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Supplementary Table S1
Compilation of profiling studies reanalyzed for the expression of imprinted loci in human HCC using Oncomine
	Dataset
	HCC
	HCA
	FNH
	CH
	Cell
	CC
	Mix
	HL

	Archer KJ, et. al. 
	16
	
	
	47
	
	
	
	

	Bittner M 
	10
	
	
	
	
	
	
	

	Chen X,et. al. 
	104
	3
	4
	
	
	
	
	

	Chiang DY, et. al. 
	91
	
	
	
	
	
	
	

	Gyorffy B, et. al. 
	
	
	
	
	4
	
	
	

	Iizuka N, et . al. 
	60
	
	
	
	
	
	
	

	Jia HL, et .al. 
	238
	
	
	
	
	
	
	

	Liao YL, et. al. 
	10
	
	
	
	1
	
	
	2

	Mas VR, et. al. 
	38
	
	
	58
	
	
	
	19

	Roessler S, et. al. 
	225
	
	
	
	
	
	
	220

	Su AI, et. al. 
	7
	
	
	
	
	
	
	

	Woo HG, et. al. 
	70
	
	
	
	
	13
	7
	

	Wooster R. 
	
	
	
	
	7
	
	
	

	WurmbachE.,et al. 
	35
	
	
	13
	
	
	
	

	Ye QH, et. al. 
	40
	
	
	
	7
	
	
	

	Yu K., et. al. 
	19
	
	
	
	
	
	
	

	Total 
	953
	3
	4
	118
	19
	13
	7
	241


HCC

: hepatocellular carcinoma

HCA

: hepatocellular adenoma

FNH

: focal nodular hyperplasia

CH

: cirrhosis

Cell

: hepatocellular carcinoma cell line

CC

: cholangiocarcinoma

Mix

: mixed hepatocellular carcinoma-cholangiocarcinoma

HL

: healthy liver
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