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Plot statistics

Residues in most favoured regions  [A,B,L]             4011  92.2%
Residues in additional allowed regions  [a,b,l,p]       339   7.8%
Residues in generously allowed regions  [~a,~b,~l,~p]      0   0.0%
Residues in disallowed regions                            0   0.0%
                                                       ---- ------
Number of non-glycine and non-proline residues         4350 100.0%

Number of end-residues (excl. Gly and Pro)               18       

Number of glycine residues (shown as triangles)         462       
Number of proline residues                              348       
                                                       ----       
Total number of residues                               5178       

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
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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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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   4350        92.2      50.6    10.0        4.2    BETTER 
b. Omega angle st dev           5136         4.6       6.0     3.0       -0.5    Inside 
c. Bad contacts / 100 residues      6         0.1      35.5    10.0       -3.5    BETTER 
d. Zeta angle st dev            4716         1.2       3.1     1.6       -1.2    BETTER 
e. H-bond energy st dev         3275         0.7       1.2     0.2       -2.3    BETTER 
f. Overall G-factor             5178         0.2      -1.0     0.3        4.2    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     494         9.5      32.7     6.5       -3.6    BETTER 
b. Chi-1 trans st dev           1314        11.4      30.8     5.3       -3.7    BETTER 
c. Chi-1 gauche plus st dev     2014        10.3      29.6     4.9       -3.9    BETTER 
d. Chi-1 pooled st dev          3822        10.7      30.4     4.8       -4.1    BETTER 
e. Chi-2 trans st dev           1212        12.6      29.0     5.0       -3.3    BETTER 
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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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e. Sequence & Ramachandran regions
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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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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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Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions
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c. C-alpha chirality: abs. deviation of zeta torsion
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d. Secondary structure & estimated accessibility
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Key:- Helix Beta strand Random coil Accessibility shading: Buried Accessible

e. Sequence & Ramachandran regions
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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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Dihedrals  

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

63 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

163 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 

    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.

163 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

163 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 
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

GSVPDTCKDANGVKTTAGSWI AMP P PLMDDLVEYADGHDASVHAMAEDVSAFLMWAAEPKLMARKQAGFTAVMFLTVLSVLLYLTNKRLWAGVK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

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    

163 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

9 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 

    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.

9 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

9 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 
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

GTRRDFLYYATAGAGAVATGAAVWPL I NQMNP SADVQALAS I FVDVS SVEPGVQLTVKFLGCP I F I RRRTEAD I ELGRSVQLGQLVDTNARNAN I DAGAE

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    

9 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

109 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 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.

109 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 10 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

109 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 10 
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

ATDQNRTLDEAGEWLVMWGVCTHLGCVP I GGVSGDFGGWFCPCHGSHYDSAGR I RKGPAPENLP I PLAKF I DETT I QLG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

G I PHDHYEPRT

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    

109 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 10 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

14 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.

14 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

14 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

G I EKWLHSRLP I VALAYDT IMI PTPRNLNWMWIWGVVLAFCLVLQ I VTG I VLAMHYTPHVDLAFASVEH IMRNVNGGFMLRYLHANGASLF F I AVYLH I F

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    

14 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

114 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 

    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.

114 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

114 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 
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

RGLYYGSYKAPREVTWI VGML I YLAMMATAFMGYVLPWGQMS FWGATV I TGLFGA I PG I GHS I QTWLLGGPCVDNATLNRF F SLHYLLP FV I AALVA I H I

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    

c

c

c = cis-peptide

114 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

214 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 

    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.

214 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

214 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 
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

WAFHSTGNNNPTGVEVRRTSKAEAQKDTVP FWPYF I I KDVFALAVVLLVF FA I VGFMPNYLGHPDNY I EANPLSTPAH I VPEWYFLP FYA I LRAFTADVW

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. . *
*
+

*
+

. *
*

. *
*

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

* *
*

. * *
+

*
*

*
*
*

. * *
+

*
3
.
5
1
*

*
*
+

*
+

*
*
+

* * *
+

. * * . * . . * *
+

. . . *
+

. * . *
*

*
0
.
5
*

*
+

* . * . . * * . *
*

* * . . . * . . *
+

* . * * . *
+

*
+

. *
+

*
+

* * * * . . *
*

*
*
+

* * * * . * .

