Expression and potential molecular mechanism of TOP2A in metastasis of non-small cell lung cancer 
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Supplementary Table S1: Patients characteristics. 
Supplementary Table S2: Univariate and multivariate analysis of OS and clinicopathological variables.
Supplementary	Table 	S3:	The correlation between TOP2A or Wnt3a and clinicopathological characteristics in NSCLC.
Supplementary Original western blot images: Original western blot images of Figure1F; Figure2A; Figure3C; Figure3D; Figure4E; Figure5B; Figure5C in the manuscript.
Supplementary Figure S1
[bookmark: _Hlk166279487]Experimental results of scratching, migration and invasion of A549 and H1299 cells after experimental treatment. (A) The migratory ability of cells in overexpression and knockdown groups of TOP2A was determined using the wound healing assay. (B) Transwell assay was used to evaluate the motility and invasive ability of cells in which TOP2A was overexpressed, or TOP2A expression was inhibited. 
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Correlation of TOP2A with EMT-related molecules and core canonical WNT pathway molecules. (A) A significant association between TOP2A and EMT target gene expression. (B) A strong relationship between TOP2A expression and the mRNA levels of CDH2 and MMP9. (C) The transcription of MMP2 and MMP9 was considerably elevated in TOP2A-overexpressing cells compared to the cells of the control group. (D) The GEPIA online tool showed that TOP2A expression was significantly associated with LEF1, TCF3 and MYC.
