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Supplementary Figure S1. High quality spectral libraries were generated with the traditional 

DDA mass spectrometry technique for five biological replicates. Proteins filtered with 1% critical 

FDR (false discovery rate) were used for SWATH-MS data analysis. Rep1 to Rep5 are abbreviations 

of biological replicate 1 to 5. 
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Supplementary Figure S2. Normality distribution of each technical replicates. The histograms 

was performed after log2 transformation for the peak intensities of all the mass spectrometry 

measurements. Rep1 to Rep5 are abbreviations of biological replicate 1 to 5. In each biological 

replicate, HCC1 to HCC3 are three technical replicates for HCC sample, and non-tumor1 to non-

tumor3 are the three corresponding paired non-tumor technical replicates.  
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Supplemental Figure S3. GO enrichment of the 338 significantly regulated proteins according to 

DAVID functional annotation. (a, b), Top 10 and all 9 significantly enriched cellular components of 

up- and down-regulated proteins quantified using the SWATH-MS approach. (c,d), All 6 and top 10 

significantly enriched molecular functions of up- and down-regulated proteins quantified using the 

SWATH-MS approach.  
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Supplemental Figure S4. The representative extracted ion chromatogram (XIC) comparisons of 

nine proteins selected for western blot validation (FBXO2, ACSL4, PLIN2, PKM2, GFPT1, 

CYP1A2, FTCD, UGT2B7 and PCK2). The fragment intensities for one peptide of each protein were 

shown. The first five proteins were over expressed in HCC and the last four proteins were low 

expressed in HCC. 
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Supplemental Figure S5. The schematic diagram of fatty acid oxidation (FAO) and its down 

regulation in HCC. Acyl CoAs enter the FAO pathway in which they are dehydrogenated, hydrated 

and decarboxylated cyclically, which results in the progressive shortening of the fatty acid1. Six 

enzymes of FAO were down regulated in this study, including two acyl-CoA dehydrogenase (ACADS 

and ACADSB), three enoyl-CoA hydratase (ECHS1, ECHD2 and ECHD3) and one 3-ketoacyl-CoA 

thiolase (ACAA2).The abbreviations of down-regulated proteins were shown in blue. (Cited and 

modified from Carracedo, Cantley& Pandolfi1 with permission.) 
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