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• 26 protein pairs 

• RMSD > 1.1 Å, TM-score < 0.9 

• only X-ray (22) 

R. Samudrala, M. Levitt, Decoys 'R' Us: A database of incorrect protein conformations to improve protein structure prediction, 2000, 

Protein Science 9: 1399-1401. 



4 



5 

• 2421 „obsolete-successor” protein pairs 

• RMSD > 1.1 Å, TM-score < 0.9 

• divided on NMR (110) i X-ray (42) 

Y. Zhang, J. Skolnick, TM-align: A protein structure alignment algorithm based on TM-score, 2005, Nucleic Acids Research, 33: 2302-

2309. 
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