HR4527E_R3_em_bcr3_02_allramach.ps ** Selected residues only

Page 1

PROCHECK-NMR

Ramachandran plots for all residue types

HR4527E_R3_em_bcr3 (20 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

131116111111422752533581816464447651751081018171111149977181410102081313171614191518191913137917956141816212201512101192012631778319111610154139141161512201716121219152013201815216 983

41012113619717131814201516 821 5 9 Ala (140)

-180 -90 0 90 180

-90

0

90

180

Phi

20 1731414 15 3 1 17 6 16 8 18 1319 12 102011 2 4 5 7 1316175 2 15 9

114 18 316 12814 9 6

12

10117820919 17 15 419 6121318 510 Arg (60)

-180 -90 0 90 180

-90

0

90

180

Phi

792010 854 16131119

317141615122

13121487191817

18

5610 13

415

11

16

20

2 9

Asn (40)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

32514171320101179 48181915161612

Asp (20)

-180 -90 0 90 180

-90

0

90

180

Phi

Cys (-)

-180 -90 0 90 180

-90

0

90

180

Phi

1812

1120

41716314

16

15711913

27124369175816141315191810 8 1

10192025

Gln (40)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

161615194612717208912 1310 4 4520 188 951013192018 2 13391619110715

177145 814 18 15211 214 11 16

21481741018763311916512 13

3

613 1074981862 201 11 9

6

14173

12

71551219 15 208 115 11 16121915

318171621491316 10 4

9 10

2019

17

271318 165

11

12

151411

20

48

3

17 Glu (140)

-180 -90 0 90 180

-90

0

90

180

Phi

8 451116101915 31714132069

31417

2121718

1512

181

10 1420

1652715203131268919

163192

71315417

14114 10

1811126

17

8

9

5

4168

1

5 20119

26107 181311 9 A 61

Gly (80)

-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.

HR4527E_R3_em_bcr3_02_allramach.ps ** Selected residues only

Page 2

PROCHECK-NMR

Ramachandran plots for all residue types

HR4527E_R3_em_bcr3 (20 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

137 51011

428917314151816192012 1

Ile (20)

-180 -90 0 90 180

-90

0

90

180

Phi

1132111312413874165491657652071981810198159141910121115152020141617310113911212183142661717

14218

1210192098166341117251415 1181863 17

612

1713

20719210115913 1416415

17

812

4 18 519 13112039161715810

Leu (120)

-180 -90 0 90 180

-90

0

90

180

Phi

1863191410105191081921815117201712 1201213149111

1320125741631321617 86 78181791468

1114151251012 4111320796193254

16 2 1815

16

10 171241195614103138

18

7 205915 927 1 194111520 14 13

2

13 11

15314

5

1

84101916 9

15

16

20

17

1371168516410

1411216127

17

33

9153

1720

1119

8

1817214

18

6

12 618 Lys (160)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

165121591013 248 117 18192017 143 16

18120261171651081514 93124131719

Met (40)

-180 -90 0 90 180

-90

0

90

180

Phi

316147171510182016 210312 412717166 18

1315

9131111452198 148 20 5 9 19

142176 18 12820

911161031974131515

Phe (60)

-180 -90 0 90 180

-90

0

90

180

Phi

16728179194101131151461822014123

1011713

39172041519181215168

5 A 81

Pro (40)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

6 1910281814753

510

121415

1

13 1617

719 11 12 32181316179 15 6 14 84

1120

20

9 A 62

Ser (40)

-180 -90 0 90 180

-90

0

90

180

Phi

4 514 23 12

11 17 7 1319 1

8

1816

10 20 69

15 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.

HR4527E_R3_em_bcr3_02_allramach.ps ** Selected residues only

Page 3

PROCHECK-NMR

Ramachandran plots for all residue types

HR4527E_R3_em_bcr3 (20 models)**

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

1811910719113251462012

341617

84920 23

815

19 117618 714 10165 12 1315 11 Tyr (40)

-180 -90 0 90 180

-90

0

90

180

Phi

10201817619181689 155

212201697511

11761273810213112054141216

1518103 113716819 1659171115414198143

621417188

191311

106122012 13 91341514

2341497 1

1911201718

15

32175106

Val (100)

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.