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Supplementary Subjects and Methods:

Study Populations

Participants in the UCSF study were enrolled by the University of California San Francisco (UCSF) Genomic Resource. Participants included patients who underwent diagnostic or interventional cardiac catheterization, patients of the UCSF Lipid Clinic, and healthy individuals. Cases had a history of ischemic stroke as self-reported in the questionnaire. The ischemic stroke subtype information was not recorded for the UCSF cases.

Participants in the Cleveland Clinic (CC) study were patients enrolled at the Cleveland Clinic Foundation Heart Center who had undergone diagnostic or interventional cardiac catheterization. Cases had a history of ischemic stroke as self-reported in the questionnaire and confirmed by chart reviews. The ischemic stroke subtype information was not recorded for the CC cases.

Allele Frequency and Genotype Determination

Allele frequencies in pooled DNA samples were determined by kinetic PCR [1]. In brief, DNA concentrations were standardized to 10 ng/ml with Pico-Green (Molecular Probes) fluorescent dye [2]. DNA pools for the Vienna and the UCSF-CC studies contained from 80 to 242 DNA samples of either cases or controls and were made by mixing equal volumes of standardized DNA from each individual member of the pool. With 3 ng of pooled DNA, one of two allele-specific primers, and a common reverse primer, each allele was amplified separately by PCR with use of an Applied Biosystems PRISM 7900HT Sequence Detection System. The allele frequency was calculated from the two allele-specific PCR amplification curves [1] on the basis of at least two independent pools of DNA, each determined in duplicate. Individual genotyping was similarly performed using 0.3 ng of DNA. All genotyping was performed at the Celera high-throughput genotyping facility. Genotyping call rate and accuracy in this facility is typically greater than 99% as reported previously [3]. In the German Study, some SNPs were assessed by separately repeating the genotyping using an allele-specific oligonucleotide ligation assay similar to a previously reported method [4], and hybridization to oligonucleotides coupled to Luminex 100TM xMAP microspheres (Luminex, Austin, TX).
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Online Figure: Proportions of 3 ancestral populations attributed to individuals in the cases and controls of the German study.
Online Figure Legend: Each point shows the estimated ancestry for an individual in the German study.  Each corner of the triangle represents pure ancestry from a single population.  The proportion of ancestry attributed to a specific population decreases with increasing distance from the corner.   The proportions of ancestral populations attributed to individuals were determined without knowledge of case/control status.

Online Table 2: The association of 54 SNPs with nonCES in the Vienna and UCSF-CC Studies
	
	
	
	
	
	Vienna
	UCSF-CC

	SNP
	Gene
	Chromosome
	Position
	Risk Allele
	mAF*
	OR
	P-value
	Mode
	mAF*
	OR
	P-value
	Mode

