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STR65 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
SHEEVVEVY SEVVEVOVVOOVVVEE LK SV ESVEESSEHE S UVVSVOVEVVEES

Al EKALDFI SMDESTAKGILKYLHDLGVPVSPEVVVARGEQE PEFTKKVAGWAEKYV

f. Circular variances
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Residue properties
STR65 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
NN\ 2\
Key:- < Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble
e. Sequence & average estimated accessibilities  # Accessble @ Buried
EEE  EEFSEEEGEREERH
ASG STYMQEQLKELVLE
f. Circular variances
Phi 000  OOOOOOODOOOODOD
Ps OO0  DOOOOODOOOOOODD
chit 9 PAOIBEOOBAOOD
chi2 BABIIOOID BD
Pips OO0  OOOOOOODOOOODD
Chil-chi2 AOAIADODD D
g. G-factors
Ave
Phi-psi oo [ O 0.36
@it “g ggHodddHHHHCHS g
Overal 100 OOOAAAAAACACACAN 0O 019
81 100 105

STR65 NMR_em bcr3 10 residprop.ps ** Selected residues only