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

214 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

314 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 

    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.

314 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

314 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 
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

VVQ I ANF I S FG I I DAKF FGVLAMFGA I LVMALVPWLDTS PVRSGRYRPMFK I YFWLLAADFV I LTWVGAQQTTF PYDWI SL I ASAYWFAYFLV I LP I LGA

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    

c

c

c = cis-peptide

314 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

414 420 425 430 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.

414 420 425 430 5 10 15 20 25 30 35 40 45 50 55 60 65 70 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

414 420 425 430 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

F

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

e. Sequence & Ramachandran regions

I EKPVAP PAT I EEDFNA  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

AGGGHVEDVP F S FEGP FGTFDQHQLQRGLQVYTEVCAACHGMKFVP I RSLSEPGGPELPEDQVRAYATQFTVT

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    

414 420 425 430 5 10 15 20 25 30 35 40 45 50 55 60 65 70 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

74 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.

74 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

74 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

DEETGEDREGKPTDHF PHSALENAPDLSLMAKARAGFHGPMGTG I SQLFNG I GGPEY I YSVLTGF PEEP PKCAEGHEPDGFYYNRAFQNGSVPDTCKDAN

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    

c

c

c = cis-peptide

74 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

174 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 15 

    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.

174 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 15 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

174 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 15 
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

GVKTTAGSWI AMP P PLMDDLVEYADGHDASVHAMAEDVSAFLMWAAEPKLMARKQAGFTAVMFLTVLSVLLYLTNKRLWAGVK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

GTRRDFL

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    

174 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 15 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

16 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 

    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.

16 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

16 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 
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

YYATAGAGAVATGAAVWPL I NQMNP SADVQALAS I FVDVS SVEPGVQLTVKFLGCP I F I RRRTEAD I ELGRSVQLGQLVDTNARNAN I DAGAEATDQNRT

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    

16 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

116 125 130 135 140 145 150 155 160 165 170 175 180 185 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.

116 125 130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

116 125 130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 
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

LDEAGEWLVMWGVCTHLGCVP I GGVSGDFGGWFCPCHGSHYDSAGR I RKGPAPENLP I PLAKF I DETT I QLG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

G I PHDHYEPRTG I EKWLH

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    

116 125 130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

21 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.

21 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

21 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

SRLP I VALAYDT IMI PTPRNLNWMWIWGVVLAFCLVLQ I VTG I VLAMHYTPHVDLAFASVEH IMRNVNGGFMLRYLHANGASLF F I AVYLH I FRGLYYGS

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    

21 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

121 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 

    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.

121 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

121 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 
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

YKAPREVTWI VGML I YLAMMATAFMGYVLPWGQMS FWGATV I TGLFGA I PG I GHS I QTWLLGGPCVDNATLNRF F SLHYLLP FV I AALVA I H IWAFHSTG

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    

c

c

c = cis-peptide

121 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

221 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 

    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.

221 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

221 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 
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

NNNPTGVEVRRTSKAEAQKDTVP FWPYF I I KDVFALAVVLLVF FA I VGFMPNYLGHPDNY I EANPLSTPAH I VPEWYFLP FYA I LRAFTADVWVVQ I ANF

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    

c

c

c = cis-peptide

221 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

321 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 

    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.

321 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

321 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 
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 S FG I I DAKF FGVLAMFGA I LVMALVPWLDTS PVRSGRYRPMFK I YFWLLAADFV I LTWVGAQQTTF PYDWI SL I ASAYWFAYFLV I LP I LGA I EKPVAP

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    

c

c

c = cis-peptide

321 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 

Page 22



pdb6nin_06.ps

Residue properties
pdb6nin

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.

421 430 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 

    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.

421 430 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

421 430 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

L

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

e. Sequence & Ramachandran regions

PAT I EEDFNA  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

AGGGHVEDVP F S FEGP FGTFDQHQLQRGLQVYTEVCAACHGMKFVP I RSLSEPGGPELPEDQVRAYATQFTVTDEETGED

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    

421 430 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 

    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.

