
	807442
	C
	G
	-0.0132
	0.0022
	3.79E-09
	GCST90029070_buildGRCh37
	36

	rs1260326
	2
	27730940
	T
	C
	0.0758
	0.002
	2.7E-303
	GCST90029070_buildGRCh37
	1436.41

	rs12605964
	18
	45663787
	T
	C
	0.0141
	0.0021
	4.26E-11
	GCST90029070_buildGRCh37
	45.08163

	rs12620844
	2
	2.32E+08
	T
	C
	-0.0133
	0.002
	6.51E-11
	GCST90029070_buildGRCh37
	44.2225

	rs12673996
	7
	22833400
	T
	C
	-0.027
	0.0024
	2.2E-28
	GCST90029070_buildGRCh37
	126.5625

	rs12716972
	16
	29936654
	A
	G
	-0.0115
	0.002
	1.63E-08
	GCST90029070_buildGRCh37
	33.0625

	rs1292061
	17
	57911230
	A
	G
	-0.0209
	0.002
	1.03E-24
	GCST90029070_buildGRCh37
	109.2025

	rs12927172
	16
	27325021
	A
	G
	0.0193
	0.002
	2.59E-21
	GCST90029070_buildGRCh37
	93.1225

	rs12929503
	16
	69565461
	T
	C
	0.0161
	0.002
	2.65E-15
	GCST90029070_buildGRCh37
	64.8025

	rs12933677
	16
	83983775
	T
	C
	-0.0137
	0.002
	1.72E-11
	GCST90029070_buildGRCh37
	46.9225

	rs13021775
	2
	37059557
	C
	G
	-0.0144
	0.002
	1.53E-12
	GCST90029070_buildGRCh37
	51.84

	rs13028310
	2
	632591
	T
	C
	-0.026
	0.0026
	9.06E-23
	GCST90029070_buildGRCh37
	100

	rs13066686
	3
	94075026
	A
	C
	-0.0128
	0.002
	3.26E-10
	GCST90029070_buildGRCh37
	40.96

	rs13216424
	6
	35054185
	A
	G
	0.0152
	0.0026
	9.36E-09
	GCST90029070_buildGRCh37
	34.17751

	rs13261587
	8
	1.26E+08
	T
	C
	0.0204
	0.002
	1.27E-23
	GCST90029070_buildGRCh37
	104.04

	rs13294945
	9
	15852777
	T
	G
	0.0137
	0.0024
	2.06E-08
	GCST90029070_buildGRCh37
	32.58507

	rs1332328
	10
	91011458
	T
	C
	0.0265
	0.0021
	2.81E-35
	GCST90029070_buildGRCh37
	159.2404

	rs1338071
	6
	1.53E+08
	C
	G
	0.0163
	0.0022
	3.41E-13
	GCST90029070_buildGRCh37
	54.89463

	rs13416992
	2
	59298298
	A
	C
	0.0124
	0.002
	1.13E-09
	GCST90029070_buildGRCh37
	38.44

	rs138866310
	1
	66040027
	A
	T
	-0.0636
	0.0091
	2.24E-12
	GCST90029070_buildGRCh37
	48.84627

	rs1401454
	11
	16250183
	T
	C
	-0.0129
	0.002
	2.37E-10
	GCST90029070_buildGRCh37
	41.6025

	rs141179989
	16
	51067084
	T
	C
	-0.0572
	0.0097
	3.34E-09
	GCST90029070_buildGRCh37
	34.77351

	rs141783576
	6
	1.27E+08
	C
	G
	-0.041
	0.0046
	3.59E-19
	GCST90029070_buildGRCh37
	79.44234

	rs141936164
	4
	1.03E+08
	A
	G
	0.0127
	0.0021
	2.85E-09
	GCST90029070_buildGRCh37
	36.5737

	rs1441169
	2
	2.14E+08
	A
	G
	0.021
	0.002
	6.16E-25
	GCST90029070_buildGRCh37
	110.25

	rs144215737
	1
	66178064
	A
	G
	0.1346
	0.0101
	1.13E-40
	GCST90029070_buildGRCh37
	177.6018

	rs146424514
	14
	35621393
	A
	G
	0.0159
	0.0027
	7.3E-09
	GCST90029070_buildGRCh37
	34.67901

	rs146551445
	1
	65662464
	A
	T
	0.0522
	0.0053
	6.23E-23
	GCST90029070_buildGRCh37
	97.00392

	rs146588776
	1
	1.54E+08
	C
	G
	-0.0587
	0.0077
	3.3E-14
	GCST90029070_buildGRCh37
	58.11587

	rs1470560
	3
	35670150
	A
	G
	0.0121
	0.0021
	1.52E-08
	GCST90029070_buildGRCh37
	33.19955

