Supplementary Table S1 The correlation between clinicopathological characteristics and lncRNA ZNFX1-AS1 expression in CRC patients.

	Characteristics
	Low ZNFX1-AS1 expression (%)
	High ZNFX1-AS1 expression (%)
	P-value

	Age
	
	
	0695

	<60
	31(58.4)
	29(54.7)
	

	≥60
	22(41.6)
	24(45.3)
	

	Gender
	
	
	0.308

	Male
	37(69.8)
	32(60.3)
	

	Female
	16(30.2)
	21(39.7)
	

	Tumor size
	
	
	0.006*

	<5cm
	36(67.9)
	22(41.5)
	

	≥5cm
	17(32.1)
	31(58.5)
	

	Invasion depth
	
	
	0.032*

	T1, T2
	35(66.0)
	24(45.2)
	

	 T3, T4
	18(44.0)
	29(54.8)
	

	Histologic grade
	
	
	0.052

	Well and moderate
	30(56.6)
	20(37.7)
	

	 Poorly and undifferentiated
	23(43.4)
	33(62.3)
	

	Lymph node invasion
	
	
	0.020*

	Negative
	34(64.1)
	22(41.5)
	

	Positive
	19(35.9)
	31(58.5)
	

	Distant metastasis
	
	
	0.223

	 Negative
	45(84.9)
	40(75.4)
	

	 Positive
	8(15.1)
	13(24.6)
	

	TNM stage
	
	
	0.004*

	I-II
	33(62.2)
	18(33.9)
	

	III-IV
	20(37.8)
	35(66.1)
	


*P < 0.05, Chi-square test.














Supplementary Table S2 Univariate and multivariate analyses of various potential prognostic factors for overall survival in CRC patients (n=106). 

	Factors
	Univariate analysis
	
	Multivariate analysis

	
	HRb(95%CIc)
	P
	
	HRb(95%CIc)
	P 

	Age 
	1.43(0.76-2.69)
	0.239
	
	-
	-

	Gender
	1.21(0.66-2.21)
	0.451
	
	-
	-

	Histologic grade
	1.34(0.81-2.21)
	0.432
	
	-
	-

	Tumor size
	3.47(1.97-6.11)
	0.007a
	
	1.36(0.71-2.60)
	     0.089

	Tumor depth
	1.28(0.93-1.76)
	0.423
	
	-
	-

	Lymph node invasion
	2.58(1.18-5.64)
	0.029a
	
	1.03(0.69-1.53)
	0.724

	Distant metastasis
	1.95(0.87-4.37)
	0.046a
	
	1.15(0.74-1.78)
	0.835

	TNM stage
	2.98(1.53-5.80)
	<0.001a
	
	2.65(1.76-3.99)
	0.009a

	ZNFX1-AS1 expression
	4.03(1.98-8.20)
	<0.001a
	
	2.95(1.31-6.57)
	0.004a


aP < 0.05.
bHR, hazard ratio.
cCI, confidence interval.
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	Factors
	Univariate analysis
	
	Multivariate analysis

	
	HRb(95%CIc)
	P
	
	HRb(95%CIc)
	P 

	Age 
	1.19(0.65-2.17)
	0.364
	
	-
	-

	Gender
	1.46(0.73-2.92)
	0.532
	
	-
	-

	Histologic grade
	1.61(0.83-3.12)
	0.671
	
	-
	-

	Tumor size
	3.13(1.62-6.04)
	0.028a
	
	1.13(0.88-1.45)
	     0.149

	Tumor depth
	1.85(0.97-3.52)
	0.083
	
	-
	-

	Lymph node invasion
	2.61(1.36-5.01)
	0.003a
	
	1.87(0.72-4.85)
	0.085a

	Distant metastasis
	3.03(1.86-4.93)
	0.001a
	
	2.06(1.08-3.92)
	0.017a

	TNM stage
	1.36(0.81-2.28)
	0.004a
	
	1.04(0.58-1.86)
	0.067a

	ZNFX1-AS1 expression
	3.65(1.94-6.86)
	<0.001a
	
	2.63(1.29-5.36)
	0.009a


aP < 0.05.
bHR, hazard ratio.
cCI, confidence interval.
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Supplementary Figure S1 Differentially expressed lncRNAs and mRNAs between CRC tissues and adjacent normal tissues by microarray analysis. A Differential lncRNA expression in CRC samples (n = 15) and adjacent normal tissues (n = 15). B Differential lncRNA expression in CRC samples (n = 15) and adjacent normal tissues (n = 15).
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Supplementary Figure S2 The expression level of lncRNAs in CRC tissues (n =15) and adjacent normal tissues (n =15) as measured by real-time PCR
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Supplementary Figure S3 Ectopic expression of lncRNA ZNFX1-AS1 promotes CRC cell proliferation, invasion, and EMT. a Relative expression of lncRNA ZNFX1-AS1 in SW480 and HT-29 cells after ectopic expression of lncRNA ZNFX1-AS1 (*P < 0.05). b The cell viabilities were measured in SW480 and HT-29 cells after ectopic expression of lncRNA ZNFX1-AS1 (*P < 0.05). c The colony formation abilities were measured in SW480 and HT-29 cells after ectopic expression of lncRNA ZNFX1-AS1 (*P < 0.05). 
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Supplementary Figure S4 A Overexpression of lncRNA ZNFX1-AS1 increased the proliferation/colony formation in SW480 cells. B Overexpressing miR-144 in lncRNA ZNFX1-AS1 overexpressed cells could reverse the stimulated cell proliferation/colony formation.
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Supplementary Figure S5 The expression of EZH2 was inversely associated with the expression of miR-144 in CRC tissues. 
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