Supplementary Fig. 1

[<<RE]
GRHLZ
MYB

ALK
FAME3A

Primary tumors Recurrent tumors

Supplementary Figure 1. Differentially expressed genes (DEGs). The heatmap shows the 162 DEGs
of HCC recurrent post-transplant tumors compared with the paired primary tumors (g-value < 0.05
and|Fold change| > 1.5).



Supplementary Fig. 2
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Supplementary Figure 2. Identification of 20 genes for recurrent HCC post-transplant in a pathway-
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Supplementary Fig. 3
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Supplementary Figure 3. Association between upregulation of 20-gene signatures and reduced
disease-free survival in HCC patients.
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