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Faba bean (Vicia faba) is an agriculturally important crop plant with a large diploid genome. Its haploid size is estimated to comprise 13 billion base pairs (2n=12), with one chromosome larger than the entire human genome. Faba bean has also one of the highest percentage of repeats among crop plant genomes.
While assembling genomes representing completely homozygous lines is conceptually most straight forward, in real world breeding material a range of different levels of heterozygosity can be observed. This feature can make faba bean genomes more challenging to assemble, with haplotype resolved assemblies requiring further validation. 
In our faba bean pangenome project we used Pac-Bio HiFi sequencing (30X) and assembled genomes from several diverse faba bean lines representing breeding material and spanning a range of heterozygosity.
By assessing heterozygosity and repeat percentage, we examine the challenge of haplotig purging in this large genome, ensuring the accurate separation of haplotypes in our assemblies with different approaches. We are optimizing our designed pipeline by testing it on a single individual serving as an example for hybrid synthetic variety fababean genome (Vertigo) to reveal the quality of haplotype resolution without the need for additional sequencing data. 
Through this work, we anticipate achieving high-quality fababean genome assemblies and enhancing haplotype resolution in large repetitive diploid plant genomes.
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