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Plot statistics

Residues in most favoured regions  [A,B,L]             1467  79.9%
Residues in additional allowed regions  [a,b,l,p]       316  17.2%
Residues in generously allowed regions  [~a,~b,~l,~p]     34   1.9%
Residues in disallowed regions                           20   1.1%
                                                       ---- ------
Number of non-glycine and non-proline residues         1837 100.0%

Number of end-residues (excl. Gly and Pro)               19       

Number of glycine residues (shown as triangles)         140       
Number of proline residues                              109       
                                                       ----       
Total number of residues                               2105       

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected 

to have over 90% in the most favoured regions.
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Ramachandran plots for all residue types
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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.
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Ramachandran plots for all residue types
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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.
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Ramachandran plots for all residue types
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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.
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Chi1-Chi2 plots
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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.
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Chi1-Chi2 plots
1nu1  

0 90 180 270 360

   90

  180

  270

  360

Chi-1 

C
hi

-2
 

Lys (93)

0 90 180 270 360

   90

  180

  270

  360

Chi-1 

Met (45)

0 90 180 270 360

   90

  180

  270

  360

Chi-1 

A 425

C  90
A  58

C 276

B 435

C  91F  26

C 128

B 307 K  52

Phe (87)

0 90 180 270 360

   90

  180

  270

  360

Chi-1 

C
hi

-2
 

C 165
C 379

C 135

F 107

A 443

K  24

K  34

K  38

K  44

Trp (34)

0 90 180 270 360

   90

  180

  270

  360

Chi-1 

D  95

C 131 D 165

Tyr (84)

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.
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Plot statistics
Comparison values No. of

                                No. of   Parameter  Typical   Band    band widths       
Stereochemical parameter       data pts    value     value    width    from mean        

a. %-tage residues in A, B, L   1837        79.9      61.7    10.0        1.8    BETTER 
b. Omega angle st dev           2094         3.6       6.0     3.0       -0.8    Inside 
c. Bad contacts / 100 residues     63         3.0      24.7    10.0       -2.2    BETTER 
d. Zeta angle st dev            1965         5.2       3.1     1.6        1.3    WORSE  
e. H-bond energy st dev         1361         0.9       1.1     0.2       -0.8    Inside 
f. Overall G-factor             2105        -0.1      -0.9     0.3        2.5    BETTER 
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Plot statistics
Comparison values No. of

                                No. of   Parameter  Typical   Band    band widths       
Stereochemical parameter       data pts    value     value    width    from mean        

a. Chi-1 gauche minus st dev     214        24.3      29.1     6.5       -0.7    Inside 
b. Chi-1 trans st dev            615        21.7      27.9     5.3       -1.2    BETTER 
c. Chi-1 gauche plus st dev      825        21.2      26.6     4.9       -1.1    BETTER 
d. Chi-1 pooled st dev          1654        22.0      27.4     4.8       -1.1    BETTER 
e. Chi-2 trans st dev            569        23.6      26.9     5.0       -0.7    Inside 
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c. C-alpha chirality: abs. deviation of zeta torsion
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deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
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deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
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e. Sequence & Ramachandran regions
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c. C-alpha chirality: abs. deviation of zeta torsion
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deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions
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d. Secondary structure & estimated accessibility
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e. Sequence & Ramachandran regions

NKLCQS FQTFN I CYADTGLLGAHFVCDHMS I DDMMFVLQGQWMRLCTSATESEVLRGKNLLRNALVSHLDGTTPVCED I GRSLLTYGRR I PLAEWESR I A

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
*
*
+

*
+

. . * * *
+

*
*
+

. * . . *
+

* . * * *
+

* *
+

. . *
*

. *
+

* . . . * *
+

*
*

* . . *
*

* *
+

*
*
+

. . * * * *
+

*
+

*
*
+

*
6
.
7
*

*
+

* * . . * *
+

* . * * *
+

. * * . *
+

*
+

. . *
+

* *
+

*
*

*
*

*
+

* *
*

*
*

*
+

*
+

*
*
+

*
*
+

*
*

*
+

*
+

*
*
*
+

*
*
+

* *
*
+

* . *
+

*
*

*
+

. . * * *
*
+

*
+

*
+

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

305 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

405 410 415 420 425 430 435 440 445 25 30 35 40 45 50 55 60 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

