Supplementary Figure 1: Partitioning of GSE81089 data. A. Correlation plot B. PCA. C.
Heatmap of signature genes expression across samples classified.
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Supplementary Figure 2: Splicings of NF-YC.
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Supplementary Figure 3: Expression of genes hallmarks for each subtype.
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Supplementary Figure 4: Global NF-YA expression levels in LUSC subtypes. A. Comparison
of relative NF-YA global levels in LUSC subtypes in microarray data. B. Global NF-YA levels
in TCGA LUSC subtypes according to RNA-Seq data.
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SUBTYPE VS
adj.P.val P.Value t B log2FoldChange OTHERS
NFYA 0.8959 4.95 x 1001 -0.695069 -5.10996 -0.7527895 CLASSICAL
NFYA 0.8270491 6.32 x 1001 -0.4864997 -5.63337 -0.4043451 SECRETORY
NFYA 1.15x 100 1.15 x 10 -1.6015297 -4.6244 -0.2803957 BASAL
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Supplementary Figure 5: KOBAS analysis of commonly up-regulated genes in LUSC
subtypes.
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Supplementary Figure 6: Analysis of commonly down-regulated genes in LUSC subtypes.
A.Venn diagrams B. Pscan analysis of promoter sequences of commonly downregulated
genes in all LUSC subtypes C. KOBAS analysis of commonly downregulated genes in all

LUSC subtypes.
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