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INTRODUCTION PIKSCA MUTATIONAL ANALYSIS

We have created the Five3 Analysis Pipeline to streamline discovery of individual samples’ + 97 variants Mutated Domains Result in Differential Pathway Hubs
mutations, small indels, copy humber alterations, genome rearrangements, expression changes,

and resulting pathway activities. By applying this pipeline to the TCGA breast cancer datasets, we

recapitulate established breast subtypes at a pathway-dependent level. For example, basal tumors

appear enriched for proliferation pathways compared to luminal samples within this cohort. TCGA BRCA Variants
Expanding the pathway analysis to include TCGA lung cancer samples, we find similar

subnetworks activated between basal and squamous lung and between luminal and lung

adenocarcinomas. This hints at similar genomic mechanisms for these subtypes independent of S cateningamma
tissue of origin. Finally, by analyzing genomic alterations across all breast cancers we see , Frame Catgatenm
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FIVES ANALYSIS PIPELINE LUNG SUBTYPE CORRESPONDENCGCE SUMMARY

il S Batient’s Data Pathway Hubs Define Breast Subtypes Comparing Basal/Luminal to Lung Sg/Ad » Cancer web analysis pipeline capable of taking raw sequencing data to interpreted
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Sequence Analysis - Powerful suite of tools to allow visualization and analysis of mutations, copy-number,
expression and pathway activities in an integrated fashion

» Pathway analysis reveals critical hubs that may provide opportunities for additional
targeted therapies
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The results published here are in whole or part based upon data generated by The Cancer Genome Atlas project established by
the NCI and NHGRI. Information about TCGA and the investigators and institutions who constitute the TCGA research network
can be found at “http://cancergenome.nih.gov”.
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