Supplementary Material for:
Supplementary Figure 1: The relationship between LD r2 and correlation coefficient of p-values by curve fitting
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Supplementary Table 1: Minor allele frequencies, LD pattern of SNPs
	SNP
	MAF
	
	r matrix

	1
	0.2
	
	1
	0.9
	0.9
	0.9
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	2
	0.2
	
	
	1
	0.9
	0.9
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	3
	0.2
	
	
	
	1
	0.9
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	4
	0.2
	
	
	
	
	1
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	5
	0.2
	
	
	
	
	
	1
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	6
	0.2
	
	
	
	
	
	
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	7
	0.4
	
	
	
	
	
	
	
	1
	0.8
	0.8
	0.8
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	8
	0.4
	
	
	
	
	
	
	
	
	1
	0.8
	0.8
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	9
	0.4
	
	
	
	
	
	
	
	
	
	1
	0.8
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	10
	0.4
	
	
	
	
	
	
	
	
	
	
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	11
	0.25
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0.9
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	12
	0.25
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	13
	0.25
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	14
	0.25
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	15
	0.25
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	16
	0.25
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	17
	0.3
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.8
	0.8
	0.8
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	18
	0.3
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.8
	0.8
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	19
	0.3
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.8
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	20
	0.3
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	21
	0.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0.9
	0.9
	0.9
	0
	0
	0
	0

	22
	0.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0.9
	0.9
	0
	0
	0
	0

	23
	0.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0.9
	0
	0
	0
	0

	24
	0.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0.9
	0
	0
	0
	0

	25
	0.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.9
	0
	0
	0
	0

	26
	0.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0
	0
	0
	0

	27
	0.15
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.8
	0.8
	0.8

	28
	0.15
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.8
	0.8

	29
	0.15
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1
	0.8

	30
	0.15
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	1


Note: The 24-block pattern is made up of 4 identical 6-block patterns.
Supplementary Table 2: Estimated effective number of SNPs and p-value thresholds using the HapMap CHB, JPT and YRI samples
	 
	 
	 
	CHB
	 
	 
	 
	 
	JPT
	 
	 
	 
	 
	YRI
	 
	 
	 
	 

	 
	ArrayName
	#SNP in toal
	#SNP In HapMap
	#Effective SNP
	Effective ratio
	p-value thresholds (significant association)
	p-value thresholds (highly significant association)
	#SNP In HapMap
	#Effective SNP
	Effective ratio
	p-value thresholds (significant association)
	p-value thresholds (highly significant association)
	#SNP In HapMap
	#Effective SNP
	Effective ratio
	p-value thresholds (significant association)
	p-value thresholds (highly significant association)

	Illumina
	Omni2.5
	2,450,000
	902,458
	467,103
	0.518 
	3.94E-08
	7.89E-10
	889,038
	449,555
	0.506 
	4.04E-08
	8.07E-10
	1,016,885
	765,935
	0.753 
	2.71E-08
	5.42E-10

	 
	1M
	1,199,187
	886,148
	428,324
	0.483 
	8.63E-08
	1.73E-09
	871,061
	411,521
	0.472 
	8.83E-08
	1.77E-09
	989,471
	696,631
	0.704 
	5.92E-08
	1.18E-09

	 
	650Y
	660,557
	559,535
	327,691
	0.586 
	1.29E-07
	2.58E-09
	550,296
	315,146
	0.573 
	1.32E-07
	2.64E-09
	615,930
	513,349
	0.833 
	9.08E-08
	1.82E-09

	 
	p610-Quad
	598,821
	517,952
	313,358
	0.605 
	1.38E-07
	2.76E-09
	509,515
	302,089
	0.593 
	1.41E-07
	2.82E-09
	539,689
	438,161
	0.812 
	1.03E-07
	2.06E-09

	 
	p550-Duo
	561,122
	497,374
	309,544
	0.622 
	1.43E-07
	2.86E-09
	489,210
	298,469
	0.610 
	1.46E-07
	2.92E-09
	516,515
	427,306
	0.827 
	1.08E-07
	2.15E-09