	rs11580249
	LOC343384 
	1
	22656863
	T
	0.14
	1.23
	0.029
	ADD
	0.16
	1.30
	0.008
	HET

	rs11809423
	HIVEP3
	1
	41976529
	T
	0.03
	1.80
	0.001
	HET
	0.03
	1.65
	0.002
	HET

	rs3219489
	MUTYH
	1
	45797505
	C
	0.23
	2.99
	0.000
	HOM
	0.27
	1.26
	0.010
	REC

	rs781226
	TESK2
	1
	45872662
	C
	0.24
	2.76
	0.000
	HOM
	0.27
	1.21
	0.028
	REC

	rs2985822
	MIER1
	1
	67404910
	G
	0.26
	1.69
	0.015
	HOM
	0.26
	1.18
	0.021
	ADD

	rs3748743
	SLC22A15
	1
	116605423
	T
	0.04
	1.48
	0.015
	ADD
	0.05
	1.32
	0.028
	ADD

	rs10916581
	NVL
	1
	224476409
	C
	0.13
	1.37
	0.006
	ADD
	0.14
	2.20
	0.038
	HOM

	rs6754561
	SERPINE2
	2
	224839696
	T
	0.39
	1.52
	0.008
	HOM
	0.38
	1.51
	0.007
	HOM

	rs9822460
	OR5K4
	3
	98073313
	G
	0.19
	1.86
	0.015
	HOM
	0.19
	1.23
	0.006
	ADD

	rs938390
	KLF15
	3
	126058549
	T
	0.26
	1.26
	0.005
	ADD
	0.25
	1.45
	0.049
	HET

	rs362277
	HTT
	4
	3219053
	C
	0.12
	1.42
	0.004
	ADD
	0.11
	1.25
	0.036
	REC

	rs7660668
	CLOCK
	4
	56401697
	C
	0.26
	1.16
	0.049
	ADD
	0.26
	1.14
	0.040
	ADD

	rs2880415
	NPY2R
	4
	156136027
	C
	0.41
	1.25
	0.003
	ADD
	0.46
	1.33
	0.009
	HET

	rs2229995
	APC
	5
	112178795
	G
	0.03
	2.02
	0.010
	ADD
	0.02
	1.89
	0.015
	ADD

	rs2015018
	CHSY-2
	5
	129521126
	G
	0.28
	1.70
	0.013
	HOM
	0.26
	1.23
	0.017
	REC

	rs739719
	LOC441108
	5
	131872865
	C
	0.08
	1.48
	0.010
	REC
	0.08
	1.28
	0.039
	ADD

	rs1264352
	DDR1
	6
	30789647
	C
	0.12
	1.24
	0.024
	ADD
	0.13
	1.2
	0.031
	ADD

	rs2857595
	NCR3 
	6
	31568469
	A
	0.17
	1.35
	0.007
	HET
	0.17
	1.2
	0.019
	ADD

	rs10948059
	GNMT
	6
	42928461
	C
	0.47
	1.14
	0.047
	ADD
	0.48
	1.25
	0.039
	HET

	rs3805953
	PEX6
	6
	42936900
	C
	0.47
	1.32
	0.037
	HOM
	0.47
	1.14
	0.027
	ADD

	rs35067690
	CLIC5
	6
	46048120
	G
	0.05
	1.54
	0.019
	ADD
	0.05
	1.62
	0.005
	ADD

	rs1884833
	RFXDC1
	6
	117251276
	A
	0.11
	1.35
	0.006
	ADD
	0.11
	1.25
	0.029
	HET

	rs9482985
	LAMA2
	6
	129434512
	G
	0.21
	1.29
	0.014
	REC
	0.22
	1.84
	0.013
	HOM

	rs1559599
	AIG1
	6
	143658343
	T
	0.15
	1.26
	0.031
	HET
	0.14
	1.21
	0.021
	ADD

	rs7793552
	LOC646588
	7
	25802332
	C
	0.35
	1.22
	0.008
	ADD
	0.33
	1.26
	0.008
	REC

	rs3750145
	FZD1
	7
	90896831
	T
	0.18
	1.21
	0.034
	ADD
	0.17
	3.71
	0.003
	HOM

	rs6967117
	EPHA1
	7
	143088867
	T
	0.08
	1.55
	0.002
	HET
	0.07
	1.32
	0.022
	HET

	rs2924914
	CSMD1
	8
	2728576
	T
	0.28
	1.53
	0.017
	REC
	0.3
	1.33
	0.041
	HOM

	rs10110659
	KCNQ3
	8
	133148092
	C
	0.34
	1.26
	0.003
	ADD
	0.31
	1.33
	0.002
	REC

	rs3739636
	C9orf46
	9
	5392199
	A
	0.44
	1.35
	0.012
	REC
	0.45
	1.16
	0.016
	ADD

	rs1187332
	NTRK2
	9
	87269362
	G
	0.13
	3.44
	0.026
	HOM
	0.13
	1.31
	0.012
	REC

	rs3750465
	C9orf4
	9
	111900677
	C
	0.25
	1.22
	0.012
	ADD
	0.29
	1.15
	0.033
	ADD

	rs3739709
	EDG2
	9
	113637854
	G
	0.21
	1.28
	0.017
	REC
	0.2
	1.3
	0.006
	REC

	rs12223005
	TRIM22
	11
	5748632
	C
	0.11
	1.34
	0.020
	REC
	0.11
	3.03
	0.036
	HOM

	rs2344829
	C11orf47
	11
	6550309
	G
	0.33
	1.21
	0.008
	ADD
	0.32
	1.2
	0.041
	HET

