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Residue properties
HR3646E_R3Cons em bcr3 (18 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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Dashed line corresponds to
2.0 st. devs. from ideal
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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Mean values indicated by circles
Error bars show one standard deviation either side

Residue number

e. Sequence & average estimated accessibilities  # Accessble @ Buried
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f. Circular variances
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HR3646E_R3Cons em bcr3 10 residprop.ps

** Selected residues only




PROCHECK-NMR
Page 2

Residue properties
HR3646E_R3Cons em bcr3 (18 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)

§ 50
©
g 301> - x .
)
) 34,
N §X
5 i
110
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 247
2
E_ 1816 9 x
"% 12_X’6i‘1i’ 7181518; 14”%1’ ”””” g’g’g‘lo ”””””””””””””””””””””””””””””””””””
: 6% %%%é LR d
L TR TR
%5 100 110
M al damb | i Dashed li ds t
Er?gp t\)/aréJ 3&% Iocne stan){ig:(rjcd?/iati on either side Residue number 2.0 sltr?%(e:\?;r??g%ni dseal0
Numbers indicate models with highest deviation
¢. RMS devs from mean coords: main-chain (black) and side-chain (grey)
50.0
o \NRNERRRRRRARRERRL Y EARARARAE
84 90 95 100 110
d. Secondary structure & average estimated accessibility
Key:- < Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble
e. Sequence & average estimated accessibilities  # Accessble @ Buried
VYV VOVVVHEEEEFHE  EERSERESE
DQVEFSIAMKL I KLKLQGY PSALPPVMK
f. Circular variances
Ph OOOOOOOOODOOOOOOOD  OODOOOOOD
P OOOOOODOOOOOOOOODOOD  OODOOOOOD

Chil QOOCOOPG® BOOOOOBOO O O G0
Chi2 o0 O O dAGOOOOd & & @0
Phi-ps OOOOOOOOOOOOOOOOOOO  OOOOOOOOO
Chirciz - 3O OO & AGOOOOROD @ ) LU

g. G-factors
Ave
Phi-psi . O [ O EOEOO00 0.36
& BECHECECDEEDEBERE"E ®°"B°CoEE i3
Overall AR A A e BORCOACAAMR O 037
84 20 95 100 110

HR3646E_R3Cons em bcr3 10 residprop.ps ** Selected residues only



