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With the recent release of the first major update to the S288C reference sequence, the Saccharomyces Genome Database (SGD;
http://www.yeastgenome.org) continues to be the authoritative source for the Saccharomyces cerevisiae reference genome sequence and annotation.  The
systematic sequencing of a genome from a single yeast colony serves as the reference point to determine representative allellic variation among additional
S288C-derived genomic sequences, as well as to expand upon SGD’s annotation of additional S. cerevisiae strains.  In collaboration with several groups,
the complete genome sequences of a number of laboratory, industrial, and wild strains are being sequenced.  In addition to making these genomes
available as FASTQ and consensus sequences for researchers, SGD will annotate and provide comparative analyses of these sequences, correlating
sequence changes with variations in strain phenotypes and protein function.

Questions? Genomes to share? Contact us! sgd-helpdesk@lists.stanford.edu :@yeastgenome

Additional strains to come….
D273-10B, SEY6210, Cen.PK2-1Ca, JK9-3d alpha, SK1 (aka g833-1b), YSC1058 (aka W303), Sigma
1278B--10560-6B, Y5, FY1679

From Ramazzotti et al,
2012

Phenotypic differences between strains

Multiple strain alignments

From Ramazzotti et al, 2012

Strain No. of curated phenotypes

CEN.PK 151
D273-10B 270

FL100 57
JK9-3d 104

RM11-1a 2
S288C 55851

SEY6210 350
SK1 793

Sigma1278b 1237

W303 2725
X2180-1A 285

Y55 18

More strains now available at SGD

Fused ORFs in RM11-1a,
Sigma1278b, W303

Split ORFs in BY4741, BY4742

SGD tools providing access to strain genomes
Download strain sequences: http://www.yeastgenome.org/download-
data/sequence
Discover patterns: http://www.yeastgenome.org/cgi-bin/PATMATCH/nph-patmatch
BLAST multiple strains: http://www.yeastgenome.org/cgi-bin/blast-sgd.pl
Align multiple strains: http://www.yeastgenome.org/cgi-bin/FUNGI/alignment.pl

From Wei et al 2007
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A: S288C/YJM789 interstrain variability along Chr 15.
B: S288C/YJM789 interstrain variability within ORF PDR5. Green = synonymous, Red = non-synonymous

A. Full SNP/indels phlyogenetic relationship of 47 strains.   B. Phylogenetic tree using SNPs/indels of YBR163W, YJL051W, YPR152C.


