SR384_R3Cons_em_bcr3_02_allramach.ps ** Selected residues only

Page 1

PROCHECK-NMR

Ramachandran plots for all residue types

SR384_R3Cons_em_bcr3 (18 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

1014111101211221123731217348494555141875615666156716771216148108171789139991491112121014121016131111151311171515131617161418181818

151610653578181121324311317

182114651031217157131148916

Ala (126)

-180 -90 0 90 180

-90

0

90

180

Phi

16117384951015131612171418

1551821631049141217111813267

Arg (36)

-180 -90 0 90 180

-90

0

90

180

Phi

51627384914101511161217131816273849510

1511161217131814

Asn (36)

-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

51162273128413918510101511117121713181417163416896 2 34751681511916121017131814

1514

Gln (54)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

3101038113112411714912551471617615991391612148171518 4 10 1231 612 6 312 13119 2 75 27 10 7 81512

151118 18 613 14 17 2 1616 1716 182 12 4 7 15 815617116813414185 10 111693108171541311418514

Glu (108)

-180 -90 0 90 180

-90

0

90

180

Phi

111749615161310385217141218

Gly (18)

-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_R3Cons_em_bcr3_02_allramach.ps ** Selected residues only

Page 2

PROCHECK-NMR

Ramachandran plots for all residue types

SR384_R3Cons_em_bcr3 (18 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

318662975121017154131818141311161143111071516129825417

181574

11413 14169 17 1012721118115138175361651021268 114 3 Ile (72)

-180 -90 0 90 180

-90

0

90

180

Phi

151211373417135910610117161281213918141815171015113127413951146154168171816 214 8 6

Leu (54)

-180 -90 0 90 180

-90

0

90

180

Phi

10141010211152731238413495185101561561571116161781217812913189131114171614181721146 75 1618176131191812342

161527163121081741311918514

Lys (90)

-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

15 638162101291311

14187

14517

Ser (18)

-180 -90 0 90 180

-90

0

90

180

Phi

123414678910151218161711513

Thr (18)

-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_R3Cons_em_bcr3_02_allramach.ps ** Selected residues only

Page 3

PROCHECK-NMR

Ramachandran plots for all residue types

SR384_R3Cons_em_bcr3 (18 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

5 23131671791011121816148154

Tyr (18)

-180 -90 0 90 180

-90

0

90

180

Phi

51338617

721101112181514

1649

Val (18)

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.