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Residue properties
PFR193A NMR_em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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d. Secondary structure & average estimated accessibility

.y,

Key:- @Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble
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f. Circular variances
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d. Secondary structure & average estimated accessibility
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f. Circular variances
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