
Integrating workflows and data across scales in KBase
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Supporting Seamless Data Transfer Among DOE Facilities

ESS dive EMSL JGI KBaseWHONDRS

1.) Discussing consolidated ID system to represent data samples across all DOE systems
• A biosample / experiment will have a common ID across all facilities
• Possibly developing common metadata system with shared types, attributes, ontologies 
• still in design/conceptualization stages
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2.) Adding interfaces to KBase to support search and import from external data sources (e.g. JGI)


