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The	  first	  completed	  eukaryo3c	  genome	  sequence	  was	  that	  of	  the	  yeast	  Saccharomyces	  cerevisiae,	  and	  the	  Saccharomyces	  Genome	  Database	  (SGD;	  
h@p://www.yeastgenome.org/)	   is	   the	  original	  model	  organism	  database.	  SGD	  remains	  the	  authorita3ve	  community	  resource	   for	   the	  S.	  cerevisiae	  
reference	  genome	  sequence	  and	  its	  annota3on,	  and	  con3nues	  to	  provide	  comprehensive	  biological	  informa3on	  correlated	  with	  S.	  cerevisiae	  genes	  
and	  their	  products.	  A	  diverse	  set	  of	  yeast	  strains	  have	  been	  sequenced	  to	  explore	  commercial	  and	   laboratory	  applica3ons,	  and	  a	  brief	  history	  of	  
those	   strains	   is	   provided.	   The	   publica3on	   of	   these	   new	   genomes	   has	  mo3vated	   the	   crea3on	   of	   new	   tools,	   and	   SGD	  will	   annotate	   and	   provide	  
compara3ve	  analyses	  of	  these	  sequences,	  correla3ng	  changes	  with	  varia3ons	  in	  strain	  phenotypes	  and	  protein	  func3on.	  We	  are	  entering	  a	  new	  era	  
at	  SGD,	  as	  we	  incorporate	  these	  new	  sequences	  and	  make	  them	  accessible	  to	  the	  scien3fic	  community,	  all	  in	  an	  effort	  to	  con3nue	  in	  our	  mission	  of	  
educa3ng	  students,	  enabling	  bench	  researchers	  and	  facilita3ng	  scien3fic	  discovery.	  	  

Ques3ons?	  Contact	  us!	  sgd-‐helpdesk@lists.stanford.edu	   @yeastgenome	  	  

Coming	  soon	  to	  SGD!	  	  Select	  your	  reference	  strain…SEY6210,	  Cen.PK2,	  JK9-‐3d,	  SK1,	  W303,	  Sigma1278b,	  FL100…	  

Phylogram	  depic3ng	  rela3onships	  among	  S.	  cerevisiae	  strains	  based	  on	  UPGMA	  clustering	  of	  whole-‐genomic	  distances	  as	  
calculated	  by	  Nijkamp	  et	  al.	  (2012)	  Microb.	  Cell	  Fact.,	  11:36.	  

Strain	   ORFs	  not	  in	  S288C	  	   Reference	  

AWRI796	   74	   Borneman	  et	  al.	  (2011)	  

CEN.PK113-‐7D	   83	   Nijkamp	  et	  al.	  (2012)	  

EC1118	   77	   Borneman	  et	  al.	  (2011)	  

Foster’s	  B	   36	   Borneman	  et	  al.	  (2011)	  

Foster’s	  O	   48	   Borneman	  et	  al.	  (2011)	  

JAY291	   16	   Argueso	  et	  al.	  (2009)	  

Kyokai	  No.7	   48	   Akao	  et	  al.	  (2011)	  

QA23	   110	   Borneman	  et	  al.	  (2011)	  

RM11-‐1a	   38	   Borneman	  et	  al.	  (2011)	  

Sigma1278b	   75	   Dowell	  et	  al.	  (2010)	  

VIN13	   45	   Borneman	  et	  al.	  (2011)	  

VL3	   54	   Borneman	  et	  al.	  (2011)	  

YJM789	   34	   Borneman	  et	  al.	  (2011)	  

SGD	  tools	  provide	  access	  to	  strain	  genomes	  	  
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S.	  cerevisiae	  genomes	  contain	  ORFs	  not	  in	  S288C	  reference	  
Addi3onal	  genomes	  incorporated	  into	  SGD	  

In	  the	  years	  since	  the	  publica3on	  of	  the	  S288C	  
genome,	  dozens	  of	  complete	  yeast	  genome	  

sequences	  have	  been	  published	  

Download	  strain	  sequences:	  h@p://www.yeastgenome.org/download-‐data/sequence	  
Search	  sequence	  pa?erns:	  h@p://www.yeastgenome.org/cgi-‐bin/PATMATCH/nph-‐patmatch	  
BLAST	  mulDple	  strains:	  h@p://www.yeastgenome.org/cgi-‐bin/blast-‐sgd.pl	  
Align	  mulDple	  strains:	  h@p://www.yeastgenome.org/cgi-‐bin/FUNGI/alignment.pl	  


