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The Saccharomyces Genome Database (SGD; http://www.yeastgenome.org) is the community resource for genomic, gene, and protein information about the budding yeast Saccharomyces cerevisiae.
SGD biocurators extract from the published literature a variety of functional information about each yeast gene and gene product. In addition to the Gene Descriptions, Gene Ontology annotations,
mutant phenotype annotations, and other gene-specific data currently in SGD, we have added a new category, regulatory information. In the first phase of this project, we are focusing on 147 gene
products identified as DNA-binding transcription factors (TFs). The Locus Summary page for each of these regulators has a new tabbed section, Regulation, that provides several different types of
information about the regulatory role of each TF. A short free-text Regulation Summary Paragraph gives an overview of the biological context in which the TF acts. The consensus binding site motif
sequences and logos are displayed, with a link to view predicted sites in the Genome Browser. A table of targets of each regulator along with references and evidence, compiled from information
curated at SGD and at the YEASTRACT database, is displayed along with a summary of the biological processes in which the target genes are involved. The Regulation tab also shows the structural
classification of each TF, the protein domains that it contains, and information regarding its regulation by other TFs. All of these data are available for querying, analysis, and download via YeastMine, the
Intermine-based data warehouse system in use at SGD. In the future, we plan to expand this information to include more types of regulation in addition to transcriptional regulation.

We thank the YEASTRACT group for permission to display their curated regulatory relationships in SGD. This work is supported by a grant from the US National Human Genome Research Institute
(NHGRI) (P41 HG001315).
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