	rs12804599
	LOC645397
	11
	18893337
	T
	0.2
	1.36
	0.005
	HET
	0.22
	1.63
	0.008
	HOM

	rs544115
	NEU3
	11
	74705696
	C
	0.2
	1.28
	0.008
	ADD
	0.21
	1.74
	0.021
	HOM

	rs3205421
	CHPT1
	12
	102108345
	C
	0.3
	1.19
	0.020
	ADD
	0.29
	1.55
	0.005
	HOM

	rs11841997
	GUCY1B2
	13
	51602359
	G
	0.03
	1.53
	0.025
	ADD
	0.03
	1.43
	0.028
	ADD

	rs9284183
	UBAC2
	13
	99946371
	G
	0.27
	1.52
	0.018
	REC
	0.28
	1.72
	0.000
	REC

	rs1950943
	ENSG00000390547
	14
	106329435
	G
	0.21
	1.35
	0.005
	REC
	0.22
	1.97
	0.009
	HOM

	rs4787956
	IL4R 
	16
	27378249
	G
	0.31
	1.47
	0.001
	HET
	0.33
	1.20
	0.007
	ADD

	rs8060368
	IL21R
	16
	27412414
	C
	0.35
	1.16
	0.039
	ADD
	0.34
	1.21
	0.028
	REC

	rs12445805
	LOC729251 
	16
	79264615
	G
	0.13
	1.27
	0.027
	ADD
	0.11
	1.28
	0.019
	ADD

	rs11079818
	SKAP1
	17
	46454177
	T
	0.29
	1.63
	0.017
	HOM
	0.29
	1.17
	0.024
	ADD

	rs11079160
	HLF
	17
	53404725
	T
	0.15
	1.21
	0.035
	ADD
	0.16
	1.30
	0.007
	HET

	rs346802
	SPHK1
	17
	74383601
	C
	0.04
	1.72
	0.012
	ADD
	0.04
	1.53
	0.019
	REC

	rs17070848
	BCL2
	18
	60905500
	T
	0.18
	1.28
	0.019
	HET
	0.16
	1.29
	0.009
	HET

	rs680014
	LOC731450
	18
	77437993
	G
	0.22
	1.17
	0.048
	ADD
	0.23
	1.23
	0.008
	ADD

	rs1048621
	SDCBP2
	20
	1293046
	A
	0.23
	1.22
	0.012
	ADD
	0.27
	1.13
	0.045
	ADD

	rs4812768
	RBL1
	20
	35709639
	T
	0.2
	1.32
	0.009
	REC
	0.21
	1.77
	0.021
	HET

	rs6073804
	WFDC10A
	20
	44224289
	T
	0.07
	1.33
	0.024
	ADD
	0.09
	1.26
	0.022
	ADD

	rs415989
	WFDC3
	20
	44394814
	G
	0.04
	1.6
	0.003
	ADD
	0.06
	1.38
	0.012
	HET

	rs12481805
	UMODL1
	21
	43562899
	A
	0.27
	1.26
	0.025
	HET
	0.3
	1.16
	0.024
	ADD


Chromosome and position are based on build 37 of dbSNP database

*Minor allele frequency among controls in the Vienna or the UCSF-CC Study

nonCES: noncardioembolic stroke; ADD: additive; DOM: dominant; REC: recessive; Het: heterozygote
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Online Table 3: The association of 46 SNPs with nonCES in the German Study
	
	
	
	
	
	
	
	Unadjusted
	
	
	Adjusted†
	

	SNP
	Gene
	HWE P
	Risk Allele
	Freq*
	Best Model
	Risk Allele or Genotype
	OR (90% CI)
	P
	FDR
	OR (90% CI)
	P

	rs11580249
	LOC343384 
	0.05
	T
	0.17
	DOM
	TG or TT
	1.01 (0.85-1.21)
	0.450
	0.80
	1.04 (0.82-1.31)
	0.400

	rs3219489
	MUTYH
	0.43
	C
	0.77
	DOM
	CG or CC
	1.29 (0.89-1.87)
	0.130
	0.70
	1.57 (0.95-2.61)
	0.070

	rs781226
	TESK2
	0.25
	C
	0.77
	DOM
	CT or CC
	1.28 (0.89-1.84)
	0.130
	0.70
	1.58 (0.97-2.57)
	0.060

	rs3748743
	SLC22A15
	0.66
	T
	0.04
	DOM
	TC or TT
	1.12 (0.84-1.50)
	0.260
	0.79
	0.85 (0.57-1.27)
	0.750

	rs10916581
	NVL
	0.81
	C
	0.85
	DOM
	CT or CC
	1.34 (0.72-2.49)
	0.220
	0.79
	0.91 (0.40-2.06)
	0.580

