Supplementary Figure 2. Agreement between predicted and modeled secondary structure for the Nup85 protein

In the following pages, the secondary structure predicted from sequence by PROF (Rost and Liu 2003) and PSI-Pred (Jones 1999) is compared to the secondary structure observed in the three-dimensional models presented in Supplementary Table I (“…” represents regions that are not modeled). The numbers above the predicted secondary structures correspond to the confidence score returned by the servers. 

Current secondary structure prediction methods based on multiple alignments correctly predict the secondary structure state for 70-80% of residues (in a 3 state prediction) (Eyrich et al. 2001). Since the random prediction would predict only approx. 30% of the residues correctly, the fact that our predictions match the assignments at 58-87% level is highly suggestive, supporting our fold assignments at a sufficiently high level to be worth mentioning in the manuscript. It certainly does not support the view that fold assignments are incorrect.

A representative example, Nup85 is shown here. For the visualization of all the Nups, see the additional information web page (http://salilab.org/~damien/NPC/).
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