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SUPPLEMENTARY MATERIALS AND 

METHODS 

 

 

Analysis of tumor infiltrating immune cells in the 

TCGA-HBV-HCC and TCGA-Alcol-HCC cohorts 

 

The gene sets representing different immune cells were 

obtained from previous literatures [1, 2]. A total of 26 

gene sets were identified, and 11 of which represent 

innate immune cells: dendritic cells (DC), activated 

dendritic cells (aDC), plasma cell-like dendritic cells 

(pDC), immature trees Identical cells (iDC), mast cells, 

neutrophils, macrophages, eosinophils, NK cells, 

CD56bright NK cells and CD56dim NK cells; 13 types 

of adaptive immune cells: T cells, cytotoxic cells, B 

cells, and helper T cells 17 (Th17 cells), Regulatory T 

cells (Treg cells), helper T cells, helper T cells type 1 

(Th1 cells), helper T cells type 2 (Th2 cells), follicular 

helper T cells (Tfh cells), γδ T cells (Tgd cells), CD8 T 

cells, effect memory T cells (Tem cells) and central 

memory T cells (Tcm cells); The remaining two 

represent angiogenesis and antigen presentation System. 

Cytotoxic cells include parts of CD8 + T cells, some γδ 

T cells and some NK cells. Tumor RNA-seq data of 69 

cases of alcoholic HCC and 106 cases of HBV-related 

HCC in the TCGA database were used to analyze 

tumor-infiltrating immune cell. In this study, the Gene 

Set Variation Analysis (GSVA) algorithm was  

used to calculate the immune score (GSVA package). 

The RNA sequencing data of all gene sets was first 

standardized by Z-score, then all patients were sorted 

according to Z-score, and finally the expression of each 

immune cell is calculated by the GSVA algorithm. 

False discovery rate (FDR; q value) <10% is considered 

to be significantly enriched for this type of immune cell. 

In the heat map, we classified all samples into immune-

High, immune-Mix, and immune-Low groups based on 

the number of immune cell infiltration, especially T 

cells, B cells and cytotoxic cells. 
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