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Numbers of residues are shown in brackets. Those in unfavourable conformations (score < -3.00) are labelled.
Shading shows favourable conformations as obtained from an analysis of 163 structures at resolution 2.0A or better.

_Us.ps

2958850 _03.



PROCHECK

Page 2

Chi1-Chi2 plots

2958850

360

T T T
I | |
| | I
| g | I
F - . === i~ cami

| - W

N
I | I
— I | I
6 | | |
~ , ! !

L __ i ____ ____ . L. _ |8
Q I I I 3
% | | I

| | |
I | |
I | |
| | | 19
| | I o
| . —___ s o
I | I
| | |
| | |
o S o T
g S g 8 5
T T T %
| | |
| | |
| | I
| - SO R
v . , o
| | | -n_N_
| I
~—~~ I I
(o] | I I
N— I
| i LR P ____.®__ |2
du. | ] | =
| I
| i |
M | I |
| I I
| | I o)
| | | 4
| o _ _ L. - _ _ L———
| I |
| I |
| I |
o o o T
(@)
g & 8§ 8 .
T T T %
I | |
| | I
| | |
M~ el ~ SN Bl T T
I I =)
| D | -n_d_
I I I
P I I 1
5 | | |
N—r s v v
Nnk---—--—-—--—-- . oL |8
y | | | —
| I I
) o |
| |
| I |
I I I X
I | I 3
| _ _ dij- L5 - SeE . Lo
I I I
| I I
| I I
o S o L
o
& N & =

Chi-1

Chi-1

Chi-1

Q
T T T %
I I I
I I I
| I I
YL e T T T
J | I o
| | | |_AN_
I I I
—_ I I I
o™ I I I
~ I I |
NN | S R S
WJ | I [ —
I I I
T I I I
I I I
'm I I
I | | Nl
I I I ©
| | R - __ = 1L S
I I I
I I I
I I I
: T T T : =
Q o Q o
g &K & 8
Q
T T T %
I I I
I I I
I I I
T T T I TI
I | | (=
| | I |ﬂ
I I I
I I I
)1 I I I
I I I
g S I .. H8
p | | | —
— | I I
T I I I
I I I
I I I
| I | L
I I I 8
| _ ofes I _ e (L —
I I I
I I I
I I I
. T T T . (=]
Q o Q o
g &K & 8

Chi-1

Chi-1

Numbers of residues are shown in brackets. Those in unfavourable conformations (score < -3.00) are labelled.
Shading shows favourable conformations as obtained from an analysis of 163 structures at resolution 2.0A or better.
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