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Supplementary Figure S1. The expressions of 4 lncRNAs in our constructed RNA-seq dataset and TCGA dataset. A to D, The expressions of AC126407.1 (A), AC007639.1 (B), SLC7A11-AS1 (C) and RP11-439L8.3 (D) in our constructed RNA-seq dataset. E to H, The expressions of AC126407.1 (E), AC007639.1 (F), SLC7A11-AS1 (G) and RP11-439L8.3 (H) in TCGA dataset. ** p < 0.01 and **** p < 0.0001.
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Supplementary Figure S2. Correlation analysis between qRT-PCR data and RNA-seq data. Correlation analysis was performed to investigate the consistency of the expressions of lncRNAs AC126407.1 (A), AC007639.1 (B), SLC7A11-AS1 (C) and RP11-439L8.3 (D) detected by RNA-seq and qRT-PCR. 
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Supplementary Figure S3. The clinical significance of clinical information and risk score in the validation cohort. 
[bookmark: _Hlk66347952][bookmark: _Hlk66348597][bookmark: _Hlk59615736]Note: aStatistically significant; Abbreviations: AFP, alpha-fetoprotein; HBV-DNA, the desoxyribonucleic acid of hepatitis B virus; ALT, alanine aminotransferase; AST, aspartate aminotransferase; BCLC staging, Barcelona Clinic Liver Cancer staging; TNM staging, Tumor-Node-Metastasis staging (8th edition); CI, confidence interval; HR, hazard ratio. 





Supplementary Table S1. The list of qPCR Primers used in this study


Supplementary Table S2. tdAUC value of five prognostic factors for predicting OS and RFS in training and validation cohorts
	Gene symbol
	Sequences (from 5’ to 3’)

	AC007639.1
	F: CAGACTTCAGTCGGCAGCAT

	
	R: AGAGGTCTCGCAGTTTGCAG

	AC126407.1
	F: GTGATAGTCAGGCATCAAGGGT

	
	R: AGGAGCCATGGGGCTTTTATC

	RP11-439L8.3
	F: CTCCCACGATCTGGCAAC

	
	R: CAGAACTCACTCCTTCCGAT

	SLC7A11-AS1
	F: CTTTCTGAAGGACATGCCAA

	
	R: ACCTGGGCATTCTATAAGCTC

	18S

	F: AGAAACGGCTACCACATCC
R: CACCAGACTTGCCCTCCA


	
	Training cohort
	
	Validation cohort

	
	tdAUC of OS (95%CI)
	tdAUC of RFS (95%CI)
	
	tdAUC of OS (95%CI)
	tdAUC of RFS (95%CI)

	RP11-439L8.3
	0.627 (0.486-0.768)
	0.526 (0.371-0.680)
	
	0.634 (0.556-0.711)
	0.606 (0.519-0.692)

	SLC7A11-AS1
	0.691 (0.556-0.827)
	0.696 (0.554-0.838)
	
	0.680 (0.606-0.755)
	0.633 (0.549-0.718)

	AC007639.1
	0.757 (0.631-0.883)
	0.711 (0.602-0.821)
	
	0.595 (0.515-0.675)
	0.511 (0.423-0.600)

	AC126407.1
	0.614 (0.472-0.756)
	0.561 (0.399-0.722)
	
	0.685 (0.610-0.760)
	0.563 (0.479-0.647)

	TNM stage
	0.699 (0.564-0.834)
	0.689 (0.551-0.826)
	
	0.607 (0.524-0.689)
	0.557 (0.473-0.641)


Abbreviations: tdAUC, time-dependent area under curve; OS, overall survival; RFS, recurrence free survival; CI, confidence interval
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Univariate analysis

Multivariate analysis

Variables p-value HR(95%C) p-value HR(95%C1)

Gender 0.368 +— 0.773 (0.441-1.354)

Age 0.575 4 0.883 (0.571-1.365)

Tumor numbers 0.001* — 2.296 (1.405-3.752) <0.00012 — 2.941 (1.670-5.179)
Tumor size <0.0001 —_— 3.428 (2.201-5.340) <0.00012 — 2.876 (1.700-4.868)
Tumor envelope 0.189 S 1.339 (0.866-2.070)

Tumor differentiation  0.023* + 0.600 (0.386-0.931) 0.619 4+ 0.883 (0.540-1.443)
Tumor embolus <0.0001° —_— 2.688 (1.701-4.248) 0.477 -+ 1.355 (0.586-3.133)
Vascular invasion <0.00012 —_— 2717 (1.726-4.278) 0.712 —+ 0.661 (0.073-5.974)
Metastasis 0.741 — 1.215 (0.383-3.850)

AFP 0.001 —— 2.142 (1.380-3.327) 0.305 +- 0.749 (0.431-1.301)
HBV-DNA 0.049* — 1.526 (1.001-2.327) 0.671 -+ 0.896 (0.541-1.485)
ALT 0.049* e 1.546 (1.001-2.387) 0.532 —“— 1.176 (0.707-1.955)
AST <0.00012 —_— 2.585 (1.629-4.103) 0.015° —— 1.817 (1.121-2.946)
Hepatocirrhosis 0.974 —+— 0.991 (0.581-1.690)

BCLC stage <0.0001° —_— 2.762 (1.748-4.365) 0.008° —— 1.986 (1.193-3.308)
TNM stage <0.0001° _ 3.458 (2.152-5.556) 00220 4 0.259 (0.081-0.824)
Risk score <0.0001° — 3.272 (2.088-5.129) 0.019° S T 2.341 (1.149-4.769)
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