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Supplementary Figure 1. Bubble plot showing the expression of cell marker genes 

in each cell types. Bubble intensity of color indicates the average expression in a 

particular cluster and bubble size represents the percent of cells expressing the gene in 

that cluster.  

 

Supplementary Figure 2. Functional enrichment analysis of NK cell marker genes 

of LIHC. (A) Biological processes (BP), (B) cellular components (CC), (C) molecular 



functions (MF) and (D) KEGG pathway. 

 

Supplementary Figure 3. LASSO-COX regression identified nine NK cell marker 

gene signature. 

 

Supplementary Figure 4. Bubble plot showing the expression of NK cell marker 

genes in different cell types. 
  



 

Supplementary Figure 5. Verification of the prognostic predictive capability of NK 

cell signature in different clinical subgroups. Kaplan-Meier curves of OS in male, 

female, young and old patients based on risk score in TCGA cohort. 

 
Supplementary Figure 6. Functional enrichment analysis of the risk score related 

genes in TCGA cohort. (A) Biological processes (BP), (B) cellular components (CC), 

(C) molecular functions (MF) and (D) KEGG pathway. 



 

Supplementary Figure 7. The correlation analysis between estimated immune cell 

infiltration level and risk score. 
 
Supplementary Table 1. 79 NK cell marker genes. 

 



Supplementary Table 2. Univariable and multivariable Cox regression analysis of 

the GSE14520 cohort. 

 
HR, hazard ratio; CI, confidence interval; ref, reference category. 
  



Supplementary Table 3. 200 genes that closely correlated with the signature. 





 

 
 