81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 
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

REGKPTDHF PHSALENAPDLSLMAKARAGFHGPMGTG I SQLFNG I GGPEY I YSVLTGF PEEP PKCAEGHEPDGFYYNRAFQNGSVPDTCKDANGVKTTAG

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    

c

c

c = cis-peptide

81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

181 190 195 200 205 210 215 220 225 230 235 240 245 250 255 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.

181 190 195 200 205 210 215 220 225 230 235 240 245 250 255 15 20 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

181 190 195 200 205 210 215 220 225 230 235 240 245 250 255 15 20 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

M

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

e. Sequence & Ramachandran regions

SWI AMP P PLMDDLVEYADGHDASVHAMAEDVSAFLMWAAEPKLMARKQAGFTAVMFLTVLSVLLYLTNKRLWAGVK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

GTRRDFLYYATAGA

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    

181 190 195 200 205 210 215 220 225 230 235 240 245 250 255 15 20 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

23 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.

23 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

23 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

GAVATGAAVWPL I NQMNP SADVQALAS I FVDVS SVEPGVQLTVKFLGCP I F I RRRTEAD I ELGRSVQLGQLVDTNARNAN I DAGAEATDQNRTLDEAGEW

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    

23 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 

Page 26



pdb6nin_06.ps

Residue properties
pdb6nin

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.

123 130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 

    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.

123 130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

123 130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

O

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

e. Sequence & Ramachandran regions

LVMWGVCTHLGCVP I GGVSGDFGGWFCPCHGSHYDSAGR I RKGPAPENLP I PLAKF I DETT I QLG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

G I PHDHYEPRTG I EKWLHSRLP I VA

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    

123 130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

28 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 

    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.

28 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

28 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 
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

LAYDT IMI PTPRNLNWMWIWGVVLAFCLVLQ I VTG I VLAMHYTPHVDLAFASVEH IMRNVNGGFMLRYLHANGASLF F I AVYLH I FRGLYYGSYKAPREV

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    

c

c

c = cis-peptide

28 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

128 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 

    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.

128 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

128 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 
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

TWI VGML I YLAMMATAFMGYVLPWGQMS FWGATV I TGLFGA I PG I GHS I QTWLLGGPCVDNATLNRF F SLHYLLP FV I AALVA I H IWAFHSTGNNNPTGV

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    

128 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

228 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 

    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.

228 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

228 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 
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

EVRRTSKAEAQKDTVP FWPYF I I KDVFALAVVLLVF FA I VGFMPNYLGHPDNY I EANPLSTPAH I VPEWYFLP FYA I LRAFTADVWVVQ I ANF I S FG I I D

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. . * . . . *
+

* *
*

. * *
+

*
*

*
*
*

. * *
+

*
3
.
5
1
*

*
*
+

*
*

*
*
+

* * *
+

. . * . * . . * *
*

. . . *
+

. * . *
*

*
0
.
5
*

*
+

* . * . . * * . *
*

* * . . . * . . *
+

* . * * . *
+

*
+

. * *
+

* * * * . * *
*

*
*
+

* * * *
+

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

* *

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

228 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

328 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 

    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.

328 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

328 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 
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

AKF FGVLAMFGA I LVMALVPWLDTS PVRSGRYRPMFK I YFWLLAADFV I LTWVGAQQTTF PYDWI SL I ASAYWFAYFLV I LP I LGA I EKPVAP PAT I EED

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    

c

c

c = cis-peptide

328 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

428 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 

    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.

428 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

428 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

P

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

e. Sequence & Ramachandran regions

FNA  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

AGGGHVEDVP F S FEGP FGTFDQHQLQRGLQVYTEVCAACHGMKFVP I RSLSEPGGPELPEDQVRAYATQFTVTDEETGEDREGKPTD

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    

428 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

88 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 

    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.

88 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

88 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 
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

HF PHSALENAPDLSLMAKARAGFHGPMGTG I SQLFNG I GGPEY I YSVLTGF PEEP PKCAEGHEPDGFYYNRAFQNGSVPDTCKDANGVKTTAGSWI AMP P

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    

c

c

c = cis-peptide

88 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

188 195 200 205 210 215 220 225 230 235 240 245 250 255 15 20 25 

    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.

