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Training Set Full (reduced)
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Fig.1_File2. Frequencies of aminoacids at each position of 6-residue sequences
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Tab.1 File2. Frequencies of aminoacids at each position of 6-residue sequences, normalized by mean
frequecies from UniProt. Training (left) and test (right) datasets do not show position dependence of
aminoacids, although some frequencies of aminoacids slightly differ from those calculated by UniProt (e.g.

prolines are excluded in the test set). Standard deviations are negligible.
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Fig.2_File2. Logo representations of aminoacid frequencies for amylo-positive computational (training,
testing) and experimental datasets. Colors are the same as in Figl_File2.
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Fig.3_File2. Logo representations of aminoacid frequencies for amylo-negative computational (training,
testing) .



