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Figure S1. (a) Western blotting picture of TKS4, Ezh2, H3K27me3 and Mono-Methyl Lysine. (b) ICC picture showed absence of Tks4 in Tks4 KO compared to WT cells. Scale bar: 50 µm (c) ChIP-seq data analysis, upper indicated the increased number of peaks in KO compared to WT, especially the peaks of promoter region. Lower: Red rectangles indicating the presence of some peaks only in KO sample compared to WT. (d) Upper: Western blotting picture of H3K27me3 testing two different concentrations of DZNep. Lower: Viability of cells compared to different concentration of DZNep used
A
[image: A collage of images of a white surface

Description automatically generated]

B
[image: A screenshot of a computer

Description automatically generated]
Figure S2. (a) Migration Assay picture at 0, 24, and 48 hours. (b) EMT markers based on RNA-seq data in different condition of cells compared to WT.
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Figure S3. (a) Invasion Assay picture at 20, 40, and 60 hours. (b) Invasion Markers based on RNA-seq data in different condition of cells compared to WT.
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[bookmark: _Hlk160629612]Figure S4. Proliferation Markers based on RNA-seq data in different condition of cells compared to WT.
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Figure S5. Quantitative analysis of some mRNA genes confirming RNA-seq data 
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Figure S6. Senescence promoting and inhibiting markers based on RNA-seq data in different condition of cells compared to WT.
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[bookmark: OLE_LINK1][bookmark: _Hlk160629643]Figure S7. (a)  Gene expression level of different lncRNA compared to GAPDH control based on the Ct (Cq) of qPCR. (b) Different LncRNAs relative expression based on transcriptomic analysis in different condition of cells compared to WT (WT=0 line).
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Figure S8. ICC picture showing the localization changes of MMP14 in TKS4 KO cells compared to WT cells. DAPI is blue, MMP14 is red, and green arrows indicate the difference.
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