DNA and RNA sequencing recapitulated aberrant tumor metabolism in liver cancer cell lines
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Supplementary figures
 Fig S1. Expression pattern of genes related to liver differentiation, epithelial-mesenchymal transition (EMT)-metastasis, and proliferation that were differentially expressed among the three subgroups. 
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Fig S2. Mutational landscape of metabolic-associated genes with mutations occurred at least in two hLCCLs
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