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[bookmark: _Hlk133257657]Figure S1. The expression of circPTK2 was detected in HCC cells by qRT-PCR. A. The knockdown efficacy of circPTK2 in HCC-LM3 and MHCC 97-H after transfecting sh-circPTK2 or sh-NC vectors (Mean±SD, n=3, ***p<0.001). B. The overexpression efficacy of circPTK2 in HCC-LM3 and MHCC 97-H transfected with OE-circPTK2 and OE-NC plasmids (Mean±SD, n=3, ***p<0.001).
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Figure S2. GO and KEGG enrichment analyses based on RNA sequencing.  (A) GO enrichment analysis shows the top 20 biological processes that circPTK2 possible involved. (B) KEGG enrichment analysis shows the top 20 signaling pathway highly enriched in circPTK2.
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Figure S3. miR-379-5p is highly expressed in HCC tissues and cells. (A-C) The differential expression of miR-379-5p(A), miR-3922-3p(B), miR-4703-3p(C) between tumor and normal tissues based on TCGA database. (D-E) Expression analysis for miR-379-5p in 72 paired HCC samples by qRT-PCR (Mean±SD, n=72, **p<0.01, ***p<0.001). (F) The relative expression of miR-379-5p in HCC cell lines and normal live cell (Mean±SD, n=3, **p<0.01, ***p<0.001).
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Top 20 of Biological Process Enrichment

G0:0001525 | angiogenesis
G0:0090331 | negative regulation of platelet aggregation
G0:0030198 | extracellular matrix organization
G0:0006567 | threonine catabolic process
G0:0006566 | threonine metabolic process
G0:0006520 | cellular amino acid metabolic process
G0:2000811 | negative regulation of anoikis
G0:0019518 | L-threonine catabolic process to glycine
G0:0031589 | cell-substrate adhesion
G0:0007229 | integrin-mediated signaling pathway
G0:0002576 | platelet degranulation
G0:0033627 | cell adhesion mediated by integrin
GO0:0030154 | cell differentiation

Biological Process

G0:0071702 | organic substance transport
G0:0010613 | positive regulation of cardiac muscle hypertrophy-
G0:0010951 | negative regulation of endopeptidase activity
G0:0016477 | cell migration
G0:0007399 | nervous system development
G0:0060621 | negative regulation of cholesterol import

G0:0050748 | negative regulation of lipoprotein metabolic process{
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KEGG Enrichment ScatterPlot

hsa04611 | Platelet activation
hsa04510 | Focal adhesion
hsa05200 | Pathways in cancer

hsa04610 | C and
hsa00260 | Glycine, serine and threonine metabolism
hsa05412 | i right ventri i

hsa04810 | Regulation of actin cytoskeleton
hsa05410 | Hypertrophic cardiomyopathy
hsa05222 | Small cell lung cancer
hsa05414 | Dilated cardiomyopathy
hsa05205 | Proteoglycans in cancer
hsa00330 | Arginine and proline metabolism
hsa04724 | Glutamatergic synapse

Pathway

hsa00290 | Valine, leucine and isoleucine biosynthesis
hsa04512 | ECM-receptor interaction

hsa04927 | Cortisol synthesis and secretion

hsa04151 | PI3K-Akt signaling pathway

hsa04727 | GABAergic synapse

hsa05215 | Prostate cancer

hsa04750 | Inflammatory mediator regulation of TRP channels
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