Supplemental Method
Data Source

In this study, we performed a differential mRNA expression analysis of tumor and normal tissues and correlative prognostic analysis of  SUZ12 and CXCR7 with the “Single Gene Analysis” module of GEPIA (http://gepia.cancer-pku.cn/index.html). Multiple gene comparison analyses of the two genes were performed with the “Multiple Gene Comparison” module of GEPIA, using the “KIRC” dataset. The p value cutoff was 0.05. Student's t test was used to generate a p value for expression or pathological stage analysis. Prognostic analysis was performed using a Kaplan–Meier curve. Besides, the SUZ12 expression data  for HCC  in different TNM stage was obtained using the “Expression Analysis” module from UALCAN (http://ualcan.path.uab.edu/analysis.html). Student's t test was used to generate a p value. The p value cutoff was 0.05.

Follow-up patients 
These patients underwent hepatectomy by the same surgical team from January 2000 to May 2004. All patients were classified as Child-Pugh A, and all tumors were identified as HCC by histological analysis. Liver function, blood coagulation profile,  serum alpha-fetoprotein (AFP) levels and contrast enhanced multi-detector computed tomography (MDCT) or contrast enhanced magnetic resonance imaging (CE-MRI) were examined every 3-6 months post operation. All HCC patients would be followed up until May 2010. 

Supplemental figure legends
Figure S1 CXCR7 is associated with poor survival of patients with HCC. (A) Immunostaining of CXCR7 in the TMA was shown. (x40 original magnification; scale bar, 50µm). H-Score analysis indicated that CXCR7 expression on tumor tissues was higher than normal hepatic tissues. (B) High CXCR7 expression indicated a worse prognosis to HCC patients. (C) Online analysis from UALCAN database showed that CXCR7 with a higher transcription level indicated a worse prognosis to HCC patients. (D) Online analysis from UALCAN database showed that CXCR7 with a higher transcription level indicated a worse prognosis on the total of multiple tumor types. ***P < 0.001. (E, F).GEPIA online database showed SUZ12 have a strong correlation with CXCR7 in normal whole blood and hypothalamus (brain). (Pearson correlation test)

Supplemental tables

Table S1. The oligonucleotide primer sequences used for qRT-PCR
	Gene
	Upper primer sequence
	Lower primer sequence

	CXCR1
	5’-GGCCGGTGCTTCAGTTAGAT-3’
	5’-GGGCATAGGCGATGATCACA-3’

	CXCR2
	5’-CCTGTCTTACTTTTCCGAAGGAC-3’ 
	5’-TTGCTGTATTGTTGCCCATGT-3’ 

	CXCR3
	5’-CCACCTAGCTGTAGCAGACAC-3’
	5’-AGGGCTCCTGCGTAGAAGTT-3’

	CXCR4
	5’-CTCCTACCCACGCAGATTTATTC-3’
	5’-AGAGTGAGACCACGAAGAGAC-3’

	CXCR5
	5’-AATCGTCAATGCCAGTGTACTT-3’
	5’-TCTCATCGCAGTCAGGATCATAA-3’

	CXCR6
	5’-GGAACAAACTGGCAAAGCATCT-3’
	5’-GGTAATCATGCTCTGCCATGGT-3’

	CXCR7
	5’-ACGTGGTGGTCTTCCTTGTC-3’
	5’-AAGGCCTTCATCAGCTCGTA-3’

	CCR1
	5’-GGTTCTATTTGGGAAGGTATTCAG-3’
	5’-TGGTTCGCTTTCTCTTTCGG-3’

	CCR2
	5’-CTCTCCTCTTCCTTCCTCCA-3’
	5’-GGTCTTCACCTGTTTGTAGCTG-3’

	CCR3
	5’-GTCATCATGGCGGTGTTTTTC-3’
	5’-CAGTGGGAGTAGGCGATCAC-3’

	CCR4
	5’-AAAGCAAGCTGCTTCTGGTTG-3’
	5’-AGGAAGAGCTCCCCAAATGC-3’

	CCR5
	5’-ATCCAGTGAGAAAAGCCCGT-3’
	5’-TTCCACCCGGGGAGAGTTT-3’

	CCR6
	5’-TTCAGCGATGTTTTCGACTCC-3’
	5’-GCAATCGGTACAAATAGCCTGG-3’

	CCR7
	5’-TCATGGACCTGGGGAAACC-3’
	5’-CCAGTAGGCCCACGAAACAA-3’

	CCR8
	5’-GTGTGACAACAGTGACCGACT-3’
	5’-CTTCTTGCAGACCACAAGGAC-3’

	CCR9
	5’-AGCAACCCAGCTCTTTCCC-3’
	5’-AGGAATAGGGCTTGTGAAGTC-3’

	CCR10
	5’-GAGGCCACAGAGCAGGTTT-3’
	5’-GTCAGGGAGACACTGGGTTG-3’

	GAPDH
	5’-GGAGCGAGATCCCTCCAAAAT-3’
	5’-GGCTGTTGTCATACTTCTCATGG-3’


Table S2. Patient characteristics and association with SUZ12 expression by immunohistochemistry

	Clinicopathological 

characteristics
	No.of patients
	P-Value

	
	SUZ12-Low (n=30)
	SUZ12-High (n=58)
	

	Age (years)
	
	
	0.541

	≦60
	24
	43
	

	﹥60
	6
	15
	

	Gender
	
	
	0.209

	Male
	22
	49
	

	Female
	8
	9
	

	HBsAg
	
	
	0.089*

	Negative
	1
	10
	

	Positive
	29
	48
	

	Cirrhosis 
	
	
	0.043*

	Absent
	25
	56
	

	Present
	5
	2
	

	AFP (ng/ml)
	
	
	0.134

	≦400
	21
	31
	

	﹥400
	9
	27
	

	Tumor size(cm)
	
	
	0.306

	≦3
	26
	45
	

	﹥3
	4
	13
	

	No. of tumor nodules
	
	
	0.832*

	Single
	27
	53
	

	Multiple (n≧2)
	3
	5
	

	Edmondson grade
	
	
	0.728

	Grade I/II
	18
	37
	

	Grade III/IV
	12
	21
	

	Vascular invasion
	
	
	0.444

	No
	15
	31
	

	Yes
	17
	25
	

	TNM stage
	
	
	0.557

	 I/II
	22
	39
	

	 III/IV
	8
	19
	

	CXCR7 expression level
	
	
	0.011

	CXCR7-Low 
	16
	15
	

	CXCR7-High 
	14
	43
	


P Value was evaluated by Chi-square test，* was evaluated by Fisher test
