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Combining long read sequencing, optical mapping, SNP-based genetic
Orobanche cumana Wallr. is an obligatory and non- mapping and RNA-seq expression analysis, we have produced a first version
photosynthetic root parasitic plant of the sunflower crop, causing of the 1.42 Gb genome sequence of O. cumana (2n=38) (Schneeweiss et al.,
2004; Weiss-Schneeweiss et al., 2006). Our de novo strategy resulted in an
assembly of 1.40 Gb, constituted by 622 scaffolds with a N50 of 5.9 Mb, pro-
vided to the public research community through a Web Genome Browser.
We aim to obtain the sequences of the pseudomolecules through an impro-
| ved genetic map thanks to polymorphism located on the scaffolds, identified
by whole genome re-sequencing of the parental lines of a F2 segregating po-
| pulation. The genome sequence of O. cumana will contribute to the characte-
rization of its physiology and development and in the understanding of the
host-parasite interactions. This release should allow identifying avirulence
genes, as putative interactor with sunflower proteins, and considering the
identification of new resistance genes in sunflower.
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RNASeq libraries. cDNAs were sequenced using 2x100nt HiSeq
sequencing (Illumina). Annotation was completed using of an
automatic annotation EuGene Plant pipeline (Foissac et al. 2008).
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