Dothideomycetes Comparative Genomics workshop

29th Fungal Genetics Conference at Asilomar
Scripps Room, March 14, 2017
	9:00-9:15
	Steve Goodwin, USDA-ARS/Purdue University
	Welcome and introductory remarks

	9:15-9:30
	Dave Berger, University of Pretoria, South Africa
	Molecular basis for lack of cercosporin production in Cercospora zeina, gray leaf spot pathogen of maize

	9:30-9:45
	Zhaohui Liu, North Dakota State University, Fargo
	Development of a new approach to further characterize pathogen virulence mechanisms in the wheat-tan spot disease system

	9:45-10:00
	Oliver Mead, Australian National University, Canberra
	Assessing the role of gamma-aminobutyric acid in Parastagonospora nodorum

	10:00-10:15
	Ben Horwitz, Technion - Israel Institute of Technology, Haifa, Israel
	The plant phenolic ferulic acid as a stress signal in Cochliobolus heterostrophus: transcriptomic/proteomic analysis

	10:15-10:30
	Annegret Kohler, INRA, Champenoux, France
	Ectomycorrhizal ecology is imprinted in the genome of the dominant symbiotic fungus Cenococcum geophilum

	10:30-10:45
	Ioannis Stergiopoulos, University of California, Davis
	Comparative analysis of three newly sequenced species of Dothideomycetes

	
	
	

	10:45-11:00
	Break
	

	
	
	

	11:00-11:15
	Kim Plummer, La Trobe University, Victoria, Australia
	Characterisation of expanded family of Plant Natriuretic Peptide-like (PNPL) orthologues in the apple and pear scab pathogens

	11:15-11:30
	Stefania Bertazzoni, Curtin University, Perth, Australia
	Assembling the Parastagonospora nodorum genome to the bitter end: long reads and optical mapping for reference genome completion

	11:30-11:45
	Bridget Crampton, University of Pretoria, South Africa
	Exserohilum turcicum in South Africa: populations, hosts and effectors

	11:45-12:00
	Simon Williams, The Australian National University, Canberra
	Structural studies of effector – receptor interactions in the Parastagonospora nodorum – wheat pathosystem

	12:00-12:15
	Andrea Sánchez-Vallet, ETH, Zurich, Switzerland
	A highly polymorphic avirulence gene in Zymoseptoria tritici induces a resistance response in wheat

	12:15-12:30
	Thierry Marcel, INRA, Thiverval-Grignon, France
	A first glimpse into the genetic architecture of pathogenicity of Zymoseptoria tritici on bread wheat

	
	
	

	12:30-13:45
	Lunch
	

	
	
	

	13:45-14:00
	Alex Idnurm, University of Melbourne, Australia
	Gene manipulation in the blackleg fungus Leptosphaeria maculans

	14:00-14:15
	Megan McDonald, The Australian National University, Canberra
	The discovery of the virulence gene ToxA in Bipolaris sorokiniana

	14:15-14:30
	James Hane, Curtin University, Perth, Australia
	Applications of comparative genomics, RIP and protein properties for bioinformatic effector prediction

	14:30-14:45
	Melvin Bolton, USDA – Agricultural Research Service, Fargo, North Dakota
	Cercospora beticola genomics

	14:45-15:00
	Janine Haueisen, Christian-Albrechts University of Kiel, Germany
	Lifestyles and host specialization of wild-grass colonizing Zymoseptoria species

	15:00-15:15
	Mareike Möller, Christian-Albrechts University of Kiel, Germany
	Accessory chromosome instability during mitosis in vitro and in planta in Zymoseptoria species

	
	
	

	15:15-15:30
	Break
	

	
	
	

	15:30-15:45
	Christoph Eschenbrenner, Christian-Albrechts University of Kiel, Germany
	Evolutionary and population genomic analyses reveal highly distinct population structures and different demographic histories in fungal grass pathogens of the Zymoseptoria species complex

	15:45-16:00
	Thierry Rouxel, INRA, Thiverval-Grignon, France
	Recent advances in genome assemblies and annotation of Leptosphaeria maculans and L. biglobosa

	16:00-16:15
	Yohann Petit, UMR BIOGER, INRA/AgroParisTech/Université Paris-Saclay, Thiverval-Grignon, France
	A two-genes-for-one-gene interaction between Leptosphaeria maculans and Brassica napus

	16:15-16:30
	Julie Gervais, BIOGER INRA, Thiverval-Grignon, France
	Leptosphaeria maculans effectors involved in the oilseed rape systemic colonization

	16:30-16:45
	Sajeet Harridas, DOE Joint Genome Institute, Walnut Creek, CA
	Dothideomycetes 101: Genome evolution and adaptation

	16:45-17:00
	Helder Pedro, European Bioinformatics Institute, Cambridge, UK
	Capturing community expertise to release high quality gene sets: Latest updates

	17:00-17:15
	Gert Kema, Plant Research International, Wageningen, the Netherlands
	TBA

	17:15-17:30
	Steve Goodwin, USDA-Agricultural Research Service, West Lafayette, Indiana (maybe)
	Mitochondrial genomes of Dothideomycetes

	
	
	


