Figure S1 KEGG and GO functional enrichment analysis for DEGs.
Figure S2 Different risk groups and different subclusters of NSCLC. 
Figure S3 Single-gene batch correlation analysis for DLAT and DLST. 
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Figure S1 KEGG and GO functional enrichment analysis for DEGs. A. Bar plot of GO enrichment analysis. B. Bubble plot of GO enrichment analysis. C. Bar plot of KEGG enrichment analysis. D. Bubble plot of KEGG enrichment analysis. The length of the bar graph represents the degree of gene enrichment and the color represents the degree of variation. The size of the bubble graph represents the degree of gene enrichment and the color represents the degree of variation.
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Figure S2 Different risk groups and different subclusters of NSCLC.  A. Expression of SERPINE1 and FAM83 based on risk groups in TCGA internal training set. B. Expression of SERPINE1 and FAM83 based on risk groups in TCGA internal testing set. C. Expression of SERPINE1 and FAM83 based on risk groups in GEO external training set. D. The Sankey reflected the differences in risk scores and in survival status among the subclusters. E. Difference in risk scores for different subclusters.
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Figure S3 Single-gene batch correlation analysis for DLAT and DLST. A. Bubble plot of GO enrichment analysis for DLAT- correlated genes. B. Bar plot of GO enrichment analysis for DLAT- correlated genes. C. Bubble plot of GO enrichment analysis for DLST- correlated genes. D. Bar plot of GO enrichment analysis for DLST- correlated genes.
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