	rs6754561
	 SERPINE2
	0.89
	T
	0.64
	REC
	TT
	0.99 (0.84-1.16)
	0.540
	0.87
	0.98 (0.78-1.22)
	0.570

	rs362277
	HTT
	0.75
	C
	0.89
	REC
	CC
	1.39 (1.12-1.71)
	0.005
	0.32
	1.40 (1.06-1.85)
	0.023

	rs7660668
	CLOCK
	0.33
	C
	0.29
	DOM
	CG or CC
	1.07 (0.91-1.26)
	0.240
	0.79
	1.01 (0.81-1.25)
	0.470

	rs2880415
	NPY2R
	0.09
	C
	0.44
	DOM
	CT or CC
	1.05 (0.89-1.25)
	0.320
	0.79
	1.16 (0.92-1.46)
	0.140

	rs2229995
	APC
	0.38
	G
	0.98
	REC
	GG
	0.99 (0.67-1.47)
	0.520
	0.93
	0.71 (0.42-1.22)
	0.850

	rs2015018
	CHSY-2
	0.82
	G
	0.71
	REC
	GG
	1.05 (0.90-1.23)
	0.310
	0.79
	1.05 (0.85-1.31)
	0.350

	rs739719
	LOC441108
	1.00
	C
	0.94
	DOM
	CA or CC
	1.41 (0.34-5.88)
	0.350
	0.79
	0.57 (0.09-3.77)
	0.690

	rs1264352
	DDR1
	0.41
	C
	0.13
	ADD
	C
	1.20 (1.02-1.41)
	0.031
	0.69
	1.35 (1.08-1.68)
	0.013

	rs2857595
	NCR3
	0.92
	A
	0.20
	ADD
	A
	1.15 (1.00-1.32)
	0.047
	0.69
	1.16 (0.96-1.39)
	0.100

	rs10948059
	GNMT
	0.52
	C
	0.52
	DOM
	CT or CC
	1.21 (0.99-1.47)
	0.055
	0.69
	1.43 (1.10-1.86)
	0.013

	rs35067690
	CLIC5
	0.48
	G
	0.95
	DOM
	GT or GG
	1.06 (0.24-4.75)
	0.480
	0.80
	1.65 (0.28-9.64)
	0.320

	rs1884833
	RFXDC1
	0.67
	A
	0.13
	DOM
	AG or AA
	1.17 (0.97-1.40)
	0.085
	0.70
	1.06 (0.83-1.36)
	0.350

	rs9482985
	LAMA2
	0.92
	G
	0.80
	REC
	GG
	1.03 (0.87-1.22)
	0.380
	0.79
	1.02 (0.82-1.28)
	0.440

	rs1559599
	AIG1
	0.19
	T
	0.17
	REC
	TT
	0.75 (0.47-1.21)
	0.840
	0.95
	0.88 (0.46-1.70)
	0.630

	rs7793552
	LOC646588
	0.77
	C
	0.69
	DOM
	CT or CC
	1.08 (0.82-1.42)
	0.320
	0.79
	1.28 (0.87-1.87)
	0.150

	rs3750145
	FZD1
	0.17
	T
	0.85
	DOM
	TC or TT
	1.43 (0.83-2.46)
	0.140
	0.7
	1.55 (0.75-3.20)
	0.160

	rs6967117
	EPHA1
	0.69
	T
	0.09
	ADD
	T
	1.19 (0.98-1.45)
	0.069
	0.69
	0.92 (0.71-1.20)
	0.690

	rs2924914
	CSMD1
	0.50
	T
	0.30
	DOM
	TC or TT
	1.22 (1.04-1.43)
	0.021
	0.69
	1.12 (0.90-1.39)
	0.20

	rs10110659
	KCNQ3
	0.37
	C
	0.70
	DOM
	CA or CC
	1.28 (0.96-1.71)
	0.080
	0.70
	1.08 (0.74-1.59)
	0.370

	rs3739636
	C9orf46
	0.85
	A
	0.42
	DOM
	AG or AA
	1.04 (0.87-1.23)
	0.370
	0.79
	1.21 (0.96-1.53)
	0.084

	rs1187332
	 NTRK2
	1.00
	G
	0.86
	REC
	GG
	1.07 (0.89-1.28)
	0.280
	0.79
	1.18 (0.92-1.50)
	0.140

	rs3750465
	C9orf4
	0.23
	C
	0.29
	DOM
	CT or CC
	0.94 (0.80-1.10)
	0.750
	0.94
	0.99 (0.80-1.23)
	0.540

