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Abstract. Continued advances in sequencing/assembly technologies are generating an abundance of high quality reference assemblies within crop species, ushering a transition
from single-genome to pan-genome research approaches. With this transition, communities will need ready access to pre-computed comparisons of genome assemblies to identify
and characterize common and variable regions. To accommodate this need, the Gramene comparative genomics project is developing Gramene subsites, each dedicated to the
study of individual crop groups. We will describe current status on four pangenome subsites that support rice, maize, sorghum and grapevine. A key feature of pan-genome
subsites is the application of uniform annotation protocols to minimize methodological artifacts, and the application of Ensembl and Gramene infrastructures for comparative analysis
and visualization. Extending Compara gene tree output, we define conserved syntelog sets and assign conservation scores based on the proportion of genomes with membership in
each set. We then score individual genomes for presence/absence and copy-number variation, additionally supported by whole genome alignments. Results in the Oryza genus
showed that, compared to ancient families, recently emerged genes have higher rates of evolution, higher lability, more limited expression, prevalence in pericentromeric regions,
reduced coding-length, and enrichment for stress-response functions.
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