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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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b. Absolute deviation from mean of omega torsion

Omega abs. mean dev.
N A OO ©

5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100
Residue number

c. C-aphachirality: abs. deviation of zetatorsion
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Residue number Highlighted residues are those that
deviate by more than 2.0 <t. devs. from ideal
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f. Max. deviation (seelisting)
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C = cis-peptide
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b. Absolute deviation from mean of omega torsion

Omega abs. mean dev.
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c. C-aphachirality: abs. deviation of zetatorsion

Zeta abs. mean dev.

105 110 115 120 125 130 135 140 145 150 155 160 165

Residue number Highlighted residues are those that
deviate by more than 2.0 <t. devs. from ideal

d. Secondary structure & estimated accessibility
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