Whole genome sequencing of the fungal plant pathogens Botrytis cinerea and Sclerotinia sclerotiorum
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Botrytis cinerea and Sclerotinia sclerotiorum are destructive fungal pathogens of many economically important crops provoking grey and white mould respectively. The Broad Institute has released the assembly of a 4-5 x genomic sequence from B. cinerea strain B05-10 (TMRI/Syngenta) as well as the 7-8 x genomic sequence of S. sclerotiorum (Broad Institute). In parallel, the French national sequencing center (Genoscope) has sequenced the genomes of grapevine and of two of its pathogens: Stolbur phytoplasm
 and B. cinerea strain T4. A large collection of ESTs (> 80 000) have been obtained for each B. cinerea and S. sclerotiorum
 species. Automatic gene prediction with ab initio and similarity softwares have been applied to the three genomes revealing 14.000 to 16.000 potential gene calls for both species. Comparative analyses of both B. cinerea strains and of B. cinerea vs. S. sclerotiorum has revealed a common set of 8400 gene calls, 1200 of which are absent from other fungal genomes. In addition both species present a high degree of sequence similarity (80 % average protein sequence identity among orthologues), and of synteny at the contig level. These two species significantly differ in their repetitive DNA content, since S. sclerotiorum has more repetitive elements (7.7 %) than B. cinerea (3 - 4 %). This difference is likely related to the expansion of some families of transposable elements (TEs) in S. sclerotiorum. TEs seem to have been subject to RIP in both species although at higher levels in B. cinerea. The comparison between B. cinerea and S. sclerotiorum offers an interesting opportunity to compare the genomes of two closely related necrotrophic plant pathogens helping to understand evolutionary trends that have shaped their genomes. This comparison has highlighted differences between B. cinerea and S. sclerotiorum in secondary metabolism genes clusters, transcription factors and mating type loci, while sets of secreted proteins and metabolic enzymes are almost similar. These findings suggest that both species have evolved different strategies to behave as non specialized necrotrophic plant pathogens. 
�Le CNS l’a finallement séquencé?


�Sinon on on peut croire que ce sont des ESTs du Stolbur…





