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(A)	  

(B)	  

True EC: 1.2.3.- 
Predicted EC: 1.2.3.4 

Improvement	  

True EC: 1.2.3.4 
Predicted EC: 1.2.3.4 

Equality	  

True EC: 1.2.3.4 
Predicted EC: 1.2.-.- 

Insufficient Annotation	  

True EC: 1.2.1.1 
Predicted EC: 1.2.3.4 

Overprediction	  
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EC=x.x.x.x	  	  

EC=x.x.x.-‐	  

EC=x.x.-‐.-‐	  	  

EC=x.-‐.-‐.-‐	  

EC=-‐.-‐.-‐.-‐	  or	  Non-‐enzyme	  


