Semantic Variation Graphs - A Pangenome Ontology
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Variation graphs are a novel way to describe genomic variation across a population. Existing toolkits have limited capabilities in integrating biological annotation and providing FAIR" interfaces for large scale visualizations. Borderless
technology such as the Semantic Web allows variation graph toolkits and pangenome tools to focus on their core competence while allowing bioinformaticians to integrate, analyze, and visualize the data. We show how the vg RDF
‘and Pantograph RDF can represent data for the Semantic Web and how we can combine existing data from INDSC and UniProt without conversions or loss of information into a single Variation and Knowledge Graph.
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