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AI 生成的内容可能不正确。]Supplementary Figure 1. Metabolic-pathways subtype determination in discovery cohort.
(A) Unsupervised clustering of 85 metabolic pathways showed distinct expression status between tumor samples and non-tumor samples. 
(B) Unified manifold approximation and projection show tumors and non-tumor tissues had different enrichment score of metabolic pathways.
(C) Cluster-consensus is the average pairwise item-consensus in a consensus cluster.
(D) The proportion of ambiguous clustering score when k=2-9.
Consensus matrixes when k=2 (E), 3 (F) and 4 (G) were generated.
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AI 生成的内容可能不正确。]

Supplementary Figure 2. Metabolic-Pathway-Based Stratification of HCCs
Metabolic-pathway-based clustering results of HCC samples in the TCGA cohort.
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AI 生成的内容可能不正确。]Supplementary Figure 3. Prediction performance of glycan-lipid metabolism polarization score for subtypes determination.
Receiver operating characteristic (ROC) curves show high prediction performance of our gene signature for subtypes determination in TCGA (A), ICGC (B), CPTAC (C) and in-house (D) cohorts. 
Calibration curves show gene signature show good agreements between gene signature and metabolic subtypes based on high-throughput data in TCGA (E), ICGC (F), CPTAC (G) and in-house (H) cohorts. 
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AI 生成的内容可能不正确。]Supplementary Figure 4. Diagnostic performance of serum AFP levels for metabolic subtypes.
In-house (A) and CPTAC (B) cohorts.
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