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Purpose: The Broad Institute GDAC will gladly coordinate with TCGA analysis working . _ _
groups (AWGS) to provide custom Firehose runs tailored to their specific needs. This Broad GDAC executes over 3,000 pipelines monthly, and publishes more than 700 online

represents an evolution of Firehose, beyond its original mission of monthly runs intended Glioblastoma Multiforme: Copy number analysis (GISTIC2) reports.

for archival storage at the DCC and wide public consumption beyond TCGA, by providing in- . . _ _ _ _ _ _ _
depth support to ongoing analysis efforts within TCGA. This provides several "real-time (p"maw?"dt“m“ cohort) ZQLZ rcnoaﬁlfé%% S?en\tlvegg Icsr :xfgpﬁ:rt]lga:gyv:;ile;?: Itgva(nc g;;ergzlngrrﬁ:grgxgglre a)ppllance, the
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Cite this report as Broad TCGA Genome Data Analysis Center, "Glioblastoma Multiforme Standard Analysis April 2013: Copy number analysis (GISTIC2) -
primary solid tumor cohort"”, Broad Institute of MIT and Harvard (2013), doi:10.5072/FK25T3TSC

The Next Step: Adding a SEARCH button to the GDAC homepage

« Currency: pipelines can be run on the latest daily snapshot of data from the DCC,
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organization (http://www.datacite.org). DataCite is one of eight DOI registration agencies,
TCGA Firehose AWG analyses for THCA:(2013_03_18 and focuses on working with organizations that generate and hold research data.

DiseaseType AWG Run Dashboard Maintained by TCGA GDAC Team (Broad Institute/MD Anderson Cancer Center/Harvard Medical School) Search Redults 1 - 10 of about 299 for rppa THCA. Search took 0.4 seconds.
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