Supplementary Table S3. Correlation between CTH methylation and clinicopathological characteristics of HCCs in two independent cohorts of human HCC tissues
	　
	　
	Cohort I
	　
	　
	Cohort II
	　

	Clinicopathological variables
	Tumor CTH methylation
	P Value
	
	Tumor CTH methylation
	P Value

	
	Unmethylation (n=199)
	Methylation (n=81)
	
	　
	Unmethylation (n=153)
	Methylation (n=57)
	

	Age
	52.77(10.239)
	50.75(9.366)
	0.856
	
	52.70 (11.033)
	51.91(11.505)
	0.820 

	Sex
	female
	30
	15
	0.477
	
	25
	14
	0.230

	
	male
	169
	66
	
	
	128
	43
	

	Serum AFP
	≤20ng/ml
	34
	15
	0.862
	
	34
	16
	0.370

	
	>20ng/ml
	165
	66
	
	
	119
	41
	

	Virus infection
	HBV
	131
	62
	0.300
	
	117
	41
	0.535

	
	HCV
	36
	8
	
	
	     15
	4
	

	
	HBV+HCV
	12
	4
	
	
	7
	3
	

	
	none
	20
	7
	
	
	14
	9
	

	Cirrrhosis
	absent
	55
	24
	0.770
	
	40
	17
	0.604 

	
	present
	144
	57
	
	
	113
	40
	

	Child-pugh score
	Class A
	168
	168
	1.000
	
	118
	40
	0.369 

	
	Class B
	31
	13
	
	
	35
	17
	

	Tumor number
	single
	152
	39
	<0.001
	
	103
	21
	<0.001 

	
	multiple
	47
	42
	
	
	50
	36
	

	Maximal tumor size
	≤5cm
	122
	40
	0.083
	
	81
	18
	0.008

	
	>5cm
	77
	41
	
	
	72
	39
	

	Tumor encapsulation
	absent
	38
	37
	0.001
	
	53
	33
	0.003

	
	present
	161
	44
	
	
	100
	24
	

	Microvascular invasion
	absent
	137
	35
	<0.001
	
	96
	20
	0.001

	
	present
	62
	46
	
	
	57
	37
	

	Tumor differentiation
	I-II
	161
	46
	<0.001
	
	132
	35
	 <0.001

	
	III-Ⅳ
	38
	35
	
	
	21
	22
	

	TNM stage
	I-II
	178
	45
	<0.001
	
	145
	25
	<0.001

	　
	III
	21
	36
	　
	　
	8
	32
	　



