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Objective Interpretations modeled together with evidence and provenance

Facilitate clinical molecular genetic interpretation Figure 2: Representing variant interpretations according to the Scientific Evidence and Provenance Information Ontology (SEPIO)

by creating a data model to collect and exchange Agent)e—ssserted by (a) High-level overview of SEPIO.
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Figure 3: An example Criterion Assessment according to the ClinGen Interpretation Model Curation and Gene Curation Interfaces
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