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Participating groups: 

 

 32 

 server - 22 

 human  - 10 



Definition of disorder: 

 

 lack of coordinates 

   or 

 variation of spatial positions of corresponding  

residues in chains (X-ray) or models (NMR) by 

more than 3.5Å 

   

>3 consecutive residues in disorder segments 



Format of predictions: 

  

 binary indicator of  residue disorder (O/D) 

 probability of residue disorder 



Scores: 

 

   

 

 

 

 

 

 

       AUC for  (TP_rate(p),  FP_rate(p)) 



ACC, AUC by group  



ROCs 



   Ranking of groups was performed according to 

   three scores:  

          ACC,   AUC  and  Z score, total. 

 

  Z score, total   was calculated as a sum of two Z scores: 

 

Z score, total = Z score, ACC + Z score, AUC 
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    * Groups 147 and 462 (dashed bars) submitted predictions for only 53 and 57 targets respectively out of 112 targets evaluated.  

* * 



AUC 

* * 



Z score, total (>0) 

* 



CASP9 best groups 

(ranking according to the ACC score) 

* Group 147 (GeneSilico) submitted predictions for only 53 targets and was not ranked 



Comparison with CASP8 

(ACC,  best 10 groups) 

 



Comparison with CASP8 

(AUC,  best 10 groups) 