	rs3739709
	EDG2
	0.44
	G
	0.8
	REC
	GG
	1.09 (0.92-1.29)
	0.210
	0.79
	0.99 (0.79-1.24)
	0.530

	rs12223005
	TRIM22
	0.20
	C
	0.91
	DOM
	CA or CC
	1.31 (0.60-2.85)
	0.280
	0.79
	2.11 (0.80-5.58)
	0.100

	rs2344829
	C11orf47
	0.79
	G
	0.38
	REC
	GG
	0.94 (0.75-1.19)
	0.660
	0.93
	1.08 (0.79-1.47)
	0.350

	rs12804599
	LOC645397
	0.34
	T
	0.20
	DOM
	TA or TT
	1.05 (0.89-1.23)
	0.330
	0.79
	1.12 (0.90-1.40)
	0.190

	rs544115
	NEU3
	0.42
	C
	0.81
	DOM
	CT or CC
	1.63 (1.02-2.62)
	0.044
	0.69
	2.32 (1.26-4.27)
	0.012

	rs3205421
	CHPT1
	0.05
	C
	0.28
	DOM
	CT or CC
	1.04 (0.89-1.22)
	0.340
	0.79
	1.07 (0.86-1.33)
	0.300

	rs11841997
	GUCY1B2
	0.67
	G
	0.04
	DOM
	GC or GG
	0.97 (0.72-1.32)
	0.560
	0.94
	0.95 (0.64-1.42)
	0.580

	rs9284183
	UBAC2
	0.14
	G
	0.28
	DOM
	GA or GG
	1.06 (0.90-1.24)
	0.290
	0.79
	1.10 (0.89-1.36)
	0.240

	rs4787956
	IL4R 
	0.84
	G
	0.34
	DOM
	GA or GG
	1.03 (0.88-1.21)
	0.390
	0.79
	1.01 (0.81-1.26)
	0.470

	rs8060368
	 IL21R
	0.78
	C
	0.67
	DOM
	CT or CC
	1.02 (0.79-1.32)
	0.450
	0.80
	0.95 (0.68-1.34)
	0.590

	rs12445805
	LOC729251 
	1.00
	G
	0.90
	DOM
	GC or GG
	1.09 (0.49-2.43)
	0.430
	0.80
	0.68 (0.23-2.01)
	0.720

	rs11079818
	SKAP1
	0.76
	T
	0.72
	ADD
	T
	1.06 (0.93-1.20)
	0.240
	0.79
	1.03 (0.87-1.21)
	0.410

	rs11079160
	HLF
	0.73
	T
	0.16
	REC
	TT
	1.43 (0.88-2.31)
	0.110
	0.70
	1.46 (0.75-2.85)
	0.180

	rs17070848
	BCL2
	0.6
	T
	0.18
	REC
	TT
	1.33 (0.89-1.99)
	0.120
	0.70
	0.97 (0.56-1.68)
	0.540

	rs1048621
	FKBP1A
	1.00
	A
	0.26
	REC
	AA
	1.25 (0.92-1.69)
	0.160
	0.70
	1.05 (0.71-1.56)
	0.420

	rs4812768
	RBL1
	0.93
	T
	0.79
	REC
	TT
	0.93 (0.79-1.09)
	0.780
	0.95
	0.93 (0.74-1.16)
	0.710

	rs6073804
	 WFDC10A
	0.26
	T
	0.07
	DOM
	TC or TT
	1.08 (0.86-1.35)
	0.300
	0.79
	0.77 (0.57-1.04)
	0.920

	rs415989
	SPINT4
	0.55
	G
	0.06
	DOM
	GA or GG
	0.94 (0.73-1.23)
	0.640
	0.94
	0.76 (0.54-1.07)
	0.910

	rs12481805
	UMODL1
	0.06
	A
	0.29
	REC
	AA
	1.35 (1.01-1.81)
	0.046
	0.69
	1.11 (0.74-1.68)
	0.330


*Risk allele or genotype frequency among controls in the German Study

†Adjusted for age, sex, hypertension, and diabetes
The chromosome and position are the same as in Online Table 2.

nonCES: noncardioembolic stroke; ADD: additive; DOM: dominant; REC: recessive

Online Table 4: The association of 6 SNPs with atherothrombotic and lacunar stroke in the German Study
	SNP

