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Supplementary Figure S1: The genetic and epigenetic network (GEN) of HCC at stage I. The upper left circle represents the 
miRNA (326), the lower left circle represents the TFs (408) and the big right circle represents the proteins (3741) for the GEN of HCC at 
stage I. Links within the “proteins” circle represent proteins-proteins interactions, links between the “TFs” circle and the “proteins” circle 
represent the regulations of transcription factors on target genes and links between the “miRNAs” circle and the “proteins” circle represent 
the regulations of miRNAs on target genes in the GEN of HCC at stage I.



Supplementary Figure S2: The genetic and epigenetic network (GEN) of HCC at stage II. The upper left circle represents 
the miRNA (326), the lower left circle represents the TFs (408) and the big right circle represents the proteins (3741) for the GEN of HCC at 
stage II. Links within the “proteins” circle represent proteins-proteins interactions, links between the “TFs” circle and the “proteins” circle 
represent the regulations of transcription factors on target genes and links between the “miRNAs” circle and the “proteins” circle represent 
the regulations of miRNAs on target genes in the GEN of HCC at stage II.

Supplementary Figure S3: The genetic and epigenetic network (GEN) of HCC at stage III. The upper left circle represents 
the miRNA (326), the lower left circle represents the TFs (408) and the big right circle represents the proteins (3741) for the GEN of HCC at 
stage III. Links within the “proteins” circle represent proteins-proteins interactions, links between the “TFs” circle and the “proteins” circle 
represent the regulations of transcription factors on target genes and links between the “miRNAs” circle and the “proteins” circle represent 
the regulations of miRNAs on target genes in the GEN of HCC at stage III.



Supplementary Figure S4: The genetic and epigenetic network (GEN) of HCC at stage IV. The upper left circle represents 
the miRNA (326), the lower left circle represents the TFs (408) and the big right circle represents the proteins (3737) for the GEN of HCC at 
stage IV. Links within the “proteins” circle represent proteins-proteins interactions, links between the “TFs” circle and the “proteins” circle 
represent the regulations of transcription factors on target genes and links between the “miRNAs” circle and the “proteins” circle represent 
the regulations of miRNAs on target genes in the GEN of HCC stage at IV.

Supplementary Figure S5: The relationship between the projection results identified using the data in GSE36376 and 
TCGA.



Supplementary Figure S6: The plot of p-value (log10) versus projection distance (log2) of each component in HCC 
stage 1–4 (Supplementary Figures S1–S4).


