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Supplementary figure and figure legends 

 

Figure S1 Validation of genes in cell cycle associated with the prognosis of HCC. 

(A-J) The Kaplan–Meier curve of overall survival of patients with different 

expression of genes in cell cycle. 

 

 
Figure S2 Comparison of the immune activity and tumor stemness between HCC 

subgroups. (A) Immune cell score heatmap by EPIC algorithm. Red represents high 

score, while blue represents low score. (B) Boxplot of immune infiltration status in 

two clusters by the EPIC algorithm. Heatmap (C) and boxplot (D) of immune 

checkpoint-related genes expression between two clusters.  

 



 
Figure S3 Ferroptosis and N6-me-thyladenosine analysis between HCC and 

normal tissues. (A) Heatmap of ferroptosis- related gene expression between HCC 

and normal tissues. (B) Expression difference of ferroptosis- related genes between 

HCC and normal tissues. (C) Heatmap of m6A-related gene expression between two 

clusters. (D) Expression difference of m6A-related genes between HCC and normal 

tissues. 



 
Figure S4 Four-gene signature validations in pan-cancer TCGA Cohort. (A) The 

risk score based on the mitophagy-related gene set in acute myeloid leukemia patients. 

(B) The Kaplan–Meier curve of overall survival differences stratified by signature 

risk score in acute myeloid leukemia patients. (C) The ROC curves of the signature 

for overall survival at 1, 3, and 5 years in acute myeloid leukemia patients. (D) The 

risk score based on the mitophagy-related gene set in adrenocortical carcinoma 

patients. (E) The Kaplan–Meier curve of overall survival differences stratified by 

signature risk score in adrenocortical carcinoma patients. (F) The ROC curves of the 

signature for overall survival at 1, 3, and 5 years in adrenocortical carcinoma patients. 

(G) The risk score based on the mitophagy-related gene set in mesothelioma patients. 

(H) The Kaplan–Meier curve of overall survival differences stratified by signature 

risk score in mesothelioma patients. (I) The ROC curves of the signature for overall 

survival at 1, 3, and 5 years in mesothelioma patients. 


