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Supplementary data VII - Five examples of predicted prototypes for the ARL3-GDP protein (PDB code 1FZQ chain A 1,  SCOP class 2, 175 residues). Protein structures are represented using Pymol software 3.
The prediction rate of this protein achieved 72.4 % using SVM_PSSM, that is 10.9 points more than with LR_seq. The different prediction examples are shown on the periphery of the figure and are represented on the global structure in the centre. 
The two first examples (a) and (b), refer to Helical core and Helical exit structures respectively. In both cases, the top-scoring candidate corresponds to the assigned LSPs, i.e. lowest C RMSD. 

The third example (c) corresponds to a Connecting structure. The first-ranked LSP candidate was 3.85 Å C-RMSD from the true local structure. The assigned LSP, numbered 14, which corresponds to 2.24 Å CRMSD with the true structural fragment, was not among the 5 candidates. Nevertheless, in the candidate list, an approximation of 2.67 Å from the true structural fragment, is obtained with LSP 88. This latter adopts a shape and an orientation of the C-terminal region similar to the true fragment.
 The two last examples concern Ext and E LSP structures (examples (d) and (e)). For the Extended edge structure, the top-scoring candidate LSP 64 is far from the true local structure (C RMSD value equals to 3.54 Å) but the last candidate of the list, LSP 14, achieves the best geometrical approximation, 2.26 Å CRMSD, very close to the corresponding value (2.20 Å) of the assigned LSP 110. For the extended core structure, the first ranked candidate, LSP 97, yields a 1.91 Å C RMSD value with a good orientation of the N-terminal extremity. The next candidate in the list, LSP 8, corresponds to the best approximation (C RMSD value equal to 1.33 Å). Among the five candidates, four of them exhibit correct approximations although the assigned LSP 96 (with 1.05 Å C RMSD) was not proposed. 
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