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Abstract: Rice is one of the world’s most important crops and, due to its small genorr[% slfgé (~400MDb), is a model system for plant genetics. The Gramene database was established

20 years ago to provide a comparative mapping resource for grasses, and the first rice genome was its cornerstone. Since then, Gramene has been involved in the sequencing,
assembly and annotation of other rice varieties and crop genomes to expand the resource, in collaboration with community genome projects and Ensembl. Based on the
Gramene/Ensembl infrastructure, we have established focused, pan-genome sites for specific crop research communities (rice, maize, sorghum, and grapevine). Gramene Oryza
(https://oryza.gramene.orq) release 5 (Oct. 2022) features 28 rice genomes and 8 reference genomes from other species to support comparative genomic analysis and model the
evolution of gene functions. The hosted rice genomes include the MAGIC16 collection, domesticated African rice varieties, short life cycle KitaakeX, and heirloom US Carolina Gold
Rice. The pan-genome site is based on 38K protein-coding gene family trees, which enable phylogenetic inference of orthologs and paralogs, provide insights into allelic genes within
and across species, and catalog lineage specific expansion and contraction. In addition to individual genome browsers, we provide an integrated search interface with various ways
to interrogate and visualize gene tree data. We are integrating functional annotations, phenotypes, environmental data, and genetic variation into the site and look forward to working
with the community to coordinate efforts on data stewardship, biocuration and training. Gramene Oryza is funded by USDA-ARS-8062-21000-041-00D.
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* Functional curation for > 4000 genes from RAP-DB and NCBI's geneRIFs e« 28 domesticated & wild rice genomes
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