SR384_R3_em_bcr3_02_allramach.ps ** Selected residues only

Page 1

PROCHECK-NMR

Ramachandran plots for all residue types

SR384_R3_em_bcr3 (20 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

161141222521333331834647457558561661496797102078108131381111991414912121010181510151811131616111619121415151215201318201716181514192020201717191717161

1113124101918 1219839191117

1637817151911249131822051061114

Ala (140)

-180 -90 0 90 180

-90

0

90

180

Phi

112334951569788141210131119181520181620101741

16121413171956

Arg (40)

-180 -90 0 90 180

-90

0

90

180

Phi

3141258169720131714181519945

3111210861471513111912218162017106

Asn (40)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Asp (-)

-180 -90 0 90 180

-90

0

90

180

Phi

Cys (-)

-180 -90 0 90 180

-90

0

90

180

Phi

31642755361647172081391217101318181915201539 710 11 211910121611

16582121715131141419181420 14 16

Gln (60)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

14111211872091737651093871516820181111232 9 19 56 5 1413 15 1116410 104 12 2726 151918

10317 4 11 2 9 171 81318 20 15142019166214431761592013111810 1317191212

1154362199181413161102014137121817585161951678411

Glu (120)

-180 -90 0 90 180

-90

0

90

180

Phi

1112341020171496181971316518215

Gly (20)

-180 -90 0 90 180

-90

0

90

180

Phi

His (-)

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.

SR384_R3_em_bcr3_02_allramach.ps ** Selected residues only

Page 2

PROCHECK-NMR

Ramachandran plots for all residue types

SR384_R3_em_bcr3 (20 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

21164137651981211101418171615203102139171681912711543151418209

8 20 1418116

25 2941712101220131016181516911919157381 67 1711 414 13 5

Ile (80)

-180 -90 0 90 180

-90

0

90

180

Phi

7889921615

1018192151713181062174131111141251013614141258191716203207

19719320155618 12 13 11 14

16

4

Leu (60)

-180 -90 0 90 180

-90

0

90

180

Phi

111614221712173183646949551010206161691171712171581313142018141415192016192131371210 14 3168220101514196597181112

5188151821114711541231311116919

197171020885

Lys (100)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Met (-)

-180 -90 0 90 180

-90

0

90

180

Phi

Phe (-)

-180 -90 0 90 180

-90

0

90

180

Phi

Pro (-)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

11213410161420171811231959 6 8 157 Ser (20)

-180 -90 0 90 180

-90

0

90

180

Phi

12345678910111413161518192012

17 Thr (20)

-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.

SR384_R3_em_bcr3_02_allramach.ps ** Selected residues only

Page 3

PROCHECK-NMR

Ramachandran plots for all residue types

SR384_R3_em_bcr3 (20 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

204 11638951310157 14 2612171819 11

Tyr (20)

-180 -90 0 90 180

-90

0

90

180

Phi

17124131615139102028197 5

1161418

Val (20)

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.