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FIREHOSE AS A 

DATA NORMALIZATION

SERVICE FOR TCGA



WE HAVE 19 CENTERS IN TCGA 
 

AND >19 OPINIONS ON A CENTRAL QUESTION:

HOW MUCH DATA DO WE HAVE?

THERE SHOULD BE ONLY ONE ANSWER

AND IT SHOULD NOT BE A MATTER OF OPINION

THE BABEL PROBLEM



• How many samples does my AWG have?

• Where are they?

• What about mutation?

• Or RNA-Seq?

• Or clinical parameters?

PROOF:  ASK YOURSELF ...

The practical value of a cannonical 
data source cannot be overstated.
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Example: March Colorectal Workshop

Observation
“We can’t do it this way for 19 more tumor types”Datasets seem “cobbled together by hand”

Who has what samples?  How many?
Where’s mutation?
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“Standard Analyses”
 is meaningless without

standardized data.

BUT

2Therefore, to facilitate 
Firehose internally does 1

With little additional work
   can ALSO address
the Babel problem.

1

Adding new value to TCGA,
as “FH data norming” service



• Standard Runs:  analysis of all tumor data, monthly

•  Data Runs:  norming service fosters TCGA-wide “standard view”
      of data;  ad-hoc analyses use versioned datasets

• TOO Runs:  analysis targets of opportunity, e.g. for coordinated
      activity such as AWG workshops

• Example:  2 runs performed in April 2011

-  Standard run 4/21/2011
-  TOO for May 2 LUNG workshop in NC
    (which largely served intended purpose)

How Would This Play Out?
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New

New



• Clearer schedule of AWG activities

• Better sense of analyses to perform & data (sub)groupings
✓  We are starting to write “individual set service”
✓  For easy subsetting/aggregating of individuals & samples
✓  Without needing Firehose login credentials
✓  Will also appear in TAP: TCGA Analysis Portal

•  Example:  potential colorectal analyses  (A. Bass & MSKCC et al)
✓  All samples
✓  All colon vs. All rectal
✓  All non-hypermutated
✓  Proximal vs. distal
✓  ALL KRAS, BRAF, NRAS wild-type

Where We Need More Feedback



gdac@broadinstitute.org

gdac.broadinstitute.org  
These are Your FRIENDS

Use Them!

mailto:gdac@broadinstitute.org
mailto:gdac@broadinstitute.org


  Appendix:  How Does FH Norm Data?

•  Daily automatic mirror from DCC to Broad

•  Partition:  to one sample per file

•  Cleanup:  remove variations problematic for automation

•  Daily ingestion into FireHose DEV & PROD workspaces

•  Controlled ingestion into production analyses:  press GO

•  Selection:  filtered (by DNU list) samples merged ...

See Gordon Saksena poster from Nov 2010 F2F
(next slide, or online at gdac.broadinstitute.org)



Poster from Nov 2010 F2F
Available online @ gdac.broadinstitute.org


