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Supplementary Figure 3. Comparative analysis of AA-enriched and EA-enriched differential gene expression signatures. Unsupervised principal component analysis of (A) AA-enriched
differentially expressed genes and (B) EA-enriched differentially expressed genes from lung tumors compared with adjacent normal lung tissues in AAs and EAs.
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Supplementary Figure 3. Comparative analysis of AA-enriched and EA-enriched differential gene expression signatures. Unsupervised principal component analysis of (A) AA-enriched
differentially expressed genes and (B) EA-enriched differentially expressed genes from lung tumors compared with adjacent normal lung tissues in AAs and EAs.



