
Obtain metadata from labs, data set from CESCG Centers  
 

Unify data and metadata for internal consistency,  perform 
validation and analysis QA on sequence data/files 

 
Make submissions available to researchers though cdw 

•  Submission analysis for individual labs 

•  Download data from one or more labs  
      (restricted access prior to publication) 

•  Some data types can be visualized on the genome browser 

Data Coordination and Management Core 

Funding and Acknowledgements 

Purpose 

Data validation: how we process sequence data and other files 

Data unification: how we process metadata 

Data flow 

Data flow: Internal Individual submission analysis 

Internal data flow: how data moves to the data warehouse cdw: CIRM Data Warehouse 
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External data flow: how labs fit in 
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