405 410 415 420 425 430 435 440 445 25 30 35 40 45 50 55 60 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

405 410 415 420 425 430 435 440 445 25 30 35 40 45 50 55 60 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

B

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

EVDARVVREVCSKYFYDQCPAVAGFGP I EQLPDYNR I RSGMFWLRF  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

VP PHPQDLEFTRLPNGLV I ASLENYAPASR I GLF I KAGSRYENS

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

. *
*

*
*

*
+

* *
*

*
*

*
*
+

* *
+

. *
+

*
*

*
*
*

* *
*
+

*
+

*
*
+

*
+

*
*
+

*
+

*
+

*
*

* * *
*

* . *
*

* *
*

. . . *
*
*

. . * . . *
+

*
*

*
+

*
+

* *
*
*
+

*
+

*
+

*
+

* . . *
*

*
+

. *
*
+

* *
+

* . . . *
+

*
+

. * *
+

*
+

* *
+

. *
+

. *
*
*
*

*
*

. * . * *
*

* . . * . . * . *

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

405 410 415 420 425 430 435 440 445 25 30 35 40 45 50 55 60 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

61 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

61 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

61 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

NNLGTSHLLRLAS SLTTKGAS S FK I TRG I EAVGGKLSVTSTRENMAYTVECLRDDVD I LMEFLLNVTTAPEFRRWEVAALQPQLR I DKAVALQNPQAHV I

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* *
*

*
+

. * *
*
+

*
*

*
+

*
+

* *
*
+

* *
+

*
+

*
*
+

* * *
+

*
*

. * *
+

* . . *
+

*
*

*
*
+

. * . *
*
+

. . *
+

* * *
*
+

*
*
*
+

*
+

* *
*

*
+

*
+

* * . *
*
*
+

* *
*

. *
+

*
*
*
+

* * *
+

*
+

*
*

* *
+

* . *
+

* . *
+

*
*

*
0
.
5
*

*
+

*
*

* *
+

*
+

*
*
+

*
*

*
+

. . * . * *
*

* *
+

* * *
+

. * * *
+

*
*
+

*
*

* *
+

* *
*

*
*

* *
+

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

61 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

161 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

161 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

161 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

ENLHAAAYRNALANSLYCPDYR I GKVTPVELHDYVQNHFTSARMAL I GLGVSHPVLKQVAEQFLN I RGGLGLSGAKAKYHGGE I REQNGDSLVHAALVAE

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. *
*

*
+

. * *
+

. . *
*

*
*

. . . . *
+

*
*
*

. * *
*

* * . *
*

* * *
*
+

. * *
*
*
+

* * *
*

*
*

*
+

. . *
4
.
3
1
*

*
1
.
5
*

*
+

* . . *
+

* * . * * *
*
*

*
+

. * *
*

*
+

* *
+

* . *
*
+

*
*
*

*
*

*
+

*
*
+

* . *
+

*
+

. . *
*
+

. *
*
+

. *
+

. *
*
+

* * *
+

. * . *
*

* . * *
*
*

*
*
+

* . *
*
*
*

* *
*
*

* * *
*

*
*
*

*
*
*

* *
+

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

    D = D-amino acid

161 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

261 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

261 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

261 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

SAA I GSAEANAF SVLQHVLGAGPHVKRGSNATS SLYQAVAKGVHQP FDVSAFNASYSDSGLFGFYT I SQAASAGDV I KAAYNQVKT I AQGNLSNPDVQAA

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
*

. * *
+

* *
*

. * *
*
*

*
*
*

. *
+

*
*

* *
+

*
*

*
+

*
*

* *
+

. . *
+

. . * *
*
+

. *
*
+

*
+

. *
*
*
*

*
+

*
*

* * * *
+

*
*

. *
*

*
*

* * *
4
.
8
1
*

* *
+

* . * *
+

*
*

*
*

*
+

. * * . *
*

. *
+

. . . *
+

*
+

* . *
+

. . * *
*
*

* . * *
+

*
*

. * * . . * *
*

*
+

*
+

. *
+

. * * *
*

*
+

*
+

*
+

* *
*

. *

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

    D = D-amino acid

261 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

C

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

KNKLKAGYLMSVES SEGFLDEVGSQALAAGSYTP P STVLQQ I DAVADADV I NAAKKFVSGRKSMAASGNLGHTP F I DEL  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

