Supplementary data III – Definition of the confidence index

Some protein regions are more difficult to predict than others. Thus, we defined a confidence index to estimate the prediction quality per target fragment sequence.
Construction of the confidence index (CI):

During the prediction process of a given target fragment sequence, (Figure S1A), each of the 120 experts computes a score that measures the compatibility of the sequence with its associated structural class s (Figure S1B). The distribution of the scores given by the experts was further analysed to quantify the sequence informativity. 
Thus, set 2 was used to classify expert decisions: for each target sequence, the 120 scores were classified either in a correct or an incorrect prediction group (according to the geometric criterion) (Figure S1B). A SVM machine (SVMCI) was then trained to discriminate between scores distributions leading to a correct prediction and distributions leading to an incorrect prediction (Figure S1C).
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Figure S1 – Definition of the confidence index according to decision experts leading to correct or incorrect predictions.
Estimation of the prediction quality:
Consequently, based on the structural prediction score (Figure S2A), the SVMCI expert evaluates the degree of belonging to the correctly predicted fragments group (Figure S2B, and Results section in the manuscript). Its score is the confidence index. We showed that, in our case, the more positive it is (respectively negative), the more the fragment sequence prediction is classified with certainty as correctly (respectively incorrect) predicted. 

For a given protein, confidence indexes associated to the prediction of all fragment sequences give an estimate of the prediction quality all along the sequence (Figure S2C).
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Figure S2 – Estimation of the confidence index for all 11-residue fragments along a protein sequence.
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