
 

 

Figure S1. DEseq and edgeR differential expression analysis on 368 samples and 50 paired 

samples to filter lncRNAs. 



 

Figure S2. edgeR differential expression analysis on 368 samples and 50 paired samples to 

filter ferroptosis-related genes. 

  



Figure S3. SLC7A11 is associated with LncRNA HEPFAL and affects the prognosis of patients. 
A）Expression of SLC7A11 in high and low expression LncRNA tissues. B) SLC7A11 affects 
OS in HCC patients. 
 
 
 
 
 
 
 
 
 
 



 

Figure S4. Relative expression of lncRNA HEPFAL and SLC7A11 in 293T cells transfected 

with lncRNA HEPFAL expression vector and control vector was detected by qRT-PCR. 

And GFP fluorescence in cells after overexpression lncRNA HEPFAL. 



 

Figure S5. HCCLM3 and PLC cells were treated with 20μM erastin or untreated and treated 

with DMSO, JR-AB2-001 and CCI-779, respectively. 

 



 

Figure S6. the number of colonies of LM3 and PLC cells after transfected as indicated. 



 

Figure S7. The predicted location of lncRNA HEPFAL. 



 

Table S1. Sequences of the primers used for quantitative real-time PCR. 

Gene Forward primer(5’-3’) Reverse primer(5’-3’) 

SLC7A11 
lncRNA HEPFAL 

GAPDH 

CCATGAACGGTGGTGTGTT 
CGGGTAAAGGGCACTCTTGTCAG 
CAAGGTCATCCATGACAACTTTG 

GACCCTCTCGAGACGCAAC 
TCCACTCCTTGCTCTTCCGTCTC 
GTCCACCACCCTGTTGCTGTAG 

 


