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	SNP (Chromosome: position in bp)
	Minor allele frequency
	Allele substitution effect
	Standard error 
	-log10(p)

	Chr1:139973867
	0.014
	-6.53
	0.98
	10.45

	Chr2:113978228
	0.337
	-1.65
	0.24
	11.55

	Chr3:82529160
	0.238
	1.92
	0.26
	12.36

	Chr4:5249468
	0.339
	1.52
	0.23
	10.67

	Chr5:18105417
	0.043
	4.03
	0.57
	11.58

	Chr6:38127504
	0.312
	-3.77
	0.23
	57.50

	Chr7:105694348
	0.016
	-5.57
	0.90
	9.24

	Chr8:58450067
	0.023
	-5.77
	0.83
	11.30

	Chr9:41272526
	0.036
	-3.76
	0.59
	9.69

	Chr10:87993868
	0.032
	-4.89
	0.69
	11.66

	Chr11:77663635
	0.352
	1.39
	0.23
	8.88

	Chr12:26810334
	0.452
	1.56
	0.22
	11.65

	Chr13:57530105
	0.108
	-2.37
	0.36
	10.19

	Chr14:24656389
	0.195
	2.48
	0.27
	18.64

	Chr15:23622699
	0.494
	-1.36
	0.23
	8.52

	Chr16:21450014
	0.059
	-3.46
	0.51
	11.02

	Chr17:61944623
	0.065
	-3.12
	0.47
	10.63

	Chr18:57517094
	0.035
	4.68
	0.64
	12.60

	Chr20:24585455
	0.153
	-2.22
	0.35
	9.44

	Chr21:7884339
	0.044
	-4.17
	0.65
	9.91

	Chr22:50867420
	0.251
	-1.71
	0.27
	9.94

	Chr23:13313896
	0.059
	-7.17
	0.47
	50.63

	Chr24:53893876
	0.131
	-1.98
	0.33
	8.48

	Chr25:4567770
	0.056
	-3.40
	0.49
	11.44

	Chr26:21108033
	0.167
	-1.97
	0.30
	9.95

	Chr28:5299056
	0.221
	-1.93
	0.27
	11.83



