[bookmark: _GoBack]Table S7. Genetic predictors of CBD-related abnormal liver function tests adjusted for treatment group, sex, race, and baseline weight
	Gene
	SNP
	CHR
	Effect allele
	Consequence
	Model
	OR
	[95% CI]
	p
	EMP
p

	ABCC5
	rs3749442
	3
	T
	synonymous
	dominant
	0.11
	[0.01 - 0.96]
	0.05
	0.03

	ADH1A
	rs6811453
	4
	T
	intron
	dominant
	0.20
	[0.04 - 0.93]
	0.04
	0.03

	ADH1C
	rs1789915
	4
	C
	synonymous
	dominant
	0.11
	[0.02- 0.65]
	0.01
	0.01

	APOA2
	rs5085
	1
	C
	intron
	recessive
	7.00
	[1.19 - 41.16]
	0.03
	0.03

	CBR1
	rs998383
	21
	G
	intron
	dominant
	15.19
	[1.66 - 138.70]
	0.02
	0.01

	CYP1B1
	rs1056836
	2
	G
	missense
	dominant
	0.17
	[0.04 - 0.78]
	0.02
	0.02

	CYP1B1
	rs1056837
	2
	T
	missense
	dominant
	0.17
	[0.04 - 0.78]
	0.02
	0.02

	CYP2C19
	rs3758581
	10
	A
	missense
	dominant
	10.02
	[1.51 - 66.52]
	0.02
	0.02

	CYP2C9
	rs1057910
	10
	C
	missense
	dominant
	10.02
	[1.51 - 66.52]
	0.02
	0.02

	CYP2C9
	rs1057911
	10
	T
	synonymous
	dominant
	10.02
	[1.51 - 66.52]
	0.02
	0.02

	CYP2D6
	rs3892097
	22
	A
	splice acceptor
	recessive
	10.91
	[1.13 - 105.40]
	0.04
	0.05

	CYP2F1
	rs58285195
	19
	T
	missense
	recessive
	42.30
	[1.84 - 972.10]
	0.02
	0.003

	CYP2F1
	rs7246981
	19
	T
	missense
	recessive
	38.94
	[1.71 - 886.70]
	0.02
	0.003

	CYP39A1
	rs7761731
	6
	A
	missense
	dominant
	0.17
	[0.03 - 0.91]
	0.04
	0.03

	GSTM2
	rs592792
	1
	T
	synonymous
	dominant
	5.35
	[1.27 - 22.48]
	0.02
	0.01

	QPRT
	rs3862476
	16
	C
	intron
	dominant
	8.83
	[1.42 - 54.73]
	0.02
	0.02

	SLC22A11
	rs1783811
	11
	A
	noncoding exon
	recessive
	11.03
	[1.74 - 69.74]
	0.01
	0.02

	SLC22A2
	rs316003
	6
	G
	synonymous
	recessive
	18.43
	[1.86 - 182.60]
	0.01
	0.01

	SLC22A4
	rs272879
	5
	C
	synonymous
	dominant
	0.13
	[0.03 - 0.59]
	0.01
	0.004

	SLC22A4
	rs272893
	5
	T
	missense
	dominant
	0.13
	[0.03 - 0.60]
	0.01
	0.003

	SLC22A5
	rs274558
	5
	G
	synonymous
	dominant
	0.11
	[0.02 - 0.53]
	0.01
	0.001

	SLC28A2
	rs1060896
	15
	C
	missense
	dominant
	0.20
	[0.05 - 0.86]
	0.03
	0.02

	SLCO3A1
	rs2283458
	15
	A
	intron
	recessive
	6.75
	[1.21 - 37.62]
	0.03
	0.02

	SULT1B1
	rs11731028
	4
	A
	intron
	recessive
	9.65
	[1.66 - 56.11]
	0.01
	0.01

	SULT1B1
	rs1604741
	4
	C
	intron
	recessive
	8.49
	[1.77 - 40.77]
	0.01
	0.002

	SULT1C2
	rs17036104
	2
	G
	missense
	dominant
	5.66
	[1.34 - 23.90]
	0.02
	0.01

	SULT1C2
	rs3731680
	2
	G
	3’ UTR
	dominant
	5.66
	[1.34 - 23.90]
	0.02
	0.01

	UGT2A1
	rs4148304
	4
	A
	missense
	dominant
	5.05
	[1.22 - 20.91]
	0.03
	0.02



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



