PROCHECK-NMR

Ensemble chil-chi2

plots

LKR112 NMR_em bcr3 (20 models)**

0.003 0.001 0.000 0.003
AGLU7 GOMBO% AILEL XY AILE2 Xm0 ® AGLN 14 G0
T T T T T T T
| | | | | | |
300"*‘****7‘***7****r***T***@***r***T***‘T**’*r***T***‘T**
| | | | | | |
2404 : | | : | | : | | : |
| | | | | |
180-77%777+777@7~7%7—7+—7747———%7—7+—7747———%7—7@7747—
| | | | | | |
1204 : | | : | | : | | : |
| | | | | |
| | | |
‘ | | ‘ | | ‘ | | ‘ |
0.114 0.004 0.000 0.006
A ASN 15 SO D® ALvs17 ¥ AILE19 20RO * A ARG 20 PR
T T T T T T T
| 2ol | | | | |
300+ - ———— fFe===gi=qdr===== F=—=—=g=gp=—===-= t===g=gp===== +=====4
‘ | ‘ | | ‘ | | ‘ |
240+ ] | | ] | | ] | | ] |
: | 5] : | | : | | : |
180"’;’”’T”’T”’@”’T’"ﬁ”’f@’”T”’T”T”””’T’
120- | | | | | | |
: | | : | | : | | : |
‘ | | ‘ | | ‘ | | ‘ |
ov0303(W % 01200 % o 0.000D % ov 0,009 (D %
— AGLU?21 Gi-00s0 AILE22 cf-203m ALEU?24 cf os70  AHIS27 Gf 023 O
T T T T T T T
| | | | | | |
§SOO- ****** T — T — T = — e
— : | | : | | : | | : |
i e :
180+ B — — -+ - — - + - — — — +-—--@-+--—--- +---B-+-+---- - — 4=
S I A Sl 2 Ea el et Ha il Bl |
o T2 T I (N A R i
= olwl-——._ B o, e | . 1 ]
| | | | | | |
O ‘ | | ‘ | | ‘ | | ‘ |
ov 0.307 (W ov 0021 (D v 0.184(® % ov 0.004(D %
ALYS28 0120 AASN30 0530 AGLU3L cf 0230 A GLN32 Gf 0770
T T T T T T T
| | | | | | |
300+ ————— T — e B e T = — e
! [ B ! liE] [ ! [ [ ! [
2404 : [ [ : \@ [ : [ [ : [
| | | | | |
g | . __ . ___,_ 1 _ '\ __ |
SR I T R I T ‘
1204 : | | : | | : | | : |
| | | | | | |
| | | |
‘ | | ‘ | | ‘ | | ‘ |
ov0.001(D % w0057(D® o 0.038() % ov0.195(® %
A PHE 33 et oos0  AILE35 cf o190 ALYS36 cfoood A GLNA4L Gf 077 0
T T T T T T T
| | | | | | |
560 LN A IR et A IRt S i IR
240+ : | | : | | : | | : |
| | | | | |
[ [ [ [
(I BRRERER IS RS Rk RURSES R ok BURRRE R o
120- : | | : | | : | | : |
| | | | | | |
| | | |
60'”;””f*”ﬁ””;”**f*”!"””;””f”*'f””;”” T
O | | - | - | y | - | |
0 60 120 180 240 300 0 60 120 180 240 300

cv = Circular Variance (low values signify high clustering of the data points).
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Gf = Average G-factor for the residue (the higher the value the more favourable the conformations) based on analysis of high-res. Xstal structures
Data points coloured according to G-factor:

Unfavourable
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cv = Circular Variance (low values signify high clustering of the data points).
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Gf = Average G-factor for the residue (the higher the value the more favourable the conformations) based on analysis of high-res. Xstal structures
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Gf = Average G-factor for the residue (the higher the value the more favourable the conformations) based on analysis of high-res. Xstal structures
Data points coloured according to G-factor:
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