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Residue properties
SGR209C R3Cons em bcr3 (20 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)

50.0
14 25 30 35 55 60 65 70 75

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

GYHEF  FFEFEFEE LGOS SVVESVHIE S EEEEGEE ST L E N E SV VOV S VS S E L ¥

YAMKP LSALEKNAVIKAAYRQIFE SISYLESQVRNGDISMKEFVRRLAKSPLYRK

f. Circular variances
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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)

Mean values indicated by circles
Error bars show one standard deviation either side

Residue number

50.0
83 0 95 102 110 115 120 125 130 135 140

d. Secondary structure & average estimated accessibility
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f. Circular variances
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Residue properties
SGR209C R3Cons em bcr3 (20 models)* *

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