TN I RKSHPLMK

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

. . *
+

*
+

* * *
+

*
+

*
*
+

*
*

. *
*
+

*
*

*
*

*
*
+

* . * *
+

* . * * *
+

*
*

*
*

*
*

*
8
.
4
*

* *
*

. *
+

*
+

*
+

*
+

*
*
+

* *
*

*
*

*
*

* . * . . . . . * * * * * *
*
+

. * * *
*
*

*
+

*
*
+

*
+

. *
*

. . * * . * . * * *
+

*
*
*

*
*
*
*

*
*
*
+

*
+

*
+

* *
*
*
*

*
*
*
*

* * *
+

. *
*
+

*
+

*
+

*
*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

13 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

13 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

13 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

I VNNAF I DLPAP SN I S SWWNFGSLLG I CL I LQ I LTGLFLAMHYTSDTTTAF S SVTH I CRDVNYGWI I RYMHANGASMF F I CLYMHVGRGLYYGSYTFLET

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

*
+

*
+

*
*
*
*

*
8
.
4
*

*
6
.
6
*

*
*

* *
*
+

*
+

*
+

*
+

*
+

*
+

*
+

. . . *
+

*
*
+

*
*
+

* * * * * . . . *
+

*
*

* *
*
*

*
*
+

* *
+

. * *
*

*
+

*
*
+

* . * . *
*

*
+

* *
2
.
5
*

*
*
+

*
+

* * * *
*
+

*
+

*
*

*
*
+

*
*

*
*
+

* *
+

. *
+

*
*
+

*
*
+

*
+

* . *
+

* . *
*
+

*
*

. *
+

. * *
*

*
*

* *
+

*
*

*
+

* * *
+

*
*

* . *
*

. *
*

*
*

*
+

* * *
*
*

*
+

*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

13 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

WN I GV I LLLTVMATAFMGYVLPWGQMS FWGATV I TNLLSA I PY I GTNLVEWIWGGF SVDKATLTRF FAFHF I LP F I IMA I AMVHLLFLHETGSNNPTG I S

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* * * * *
*

*
*
*

*
+

*
+

* * *
+

*
*
*

*
+

*
+

* *
*

* *
+

*
*
*

*
+

*
*

* *
+

. *
+

. *
+

* *
*

*
*

*
6
.
4
*

*
*

. * * *
+

* *
+

* * *
+

*
+

. * *
*
*
+

*
*
*
+

*
*
*

*
*
+

*
+

*
*
+

* *
*

*
*
+

* . * * * *
*
+

. . *
*
*

*
*

. *
*

*
+

. *
+

* *
*
+

*
*
+

*
*

*
*

*
+

* * *
+

* *
+

* *
+

* * *
+

*
*
+

*
+

. * * *
*

*
+

. * . . * . *
+

*
+

*
*
+

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

SDVDK I P FHPYYT I KD I LGALLL I LALMLLVLFAPDLLGDPDNYTPANPLNTP PH I KPEWYFLFAYA I LRS I PNKLGGVLALAF S I L I LAL I PLLHTSKQ

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. * * *
*
*

*
+

*
+

*
*
+

. *
7
.
9
1
*

*
*
*
+

*
*
*

*
+

*
*

*
*
+

*
*
+

*
*
+

*
*

*
+

*
+

. * . * * * *
+

. *
*
*
+

*
*
+

*
*
+

*
*
+

*
*
*
+

*
3
.
6
*

*
+

* *
+

*
*

. . *
*
+

*
+

*
*
+

*
+

*
*

. *
*
+

* *
+

*
+

. *
*
+

*
*
*

*
+

*
+

*
*

*
*

* *
+

*
+

. . *
+

* *
+

*
+

. * * *
*
+

*
*

*
+

* *
+

*
*

*
+

. * *
*
*

* *
*

. . *
+

*
+

*
+

*
*
*

*
+

* . . *
+

*
*

*
+

. . * *
*
+

. *
*

*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

    D = D-amino acid

213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

D

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

RSMMFRPLSQCLFWALVADLLTLTWI GGQPVEHPY I T I GQLASVLYFLL I LVLMPTAGT I ENKLLKW 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