	rs1490384
	6
	1.27E+08
	T
	C
	-0.0279
	0.002
	9.94E-43
	GCST90029070_buildGRCh37
	194.6025

	rs149394327
	17
	64228995
	C
	G
	0.0593
	0.0063
	5.77E-21
	GCST90029070_buildGRCh37
	88.59889

	rs151313645
	1
	1.6E+08
	A
	C
	-0.1009
	0.0073
	4.18E-43
	GCST90029070_buildGRCh37
	191.0454

	rs1545536
	8
	1.45E+08
	T
	C
	-0.0244
	0.0025
	9.14E-22
	GCST90029070_buildGRCh37
	95.2576

	rs1557812
	17
	36034365
	A
	G
	0.0153
	0.0024
	3.81E-10
	GCST90029070_buildGRCh37
	40.64063

	rs166169
	5
	56194768
	T
	C
	-0.0188
	0.0029
	4.26E-11
	GCST90029070_buildGRCh37
	42.02616

	rs16842568
	1
	1.6E+08
	A
	G
	-0.2195
	0.0043
	1.1E-305
	GCST90029070_buildGRCh37
	2605.746

	rs16988471
	21
	33122575
	A
	C
	-0.0336
	0.0049
	6.19E-12
	GCST90029070_buildGRCh37
	47.02041

	rs17098829
	12
	63455347
	C
	G
	-0.0129
	0.0023
	3.61E-08
	GCST90029070_buildGRCh37
	31.45747

	rs17138478
	17
	36073320
	A
	C
	0.0338
	0.0032
	9.23E-27
	GCST90029070_buildGRCh37
	111.5664

	rs17196595
	7
	6418378
	T
	C
	-0.0141
	0.0023
	1.73E-09
	GCST90029070_buildGRCh37
	37.58223

	rs17391694
	1
	78623626
	T
	C
	0.0173
	0.0031
	1.48E-08
	GCST90029070_buildGRCh37
	31.1436

	rs17417252
	1
	2.05E+08
	A
	G
	-0.015
	0.0022
	2.13E-11
	GCST90029070_buildGRCh37
	46.4876

	rs174373
	6
	1.12E+08
	T
	C
	0.0135
	0.0024
	3.3E-08
	GCST90029070_buildGRCh37
	31.64063

	rs17616063
	16
	51436882
	A
	G
	0.1338
	0.0044
	3.9E-205
	GCST90029070_buildGRCh37
	924.7128

	rs17691879
	13
	1.03E+08
	T
	C
	-0.015
	0.0027
	4.85E-08
	GCST90029070_buildGRCh37
	30.8642

	rs17781691
	14
	73366493
	A
	G
	0.0188
	0.002
	2.64E-20
	GCST90029070_buildGRCh37
	88.36

	rs178826
	17
	16083684
	T
	C
	0.0158
	0.002
	8.54E-15
	GCST90029070_buildGRCh37
	62.41

	rs1800693
	12
	6440009
	T
	C
	0.0218
	0.002
	9.56E-27
	GCST90029070_buildGRCh37
	118.81

	rs1800961
	20
	43042364
	T
	C
	-0.1074
	0.0059
	6.5E-74
	GCST90029070_buildGRCh37
	331.3634

	rs1800973
	12
	69744014
	A
	C
	0.0294
	0.0043
	6.19E-12
	GCST90029070_buildGRCh37
	46.74743

	rs1869358
	2
	1.78E+08
	T
	C
	0.0169
	0.0024
	4.64E-12
	GCST90029070_buildGRCh37
	49.58507

	rs1880241
	7
	22759469
	A
	G
	0.0252
	0.002
	3.54E-35
	GCST90029070_buildGRCh37
	158.76

	rs1905505
	3
	1.71E+08
	A
	G
	0.0196
	0.0022
	2.13E-18
	GCST90029070_buildGRCh37
	79.3719

	rs1918912
	7
	1.16E+08
	T
	C
	-0.0124
	0.0022
	3.1E-08
	GCST90029070_buildGRCh37
	31.7686

	rs1935237
	9
	1.04E+08
	A
	C
	-0.0198
	0.0027
	5.9E-13
	GCST90029070_buildGRCh37
	53.77778

	rs1969066
	3
	1.57E+08
	A
	G
	0.0133
	0.0022
	2.89E-09
	GCST90029070_buildGRCh37
	36.54752

	rs197374
	1
	1.12E+08
	T
	C
	0.0123
	0.002
	1.54E-09
	GCST90029070_buildGRCh37
	37.8225

	rs2041748
	2
	1.03E+08
	A
	G
	0.0223
	0.0023
	1.68E-21
	GCST90029070_buildGRCh37
	94.00567

