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Hypothesis 

We hypothesise that the genome evolution observed in 
resynthesised B. napus represents an accelerated form of the 
genome evolution that is ongoing in cultivated B. napus derived 
in nature.   
 
We aim to test this hypothesis by characterising molecular 
evolution on a genome-wide scale in a large panel of natural and 
resynthesised B. napus, including derived populations, relating 
the observed variation in genome structure to trait variation of 
relevance for rapeseed as a crop.  



Objectives 

1. Establish the B. napus pan-transciptome, comprising ordered 
unigenes (EST assemblies) representing the nascent B. napus 
genome.  
 

2. Quantify the frequency of copy number variation (of transcribed 
sequences) and homoeologous exchanges present in B. napus formed 
in nature.  
 

3. Quantify the frequency of copy number variation (of transcribed 
sequences) and homoeologous exchanges present in resynthesised 
B. napus, comparing it with the frequency observed in B. napus 
formed in nature.  
 

4. Understand how genome structural evolution affects trait 
variation, for a range of traits of importance in this crop. 



Material for testing effects 
on agronomic traits 

 



Progress 

1. Project due to start 30/6/14 (DI staff costs at UoY: Zhesi He)  
 

2. UoY have acquired genome sequences and CDS models for B. rapa 
Chiifu V2 (China), B. oleracea TO1000 (Canada), B. napus Darmor-bzh 
(France).  
 

3. JLU recruiting PhD student 
 

4. JLU, INRA identifying lines and collating trait data 
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