Zdom1_03_chi1_chi2.ps ** Selected residues only

Page 1

PROCHECK-NMR

Chi1-Chi2 plots

Zdom1 (10 models)**

0 90 180 270 360

90

180

270

360

Chi-1

Chi-2

1 6

10

3

8

4

9

2

5

7

Arg (10)

0 90 180 270 360

90

180

270

360

Chi-1

10

1 10 6 4

7

2 1

8 1

5 9

5

3

8

2 7

7

10 97

8

3

5

1 6

3

2

9

2

10

9

4

4 5

4 65 3 56 6

6 41

8 41

Asn (40)

0 90 180 270 360

90

180

270

360

Chi-1

5 10

1 10 6 7

9 2 5

3

7

2

31

6

8

4

8 9

4

Asp (20)

0 90 180 270 360

90

180

270

360

Chi-1

Chi-2

Cys (-)

0 90 180 270 360

90

180

270

360

Chi-1

8

7

9

9 1 10

1

1

3

9 10

2

5

12

7

8 6

5

4

3

7

4

6

5

98 3

3

2

2 101

7

9

3

4

4

8

6

2 6

8

4

6 5 5

7

10

10

Gln (50)

0 90 180 270 360

90

180

270

360

Chi-1

5

88

6

43

9 9

8

5

7

6 3

21

7

4

6 5

9 10

10

3 10

2

9 8

4

1 43

1

6

2

7 2

7

10

5 1

Glu (40)

0 90 180 270 360

90

180

270

360

Chi-1

Chi-2

10

6 5

9 2

1 4

3 31 7 31

8 31 His (10)

0 90 180 270 360

90

180

270

360

Chi-1

43 56891 1

37

10 8 2

7 9 5 44 4 29 6 44

2 44

10 44 Ile (20)

0 90 180 270 360

90

180

270

360

Chi-1

2 7

9101 2 616

7 56

9 9

1109 3 82

4 6

8

6 5

4 5 10

7

7

3

7

4

1 3

5 58 2 58

8 30 3 57

8 58 3 64 1 64 2 30 9 58

4 64

10 30

4 30

5 57

10 58

8 57 Leu (50)

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_03_chi1_chi2.ps ** Selected residues only

Page 2

PROCHECK-NMR

Chi1-Chi2 plots

Zdom1 (10 models)**

0 90 180 270 360

90

180

270

360

Chi-1

Chi-2

9 8 65 3 4 3 10 3

9 10

7 2

9 1

1

4

5

210 8

7

10 5 2

6 4

6

8 7 5

6 8

13

9

2

1 4

7

Lys (40)

0 90 180 270 360

90

180

270

360

Chi-1

Met (-)

0 90 180 270 360

90

180

270

360

Chi-1

8 9 1 2 2

1

7 4

9 3

7 43

4 43

8 43 5 43

10 43

6

5 26 6 26 10 26 3 26 Phe (20)

0 90 180 270 360

90

180

270

360

Chi-1

Chi-2

Trp (-)

0 90 180 270 360

90

180

270

360

Chi-1

17 5

3

2 9

6 27 10 27 4 27

8 27

Tyr (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.