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Figure S1. Violin plots of the CV distribution in QC samples from metabolomics (A) and 

lipidomics (B) sets, respectively.

 

 

Figure S2. Number of compounds detected in metabolomics and lipidomics data from 

tissue samples of HCC patients.
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Figure S3. Acylcarnitine metabolism in HCT compared to ANT samples. Bar plots 

showing the changes of (A) short-chain acylcarnitine, (B) medium-chain acylcarnitine, (C) 

long-chain acylcarnitine, (D) Carnitine ratios, respectively. * p<0.05, ** p<0.01, *** 

p<0.001, compared with adjacent noncancerous liver tissue.
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Figure S4. Changes of FFA (A), PC (B) and TG (C) in HCT compared with those in ANT. 

The fold changes of HCT/ANT were calculated and the log transformed fold-change values 

were visualized in heatmap (B) and (C).
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Figure S5. Spearman correlation between the metabolites and clinical factors. The raw p 

values were adjusted to false discovery rate (FDR) using Benjamini–Hochberg method. 

The un-significant correlations (p > 0.05) were filled with white. 




