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Figure S1. Expression pattern of liver-enriched genes. Heatmap showing the 

expression patterns of liver-enriched genes in non-tumor tissue and tumor tissue in (A) 

GSE14520 and (C) GSE54236. Red indicates higher expression and blue indicates 

lower expression. Quantitative analysis of the expression patterns of liver-enriched 

genes in non-tumor and tumor tissues in (B) GSE14520 and (D) GSE54236. (E) 

Heatmap showing the internal correlation of the 188 liver-enriched genes based on 

Spearman’s correlation coefficient. The color in the heatmap represents the 

Spearman’s correlation coefficient. Red indicates positive correlation, and blue 

indicates negative correlation. 

Figure S2. Consensus clustering of liver-enriched genes in the TCGA and GEO 

datasets. Consensus clustering matrix of liver-enriched genes for k=2 to k=5 of (A) 

TCGA, (D) GSE14520, and (G) GSE54236. Consensus clustering CDF for k=2 to k=6 

of (B) TCGA, (E) GSE14520, and (H) GSE54236. (C) Mean expression values for liver-

enriched genes of the patients in the different groups in (C) TCGA, (F) GSE14520, and 

(I) GSE54236. 

Figure S3. Time-dependent Brier score curves and ROC curves according to 

mean expression distance in the TCGA and GEO datasets. The time-dependent 

Brier score curve of (A) the TCGA LIHC cohort (B) the GSE14520 dataset, and (C) the 

GSE54236 dataset. The time-dependent ROC curve of (D) the TCGA LIHC cohort (E) 

the GSE14520 dataset, and (F) the GSE54236 dataset. 

Table S1. The tissue-enriched gene list of 12 tissue types. 
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