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GSCAlite analysis

the SNV frequency and variant types of the gene set across cancers
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Altered in 312 (100%) of 312 samples.
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Supplementary Figure 1. (A) cBioportal program to analyze the genetic changes of these 6 genes. (B) GSCAlite algorithm analyzed the
DEPDC1 expression across diverse cancer types. (C) GSCAlite algorithm analyzed the overall survivals relevant with DEPDC1 across diverse
cancer types. (D) The SNV frequency of the 6 genes across cancers was analyzed by GSCAlite algorithm. (E) The pathway activity of the 6
genes was analyzed by GSCAlite algorithm. (F) GSCAlite algorithm was used to analyze the miRNA regulation network of these 6 genes.
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A UALCAN analysis B UALCAN analysis
Expression of DEPDCL in LUAD based on individual cancer Expression of DEPDC1 across TCGA cancers (with tumor and normal samples)
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Supplementary Figure 2. (A) UALCAN program analyzed the DEPDC1 expression in stages of NSCLC using TCGA data. (B) UALCAN program
analyzed the DEPDC1 expression across TCGA cancer types. (C) The genes positively correlated with DEPDC1 in lung cancer were obtained by
using UALCAN program analysis, and GO analysis of these genes were conducted. (D) KEGG pathway analysis of the above genes. * P < 0.05,
**p <0.01.
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