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Discovery & ERN DATA
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- Where are the data at any time ? Und
- Data ownership, provenance [metadata] ? EI;lNer
- Permissions for discovery/sharing /use ? Control

- Which data are ‘findable’ by whom [Solve-RD, ERN, Others] ?
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Genome informatics
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Collaborative Cloud ‘Sandbox’
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Portable deploy @EBI/Embassy with mirror services
data resources @UMCG; ERNs can install their own sandboxes




Controlled data discovery




Controlled data discovery
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Enable RD-related data/samples/patients to be (co-)discovered
at the METADATA &/or RECORD levels, ACCURATELY & SAFELY

...finding data & patients for sharing/collaboration
...unusual case matchmaking (extending MME)
... RD Models & Mechanisms' (RDMM) brokerage




mtDNA Disease: Patient Discovery
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Automatable Discovery & Access Matrix (ADA-M)
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Abstract Goto:

(Given the data-rich nature of modern biomedical research, there 1s a pressing need for a systematic,
structured, computer-readable way to capture, communicate, and manage sharing rules that apply to
biomedical resources. This is essential for responsible recording, versioning, communication, querying, and
actioning of resource sharing plans. However, lack of a common “information model” for rules and
conditions that govern the sharing of materials, methods, software, data, and knowledge creates a
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