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@ Beyond S288C: Incorporating new S. cerevisiae strain
genomes and their associated not-in-S288C ORFs into SGD

Barbara Dunn, Stacia R. Engel, Gail Binkley, Stuart R. Miyasato, Travis K. Sheppard, J. Michael Cherry and The SGD Project
Stanford University, School of Medicine, Department of Genetics, Stanford, CA

The Saccharomyces Genome Database (SGD; www.yeastgenome.org) began as a repository of the genome sequence of S. cerevisiae, specifically the S288C lab strain, which was the
first completely sequenced eukaryotic genome. There are currently >1500 different S. cerevisiae strains with whole genome sequences publicly available, with many more likely to be
added in the coming months and years. Incorporating some or all of these data sets into SGD will eventually result in: the addition of many more “not-in-S288C” Locus Pages; the
identification and labeling of “core” ORFs (i.e., those shared by virtually all whole-genome sequenced strains) vs. “variable” ORFs; the display of sequence variation in ORFs across
many strains; and the creation of “Strain Pages” for sequenced strains, showing relevant isolation and phenotypic information and links to the genome sequence. We hope that the
addition of these strain genomes and associated information will be of great use to the yeast community. This work is funded by the NHGRI, US NIH [5SU41HG001315-18].
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Core and variable genes could thus be obtained as separate gene lists.
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From Paten et al. Genome Res. 2017.

Sequence

Genomic DNA

1 ATGTCTAGTC CAGAT GCA CCAGCAGAMAT ATOGTTGATGC ATTGGATCCG

61 AGTATGGTCG TTOTTAGACAC TOGTTCTGCT GCAGTCACAG COCCATOGGA TTCACCOCT

GATTT TGAMCT

121 GAGGTAAMAG CTAATCAMA CGAAGAMAC ACTOCTGCCTA CTOCTGCTGA (

181 AMAGTCCGATC AGACGCAGCCT CGAAMAGAAA GATCATCGATG ATACCACTCGA M GCTCTA
241 ACAACTACCA CCOCCTTOCAT TCCTCATACT GCTCCTACCG CTAACATTGCC TTOGACATCA
301 GGTCCATCTC ACTC

421 GACTCTTTAA ATCGATATTCGA TCAATTAGCOS COTCTCGATTA GAGC

Visit us: www.yeastgenome.org M Contact us: sgd-helpdesk@lists.stanford.edu
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