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[bookmark: _Int_0GDh2wn5]Peanut has undergone a whirlwind of technological development over the past decade. The peanut community has moved from the availability of a single reference genome to multiple reference genomes, and now to a many-genome synthesis, the pan-genome. Despite significant strides, there remain many challenges. How do we smoothly transition plant breeding programs and their datasets between rapidly changing generations of genotyping technologies? What can we learn from other crop communities, and how can we apply these lessons to solve peanut-specific problems? In this presentation, we will provide a technical background on pan-genome concepts and software. We will also show how the pangenome framework can be used to solve genetic analysis problems specific to peanut. We hope it will spark discussion on the past, present, and future opportunities and limitations of pangenomes in peanut.
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