
Figure S1. The differentially expressed genes between ovarian cancer tissues and normal tissues were derived from TCGA database. 

(A) The heatmap of differentially expressed genes. (B) The principal component analysis of specimens. (C) The volcano plot of differentially expressed genes.
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Figure S2. The expression of PTK6 in OC. 

(A) KEGG analysis of up-regulated genes in ovarian cancer. (G) KEGG analysis of down-regulated genes in ovarian cancer. (B) The expression of PTK6 in OC tumor and normal tissues based on TCGA and GTEx datasets. (D) The expression of PTK6 in normal, tumor and metastatic tissues of ovarian cancer from TNMplot datasets (https://www.kmplot.com). (E) The expression of PTK6 in OC from GSE14407 datasets. (F) The expression of PTK6 in OC from GSE18520 datasets.
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Figure S3. Single-cell analysis of PTK6 expression in OC. 

(A) PTK6-associated single-cell analysis in the OV_EMTAB8107 datasets. (B) PTK6-associated single-cell analysis in the OV_GSE154600 datasets. (C) PTK6-associated single-cell analysis in the OV_GSE158722 datasets.
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Figure S4. The relation between the PTK6 expression and signaling pathway in OC.
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Figure S5. Co-expression analysis of PTK6-associated genes. 

(A) Correlation heatmap displaying the top 10 genes positively correlated with PTK6. (B) Correlation heatmap displaying the top 10 genes negatively correlated with PTK6. (C) Network diagram of positively correlated genes. (D) Network diagram of negatively correlated genes.
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Figure S6. Molecular Docking And Molecular Dynamics Simulation Of Tilfrinib With PTK6
(A) Molecular docking mode diagram. (B) 2D diagram of molecular docking. (C) Variation of RMSD values during molecular dynamics simulation during (100 nsec). (D) Variation of RMSF values of protein amino acid residues during molecular dynamics simulation. (E) RMSF values of atom during molecular dynamics simulation. (F) Protein–ligand contact fractions of molecular dynamics simulation.
