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BCS Oilseed rape

Bayer has sequenced the canola genome



BCS Oilseed rape research

BCS Brassica genome sequencing

3 complementary collaborative projects
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Lead gene validation

Significant increase in efficiency and time gain

Significantly more at the same cost

Non-GM trait development:

� Sequences enable rapid “in-silico” cloning of target gene copies

� From 0.5 year to 1 week per trait gene lead

� Main benefit is a significant shortening of non-GM R&D timelines

GM trait development :

� Sequences enable fast “in silico” genome localization of Events

� From 4 months to 1 month per trait gene lead

� Main benefit is a significantly more at the same cost

BCS Oilseed rape research

Exploitation and value extraction

Research Phase 1 : Technical proof-of-concept testing



Monitoring and quality control of experimental plant material

Facilitates the development of DNA-based diagnostic assays

� Reliable diagnostic assays are needed for monitoring of trait
introgression into different breeding lines and quality control

� Assays are based on targeting the gene-of-interest AND gene-
flanking genomic sequences which are usually duplicated in the 
other genome of canola and hence, complicate assay development

� Now, a specific candidate assay can be pre-validated “in silico”, 
resulting in a faster validation and increased accuracy

BCS Oilseed rape development

Exploitation and value extraction

Phases 2 and 3 : Trait Development



Will enable a significant increase in breeding efficiency 

and understanding of (elite) germplasm diversity

� Phase 1: Re-sequencing of selected breeding lines and elite 
germplasm to study the diversity in elite breeding material and to
identify genomic regions involved traits of interest

� Phase 2: Re-sequencing for discovery of SNPs to be used for high-
resolution genotyping in routine molecular breeding applications

BCS Oilseed Rape Breeding

Exploitation and value extraction

(Molecular) Breeding



Technology integration

Asset to attract 3rd party collaborators

� Positive feedback and high interest from multiple 3rd parties

� Strategy is to provide genome sequence data on a selective basis 
to key collaborators

� Further refinement and focus on higher density mapping of regions 
of interest.
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Exploitation and value extraction

Research Phase 0: Discovery




