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Constitution of Tumor Microenvironment Correlates
with Prognosis

Fridman WH, Pageés F, Sautés-Fridman C, Galon J.The immune contexture in human tumours:
impact on clinical outcome; Nat Rev Cancer. 2012 Mar 15;12(4):298-306

Galon et al , ASCO 2016 Validation of the Immunoscore (IM) as a prognostic marker in stage l/Il/Ill
colon cancer: Results of a worldwide consortium-based analysis of 1,336 patients.
http://meetinglibrary.asco.org/record/123627/abstract
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TCGA: Tumor analysis on multiple platforms
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Gastric Cancer - PIatform-Speoific Clusters
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Subtypes defined by

the 6 different platforms
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the 6 different platforms

Subtypes defined by
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Research on Tumors of the Gastrointestinal Tract by the TCGA

Colorectal Cancer (Nature 2012)
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Gastric Cancer (Nature 2014)
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Esophageal Cancer (Nature 2017)
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TCGA PanCancer Atlas
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Expression deconvolution
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Shen-Orr and Gaujoux, Curr. Op. Immunology 2013

Immune Cell Type Proportion in TCGA Tumors
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Data Management and Integration

o S A
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Bringing data and computation together to create knowledge that
accelerates cancer research and enables precision medicine
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Example Query: CTLA-4 Gene Expression ") Google Cloud Platform

select * from [isb-cgc-01-0008:Filtered.EBpp AdjustPANCAN RNASegV2 filtered] where Symbol="CTLA4"

Row ParticipantBarcode SampleBarcode AliquotBarcode SampleTypelLetterCode SampleType Study Symbol Entrez normalized_count
1 TCGA-OR-A5JB TCGA-OR-A5JB-01A TCGA-OR-A5JB-01A-11R-A298-07 TP Primary solid Tumor ACC  CTLA4 1493 60.1537
2 TCGA-OR-A5LG TCGA-OR-A5LG-01A TCGA-OR-A5LG-01A-11R-A29S-07 TP Primary solid Tumor ACC  CTLA4 1493 1.365
3  TCGA-4Z-AATN TCGA-4Z-AATN-01A TCGA-4Z-AATN-01A-11R-A391-07 TP Primary solid Tumor BLCA CTLA4 1493 346.102
4  TCGA-DK-ABAV TCGA-DK-ABAV-01A TCGA-DK-ABAV-01A-12R-A30C-07 TP Primary solid Tumor BLCA CTLA4 1493 55.1331
5 TCGA-FD-A5BR TCGA-FD-A5BR-01A TCGA-FD-A5BR-01A-11R-A26T-07 TP Primary solid Tumor BLCA CTLA4 1493 105.179
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