Beyond $288C: Incorporating Genomic Sequence Information
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Gm Saccharomyces Genome Database (SGD; www.yeastgenome.org) began as a repository of the the whole genome “reference sequence” of the S. cerevisiae S288C lab strain,\
the first sequenced eukaryotic genome. But there are now >1,500 different S. cerevisiae strains isolated from a wide variety of geographical locations and environmental niches
with publicly-available whole genome sequences. Large-scale genomic comparisons using these data have allowed exploration of the genetic and phenotypic diversity of natural
populations of yeast, helping elucidate the origins, present-day distribution, and standing genetic variation of this important organism. We are working toward incorporating the
information from these data sets into SGD and we envision various ways we may store and display such information: the addition of new Locus Pages for open reading frames
(ORFs) not found in the S288C reference genome, the identification and labeling of “core” ORFs (i.e., those shared by virtually all strains) vs. “variable” ORFs, and adding new
information for sequenced strains, such as environmental niche, phylogenetic clade, and links to the genome sequence. We hope that providing easy access to information about
Qrain variation as well as about the ecology and population dynamics of S. cerevisiae will be of use to the yeast community. Funded by the NHGRI, US NIH [5U41H6001315-18]./
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sequence tools.

Only a 1-gene difference in the boundary on
either side between the two methods!
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