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Target collection and release 
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Server only Human/serverTargets released  129 (116) 

Targets received from 

     Northeast SG Consortium 39  

     Joint Center for SG 38  

     Midwest Center for SG 28  



Accepting predictions 
(May 5 – August 1, 2010) 

CASP1 CASP2 CASP3 CASP4 CASP5 CASP6 CASP7 CASP8 CASP9

129 891 2569 
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3D Other

Verify format for 5 categories: 3D 
(TS+AL), RR, DR, FN, QA 

 

Ensure compliance with the deadlines 

 

Verify basic stereochemistry of predictions 
(in CASP10 this will be enforced) 



Preprocessing targets and predictions  

for evaluation  

 Targets (116) 
 syncing the released and solved sequence  
 selection and preparation of targets for the refinement experiment 
 splitting 116 targets  148 domains  275 assessment units 
  
 Predictions (86,000+)  

 stripping IDs; converting ALTS 
 releasing server predictions to public  

 splitting 3D predictions into separate files for separate frames   
  (T0642TS001_X_Y: X is model number, Y is frame ) 
 splitting predictions according to domains definitions 
 fixing predictions with J.Richardson’s lab software 

  

 

 The processed data (sequences and structures) are available from 
 the Prediction Center’s interactive sortable tables 
 the Prediction Center’s Data Archive (raw text files)  
  http://predictioncenter.org/download_area/CASP9/targets 

 



CASP Data Archive 



Evaluation Software 
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Graphical presentation 

 

 

 

 

 

 

 

 

 
 

 

 

 

 

 * - A. Zemla, (2003) LGA: a method for finding 3D similarities in protein structures, Nucleic Acids Research 3.  

** - A.R. Ortiz et al. (2002) MAMMOTH (Matching molecular models obtained from theory): An automated method for model comparison), Protein Science 11. 

*** - L. Holm et al (2008) Searching protein structure databases with DaliLite v.3, Bioinformatics 

Sequence dependent and 

independent model-target 

comparison  (LGA*) 

Sequence independent 

model-target comparison   

(MAMMOTH**) 

SphereGrinder: local 

structure analysis tool 

Model similarities & 

 quality checking 

(backbone collisions) 

DALI *** 

Evaluation of predictions 



   Superpositions 

    sequence-dependent    sequence-independent 

    Correctness of Alignment, AL0 GDT_TS 

LGA-based evaluations 

V60 V60  18.08 

T61 T61  19.72 

T62 T62  21.80 

D63 D63  23.39 

Q64 Q64  22.81 

N65 N65  24.49 

V60 F51  1.38 

T61 R52  1.40 

T62 L53  2.93 

D63 S54  2.68 

Q64 F55  1.62 

N65 N56  2.31 63 63 



GDT_TS = ¼ [N1 + N2 +N4 +N8] 

 

GDT_HA = ¼ [N0.5+N1 + N2 +N4] 

For relatively accurate comparative models almost all residues will likely fall 

under the 8Å cutoff, and many will be under 4Å, so that the 1 and 2Å 

thresholds capture most of the variations in model quality.  

 

In the template free modeling regime few residues fall under the 1 and 2Å 

thresholds, and the larger thresholds capture most of the variation between 

models. 

GDT-TS 
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A model residue is considered to be correctly 
aligned if its Cα atom falls within 3.8Å of the 
corresponding atom in the experimental 
structure, and there is no other experimental 
structure Cα atom nearer.  

 

AL0 alignment quality score is the percentage of 
correctly aligned residues in the model.  

 

AL4 score is the percentage of residues that can 
be correctly aligned in the model with allowance 
for 1-4 -residue shift. 

 

Maximum alignability score is the maximum 
number of Cα atoms from a single best template 
that are possible to align to the target using 
dynamic programming procedure (obviously, no 
target-template residue correspondence here). 
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Alignment scores 



Results 

 Raw data at  

 http://predictioncenter.org/download_area/CASP9/ 

 

 Simplified version of the Prediction Center website - on the 
media in your registration packet 

 

 Full interactive tables and graphs - at the Prediction Center 
website (available now but we encourage you to use the data 
from your DVDs at the meeting) 

 

 
 
Evaluate predictions with nres>=20 for longest segment of domain  

 
For Z-score calculations, use frame that has highest nres for each group 
and each target  

 



Results in your folders 



Results at the website 



GDT plots 



Alignment plots 



Improvement over the templates 



Improvement over the templates 



SPICE: a Java-powered 

structure  comparison tool 

Thanks to  

Andreas Prlic (PDB) 



Sphere Grinder:  a local 

structure analysis tool 

Collaborative project of   

the Prediction Center  

and  

Poznan University of 
Technology 



Summary plots for a group 



Refinement results 



Quality assessment results 



Group performance 





IS THAT THE FIRST ATTEMPT AT A CASP PRANK TARGET IN NEARLY 
SEVENTEEN YEARS I THINK IT IS REGARDS DAVID  
 

T0642 J0KE1, Homo sapiens, 387 residues 

MDEARCASPERSTERRIFICNEWSYESTERDAYWERELEASEDTHELASTSEQINTHENI 

NTHCASPPLEASEGETRESTEDANDLETASSESSMENTDETERMINETHEESTSCIENTI 

FICCENTERSTHISTARGETISDIFFERENTANDHASVERYSPECIFICSHAPEWILLCH 

ECKITATTHEMEETINGINPACIFICGRVEHAHALASTWCFINALISTSITALYANDFRA 

NCEWEREELIMINATEDINPRELIMINARYMATCHESSPAINWINAGAINSTNETHERLA 

NDSINFINALINTERESTINGENDINGHAVEANICEFALLMERRYCHRISTMASANDHAP 

PYNEWYEARTAKEITEASYANDSMILE 

M DEAR CASPERS, TERRIFIC NEWS! YESTERDAY WE RELEASED THE 
LAST SEQ IN THE NINTH CASP. PLEASE GET RESTED AND LET 
ASSESSMENT DETERMINE THE BEST SCIENTIFIC CENTERS. THIS 
TARGET IS DIFFERENT AND HAS VERY SPECIFIC SHAPE. WILL 
CHECK IT AT THE MEETING IN PACIFIC GRVE. HAHA. LAST WC 
FINALISTS ITALY AND FRANCE WERE ELIMINATED IN PRELIMINARY 
MATCHES. SPAIN WIN AGAINST NETHERLANDS IN FINAL. 
INTERESTING ENDING. HAVE A NICE FALL, MERRY CHRISTMAS AND 
HAPPY NEW YEAR! TAKE IT EASY AND SMILE  

1D prediction 



T0642: 3D prediction from the Sternberg group 


