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SUMMARY

Sweet cherry (Prunus avium L.) is a diploid species with an estimated genome size of 338 MB (Arumuganathan et al. 1991). It is mostly

self-incompatible, and therefore has a heterozygous genetic background. We have sequenced and assembled the genome of the ‘Regina’

sweet cherry variety, which is a late blooming cultivar. Here we present a draft phased sweet cherry genome assembly using a combination

of sequencing strategies (long reads sequencing with PacBio RSII and optical mapping with BioNano whole-genome maps).

CONCLUSION

. PacBio long reads were de novo assembled using FALCON assembler and phased using FALCON UNZIP. BioNano optical whole genome maps were used for further

scaffolding. Our de novo genome assembly resulted in a genome of 279 Mb (83 % of estimated genome size), 92 scaffolds and a largest scaffold of 16,3 Mb. The assembly has

high contiguity (contig N50 1,23Mb, scaffold N50 ~6Mb) and good completeness with 95,9% BUSCO genes complete (scaffolds+ unscaffolded contigs). We are now in the

process of reconstructing the pseudo molecules using high density genetic linkage maps and GBS data. Structural annotation is on the way using the integrative EuGene

platform with different sources of evidence available for gene prediction including transcriptomic data from Regina obtained previously in the lab (Unigene set and RNASeq).
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