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Why	
  to	
  map	
  PTM	
  sites:	
  a	
  systems	
  
biology	
  view	
  

All Panther GO terms

Panther GO terms associated with non-phosphoproteins only (1%)

Figure 1. Panther Gene Ontology terms of Biological Processes and Molecular Functions. 
Out of 412 Panther GO terms, 406 are associated with phosphoproteins. 
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A	
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•  Advantages	
  
– SensiEve	
  approach	
  especially	
  for	
  proteins	
  that	
  are	
  
expressed	
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  low	
  level	
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  transcripEon	
  factors	
  	
  

•  Disadvantages 	
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  throughput	
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  only	
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  at	
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•  Advantages	
  
– high	
  number	
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•  Disadvantages	
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  detected	
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•  Importance	
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add	
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  are	
  expected	
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  earlier	
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