Supplementary Table 1. Twenty-eight single nucleotide variants (SNVs) in CYP3A4, CYP3A5, and ABCB1 selected from all called SNVs based on RefGene annotation
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	Flat_

WT
	Flat_

Hetero
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	1KP EAS
	gnomAD ALL
	gnomAD EAS

	ABCB1

	rs28364274
	87133651
	C>T
	Missense
	28
	0
	0
	0.0000
	66
	0
	1
	0.0149
	0.0105
	0.0126
	0.0070
	0.0030
	0.0046
	0.0034

	rs146398820
	87133685
	A>G
	Synonymous
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	
	0.0002
	
	0.0001
	0.0001

	rs2235048
	87138511
	G>A
	Intron
	11
	10
	7
	0.4286
	10
	33
	24
	0.6045
	0.5526
	0.5983
	0.0624
	0.6012
	
	

	rs2235047
	87138532
	A>C
	Intron
	7
	16
	5
	0.4643
	19
	33
	15
	0.4701
	0.4684
	0.4187
	0.1745
	0.4206
	
	

	rs1045642
	87138645
	A>G
	Synonymous
	6
	12
	10
	0.5714
	8
	34
	25
	0.6269
	0.6105
	0.3996
	0.6048
	0.6022
	0.5022
	0.6327

	rs28401795
	87145809
	G>A
	Intron
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	0.0180
	0.0032
	0.0159
	0.0007
	0.0091

	rs2032583
	87160561
	A>G
	Intron
	25
	2
	1
	0.0714
	61
	6
	0
	0.0448
	0.0526
	0.0409
	0.1454
	0.0694
	0.1187
	0.0574

	rs2032582
	87160618
	A>C,T
	Missense
	7
	AC=7
	CC=2
	C=

0.3036
	12
	AC=18
	CC=12
	C=

0.4328
	C=

0.3947
	
	C=

0.6170
	C=

0.4683
	C=

0.5368
	C=

0.4753

	
	
	
	
	
	
	CT=6
	
	
	
	CT=16
	
	
	
	
	
	
	

	
	
	
	
	
	AT=5
	TT=1
	T=

0.2321
	
	AT=8
	TT=1
	T=

0.1940
	T=

0.2053
	
	T=

0.0487
	T=

0.1339
	T=.
	T=.

	rs2235040
	87165750
	C>T
	Intron
	25
	2
	1
	0.0714
	60
	7
	0
	0.0522
	0.0579
	0.0409
	0.1396
	0.0694
	0.1170
	0.0572

	rs201418528
	87168597
	G>C
	Missense
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	0.0011
	0.0004
	0.0020
	0.0000
	0.0003

	rs28381942
	87168696
	C>G
	Intron
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	0.0005
	0.0012
	0.0060
	0.0004
	0.0057

	rs1922242
	87173667
	A>T
	Intron
	15
	6
	7
	0.3571
	36
	26
	5
	0.2687
	0.2947
	0.3297
	0.3790
	0.3006
	
	

	rs199931362
	87175277
	C>T
	Missense
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	
	0.0004
	
	0.0001
	0.0001

	rs2235035
	87179086
	G>A
	Intron
	14
	7
	7
	0.3750
	26
	35
	6
	0.3507
	0.3579
	0.3144
	0.2742
	0.2956
	
	

	rs2235029
	87179935
	A>C
	Intron
	26
	2
	0
	0.0357
	57
	10
	0
	0.0746
	0.0632
	0.0273
	0.0024
	0.0109
	0.0015
	0.0214

	rs10276036
	87180198
	C>T
	Intron
	10
	10
	8
	0.4643
	24
	30
	13
	0.4179
	0.4316
	
	0.5677
	0.3730
	0.5319
	0.3586

	rs2235016
	87199412
	A>C
	Intron
	22
	6
	0
	0.1071
	57
	10
	0
	0.0746
	0.0842
	0.0600
	0.0146
	0.0556
	
	

	rs2235015
	87199564
	C>A
	Intron
	25
	3
	0
	0.5036
	60
	6
	1
	0.0597
	0.0579
	0.0459
	0.2157
	0.0714
	0.1777
	0.0576

	rs2235014
	87199615
	A>G
	Intron
	28
	0
	0
	0.0000
	64
	3
	0
	0.0224
	0.0158
	
	0.0060
	0.0288
	
	

	rs139583955
	87214970
	C>A
	Missense
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	0.0027
	0.0008
	0.0040
	0.0002
	0.0022

	rs2235074
	87225046
	G>A
	Intron
	24
	4
	0
	0.0714
	58
	9
	0
	0.0672
	0.0684
	0.0568
	0.0627
	0.0536
	0.0426
	0.0460

	CYP3A5

	rs15524
	99245914
	A>G
	3'UTR
	20
	7
	1
	0.1607
	30
	28
	9
	0.3433
	0.2895
	0.2380
	0.3480
	0.2986
	0.1689
	0.2843

	rs41303958
	99247590
	G>A
	Intron
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	0.0005
	0.0002
	0.0010
	
	

	rs4646453
	99260362
	C>A
	Intron
	21
	6
	1
	0.1429
	32
	27
	8
	0.3209
	0.2684
	0.2036
	0.1454
	0.2579
	
	

	rs58708491
	99260532
	G>C
	Intron
	27
	1
	0
	0.0179
	65
	2
	0
	0.0149
	0.0158
	
	0.0010
	0.0050
	0.0004
	0.0048

	rs55965422
	99264573
	A>G
	Splice donor
	28
	0
	0
	0.0000
	66
	1
	0
	0.0075
	0.0053
	0.0060
	0.0008
	0.0040
	0.0005
	0.0064

	CYP3A4

	rs2242480
	99361466
	C>T
	Intron
	19
	7
	2
	0.7364
	38
	23
	6
	0.2612
	0.2421
	0.2091
	0.4217
	0.2679
	0.2228
	0.2623

	rs2687116
	99365943
	C>A
	Intron
	6
	0
	22
	0.7857
	7
	0
	60
	0.8955
	0.8632
	
	0.7798
	0.9950
	0.9216
	0.9984


WT = wildtype, MAF = minor allele frequency, EAS = East Asian.