Nearest Gene
	NonCES Subtype
	Model
	Risk Allele or Genotype
	Frequency†
	OR (90% CI)
	P

	rs362277

HTT
	Athero
	ADD
	C
	0.89
	1.34 (1.03-1.75)
	0.029

	
	
	DOM
	CT or CC
	0.99
	1.03 (0.39-2.74)
	0.591

	
	
	REC
	CC
	0.80
	1.42 (1.07-1.90)
	0.017

	
	
	
	
	
	
	

	
	Lacunar
	ADD
	C
	0.89
	1.31 (0.92-1.88)
	0.133

	
	
	DOM
	CT or CC
	0.99
	2.93 (0.38-22.53)
	0.301

	
	
	REC
	CC
	0.80
	1.30 (0.89-1.90)
	0.177

	
	
	
	
	
	
	

	rs2924914

CSMD1
	Athero
	ADD
	T
	0.30
	1.20 (1.02-1.41)
	0.028

	
	
	DOM
	TC or TT
	0.50
	1.26 (1.01-1.56)
	0.038

	
	
	REC
	TT
	0.09
	1.28 (0.90-1.81)
	0.171

	
	
	
	
	
	
	

	
	Lacunar
	ADD
	T
	0.30
	1.07 (0.86-1.34)
	0.518

	
	
	DOM
	TC or TT
	0.50
	1.13 (0.85-1.51)
	0.390

	
	
	REC
	TT
	0.09
	0.99 (0.60-1.63)
	0.975

	
	
	
	
	
	
	

	rs1264352

DDR1
	Athero
	ADD
	C
	0.13
	1.10 (0.88-1.37)
	0.386

	
	
	DOM
	CG or CC
	0.24
	1.14 (0.89-1.47)
	0.271

	
	
	REC
	CC
	0.02
	0.93 (0.42-2.07)
	0.865

	
	
	
	
	
	
	

	
	Lacunar
	ADD
	C
	0.13
	1.39 (1.06-1.82)
	0.017

	
	
	DOM
	CG or CC
	0.24
	1.41 (1.03-1.93)
	0.033

	
	
	REC
	CC
	0.02
	2.03 (0.91-4.52)
	0.083

	
	
	
	
	
	
	

	rs544115

NEU3
	Athero
	ADD
	C
	0.81
	1.12 (0.92-1.37)
	0.253

	
	
	DOM
	CT or CC
	0.96
	1.53 (0.81-2.88)
	0.189

	
	
	REC
	CC
	0.66
	1.10 (0.87-1.38)
	0.414

	
	
	
	
	
	
	

	
	Lacunar
	ADD
	C
	0.81
	1.05 (0.81-1.36)
	0.724

	
	
	DOM
	CT or CC
	0.96
	1.87 (0.73-4.80)
	0.190

	
	
	REC
	CC
	0.66
	0.98 (0.73-1.33)
	0.909

	
	
	
	
	
	
	

	rs12481805

UMODL
	Athero
	ADD
	A
	0.29
	0.96 (0.81-1.15)
	0.673

	
	
	DOM
	AG or AA
	0.51
	0.92 (0.74-1.14)
	0.430

	
	
	REC
	AA
	0.07
	1.11 (0.74-1.67)
	0.615

	
	
	
	
	
	
	

	
	Lacunar
	ADD
	A
	0.29
	1.10 (0.88-1.37)
	0.421

	
	
	DOM
	AG or AA
	0.51
	0.95 (0.71-1.26)
	0.700

	
	
	REC
	AA
	0.07
	1.83 (1.15-2.91)
	0.010

	
	
	
	
	
	
	

	rs2857595

NCR3
	Athero
	ADD
	A
	0.20
	1.11 (0.92-1.34)
	0.282

	
	
	DOM
	AG or AA
	0.36
	1.14 (0.91-1.42)
	0.245

	
	
	REC
	AA
	0.04
	1.07 (0.63-1.83)
	0.799

	
	
	
	
	
	
	

	
	Lacunar
	ADD
	A
	0.20
	1.23 (0.97-1.56)
	0.085

	
	
	DOM
	AG or AA
	0.36
	1.16 (0.87-1.55)
	0.321

	
	
	REC
	AA
	0.04
	2.03 (1.14-3.61)
	0.016

	
	
	
	
	
	
	


† Frequency of risk allele or genotype among controls of the German Study

NonCES: noncardioembolic stroke; Athero: atherothrombotic stroke;

ADD: additive; DOM: dominant; REC: recessive; OR: odds ratio; CI: confidence interval
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