analyzed_14_02.ps

Page 1

PROCHECK

Ramachandran plots for all residue types

analyzed_14

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

4 57 22 Ala (6)

-180 -90 0 90 180

-90

0

90

180

Phi

Arg (5)

-180 -90 0 90 180

-90

0

90

180

Phi

Asn (2)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Asp (4)

-180 -90 0 90 180

-90

0

90

180

Phi

Cys (2)

-180 -90 0 90 180

-90

0

90

180

Phi

Gln (2)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

50 Glu (5)

-180 -90 0 90 180

-90

0

90

180

Phi

12 Gly (5)

-180 -90 0 90 180

-90

0

90

180

Phi

16 His (3)

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.

analyzed_14_02.ps

Page 2

PROCHECK

Ramachandran plots for all residue types

analyzed_14

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Ile (1)

-180 -90 0 90 180

-90

0

90

180

Phi

Leu (6)

-180 -90 0 90 180

-90

0

90

180

Phi

Lys (5)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Met (1)

-180 -90 0 90 180

-90

0

90

180

Phi

Phe (3)

-180 -90 0 90 180

-90

0

90

180

Phi

11

Pro (4)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

37 Ser (5)

-180 -90 0 90 180

-90

0

90

180

Phi

Thr (2)

-180 -90 0 90 180

-90

0

90

180

Phi

Trp (-)

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.

Page 3

PROCHECK

Ramachandran plots for all residue types

analyzed_14

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

52 Tyr (3)

-180 -90 0 90 180

-90

0

90

180

Phi

49

Val (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.