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GOgraphEX is a tool for visualization of GO ontology terms and Graph provides context for annotations and makes examination of
annotations that displays the biological knowledge captured In large annotation sets feasible
the DAG structure

Consider MGl GO annotations for Pax8

Presenting terms in DAG context makes
the relationships of terms clear
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GO Comparative graphs: “How do GO annotations of different organisms compare?”

Interactive OBO graphs allow curators to explore DAG neighborhood
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Cell type ontology Complementarity of model organism annotations suggests using this approach to
coordinate annotations across species and to view these graphs as “summary”
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d | AN [ — GO Summary graphs: “Tell me everything known about this gene”
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id: S0O:0000336

name: pseudogene

is _a: S0:0000462 ! pseudogenic_region

relationship: non_ functional homolog of S0:0000704 ! gene

id: S0:0000673
name: transcript
relationship: member of S0:0000704 ! gene

id: S0:0000183

name: non_transcribed region

is _a: S0:0000001 ! region

relationship: part of S0:0000704 ! gene

Pax6 HomoloGene cluster: mouse, human, rat, '/, chicken, multiple

All ontology and annotation graphs are available at:
http://proto.informatics.jax.org/prototypes/gograph/




