Figure S2
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Fig. S2. Unsupervised analysis by PCA applied to the nucleotide metabolic pathway for AC and SCC versus normal tissue. PCA plots provided by purines data set that show
discrimination patterns between adenocarcinoma (AC) lung tissue versus control tissue, squamous lung carcinoma tissue (SCC) versus control tissue, and AC versus SCC lung tissues,
the latter obtained considering the fold change value of each metabolite between normal and cancerous tissue in order to compare both types of carcinomas. The contribution of the
principal components (PC) to explain the observed variability and the cumulative contribution are also illustrated.



