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The Aspergillus Genome Database (AspGD; http://www.aspgd.org) is a
freely available, web-based resource for researchers studying fungi of the
genus Aspergillus, which includes organisms of clinical, agricultural and
industrial importance. AspGD facilitates comparative genomics by providing
streamlined, ortholog-based navigation of the genomic and functional
annotation for multiple species of Aspergillus concurrently. We have completed
manual curation of the published literature about multiple Aspergillus species,
including A. nidulans and A. oryzae, and have a total of18 species integrated
into our comparative database. As transcriptome data for the species and
strains with genomic sequences stored in AspGD become available, we are
mapping and incorporating these data into the structural annotation of those
genomes. This effort will progressively refine the current gene models and
their products, further facilitating comparative analyses and molecular or
biochemical experiments that depend on this information. Areas of future
expansion include incorporation and curation of additional species, as well
as continued improvements to the reference genome sequences and gene sets
based on high throughput omics data and display of additional regulatory
elements and gene products, including alternate splice forms. We also plan
to develop and incorporate improved tools for query, display and analysis
of data, especially large-scale and comparative data such as gene synteny
and the evolution of genes and gene substructure (e.g., intron gain and loss).
As part of our community-oriented mission, we also provide resources to
foster interaction and dissemination of community information, tools, and
data, including collecting, archiving, and providing large— scale datasets for
download. We welcome and encourage feedback at aspergilluscurator@lists.
stanford.edu.
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