
Additional file 2: Benchmark of PSIPRED

PSIPRED was benchmarked against the data from Liu & Chou (1999).  The Pearson correlation 
between predicted and benchmark values of secondary structure content (the fraction of residues in 
coil, sheet and helix in each protein) and the mean absolute error against the benchmark data is shown 
in the following table:

Coils Sheet Helix

Pearson Correlation 0.8020 0.9234 0.9631

Mean Absolute Error 0.0502 0.0384 0.0396

Table S2. PSIPRED Benchmark. 
Helix and sheet content predictions are more accurate than coil predictions.
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