ensemble_analyzed_02.ps

Page 1

PROCHECK-NMR

Ramachandran plots for all residue types

ensemble_analyzed (20 models)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

181951931843101318121614

199488421267207 192175969152011131219

12124102016714201613178 117

75104129173181315317141611162057217161411131015201618129 314615810117141416521011651513159318 811

2198

162015121019413171811425

54 613 36711 3 101912 205 1678 17715 139320117 9 15 8 1 19 1814 11156

21116

14 98

19318 1041122

1318122420181151415561016

18

973414

2

12 1611 39

19 11 17

19

20

4

13 12

6

1214

1517 7 16

7 88_{10} 88_8 88_{18} 88 5 88_{13} 88

8 12

10 12 6 88 17 12 9 12

20 88

Ala (240)

-180 -90 0 90 180

-90

0

90

180

Phi

13515214769811123141016171820 19

Arg (20)

-180 -90 0 90 180

-90

0

90

180

Phi

1115186342191318141275201016917 23116419171516813121814

18 16

11075920

1122017

193

512 9 10 16

13

7 15

8 69 4 69

14 69

Asn (60)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

21617611414578710142015

31918171612918 131511201841220814769113

16171012719113

20841754632 101185 118 3169101613 515 19 1215 2 9 142 13

1911172061410

1122 81551618 12111017932716141541813816

1339 51920

19

47

1613218712175419148101520 36119

Asp (140)

-180 -90 0 90 180

-90

0

90

180

Phi

811920612717163144 19

108 113652

13515118210

42016141571217931811192531649712108131116141917152018

Cys (60)

-180 -90 0 90 180

-90

0

90

180

Phi

820116510151118

1078 1172131741814191236946116914212175152031319

8611192712510320131817415141916

1138

154361418

7

22097171912

20 12 13

5

9

1110

1

16

16 171441019 315 218 11856

Gln (100)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

1512121416

37126 913169

1371411151311819819420 113166121714918181765101510832711142012

1019 1681911322034111718

107146520915 11 817 524 16

4 13 20 6 4 5 10 19 1

47

8 7

141

1

17161418

3 620

3 14

201751110893612194132

2 13

1512

11 1518

15

20

1314

16

17

17 18

1797 2

115152

910

8

42107 14 83 12

8

16

16

18

18 9

1

13 6 520

17

19

12 15_{11} 15

19 15

12 79_9 79

19 14 3 10

5 10

10 79

15 15

6 10

Glu (180)

-180 -90 0 90 180

-90

0

90

180

Phi

5114 81011219211254314136177186181048 15 162011 169 31913 71220917 15

5

7 3 9 4108 218155

6

11 1 3 20 4 16 16 6 18 13 1

2

9 14 12 17

17

71543816

19

16911131810

8 11 14

1425 19

19

15

13 2 10 2

12 2

17 51 20 2 20 51

7 2

12

Gly (100)

-180 -90 0 90 180

-90

0

90

180

Phi

114101318617259141231517191620

19 6 146 165 20 5 17 18 31431

8 14 1

10

8 1 6 1620 9

8

1699

17

3 1 69

1361

1 20

258471710

13167

10 15 12

719

10 17 12 5

31112181615

19

1420919

18511 4 2

8

4

8

4 16

12

14 3 58118 19 13 2

15

20

6

2

2

3

18 13

311918

1717

13161102

13

15

2 20

186

10

15 4 8 5 7^{13} 3

12 7

14 7_{14} 8 11 3_{12} 6_{15} 3 12 8 4 3 8 7 4 5 7 7

7 3 7 4

17 5

7 6

1 5 15 4

19 3 11 8^{10} 7 20 3 9 7 19 8 His (160)

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.

ensemble_analyzed_02.ps

Page 2

PROCHECK-NMR

Ramachandran plots for all residue types

ensemble_analyzed (20 models)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

1210351611498721716152013181419

5615 191412132017111810372 619 15 98164 8

114763

97316452191214101881311162017

12201719

1351816415210

2

11

14

98

114 1510318 16

913 20 89 1 89 5 89 12 89_{17} 89_7 89

Ile (100)

-180 -90 0 90 180

-90

0

90

180

Phi

19163101821712118

9201216 54141615207913

3711151524141981310176

182413851079146111318151217191620

12316420

1813 815 919 13 6351 171318

6117142 16 12 414210 1 10 917 161317819 71915121115

4 20

3 918 51 81615 117 12 15 14 722061119 17 1014 3

1024

6

13

15918131016111417418612216205719

13361812

14

317 8

9

7

1

9

61819

3

13 14 7916

1520

14

2019 4 20

8

851181120241261910

19

11

1316

18

5

7

12 3 1119

1817 5

15

179

17

6

3

17 1410112 8 5 67 4 80_2 80 20 80 16 80_{15} 80 10

10 9 8 123

15 9_5 9

2 9

4 67 12 80 Leu (240)

-180 -90 0 90 180

-90

0

90

180

Phi

24175818171119149 182011

374121685101796191113181520141642319 57 12215

1114151013107361712162012169 106835141

1113201524191416188101213 7 1632021411191518121748 9 65 6 137 32111135 10 1519

10191778 149 204

4

513

8 9

511 92181 3611129 1678181221711515104161931314 1915

1

7

20

415671011

718

1214 16206

3112914198

16

21817201316

17

2 843

6

5211217147131018201615

101316191711472

15114201019

8591520131218 14

8316181351769

Lys (240)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

13 1015426121119714201613151918838 17 18 8197175206 17 9 1141241318

14 16911153102 4 1 111620

10

12 2

9 7 515 3 6 Met (60)

-180 -90 0 90 180

-90

0

90

180

Phi

17128275915131620

1619 19 18 1113141381217641520275109 114614311018

41351141621015187

211451769413316818121520 1119710 20

3

911 91 78176

1912

146 118177313621610951215181413519161410134218

48202012

12

15 31516134521917187

20617

1011

198911

Phe (140)

-180 -90 0 90 180

-90

0

90

180

Phi

4321598761014131211151718201619

12201719

1861 821157163149124811113204251331649 9715101886119147121015191317162018

151410

131716

Pro (80)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

38211615498131761120161912

3191113155 18121410111420181571921715

42713103418126191410681720 9

1351521104116198712179142031816 16 121311916113721749206185

81514

4 1 203 7

5 10

2 14

19

5

13 817 10

16

18

15

9 13 11 13^{12} 13 6 13 Ser (120)

-180 -90 0 90 180

-90

0

90

180

Phi

516189415812111014319220111713121616498561531413210171

31820197

20 1310414202131151691581976171218

1181391914

610

45

141817

1513197

7 18126201610152

13 13161035151122

71

16410202114118351761218 19 78

17

92014218412111635 1 8 9 7 17 4 1519

6119

Thr (140)

-180 -90 0 90 180

-90

0

90

180

Phi

1164275381316914121020181915117

7220613 15 1175 98 14 27541611119121038316141715131818161919122010

Trp (60)

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.

ensemble_analyzed_02.ps

Page 3

PROCHECK-NMR

Ramachandran plots for all residue types

ensemble_analyzed (20 models)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Tyr (-)

-180 -90 0 90 180

-90

0

90

180

Phi

96205 1018191213 15 36145107812719131811

112015212151614617118 15101421311949

51815

1517419

411519162031026 13 11417419 15 761731148196

17

111976

31681241114

1139418161335710

121851731713

15365114111271497198102204181613

205312 13 1381016181721952012 1120818

171014 12

20 216

693 20111614957121710152 1618813429

416714159210819 8 12920176 8 Val (200)

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.