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Figure S1: Distribution of the resolution of membrane protein (A) and amyloid-like peptide (B)
crystal structures considered in the present study.
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Figure S2: Overall Ramachandran plot for residues of membrane protein structures.
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Figure S3. Distribution of N-C*-C values for residues in a-helices (A), B-sheets (B) and 3-10
helices (C) of membrane proteins.
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Figure S4. Examples of steric zipper assemblies: GNNQQNY (A), SNQQNF (B), SSTSSA (C).
The deformation of some angles induced by interdigitation is shown.
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Figure S5: 9¢ versus  for residues of the collagen-like peptide (Pro-Pro-Gly)s.



