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1) Filling 8% of the reference which was incomplete 2) Homology-based community detection
e The acrocentric p-arms were assembled for the first time. 47 near-complete Homology Mapping Community
e High similarity between p-arms of the acrocentric chromosomes assemblies mapping graph detection
seen in one genome.
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4) Acrocentric pangenome variation graph 3) Building an acrocentric pangenome variation graph
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The g-arms are almost GraphBuilder
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5) Pangenome untangling 6) Resolving homology mosaics 7) Pseudo-homologous regions (PHRs)
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