
A"er	  transla+on	  by	  a	  ribosome,	  a	  protein	  can	  undergo	  modifica+ons	  known	  as	  post-‐transla+onal	  modifica+ons	  (PTMs).	   	  Through	  the	  
covalent	   addi+on	   or	   removal	   of	   various	   func+onal	   groups,	   PTMs	   increase	   the	   func+onal	   diversity	   of	   the	   proteome.	   At	   the	  
Saccharomyces	   Genome	   Database	   (SGD;	   www.yeastgenome.org),	   we	   have	   been	   ac+vely	   expanding	   our	   protein	   data	   to	   include	  
manually	   curated	   post-‐transla+onal	   modifica+on	   informa+on	   for	   the	   model	   organism	   Saccharomyces	   cerevisiae.	   Examples	   of	   PTM	  
types	   we	   are	   currently	   cura+ng	   from	   the	   literature	   include,	   but	   are	   not	   limited	   to:	   phosphoryla+on,	   acetyla+on,	   methyla+on,	  
ubiqui+na+on,	   and	   sumoyla+on.	   These	   data	   are	   displayed	   in	   the	   amino	   acid	   sequence	   sec+on	   of	   SGD	   Protein	   pages	   as	   highlighted	  
residues,	   including	  the	  protein	  modifier	  when	  available.	  Post-‐transla+onal	  modifica+on	   informa+on	   is	  o"en	  cri+cal	   to	  understanding	  
mature	  protein	  func+on	  and	  regula+on,	  thus	  we	  include	  the	  PTM	  data	  in	  SGD	  as	  part	  of	  our	  con+nuing	  mission	  to	  educate	  students,	  
enable	  bench	  research,	  and	  facilitate	  scien+fic	  discovery.	  This	  work	  is	  supported	  by	  a	  grant	  from	  the	  NHGRI	  (U41	  HG001315).	  
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Where	  are	  PTM	  data	  at	  SGD?	  

	  1)	  From	  the	  Locus	  page	  go	  to	  
the	  Protein	  tab	  
	  2)	  Scroll	  down,	  or	  use	  le"	  
naviga+on	  menu,	  to	  find	  
Sequence	  

Data	  is	  available:	  	  
	  
	  1)	  As	  highlighted	  residues	  in	  
amino	  acid	  sequence	  or	  	  
	  
	  2)	  In	  tabular	  form	  
	  

Choose	  your	  strain	  

Highlighted	  residue	  
represents	  modifica+on	  

site	  	  
	  

Data	  curated	  from	  
small	  scale	  and	  
high-‐throughput	  
studies	  	  Data	  

available	  for	  
download	  

Filter	  by	  site,	  
modifica+on,	  
modifier,	  or	  
reference	  

Table	  includes	  
modifica+on	  site	  
(amino	  acid	  and	  
posi+on	  in	  
protein	  
sequence),	  type	  
of	  modifica+on,	  
modifier	  (if	  
determined),	  and	  
reference	  
informa+on	  


