Supplemental Table 2 In-silico prediction of the variants identified by targeted next-generation sequencing in 13 hyperbilirubinemia patients
	Gene
	Location
	Base change
	Amino Acid Change
	Variation Types
	Allele Frequency (Total)
	Allele Frequency (East Asian)
	SIFT Prediction
	Polyphen-2 Prediction
	MutationTaster
	dbSNP

	ABCC2
	Exon 2
	c.116A>T
	p.Y39F
	Missense
	9.99×10-1
	1
	Tolerable
	Benign
	Polymorphism
	rs927344

	ABCC2
	Exon 10
	c.1249G>A
	p.V417I
	Missense
	1.92×10-1
	8.75×10-2
	Tolerable
	Benign
	Polymorphism
	rs2273697

	ABCC2
	Exon 10
	c.1457C>T
	p.T486I
	Missense
	4.00×10-4
	5.20×10-3
	Damaging
	Benign
	Polymorphism
	rs17222589

	SLCO1B1
	Exon 5
	c.388A>G
	p.N130D
	Missense
	4.72×10-1
	7.49×10-1
	Tolerable
	Benign
	Polymorphism
	rs2306283

	SLCO1B1
	Exon 6
	c.521T>C
	p.V174A
	Missense
	1.33×10-1
	1.25×10-1
	Damaging
	Probably_damaging
	Polymorphism
	rs4149056

	SLCO1B1
	Exon 6
	c.601A>G
	p.K201E
	Missense
	6.91×10-5
	9.00×10-4
	Tolerable
	Benign
	Polymorphism
	rs556914358

	SLCO1B3
	Exon 3
	c.334T>G
	p.S112A
	Missense
	8.09×10-1
	7.25×10-1
	Tolerable
	Benign
	Polymorphism
	rs4149117

	SLCO1B3
	Exon 6
	c.699G>A
	p.M233I
	Missense
	8.10×10-1
	7.24×10-1
	Tolerable
	Benign
	Polymorphism
	rs7311358

	SLCO1B3
	Exon 10
	c.1460C>A
	p.A487E
	Missense
	1.22×10-5
	2.00×10-4
	Damaging
	Probably_damaging
	Disease_causing
	rs774704176

	ABCB4
	Exon 16
	c.1952C>A
	p.T651N 
	Missense
	6.00×10-4
	7.40×10-3
	Tolerable
	Benign
	Polymorphism
	rs45476795

	ABCB11
	Exon 13
	c.1331T>C
	p.V444A
	Missense
	5.69×10-1
	7.27×10-1
	Tolerable
	Benign
	Polymorphism
	rs2287622

	JAG1
	Exon 4
	c.526G>A
	p.V176I
	Missense
	4.00×10-4
	4.90×10-3
	Tolerable
	Benign
	Polymorphism
	rs199674138

	SERPINA1
	Exon 2
	c.374G>A
	p.R125H 
	Missense
	1.60×10-1
	2.08×10-1
	Tolerable
	Benign
	Polymorphism
	rs709932

	SERPINA1
	Exon 3
	c.710T>C
	p.V237A 
	Missense
	2.10×10-1
	2.10×10-2
	Tolerable
	Benign
	Polymorphism
	rs6647

	SERPINA1
	Exon 5
	c.1200A>C
	p.E400D 
	Missense
	2.78×10-1
	2.84×10-1
	Tolerable
	Benign
	Polymorphism
	rs1303

	SERPINA1
	Exon 5
	c.1249C>T
	p.Q417X 
	Nonsense
	NA
	NA
	NA
	NA
	Benign
	NA

	UGT1A1
	Exon 1
	c.211G>A
	p.G71R
	Missense
	2.21×10-2
	1.54×10-1
	Damaging
	Possibly damaging
	Polymorphism
	rs4148323

	UGT1A1
	Exon 1
	c.335C>G
	p.T112R
	Missense
	1.63×10-5
	2.00×10-4
	Tolerable
	Benign
	Polymorphism
	rs766978023

	UGT1A1
	Exon 1
	c.368T>G
	p.L123R
	Missense
	NA
	NA
	Tolerable
	Possibly damaging
	Disease causing
	NA

	UGT1A1
	Exon 4
	c.1147G>T
	p.V383F
	Missense
	NA
	NA
	Damaging
	Possibly damaging
	Disease causing
	NA

	UGT1A1
	Exon 4
	c.1189A>C
	p.M397L
	Missense
	NA
	NA
	Tolerable
	Possibly damaging
	Polymorphism
	NA

	UGT1A1
	Exon 5
	c.1393_1394insTGA
	p.-466M
	Small insertion
	NA
	NA
	NA
	NA
	Benign
	NA

	UGT1A1
	Promoter
	c.-40_-39dupTA
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