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Figure S1: Analyze the data of TCGA and geo database. A-B Gene sequencing volcanic map of NSCLC tumor tissue and adjacent normal tissue (blue indicates down-regulated genes and red indicates up-regulated genes). And Three groups of highly expressed genes were combined to make Venny diagram. C-D The genes were clustered into different sets by weighted gene co-expression network analysis(WGCNA), and then the blue module was selected and the hub-genes were screened. D-F Go and KEGG analysis showed that the up-regulated genes were involved in cell cycle, mitosis, DNA replication and other cycle related biological processes.
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Figure S2: NCAPG may interact with CDK1 as shown in the Search Tool for the Retrieval of Interacting Genes (STRING) database.
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