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The Broad Institute GDAC Firehose New Features in FireBrowse

Born of the desire to systematize analyses from The Cancer Genome Continuing to grow out the API and interactive documentation
Atlas pilot and scale their execution to the dozens of remaining Quartiles for mMRNASeq expression

diseases to be studied, Firehose now sits atop ~54 terabytes of TCGA Patients for participant barcodes, optionally filtered by cohort
data and reliably executes thousands of pipelines per month. Open source client-side wrappers for the RESTful API:

Version-stamped, standardized datasets fbget - https://confluence.broadinstitute.org/display/GDAC/fbget
Version-stamped packages of standard scientific analysis results High- and low-level Python bindings

Version-stamped custom runs for TCGA analysis working groups The fbget CLI, for easy access from UNIX command line

Making the results of such available through biologist-friendly and Automatically generated to keep synchronized with the
literature-citable online reports, and en masse through firehose get RESTful API

FireBrowseR - https://qgithub.com/mariodeng/FirebrowseR
R bindings developed by a Ph.D candidate in Germany
Simplified Portal Access Visualization tools:
iICoMut - interactive visualization of mutation co-occurrence
viewGene - a mRNASeq gene expression viewer

In the summer of 2014 we introduced firebrowse.org, which makes it
easy to find any of the thousands of TCGA datasets or Firehose
analysis result reports in just 2 clicks.
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sorting and reordering the samples and results as they see fit; this
provides a powerful synoptic tool for interpretation and exploration.

Firebrowse Beta API - Interactive Documentation Tutorial Home

This page provides live documentation of the FireBrowse API, allowing you to learn by performing API calls interactively. While preferable to . I 1 1 .
cut/paste from static documentation (such as PDF), this page should not be construed as the primary visual interface through which you explore @®'= Mutation Rate Mutation Rate is Ol Ig oa Stro Cyto ma O | Ig Od en d rog I ioma ®=] Mutation Rate
the data being served. Such exploration is better done through higher-level graphical tools which use this APL; some are already availablein = © o0 T T T T nymous

the FireBrowse UI and more will be added in the coming months. Finally, note that this API is subject to potential revision while still in beta.
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What's new in GDAC Firehose?

Raw MAFs
For many cancer types, mutation samples continued to be
sequenced after paper publication. Previously, we only
packaged and ran analyses on the mutations submitted with
the paper in such cases. We are excited to announce that our
latest analyses run also include post-publication samples, so
far adding over 1500 mutation samples to our data stream.

New Analyses

/ new analyses in our latest run, over 300 new reports:
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