Supplementary Table 2: 
a) Association results of WM FA GWAS for candidate genes and genes/SNPs identified in previous GWAS studies in healthy individuals.
SNPs reported in previous GWAS Studies:
	Reference
	SNP
	Chromosome
	Gene
	MAF Reported
	Effect Reported
	P-value Reported
	A1
	A2
	MAF
	Beta
	P-value
	


SNP showing lowest P-value
	Lowest P-value observed in the gene
	LD observed between the reported and the SNP showing lowest P-value r-sq (D-prime)

	Sprooten et al., 2014
	rs10853057
	17
	GNA13
	0.23
	39.56 (chi-sq)
	3.18×10−10
	C
	T
	0.08
	0.0023
	0.2315
	rs2011307
	0.0271
	0.406 (0.84)

	
	rs12249377
	10
	HTR7
	0.31
	39.51 (chi-sq)
	3.26×10−10
	A
	C
	0.17
	-0.0013
	0.3436
	rs74595112
	0.004715 
	0.003 (1)

	
	rs258415
	12
	Intergenic
	0.3
	37.77 (chi-sq)
	7.97×10−10
	C
	A
	0.15
	0.0023
	0.0874
	-
	-
	

	
	rs1991867
	16
	Intergenic
	0.4
	36.03 (chi-sq)
	1.94×10−9
	C
	T
	0.15
	0.0007
	0.6106
	-
	-
	

	
	rs1361277
	1
	Intergenic
	0.29
	31.72 (chi-sq)
	2×10−8
	C
	T
	0.18
	0.0026
	0.0331
	-
	-
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Jahanshad et al., 2013
	rs2697846
	11
	SPON1
	0.38
	0.0018 (Beta)
	2.22×10−9
	T
	G
	0.38
	0.0006
	0.5299
	rs11023156
	0.0076
	0.001 (0.071)

	
	rs2618516
	11
	SPON1
	0.36
	0.0018 (Beta)
	5.82×10−10
	T
	C
	0.33
	0.0003
	0.7588
	-
	-
	0 (0.046)

	
	rs10832160
	11
	SPON1
	0.34
	0.0017 (Beta)
	7.58×10−9
	G
	A
	0.34
	-0.0007
	0.489
	-
	-
	0.002 (0.103)

	
	rs11023052
	11
	SPON1
	0.34
	0.0018 (Beta)
	1.07×10−9
	T
	C
	0.34
	0.0008
	0.4281
	-
	-
	0.001 (0.097)

	
	rs7124311
	11
	SPON1
	0.33
	0.0017 (Beta)
	7.02×10−9
	G
	T
	0.34
	-0.0007
	0.5052
	-
	-
	0.001 (0.083)

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Lopez et al., 2012
	rs7192208
	16
	ADAMTS18
	0.11
	-0.48 (Beta)
	1.65×10−6
	G
	T
	
	-0.0021
	0.2518
	rs274517
	0.0083
	0.001 (0.066)

	
	rs946836
	1
	LOC388630
	0.33
	0.3 (Beta)
	5.08×10−6
	T
	C
	
	-0.0008
	0.4594
	-
	-
	










ENIGMA2 subcortical brain structures (Hibar et al., 2015):

	Test/Phenotype
	SNP
	Chromosome
	A1
	A2
	MAF
	Beta
	P-value

	Putamen
	rs945270
	14
	T
	C
	0.3931
	-0.0012
	0.549 (rs12587289 closest SNP)

	Putamen
	rs62097986
	18
	A
	C
	0.3865
	0.0008
	0.4097

	Putamen
	rs6087771
	20
	T
	C
	0.3259
	-0.0011
	0.3452

	Putamen
	rs683250
	11
	A
	G
	0.3377
	0.0009
	0.374

	Caudate
	rs1318862
	11
	T
	C
	0.3931
	0.0003
	0.7999

	Hip.
	rs77956314
	12
	T
	C
	0.0752
	0.0004
	0.821

	Hip.
	rs61921502
	12
	T
	G
	0.1425
	-0.0023
	0.09588

	ICV
	rs17689882
	17
	A
	G
	0.2296
	0.0001
	0.9267




ENIGMA subcortical brain structures (Stein et al., 2012):

	Test/Phenotype
	SNP
	Chromosome
	A1
	A2
	MAF
	Beta
	P-value

	Mean bilateral hippocampal volume
	rs7294919
	12
	T
	C
	0.08179
	-0.0001
	0.9337

	Intracranial volume
	rs10784502
	12
	T
	C
	0.4749
	0.0003
	0.7558

	Total brain volume
	rs10494373
	1
	A
	C
	0.07256
	0.0011
	0.534






Candidate Genes:

	Reference
	SNP
	Gene
	Chromosome
	MAF
	Minor Allele
	Major Allele
	Beta
	P-value
	SNP showing lowest P-value
	P-value
	LD observed between the reported and the SNP showing lowest P-value r-sq (D-prime)

	Thomason et al., 2010
	rs4680 (Val158Met)
	COMT
	22
	0.4842
	A
	G
	0.0003
	0.7962
	rs165599
	0.0016
	0.185 (0.624)