SDLELHP P SYPWSHRGLLS SLDH

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

. * *
*
+

* *
*
*

* *
*
+

*
+

*
+

. *
+

*
*

* . *
*

*
+

* *
*

* *
+

*
*
*

*
*

*
*
+

* . . * . *
+

* *
+

*
3
.
8
1
*

*
+

*
*
+

*
*

*
*

*
*

. * * *
+

*
*
*

*
*

*
+

*
*
+

. *
*
+

*
*
+

. *
*
*

*
4
.
6
*

*
+

*
+

*
+

. . . . . * *
+

*
+

* *
+

*
*

*
*

. *
+

*
+

*
*

. . *
+

*
+

*
+

. *
+

* . . *
+

. *
*

*
+

* *
+

. * *

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

    D = D-amino acid

313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

24 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

24 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

24 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

TS I RRGFQVYKQVCS SCHSMDYVAYRHLVGVCYTEDEAKALAEEVEVQDGPNEDGEMFMRPGKLSDYF PKPYPNPEAARAANNGALP PDLSY I VRARHGG

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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*
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.
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+
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*
*
*
+

*
*
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+

* * * *
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*
+

*
+

*
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*
*
+

*
*
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*
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*
+

. *
+

*
*

* *
*
*

*
*

*
*

*
+

* *
+

*
*
+

*
*
*
+

*
*
*
+

*
*
*
*

* .

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

24 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

124 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

124 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

124 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

EDYVF SLLTGYCEP PTGVSLREGLYFNPYF PGQA I GMAP P I YNEVLEFDDGTPATMSQVAKDVCTFLRWAAEPEHDHRKRMGLKMLLMMGLLLPLVYAMK

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* *
+

* *
+

*
*
*

*
*

. * *
+
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+
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*
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. . *
+
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*
+

*
+

*
*

. * *
+

*
*
*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

D

D

    D = D-amino acid

124 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

224 230 235 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

224 230 235 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

224 230 235 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

E

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

RHKWSVLKSRKLAYRP PK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

SHTD I KVPDF SDYRRPEVLDSTKS SKES SEARKGF SYLVTATTTVGVAYAAKNVVSQFVS SMSASADVLAMS

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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+
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+
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+
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+
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. . . * . *
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*
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*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

224 230 235 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

73 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

73 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

73 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

K I E I KLSD I PEGKNMAFKWRGKPLFVRHRTKKE I DQEAAVEVSQLRDPQHDLERVKKPEWV I L I GVCTHLGCVP I ANAGDFGGYYCPCHGSHYDASGR I R

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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* * * *
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. . . *
+

. . *
*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

73 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

173 180 185 190 195 10 15 20 25 30 35 40 45 50 55 60 65 70 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

173 180 185 190 195 10 15 20 25 30 35 40 45 50 55 60 65 70 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

173 180 185 190 195 10 15 20 25 30 35 40 45 50 55 60 65 70 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

F

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

KGPAPLNLEVP SYEFTSDDMV I VG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

VSAS SRWLEG I RKWYYNAAGFNKLGLMRDDT I HENDDVKEA I RRLPENLYDDRVFR I KRALDLSMR

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* . *
+

. *
+

. . * *
*

. *
+

* *
+

. . *
*

* . . * *
+

. . *
*
*

. *
*

*
+

* *
*

* * . *
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+
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0
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*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

173 180 185 190 195 10 15 20 25 30 35 40 45 50 55 60 65 70 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

72 80 85 90 95 100 105 110 5 10 15 20 25 30 35 40 45 50 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

72 80 85 90 95 100 105 110 5 10 15 20 25 30 35 40 45 50 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

72 80 85 90 95 100 105 110 5 10 15 20 25 30 35 40 45 50 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

G

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

QQ I LPKEQWTKYEEDKSYLEPYLKEV I RERKEREEWAKK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

GRQFGHLTRVRHV I TYSLS P FEQRAF PHYF SKG I PNVLRRTRAC I LRVAP P

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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*

g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

    D = D-amino acid

72 80 85 90 95 100 105 110 5 10 15 20 25 30 35 40 45 50 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a

bs
. m

ea
n 

de
v.