	 
	CNV370
	353,188
	311,891
	215,922
	0.692 
	2.04E-07
	4.09E-09
	306,957
	209,148
	0.681 
	2.08E-07
	4.16E-09
	317,593
	273,479
	0.861 
	1.64E-07
	3.29E-09

	 
	300-Duo
	318,117
	292,571
	209,432
	0.716 
	2.20E-07
	4.39E-09
	287,938
	202,912
	0.705 
	2.23E-07
	4.46E-09
	295,745
	260,165
	0.880 
	1.79E-07
	3.57E-09

	Affymetrix
	Array 6.0
	934,968
	722,375
	336,266
	0.465 
	1.15E-07
	2.30E-09
	712,247
	325,966
	0.458 
	1.17E-07
	2.34E-09
	856,025
	615,331
	0.719 
	7.44E-08
	1.49E-09

	 
	Array 5.0
	443,816
	356,986
	188,093
	0.527 
	2.14E-07
	4.28E-09
	352,368
	183,382
	0.520 
	2.16E-07
	4.33E-09
	410,168
	297,047
	0.724 
	1.56E-07
	3.11E-09

	 
	250K Nsp Array
	262,264
	210,364
	126,146
	0.600 
	3.18E-07
	6.36E-09
	207,476
	123,092
	0.593 
	3.21E-07
	6.43E-09
	242,835
	187,726
	0.773 
	2.47E-07
	4.93E-09

	 
	250K Sty Array
	238,304
	189,919
	122,455
	0.645 
	3.25E-07
	6.51E-09
	188,066
	120,685
	0.642 
	3.27E-07
	6.54E-09
	220,429
	178,031
	0.808 
	2.60E-07
	5.20E-09

	 
	50K Hind 240 Array
	56,936
	45,291
	35,617
	0.786 
	1.12E-06
	2.23E-08
	44,244
	34,457
	0.779 
	1.13E-06
	2.26E-08
	50,121
	44,125
	0.880 
	9.98E-07
	2.00E-08

	 
	50K Xba 240 Array
	58,625
	49,683
	37,505
	0.755 
	1.13E-06
	2.26E-08
	48,752
	36,647
	0.752 
	1.13E-06
	2.27E-08
	52,823
	45,607
	0.863 
	9.88E-07
	1.98E-08

	Merged
	Illumina Arrays
	3,048,319
	1,215,331
	520,884
	0.429 
	3.83E-08
	7.65E-10
	1,195,677
	413,373
	0.346 
	4.74E-08
	9.49E-10
	996,773
	701,218
	0.703 
	2.33E-08
	4.66E-10

	Merged  
	Affymetrix Arrays
	1,011,854
	786,609
	350,169
	0.445 
	1.11E-07
	2.22E-09
	775,152
	338,916
	0.437 
	1.13E-07
	2.26E-09
	926,143
	642,736
	0.694 
	7.12E-08
	1.42E-09

	Merged
	Both
	3,663,039
	1,601,716
	567,728
	0.354 
	3.85E-08
	7.70E-10
	1,576,451
	493,551
	0.313 
	4.36E-08
	8.72E-10
	1,606,895
	956,110
	0.595 
	2.29E-08
	4.59E-10


Supplementary Table 3: Estimated effective number of SNPs and genome-wide significance thresholds in the 7 additional HapMap panels of Phase III
	Panel
	#SNPs
	#Effective SNPs
	Effective Ratio
	p-value thresholds (significant association)
	p-value thresholds (highly significant association)

	CHD
	1305715
	551236.62
	0.42
	9.07E-08
	1.81E-09

	GIH
	1407340
	644196
	0.46
	7.76E-08
	1.55E-09

	LWK
	1529240
	992956.36
	0.65
	5.04E-08
	1.01E-09

	MKK
	1537000
	988643.28
	0.64
	5.06E-08
	1.01E-09

	ASW
	1560732
	946168.35
	0.61
	5.28E-08
	1.06E-09

	MEX
	1409772
	658442.91
	0.47
	7.59E-08
	1.52E-09

	TSI
	1419430
	636351.88
	0.45
	7.86E-08
	1.57E-09


