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1 Supplementary Figures and Tables 

1.1 Supplementary Tables 

Supplementary Table S1. Glycosylation-Related Pathway Genes. The TCGA database contains 
clinical information of various cancer types that is kept by UCSC Xena, and we obtained the 
genomic information and medical annotations of liver hepatocellular carcinoma (LIHC) individuals, 
which included LIHC (n = 374) and normal (n = 50) samples, and then performed log2 TPM 
(transcripts per kilobase million) +1 formats for each expression value. In total, 770 glycosylation-
related genes were collected from the Molecular Signatures Database (MSigDB). 

Supplementary Table S2. RT-PCR primer. mRNA level of the target and normalization to that of 
beta-actin mRNA level were detected by quantitative real-time PCR (qRT-PCR) using the 2−ΔΔCt 
method and the primers are listed in Table S2. 

Supplementary Table S3. Differentially expressed glycosylation-related genes associated with 
prognosis. 301 DEGs associated with prognosis were screened out by univariate Cox analysis, and 
the differential expression of these glycosylation-related genes in HCC compared to normal 
paracancerous tissues was shown using a heatmap. 

Supplementary Table S4. Detail information of 15 genes in the risk signature. A robust prognostic 
gene signature was constructed with 15 genes, namely, PPIA, ALG3, CTSA, CAD, B3GAT3, 
TRAPPC3, HSP90AA1, SRD5A3, BAG2, DNAJC1, ADAMTS5, PLOD2, DYNC1LI1, 
ST6GALNAC4, and CHP1, and detailed information about them is provided in Table S4. 

1.2 Supplementary Figures 
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Supplementary Figure S1. The differential expression of these glycosylation-related genes in HCC 
compared to normal paracancerous tissues. (A) Heatmap showing the expression of 301 differentially 
expressed glycosylation-related pathway genes in HCC tumor samples compared with normal samples. 
(B) Kaplan–Meier analysis of overall survival according to the level of infiltration by immune cells in 
HCC, including naive B cells, resting DCs, M0 macrophages, M2 macrophages, monocytes, resting 
memory  
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Supplementary Figure S2.  The prognostic and predictive significance of the GLY/TME classifier. 
(A) Univariate Cox regression analysis of the GLY-TME classifier in the training cohort. (B) 
Kaplan-Meier survival curves of the validation cohort were stratified into three different subgroups 
(GLYlow/TMEhigh, mixed and GLYhigh/TMElow) according to the GLY-TME classifier. Log-rank test, 
p < 0.001. 

 


