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Ramachandran Plot

mput atom only

ARG 554

| 78
| ~Pvs 184
& Lea géz‘g’ 905 MEF ésq
135- "I ! LE.7€L7EU 102 —+ ™
L | [
- GLU 735
| -]
I "
(;LU 681
I. [ ]
II ’—‘ ASP 127
| -]
| . _moagA ’A_f SER 317
| - )
' GITNMR¥S8p
~a
TYR 269
| n s
‘ PRERIB SER 482
-]
PH E.587
ai'a
ASN 300 ’J THR 301
-90 SR selwREA® FR *
ILE 461
g_ -]
54(86 -LYS4621 SN 293 . ‘ ARG 99
-1357 LYS626
L . ALA 45 p 507 PHE 738
S'(:SFI..LW 1 " a fa ~b*
[ . S LYS.761 ASN 45\68
l n l [t ] N 514
T F | I ]
-180 -135 -90 -45 0 45 90 135 180
Phi (degrees)
Plot statistics
Residues in most favoured regions [A,B,L] 700 79.6%
Residues in additional allowed regions [a,b,l,p] 129 14.7%
Residuesin generously allowed regions [~a,~b,~l,~p] 34 3.9%
Residues in disallowed regions 16 1.8%
Number of non-glycine and non-proline residues 879 1000%
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as triangles) 30
Number of proline residues 10
Total number of residues 921

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms

and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.
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