[bookmark: _GoBack]Supplementary Table1. Patients’ clinicopathological backgrounds according to rs6983267 SNP genetypes.
	Clinicopathological factors
	GG
n= 24
	GT
n= 67
	TT
n= 58
	P value

	Age
	
	
	
	0.063

	　Medium (range)
	66.5 (43-92)
	64.5 (35-87)
	70.5 (30-94)
	

	Sex
	
	
	
	N.S

	　Male
	17 (71)
	42 (63)
	36 (62)
	

	  Female
	7 (29)
	25 (37)
	22 (38)
	

	Tumor location
	
	
	
	N.S

	  Colon
	10 (42)
	33 (50)
	32 (57)
	

	    Proximal colon
	4 (17)
	9 (13)
	16 (28)
	

	    Distal colon
	6 (25)
	24 (37)
	17 (29)
	

	　Rectum
	14 (58)
	34 (50)
	25 (43)
	

	Histological type
	
	
	
	N.S

	　Adenocarcinoma 
	23 (96)
	64 (96)
	55 (95)
	

	    Well differentiated
	16 (67)
	34 (50)
	34 (59)
	

	    Mode-differentiated
	7 (29)
	26 (40)
	20 (35)
	

	    Poorly differentiated
	0
	4 (6)
	1 (2)
	

	  Others
	1 (4)
	3 (4)
	3 (5)
	

	Depth of invasion
	
	
	
	N.S

	　pT1-2
	5 (21)
	12 (18)
	14 (24)
	

	　pT3-4
	19 (79)
	55 (82)
	44 (76)
	

	Node metastasis
	
	
	
	N.S

	　Negative
	12 (50)
	30 (53)
	31 (53)
	

	　Positive
	12 (50)
	27 (47)
	27 (47)
	

	Distance metastasis
	
	
	
	N.S

	  M0
	21 (88)
	62 (93)
	52 (91)
	

	  M1
	3 (13)
	5 (7)
	5 (9)
	

	Pathological stage
	
	
	
	N.S

	　pStageI-II
	10 (42)
	28 (43)
	29 (50)
	

	　pStageIII-IV
	14 (58)
	39 (57)
	29 (50)
	

	Normalized CCAT2 expression
	
	
	
	

	  High
	4 (14)
	12 (43)
	12 (43)
	

	  Low
	20 (16)
	55 (46)
	46 (38)
	N.S


Single nucleotide polymorphisms (SNPs) rs6983267 subtypes; GG: Homozygous risk alleles, GT: heterozygous alleles, TT: homozygous non-risk alleles.
The numbers in parentheses are percentages.
N.S: Not significant.
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