Extended Data Figure 5. Correlation of RNA-RNA Expression in TCGA NSCLC Cohorts.
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a, Correlation of PIK3CA, PTEN and AKT1 RNA expression with SREBP1 and PCSK9 RNA expression in the Lung Squamous Carcinoma (LUSC) cohort

of The Cancer Genome Atlas (TCGA). b, Correlation of PIK3CA, PTEN and AKT1 RNA expression with SREBP1 and PCSK9 RNA expression in the Lung
Adenocarcinoma (LUAD) cohort of TCGA.





