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Figure S1. Meta-regression analyses were performed by the covariates to quantify the 

heterogeneity. 

 

 

 

 

 

 

 

 

 



 

Figure S2. Publication bias analysis of the association between lncRNAs expression and OS of HCC 

were assessed by Begg‘s funnel plots and Egger’s linear regression test. Begg‘s funnel plot (A) and 

Egger’s linear regression test (B) of OS in patients with HCC. Log[HR], natural logarithm of HR; 

horizontal line mean magnitude of the effect. Each point represents a separate study for the indicated 

association. Note: A funnel plot with pseudo 95 % confidence limits was used. 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S3. Sensitivity analysis of the association between lncRNAs expression and OS/RFS of HCC. 

(A) Sensitivity analysis of the influence of each individual study on the pooled HRs of OS by omitting 

individual studies. (B) Sensitivity analysis of the influence of each individual study on the pooled HRs 

of RFS by omitting individual studies. 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S4. Meta-analysis of the pooled HRs of OS for HCC patients with different types of lncRNA. 

(A) Meta-analysis of the pooled HRs of OS for HCC patients with increased GAS5 expression. (B) Meta-

analysis of the pooled HRs of OS for HCC patients with increased PVT1 expression. 

 


