Zdom1_02_allramach.ps ** Selected residues only

Page 1

PROCHECK-NMR

Ramachandran plots for all residue types

Zdom1 (10 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

19 596424627 87413 10 1655 10 719 8 216 5 83 3927 51087 9 674105 10 34123236 489 810

Ala (60)

-180 -90 0 90 180

-90

0

90

180

Phi

25 8 6 7 9 3 1 410

Arg (10)

-180 -90 0 90 180

-90

0

90

180

Phi

10122 82 74 7 59 931061610310 94 8 53561 4876 7 9321 8 41

Asn (40)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

101 6 52 7 48 3 3976891210 54

Asp (20)

-180 -90 0 90 180

-90

0

90

180

Phi

Cys (-)

-180 -90 0 90 180

-90

0

90

180

Phi

1 37 26748 9 3 1910 4 812 6 6 4 7255251010 10 3 9 511 3926810744698 3 8 7 39

Gln (50)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

4 95 229 7 4773 4 915 1 323103676 1 81 8 8 6 102 55108 4 38 6 38 10 38_9 38

Glu (40)

-180 -90 0 90 180

-90

0

90

180

Phi

Gly (-)

-180 -90 0 90 180

-90

0

90

180

Phi

891026574 1 31_3 31

His (10)

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. Model numbers shown inside each data point.

Zdom1_02_allramach.ps ** Selected residues only

Page 2

PROCHECK-NMR

Ramachandran plots for all residue types

Zdom1 (10 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

65 2727495 11103

9 6 8 4 3

8 10

Ile (20)

-180 -90 0 90 180

-90

0

90

180

Phi

1 4 46 6 48

210772 53310 4 37972 6 96105 5710 9 65 313888 1 1 4 8 102 12 9 59 57

Leu (50)

-180 -90 0 90 180

-90

0

90

180

Phi

94 6 4 71 54 383910951210

7632147276 10 10 86 8592 31 5

Lys (40)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Met (-)

-180 -90 0 90 180

-90

0

90

180

Phi

7489154933721010 8 626 51

Phe (20)

-180 -90 0 90 180

-90

0

90

180

Phi

Pro (-)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

74104 5 9 162 6729815 3 3 10 8 46

Ser (20)

-180 -90 0 90 180

-90

0

90

180

Phi

Thr (-)

-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. Model numbers shown inside each data point.

Zdom1_02_allramach.ps ** Selected residues only

Page 3

PROCHECK-NMR

Ramachandran plots for all residue types

Zdom1 (10 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

179 3108 5 24 6

Tyr (10)

-180 -90 0 90 180

-90

0

90

180

Phi

Val (-)

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. Model numbers shown inside each data point.