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/The Saccharomyces Genome Database (SGD; www.yeastgenome.org) is a comprehensive resource of curated molecular and genetic information on the genes and proteins of
Saccharomyces cerevisiae. The emergence of large-scale, genome-wide technologies such as expression microarrays, RNA-seq, and high-throughput sequencing have widened the
scope of functional annotation beyond that of individual genes to entire genomes. These new data allow us to identify shared and divergent features between genomes. We have
collected published data from whole genome studies that employ a diverse set of modern techniques, including tiling arrays, cDNA clone libraries, TIF-seq, single and paired end
RNA-seq, and serial analysis of gene expression (SAGE). These divergent methodologies target different genomic regions, such as ncRNA, transcription start sites (TSS), transcripts,
poly-A sites, and antisense RNA. Metadata were curated from more than 1000 publications using datasets from NCBI's GEO repository (Gene Expression Omnibus). These data will
\be available for easy, straightforward querying at SGD via a faceted/aggregated search tool, which will facilitate user access to yeast genomic data.
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| Metadata curation approach \

1. Manually curate metadata from datasets from original
publications

2. Computationally parse metadata from SOFT Tiles downloaded
- fromGEO

3. Metadata for 1493 datasets from 1046 publications
Integrate datasets by capturing metadata using ontologies

5. Use multiple ontologies to connect relevant datasets between
strains and maximize information for users

Contact us at sgd-
helpdesk@lists.stanford.edu
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