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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
Data points coloured according to G-factor:

Unfavourable

Zdoml 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

Zdom1 (10 models)**

plots

Page 2

SER 46 S s LEu 47 S oeg” Lysas s ® Aspag Smn
120_;1&”] B B
N
ol CHE T
-60- g @ @.
-120
SER 54 ™ ALASS S oren * ASNS6 Som ® LEus7 Y
1204 | B | o
60 ‘
od S T | ST N S e S I & N ;
- -@ y
-120
LEU 58 SO ® ALASO X000 * GLuso OO ALABL pARrol
A L
§ 120 B -
. 601
8) 0 "111 = | =y 11@11 ,,,,,
E -60 - @
'& -120-
LYS62 XM D® vses AL | EUea NOMOOY ASN 65 Y0020
120_;1&”] B B
N
o . e CHE T
6] EE -
-120
ASP 66 QOO E N\ A 67 NO00MO% GLN 68 00O #$80-120 60 0 60 120 150
1204 - B o
60 ‘
N~ S e R .
-120
18050120 %0 © 60 130 -180-120 %0 © €0 130 -180-120 %0 O €0 130 180

Phi (degrees)

cv = Circular Variance (low values signify high clustering of the data points). ¥ Accessible & Buried
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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