	rs2054872
	3
	4769176
	A
	C
	0.0175
	0.0027
	1.94E-10
	GCST90029070_buildGRCh37
	42.0096

	rs2126886
	12
	21701300
	T
	C
	-0.0172
	0.0024
	1.94E-12
	GCST90029070_buildGRCh37
	51.36111

	rs2161037
	2
	1.7E+08
	A
	G
	0.0205
	0.002
	7.7E-24
	GCST90029070_buildGRCh37
	105.0625

	rs2161374
	5
	1.72E+08
	T
	C
	-0.0191
	0.002
	6.6E-21
	GCST90029070_buildGRCh37
	91.2025

	rs2207132
	20
	39142516
	A
	G
	0.0487
	0.006
	5.18E-16
	GCST90029070_buildGRCh37
	65.88028

	rs2239222
	14
	73011885
	A
	G
	-0.0359
	0.0021
	2.85E-63
	GCST90029070_buildGRCh37
	292.2472

	rs2260997
	20
	25256266
	T
	G
	0.0178
	0.002
	2.3E-18
	GCST90029070_buildGRCh37
	79.21

	rs2280406
	3
	49941436
	A
	G
	0.0222
	0.002
	1.12E-27
	GCST90029070_buildGRCh37
	123.21

	rs2289852
	5
	1.57E+08
	A
	G
	-0.0313
	0.0044
	8.72E-13
	GCST90029070_buildGRCh37
	50.60382

	rs2307377
	6
	88367635
	A
	G
	-0.0221
	0.0038
	4.45E-09
	GCST90029070_buildGRCh37
	33.82341

	rs2310227
	3
	1.32E+08
	T
	G
	-0.0119
	0.0021
	2.61E-08
	GCST90029070_buildGRCh37
	32.11111

	rs2339102
	18
	23797853
	T
	C
	0.0125
	0.002
	8.32E-10
	GCST90029070_buildGRCh37
	39.0625

	rs2393794
	12
	1.21E+08
	T
	C
	-0.0367
	0.0026
	1.05E-43
	GCST90029070_buildGRCh37
	199.2441

	rs2465585
	12
	47186260
	A
	G
	0.0224
	0.0025
	1.36E-18
	GCST90029070_buildGRCh37
	80.2816

	rs2542153
	18
	12783898
	T
	C
	-0.0237
	0.002
	2.61E-31
	GCST90029070_buildGRCh37
	140.4225

	rs2596937
	3
	9480906
	T
	C
	-0.0173
	0.0024
	1.44E-12
	GCST90029070_buildGRCh37
	51.96007

	rs2608101
	5
	1.71E+08
	T
	C
	-0.0143
	0.0023
	1.02E-09
	GCST90029070_buildGRCh37
	38.65595

	rs2657896
	12
	56929694
	T
	C
	-0.0233
	0.0027
	2.33E-17
	GCST90029070_buildGRCh37
	74.47051

	rs2686341
	12
	1.22E+08
	T
	C
	-0.0184
	0.002
	1.62E-19
	GCST90029070_buildGRCh37
	84.64

	rs2700938
	7
	36085142
	T
	C
	-0.0236
	0.0021
	2.51E-28
	GCST90029070_buildGRCh37
	126.2948

	rs2726033
	16
	28338039
	A
	G
	-0.0151
	0.0022
	1.57E-11
	GCST90029070_buildGRCh37
	47.1095

	rs2786178
	13
	86340082
	T
	C
	0.0142
	0.0025
	2.42E-08
	GCST90029070_buildGRCh37
	32.2624

	rs28429148
	16
	53798319
	A
	G
	0.0247
	0.0021
	7.18E-31
	GCST90029070_buildGRCh37
	138.3424

	rs288183
	5
	1.07E+08
	T
	G
	0.0148
	0.0026
	2.26E-08
	GCST90029070_buildGRCh37
	32.40237

	rs28929474
	14
	94844947
	T
	C
	-0.1003
	0.0074
	1.67E-41
	GCST90029070_buildGRCh37
	183.7124

	rs2956395
	11
	61519986
	C
	G
	-0.0145
	0.0021
	1.19E-11
	GCST90029070_buildGRCh37
	47.67574

	rs2970901
	2
	88428834
	T
	G
	0.0134
	0.002
	4.68E-11
	GCST90029070_buildGRCh37
	44.89

	rs301798
	1
	8488565
	A
	G
	-0.0117
	0.0021
	4.45E-08
	GCST90029070_buildGRCh37
	31.04082

	rs303429
	10
	30708441
	T
	C
	-0.0152
	0.002
	8.35E-14
	GCST90029070_buildGRCh37
	57.76

	rs340005
	15
	60878030
	A
	G
	0.0339
	0.0021
	1.29E-56
	GCST90029070_buildGRCh37
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