Table S3. Genetic predictors of CBD response (≥ 50% seizure reduction) adjusted for treatment group, race, sex, and CBD dose
	Gene
	SNP
	CHR
	Effect allele
	Consequence
	Model
	OR
	[95% CI]
	p-value
	EMP 
p-value

	ABCC4
	rs2274405
	13
	A
	synonymous
	dominant
	3.25
	[1.38-7.64]
	0.007
	0.009

	ABCC4
	rs2274406
	13
	A
	missense
	dominant
	3.08
	[1.29-7.37]
	0.012
	0.005

	ABCC5
	rs3749442
	3
	T
	synonymous
	dominant
	0.36
	[0.15-0.85]
	0.02
	0.03

	ABCG1
	rs914189
	21
	G
	intron
	dominant
	2.64
	[1.09-6.39]
	0.03
	0.03

	ABP1
	rs12539
	7
	T
	3’ UTR
	dominant
	3.96
	[1.62-9.73]
	0.003
	0.002

	ADH4
	rs3762894
	4
	G
	intron
	recessive
	0.10
	[0.01-0.92]
	0.04
	0.01

	AOX1
	rs6729738
	2
	C
	intron
	recessive
	6.69
	[2.19-20.41]
	0.001
	0.001

	CHST11
	rs2468110
	12
	A
	3’ UTR
	dominant
	3.38
	[1.46-7.84]
	0.005
	0.003

	CHST11
	rs7847
	12
	C
	3’ UTR
	dominant
	3.43
	[1.43-8.19]
	0.006
	0.004

	CHST11
	rs2463018
	12
	T
	3’ UTR
	dominant
	3.53
	[1.48-8.42]
	0.005
	0.004

	CHST11
	rs2463437
	12
	G
	3’ UTR
	dominant
	3.59
	[1.54-8.36]
	0.003
	0.007

	CHST11
	rs903247
	12
	C
	3’ UTR
	dominant
	3.93
	[1.68-9.19]
	0.002
	0.004

	CHST13
	rs1056522
	3
	A
	missense
	dominant
	2.68
	[1.15-6.25]
	0.02
	0.02

	CYP17A1
	rs6162
	10
	T
	synonymous
	dominant
	2.80
	[1.13-6.90]
	0.03
	0.03

	CYP17A1
	rs6163
	10
	T
	synonymous
	dominant
	2.85
	[1.20-6.81]
	0.02
	0.02

	CYP17A1
	rs743572
	10
	C
	5’ UTR
	dominant
	2.85
	[1.20-6.81]
	0.02
	0.02

	CYP1A2
	rs762551
	15
	C
	intron
	dominant
	0.44
	[0.19-0.98]
	0.04
	0.04

	CYP2D6
	rs28371725
	22
	A
	intron
	dominant
	0.23
	[0.07-0.80]
	0.02
	0.02

	CYP2E1
	rs2515641
	10
	T
	missense
	recessive
	0.12
	[0.02-0.83]
	0.03
	0.02

	CYP2F1
	rs305968
	19
	A
	synonymous
	recessive
	0.22
	[0.06-0.89]
	0.03
	0.03

	CYP4B1
	rs3215983
	1
	del
	frameshift
	dominant
	0.34
	[0.12-0.95]
	0.04
	0.05

	CYP4B1
	rs4646491
	1
	T
	missense
	dominant
	0.34
	[0.12-0.95]
	0.04
	0.05

	CYP4Z1
	rs7512729
	1
	C
	intron
	dominant
	0.34
	[0.14-0.86]
	0.02
	0.02

	DPYD
	rs1801265
	1
	C
	missense
	dominant
	2.78
	[1.22-6.30]
	0.01
	0.02

	FMO2
	rs7512785
	1
	T
	3’ UTR
	recessive
	0.14
	[0.02-0.82]
	0.029
	0.007

	FMO2
	rs7515157
	1
	T
	3’ UTR
	recessive
	0.18
	[0.04-0.82]
	0.03
	0.01

	FMO4
	rs2223477
	1
	G
	intron
	dominant
	0.37
	[0.15-0.92]
	0.03
	0.04

	GSTM5
	rs2479390
	1
	G
	synonymous
	dominant
	0.33
	[0.14-0.79]
	0.01
	0.01

	GSTP1
	rs1695
	11
	G
	missense
	recessive
	0.12
	[0.02-0.65]
	0.015
	0.003

	NR1I2
	rs3814055
	3
	T
	5’ UTR
	recessive
	0.35
	[0.12-0.99]
	0.05
	0.04

	PPARD
	rs6906237
	6
	A
	intron
	dominant
	0.31
	[0.10-0.93]
	0.04
	0.04

	PPARG
	rs9833097
	3
	A
	intergenic
	dominant
	0.34
	[0.12-0.92]
	0.03
	0.03

	RALBP1
	rs10898
	18
	C
	3’ UTR
	recessive
	0.33
	[0.12-0.92]
	0.03
	0.03

	SLC15A1
	rs1339067
	13
	T
	synonymous
	recessive
	0.06
	[0.01-0.56]
	0.01
	0.001

	SLC22A11
	rs2078267
	11
	T
	intron
	dominant
	2.57
	[1.01-6.59]
	0.05
	0.04

	SLC22A5
	rs1045020
	5
	T
	3’ UTR
	dominant
	0.30
	[0.10-0.88]
	0.03
	0.02

	SLC28A3
	rs7867504
	9
	G
	synonymous
	recessive
	5.56
	[1.10-28.12]
	0.04
	0.02

	SLC7A7
	rs1061040
	14
	A
	missense
	dominant
	2.61
	[0.99-6.85]
	0.05
	0.05

	SLC7A7
	rs1805061
	14
	C
	synonymous
	dominant
	2.76
	[1.05-7.29]
	0.04
	0.03

	SLCO3A1
	rs2190748
	15
	A
	intron
	dominant
	0.37
	[0.14-0.95]
	0.04
	0.04

	SLCO4A1
	rs2236553
	20
	C
	intron
	recessive
	4.01
	[1.13-14.23]
	0.03
	0.03

	SULT1A2
	rs1059491
	16
	G
	missense
	recessive
	16.5
	[1.96-138.80]
	0.01
	0.005

	UGT2B4
	rs1966151
	4
	C
	3’ UTR
	dominant
	3.62
	[1.52-8.62]
	0.004
	0.004



CHR: chromosome; OR: odds ratio; EMP p: empirical p-value obtained after 1,000 permutations
Variants in grey removed due to LD (R2=0.5)
Consequences indicate the most severe consequence reported for the variant in Ensembl (GRCh37 Release 104)



