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Residue properties
CSR4 R3 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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Key:- @Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble

e. Sequence & average estimated accessibilities  # Accessble @ Buried
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f. Circular variances
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CSR4 _R3 em_bcr3 10 residprop.ps ** Selected residues only
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a. Absolute deviation from mean Chi-1 value (excl. Pro)

5. 30 18

% 24- - 14 *

e 18_ ’ Y ! ’ 19 4 13 §7 2

_és 12'%1 % 16 4I 211112 15 l 26,16 e 1¥16 93%3 * 1X6 %iﬂx;l

gu it Pl g | e gl

2 °1d §iﬁ TH i! Mﬁ% , gi éé”i | Bf%g
68 105 110 115 120 125 130 135 140 145

Residue number

5 20 b. Absolute deviation from mean of omegatorsion

g 16_5 17 >

g 2] e, TR e e By

| i

: %%ﬁﬁ% éi%&%é%ﬁéﬁ?%%i%@i@ﬁﬁi
68 105 110 115 120 125 130 135 140 145
Mean valuesindi caIed by circles Residue number 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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Key:- @Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble

Error bars show one standard deviation either side

e. Sequence & average estimated accessibilities  # Accessble @ Buried
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d. Secondary structure & average estimated accessibility
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