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Opening

Re-evaluation of the Dothideomycetes.
Overview of the Fungal Genomics Program at
the JGI: status and examples

Mycosphaerella graminicola resequencing
GEMO:: evolutionary genomics of
Magnaporthe oryzae

Genome plasticity in Mycosphaerella
graminicola and M. fijiensis

Comparative genomics of genes for secondary
metabolite production across the
Dothideomycetes

CYPome mining in the non-sequenced
Dothideomycete Cochliobolus lunatus

The whole genome sequence of Venturia spp.
using next generation sequencing technology:
implications for identifying candidate effector
genes

Effectors identification and characterisation in
the patchwork genome of Leptosphaeria
maculans

Identification of novel virulence determinants
of Mycosphaerella graminicola using random
and targeted mutagenesis

Hunting for effectors-elicitors in the fungal
wheat pathogen Mycosphaerella graminicola
Homologues of Cladosporium fulvum effector
proteins are present in species of
Dothideomycete and are recognized by
cognate tomato resistance genes

Summary and future plans