52 60 65 70 75 15 20 25 30 35 40 45 50 55 60 65 70 

    4

    8

   12

   16

   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

52 60 65 70 75 15 20 25 30 35 40 45 50 55 60 65 70 

   20

   40

   60

   80

  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

52 60 65 70 75 15 20 25 30 35 40 45 50 55 60 65 70 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

H

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

FVAFYLVYTWGTQEFEKSKRKNPA  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

EEEELVDPLTTVREQCEQLEKCVKARERLELCDERVS SRSQTEEDCTEELLDFLHARDHCVAHKLF

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

    D = D-amino acid

52 60 65 70 75 15 20 25 30 35 40 45 50 55 60 65 70 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20

   40

   60

   80

  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a
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. m

ea
n 

de
v.

75 5 10 15 20 25 30 35 40 45 50 55 5 10 15 

    4

    8
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   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
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ab
s.

 m
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n 
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v.

75 5 10 15 20 25 30 35 40 45 50 55 5 10 15 

   20
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  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

75 5 10 15 20 25 30 35 40 45 50 55 5 10 15 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

I J

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

NSLK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MLSVAARSGP FAPVLSATSRGVAGALRPLVQAAVPATSES PVLDLKRSVLCRESLRG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

VAPTLTARLYSLLFRRTST

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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g. G-factors
Phi-psi    
Chi1-chi2  
Chi1 only  
Chi3 & chi4
Omega      
Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

D

D

D

D

    D = D-amino acid

75 5 10 15 20 25 30 35 40 45 50 55 5 10 15 
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1nu1_06.ps

Residue properties
1nu1

PROCHECK

   20
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  100
a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number

C
hi

-1
 a
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. m
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de
v.

20 25 30 35 40 45 50 55 60 5 10 15 20 25 30 35 40 45 
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   20
b. Absolute deviation from mean of omega torsion

Residue number

O
m
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ab
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 m
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v.

20 25 30 35 40 45 50 55 60 5 10 15 20 25 30 35 40 45 

   20
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  100
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

20 25 30 35 40 45 50 55 60 5 10 15 20 25 30 35 40 45 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

K

Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions

FALT I VVGALF FERAFDQGADA I YEH I NEGKLWKH I KHKYEN  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MLTRFLGPRYRQLARNWVPTAQLWGAVGAVGLVWATDWRL I LDWVPY I

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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Black bars >  2.0 st. devs. from mean.
Solid and dashed lines represent the mean and standard deviation values as per Engh & Huber small-molecule data.
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Solid and dashed lines represent the mean and standard deviation values as per Engh & Huber small-molecule data.



1nu1_08.ps

Main-chain bond angles
1nu1

PROCHECK
Page  2

95 100 105 110 115 120 125

  488

CB-CA-C
(the rest)

Fr
eq

ue
nc

y

96 101 106 111 116 121 126

  488

N-CA-C
(except Gly,Pro)

Fr
eq

ue
nc

y

3 2

97 102 107 112 117 122 127

  488

N-CA-C
(Gly)

Fr
eq

ue
nc

y

1 1

96 101 106 111 116 121 126

  488

N-CA-C
(Pro)

Fr
eq

ue
nc

y

95 100 105 110 115 120 125

  488

N-CA-CB
(Ala)

Fr
eq

ue
nc

y

96 101 106 111 116 121 126

  488

N-CA-CB
(Ile,Thr,Val)

Fr
eq

ue
nc

y

88 93 98 103 108 113 118

  488

N-CA-CB
(Pro)

Fr
eq

ue
nc

y

95 100 105 110 115 120 125

  488

N-CA-CB
(the rest)

Fr
eq

ue
nc

y

Black bars >  2.0 st. devs. from mean. or signifies data points off the graph in the direction shown.
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Histograms showing RMS distances of planar atoms from best-fit plane.
Black bars indicate large deviations from planarity: RMS dist > 0.03 for rings, and > 0.02 otherwise.



