Table S1: Genomes and annotations used in the study

	Species
	Sequencing Center or Source
	Citation(s)
	Assembly version
	Annotation

	Ashbya gossypii
	Biozentrum
	[1]
	finished
	GenBank

	Aspergillus fumigatus
	TIGR
	[2]
	Sep 2004
	this study

	Aspergillus nidulans
	Broad Institute/FGI
	[3]
	v1; Mar 2003
	Broad Institute (v1)

	Aspergillus terreus
	Broad Institute/FGI
	unpublished
	v1; Sep 2005
	this study

	Chaetomium globsum
	Broad Institute/FGI
	unpublished
	Jan 2004
	Broad Institute

	Coprinus cinereus
	Broad Institute/FGI
	unpublished
	v1; Jun 2003
	this study

	Cryptococcus neoformans
	TIGR
	[4]
	Jan 2005
	GenBank

	Candida glabrata
	Génolevures
	[5]
	Jul 2004
	GenBank

	Debaryomyces hansenii
	Génolevures
	[5]
	Jul 2004
	GenBank

	Fusarium graminearum
	Broad Institute/FGI
	unpublished
	v1
	Broad Institute

	Kluyveromyces lactis
	Génolevures
	[5]
	Jul 2004
	GenBank

	Magnaporthe grisea
	Broad Institute/FGI
	[6]
	v2; Oct 2003
	Broad Institute (v4)

	Neurospora crassa
	Broad Institute/FGI
	[7]
	v3
	Broad Institute (v3)

	Phanerochaete chrysosporium
	JGI
	[8]
	v1 (Feb 2002)
	this study

	Podospora anserina
	CNRS/Génoscope
	unpublished
	Jan 2004
	this study

	Rhizopus oryzae
	Broad Institute/FGI
	unpublished
	v1
	this study

	Saccharomyces cerevisiae
	SGD
	[9]
	Jan 2005
	SGD

	Schizosaccharomyces pombe
	Sanger Centre
	[10]
	2004
	EMBL

	Stagonospora nodrum
	Broad Institute/FGI
	unpublished
	v1; Feb 2005
	Broad Institute

	Ustilago maydis
	Broad Institute/FGI
	[11]
	v1; Nov 2003
	Broad Institute/MIPS (v1)

	Yarrowia lipolytica
	Génolevures
	[5]
	Jul 2004
	GenBank

	Arabidopsis thaliana
	TIGR
	[12]
	Feb 2005
	TIGR

	Fugu rubripes
	Ensembl
	[13]
	Assembly 2
	Ensembl 30.2e

	Homo sapiens
	Ensembl
	[14]
	NCBI 35
	Ensembl 30.35c

	Mus musculus
	Ensembl
	[15]
	NCBI 33
	Ensembl 30.33f


Abbreviations are as follows. 

Broad Institute=Broad Institute of MIT and Harvard, Cambridge, MA USA.

CNRS=Centre National de la Recherche Scientifique, Paris, France.

Ensembl=Ensembl project of European Bioinformatics Institute and Sanger Centre, UK.

FGI=Fungal Genome Initiative.

Génolevures=large-scale comparative genomics project between Saccharomyces cerevisiae and 14 other yeast species http://cbi.labri.fr/Genolevures/about.php.

Génoscope=Génoscope Paris, France.

JGI=Joint Genome Institute of US Department of Energy, Walnut Creek, CA USA.

MIPS=Munich Information Center for Protein Sequences,  Munich, Germany. 
Sanger Centre=Welcome Trust Sanger Centre, Hinxton, UK.

TIGR=The Institute for Genome Research, Rockville, MD USA.

The annotations generated for this study are available from the website http://fungal.genome.duke.edu in GFF format.
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