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Gramene is developed in collaboration with Ensembl Plants, and leverages the Ensembl & Reactome platforms

Specific Aim 1: GENOMES Specific Aim 2: PATHWAYS & EXPRESSION

Year Highlights http://plantreactome.gramene.org

Year Highlights RNA-Seq Data from Public Track Hub Registry
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Example: JA signaling in rice vs 3 species
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-:l If more than one gene (e.g. paralogs) is associated to a reaction, then only some (yellow) had ortholog match

Specific Aim 3: INFRASTRUCTURE Specific Aim 4: OUTREACH

Year Highlights Homology view
Shows inferred evolutionary histories from Compara, integrated with
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