	Tost et al., 2013
	rs6265 (Val66Met)
	BDNF
	11
	0.2032
	A
	G
	-0.0012
	0.3456
	rs189740576
	0.0047
	0.035 (1)

	Sprooten et al., 2011
	rs821616 (Ser704Cys)
	DISC1
	1
	-
	-
	-
	-
	-
	rs1417584
	0.0065
	0.005 (0.098)

	Fernandes et al., 2014
	rs1344706
	ZNF804A
	2
	0.3931
	T
	G
	-0.0002
	0.8554
	rs7580993
	0.0325
	0.046 (1)

	Wang et al., 2015
	rs7412
	APOE
	19
	0.06596
	T
	C
	-0.0006
	0.7427
	rs429358
	0.2739
	0.005 (0.679)

	
	rs429358
	
	
	0.1425
	T
	C
	0.0016
	0.2655
	-
	-
	-

	
	rs4420638
	
	
	0.186
	A
	G
	0.0013
	0.3519
	-
	-
	0.659 (0.952)

	Penke et al., 2010
	rs1042713
	ADRB2
	5
	0.3826
	A
	G
	0.0013
	0.2168
	rs1042720
	0.2996
	0.017 (0.24)

	
	rs1042714
	
	
	-
	-
	-
	-
	-
	-
	-
	0.173 (0.738)

	Mounce et al., 2014
	rs7808623
	GRM3
	7
	0.07388
	T
	G
	-0.0018
	0.3494
	rs117460381
	0.0222
	0.001 (0.063)

	Konrad et al., 2009
	rs839523
	ERBB4
	2
	0.2982
	A
	G
	0.0009
	0.425
	rs16847874
	0.0005
	0.003 (0.453)

	Braskie et al., 2011
	rs11136000
	CLU
	8
	0.3945
	T
	C
	0.0003
	0.7992
	rs9331934
	0.3086
	0.025 (1)

	Nickl-Jockschat et al., 2014
	rs3918342
	DAOA
	13
	0.496
	T
	C
	0.0023
	0.02253
	rs1557072
	0.0096
	0.001 (0.216)

	
	rs1421292
	
	
	-
	-
	-
	-
	-
	-
	-
	-

	Jonassen et al., 2012
	Microsatellite repeat
	SLC6A4
	17
	-
	-
	-
	-
	-
	rs11872020
	0.0607
	-

	Shen et al., 2010
	rs2075650
	TOMM40
	19
	0.1266
	A
	G
	0.0019
	0.1614
	rs405697
	0.0862
	0.054 (1)

	Braskie et al., 2012
	rs4661063
	NTRK1
	1
	0.08311
	A
	G
	0.0005
	0.754
	rs6339
	0.0701
	0.059 (0.354)

	Braskie et al., 2013
	rs1017412
	NTRK3
	15
	0.2982
	A
	G
	0.001
	0.3832
	rs62022271
	0.01
	0.008 (1)

	
	rs2114252
	
	
	0.2454
	A
	C
	0
	0.991
	-
	-
	-

	
	rs16941261
	
	
	-
	-
	-
	-
	-
	-
	-
	-

	
	rs3784406
	
	
	0.4248
	T
	C
	0.001
	0.307
	-
	-
	-

	
	rs7176429
	
	
	0.3285
	T
	G
	-0.0009
	0.3897
	-
	-
	-












b) Association results of processing speed GWAS findings and candidate genes implicated in processing speed in the study by CHARGE consortium (Ibrahim-Verbaas, et al., 2015):
	



Test/Phenotype
	



Gene
	



SNP
	



Chr
	



A1
	



A2
	



MAF
	


Effect Reported
	


P-value Reported
	


Beta
	


P-value
	
SNP showing lowest P-value in the processing speed GWAS
	


P-value
	
LD observed between the reported and the SNP showing lowest P-value r2 (D')

	LDST/DSST (GWAS finding)
	CADM2
	rs17518584
	3
	T
	C
	0.36
	5.43
	5.56×10−8
	0.3189
	0.4764
	rs114906451
	0.01485 
	0.001 (0.302)

	LDST/DSST (GWAS finding)
	DRD2 (11q.25)
	rs2734839
	11
	T
	C
	0.39
	5.123
	2.95×10−7
	-0.6938
	0.1212
	rs77264605
	0.003807 
	0.007 (0.283)

	LDST/DSST (GWAS finding)
	PAX3
	rs2118666
	2
	T
	G
	0.46
	-4.95
	7.45×10−7
	0.2661
	0.5383
	rs12616136
	0.03667 
	0.002 (0.107)

	LDST/DSST (from previous reports)
	APOE-E4
	rs4420638
	19
	G
	A
	-
	-
	0.000211
	0.8561
	0.1399
	rs429358
	0.1391 
	0.005 (0.679)

	LDST/DSST (from previous reports)
	WDR72
	-
	15
	A
	G
	-
	-
	0.157(min P)
	-3.6077
	0.009968
	rs138481566
	0.009968 
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