[bookmark: _GoBack]Table S6. Genetic predictors of CBD-related sedation after adjustment for treatment group, sex, race, CBD dose, clobazam and rufinamide
	Gene
	SNP
	CHR
	Effect 
	Consequence
	Model
	OR
	[95% CI]
	p
	EMP p

	ABCB1
	rs1045642
	7
	C
	missense
	dominant
	0.37
	[0.14 - 0.96]
	0.04
	0.05

	ABCB11
	rs4148768
	2
	T
	intron
	dominant
	4.38
	 [1.13 – 16.92]
	0.03
	0.025

	ABCB4
	rs2097937
	7
	C
	intergenic
	recessive
	11.04
	[1.77 - 68.81]
	0.01
	0.005

	ABCC5
	rs3749442
	3
	T
	synonymous
	dominant
	3.51
	[1.42 - 8.66]
	0.01
	0.005

	ABCC8
	rs757110
	11
	G
	missense
	recessive
	6.09
	[1.39 - 26.78]
	0.02
	0.02

	ABCG1
	rs1044317
	21
	A
	3’ UTR
	recessive
	9.87
	[2.63 - 37.01]
	0.001
	0.002

	ABCG1
	rs1541290
	21
	G
	regulatory region
	recessive
	6.71
	[2.15 - 20.92]
	0.001
	0.002

	ABCG1
	rs3788010
	21
	G
	intron
	recessive
	6.68
	[1.93 - 23.15]
	0.003
	0.002

	ABCG1
	rs914189
	21
	G
	intron
	dominant
	0.29
	[0.10 - 0.82]
	0.02
	0.02

	ADH1A
	rs6811453
	4
	T
	intron
	recessive
	8.98
	[2.11 - 38.22]
	0.003
	0.002

	ADH1A
	rs1826909
	4
	A
	intron
	recessive
	6.02
	[1.62 - 22.36]
	0.01
	0.002

	ADH6
	rs10002894
	4
	C
	intron
	dominant
	0.33
	[0.13 - 0.88]
	0.03
	0.04

	ADH6
	rs6830685
	4
	C
	intron
	dominant
	0.34
	[0.13 - 0.92]
	0.03
	0.05

	AKAP9
	rs7785971
	7
	A
	noncoding exon
	recessive
	4.29
	[1.21 - 15.14]
	0.02
	0.02

	ALDH1A1
	rs13959
	9
	T
	synonymous
	dominant
	5.01
	[1.30 - 19.61]
	0.02
	0.03

	ALDH3A1
	rs2072330
	17
	T
	synonymous
	dominant
	3.27
	[1.27 - 8.42]
	0.01
	0.00

	CHST1
	rs9787901
	11
	T
	intergenic
	dominant
	0.17
	[0.04 - 0.69]
	0.01
	0.01

	CYP2C19
	rs3758581
	10
	A
	missense
	dominant
	0.07
	[0.01 – 0.86]
	0.04
	0.04

	CYP2C9
	rs1057910
	10
	C
	missense
	dominant
	0.07
	[0.01 – 0.86]
	0.04
	0.04

	CYP2C9
	rs1057911
	10
	T
	synonymous
	dominant
	0.07
	[0.01 – 0.86]
	0.04
	0.04

	CYP4F11
	rs1060463
	19
	G
	missense
	dominant
	4.39
	[1.53 - 12.62]
	0.01
	0.01

	CYP4F11
	rs3765070
	19
	T
	synonymous
	dominant
	4.02
	[1.39 - 11.69]
	0.01
	0.01

	CYP4F2
	rs2074900
	19
	T
	missense
	dominant
	0.32
	[0.13 - 0.80]
	0.01
	0.02

	CYP4F3
	rs4646904
	19
	A
	synonymous
	recessive
	3.82
	[1.11 - 13.13]
	0.03
	0.04

	CYP8B1
	rs6774801
	3
	A
	intron
	recessive
	4.45
	 [1.08 – 18.41]
	0.04
	0.03

	CYP51A1
	rs7797834
	7
	C
	synonymous
	recessive
	3.92
	[1.07 - 14.46]
	0.04
	0.02

