PROCHECK-NMR

Residue properties .
DHR29B NMR_em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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Numbers indicate models with highest deviation
c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
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d. Secondary structure & average estimated accessibility
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e. Sequence & average estimated accessibilities  # Accessble @ Buried
YOV HVUY  SHVEL LYYV E SRS  FEEFVUOVOUY  SEEEEEOVOVOVEY

PTLTLSLIA SMIMTKLPSVRVKTEGYNP NVNELFAYVDL EPGEHDYEVKVEPI

f. Circular variances
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** Selected residues only
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c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
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f. Circular variances
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g. G- factors .
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c = cis-peptide

DHR29B_ NMR_em bcr3 10 residprop.ps ** Selected residues only