1nu1_10.ps

Distorted geometry
1nu1

PROCHECK
Page  1

Main-chain bond lengths        

A Thr   1

N CA1.458

1.510

0.052

A Ala  43

CA CB1.521

1.470

0.051

A Ala  63

CA CB1.521

1.444

0.077

A Thr 143

CA CB1.540

1.481

0.059

A Ala 155

CA CB1.521

1.463

0.058

A Pro 170

CA C1.525

1.464

0.061

A Val 228

CA CB1.540

1.596

0.056

A Ile 241

CA CB1.540

1.477

0.063

A Cys 242

CA C1.525

1.470

0.055

A Ala 251

CA C1.525

1.472

0.053

A Asp 281

CA C1.525

1.474

0.051

A Cys 282

CA C1.525

1.474

0.051

A Tyr 284

CA C1.525

1.465

0.060

A Ala 288

CA CB1.521

1.471

0.050

A His 289

CA CB1.530

1.476

0.054

A Ile 297

CA C1.525

1.468

0.057

A Thr 300

CA C1.525

1.469

0.056

A Asp 327

CA C1.525

1.470

0.055

A Ile 331

CA CB1.540

1.482

0.058

A Val 337

CA CB1.540

1.486

0.054

A Ala 393

CA CB1.521

1.455

0.066

A Ala 404

CA CB1.521

1.445

0.076

A Ala 423

CA CB1.521

1.461

0.060

A Arg 436

N CA1.458

1.403

0.055

B Leu  24

CA C1.525

1.473

0.052

B Asn  31

CA C1.525

1.470

0.055

B Glu  58

CA C1.525

1.471

0.054

B Thr  65

CA CB1.540

1.482

0.058

B Ala  72

CA CB1.521

1.470

0.051

B Ser  73

CA C1.525

1.469

0.056

B Thr  76

CA CB1.540

1.603

0.063

B Ala  80

CA CB1.521

1.446

0.075

B Ile  85

CA C1.525

1.468

0.057

B Thr  86

CA CB1.540

1.455

0.085

B Val  92

CA CB1.540

1.601

0.061

B Val  98

CA CB1.540

1.483

0.057

B Val 116

CA CB1.540

1.456

0.084

B Thr 127

CA C1.525

1.459

0.066

B Ala 138

CA CB1.521

1.469

0.052

B Pro 142

CA CB1.530

1.473

0.057

B Ala 149

CA CB1.521

1.469

0.052

B Ala 151

CA C1.525

1.466

0.059

B Ala 151

CA CB1.521

1.445

0.076

B Gln 153

C O1.231

1.181

0.050

B Gln 156

CA CB1.530

1.478

0.052

B Ala 157

CA CB1.521

1.420

0.101

B Val 159

CA CB1.540

1.474

0.066

B Ile 160

CA CB1.540

1.465

0.075

B Leu 163

CA C1.525

1.472

0.053

B His 164

CA C1.525

1.455

0.070

B Ala 165

CA CB1.521

1.465

0.056

B Ala 166

CA CB1.521

1.470

0.051

B Ala 167

CA CB1.521

1.470

0.051

B Asn 170

CA C1.525

1.457

0.067

B Asn 170

N CA1.458

1.388

0.070

B Ala 171

CA C1.525

1.466

0.059

B Ala 171

CA CB1.521

1.442

0.079

B Ala 173

CA CB1.521

1.433

0.088

B Asp 180

CA C1.525

1.460

0.065

B Arg 182

CA C1.525

1.460

0.065

B Gln 196

CA C1.525

1.454

0.071

B Asn 197

CA C1.525

1.473

0.052

B Thr 200

CA CB1.540

1.446

0.094

B Ala 202

CA CB1.521

1.463

0.058

B Ala 205

CA CB1.521

1.455

0.066

B Val 211

CA CB1.540

1.477

0.063



1nu1_10.ps

Distorted geometry
1nu1

PROCHECK
Page  2

Main-chain bond lengths (contd)
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Main-chain bond lengths (contd)
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Main-chain bond angles (contd)
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