	FMO1
	rs742350
	1
	T
	synonymous
	dominant
	0.34
	[0.12 - 0.94]
	0.04
	0.04

	FMO2
	rs2020863
	1
	G
	missense
	dominant
	3.82
	[1.33 - 10.94]
	0.01
	0.01

	FMO3
	rs2066534
	1
	G
	intron
	dominant
	3.66
	[1.47 - 9.13]
	0.01
	0.01

	GSTM3
	rs2234696
	1
	C
	3’ UTR
	dominant
	0.22
	[0.06 - 0.80]
	0.02
	0.02

	GSTM5
	rs11807
	1
	C
	3’ UTR
	dominant
	0.10
	[0.03 - 0.30]
	0.0003
	0.002

	GSTM5
	rs1296954
	1
	T
	regulatory region
	dominant
	4.14
	[1.41 - 12.14]
	0.01
	0.01

	NAT2
	rs1799930
	8
	A
	missense
	dominant
	0.35
	[0.14 - 0.85]
	0.02
	0.04

	NQO1
	rs689453
	16
	A
	synonymous
	dominant
	4.80
	[1.38 - 16.75]
	0.01
	0.01

	PPARD
	rs6457815
	6
	C
	intron
	dominant
	5.59
	[1.38 - 22.65]
	0.02
	0.01

	SLC19A1
	rs1051266
	21
	A
	missense
	dominant
	0.20
	[0.07 - 0.56]
	0.002
	0.002

	SLC19A1
	rs12659
	21
	T
	synonymous
	dominant
	0.22
	[0.07 - 0.64]
	0.01
	0.01

	SLC22A4
	rs1050152
	5
	T
	missense
	dominant
	0.29
	[0.11 - 0.75]
	0.01
	0.005

	SLC22A5
	rs274548
	5
	T
	3’ UTR
	dominant
	4.12
	[1.45 - 11.72]
	0.01
	0.01

	SLC25A27
	rs953062
	6
	C
	intron
	dominant
	3.52
	[1.37 - 9.01]
	0.01
	0.01

	SLC25A27
	rs9381468
	6
	C
	intron
	recessive
	0.28
	[0.09 - 0.92]
	0.04
	0.03

	SLC28A1
	rs8025045
	15
	T
	3’ UTR
	dominant
	0.07
	[0.01 - 0.35]
	0.001
	0.002

	SLC28A1
	rs2242048
	15
	A
	missense
	dominant
	0.08
	[0.02 - 0.38]
	0.002
	0.002

	SLCO4A1
	rs2236553
	20
	C
	intron
	recessive
	0.23
	[0.06 - 0.94]
	0.04
	0.04

	TPMT
	rs2842934
	6
	C
	missense
	dominant
	0.32
	[0.12 - 0.87]
	0.03
	0.02

	UGT1A1
	rs111741722
	2
	G
	intron
	dominant
	0.39
	[0.16 - 0.92]
	0.03
	0.04

	UGT1A1
	rs887829
	2
	T
	intron
	dominant
	0.39
	[0.16 - 0.92]
	0.03
	0.04

	UGT1A3
	rs10929302
	2
	A
	intron
	dominant
	0.28
	[0.11 - 0.69]
	0.01
	0.002

	UGT1A5
	rs3755320
	2
	A
	missense
	dominant
	3.09
	[1.15 - 8.31]
	0.03
	0.04

	UGT1A6
	rs2070959
	2
	G
	missense
	dominant
	0.37
	[0.15 - 0.91]
	0.03
	0.03

	VKORC1
	rs2884737
	16
	G
	splice donor
	recessive
	13.66
	[1.32 - 141.80]
	0.03
	0.01

	VKORC1
	rs2359612
	16
	T
	intron
	recessive
	4.67
	[1.11 - 19.70]
	0.04
	0.03

	VKORC1
	rs9923231
	16
	A
	regulatory region
	recessive
	4.57
	[1.09 - 19.27]
	0.04
	0.03

	VKORC1
	rs9934438
	16
	T
	5’ UTR
	recessive
	4.57
	[1.09 - 19.27]
	0.04
	0.03


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