188 195 200 205 210 215 220 225 230 235 240 245 250 255 15 20 25 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

188 195 200 205 210 215 220 225 230 235 240 245 250 255 15 20 25 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

Q

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

e. Sequence & Ramachandran regions

PLMDDLVEYADGHDASVHAMAEDVSAFLMWAAEPKLMARKQAGFTAVMFLTVLSVLLYLTNKRLWAGVK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

GTRRDFLYYATAGAGAVATGA

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    

188 195 200 205 210 215 220 225 230 235 240 245 250 255 15 20 25 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 

    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.

30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 
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

AVWPL I NQMNP SADVQALAS I FVDVS SVEPGVQLTVKFLGCP I F I RRRTEAD I ELGRSVQLGQLVDTNARNAN I DAGAEATDQNRTLDEAGEWLVMWGVC

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    

30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 30 

    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.

130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 30 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 30 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

S

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

e. Sequence & Ramachandran regions

THLGCVP I GGVSGDFGGWFCPCHGSHYDSAGR I RKGPAPENLP I PLAKF I DETT I QLG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

G I PHDHYEPRTG I EKWLHSRLP I VALAYDT IM

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    

130 135 140 145 150 155 160 165 170 175 180 185 10 15 20 25 30 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 

    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.

35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 
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 PTPRNLNWMWIWGVVLAFCLVLQ I VTG I VLAMHYTPHVDLAFASVEH IMRNVNGGFMLRYLHANGASLF F I AVYLH I FRGLYYGSYKAPREVTWI VGML

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    

c

c

c = cis-peptide

35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 

    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.

135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 
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 YLAMMATAFMGYVLPWGQMS FWGATV I TGLFGA I PG I GHS I QTWLLGGPCVDNATLNRF F SLHYLLP FV I AALVA I H IWAFHSTGNNNPTGVEVRRTSK

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    

135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 

    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.

235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 
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

AEAQKDTVP FWPYF I I KDVFALAVVLLVF FA I VGFMPNYLGHPDNY I EANPLSTPAH I VPEWYFLP FYA I LRAFTADVWVVQ I ANF I S FG I I DAKF FGVL

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* *
*

. * *
+

*
*

*
*
+

. * *
+

*
3
.
5
1
*

*
*
+

*
*

*
*
+

* * *
*

. . * . * . . * *
+

. . . *
+

* * . *
*

*
0
.
5
*

*
+

* . * . . * * . *
*

* * . . . * . . *
+

* . * * . *
+

*
+

*
*

* *
+

* * * * . . * *
*
+

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

* * . * . * . * .

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 

    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.

335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 
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

AMFGA I LVMALVPWLDTS PVRSGRYRPMFK I YFWLLAADFV I LTWVGAQQTTF PYDWI SL I ASAYWFAYFLV I LP I LGA I EKPVAP PAT I EEDFNA  
 
 

 
 
 

 
 
 

 
 
 

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    

c

c

c = cis-peptide

335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 

    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.

1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

T

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

e. Sequence & Ramachandran regions

AGGGHVEDVP F S FEGP FGTFDQHQLQRGLQVYTEVCAACHGMKFVP I RSLSEPGGPELPEDQVRAYATQFTVTDEETGEDREGKPTDHF PHSALENAPDL

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    

1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 

    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.

101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 
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

SLMAKARAGFHGPMGTG I SQLFNG I GGPEY I YSVLTGF PEEP PKCAEGHEPDGFYYNRAFQNGSVPDTCKDANGVKTTAGSWI AMP P PLMDDLVEYADGH

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    

c

c

c = cis-peptide

101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

201 210 215 220 225 230 235 240 245 250 255 15 20 25 30 35 40 

    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.

201 210 215 220 225 230 235 240 245 250 255 15 20 25 30 35 40 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

201 210 215 220 225 230 235 240 245 250 255 15 20 25 30 35 40 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

U

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

e. Sequence & Ramachandran regions

DASVHAMAEDVSAFLMWAAEPKLMARKQAGFTAVMFLTVLSVLLYLTNKRLWAGVK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

GTRRDFLYYATAGAGAVATGAAVWPL I NQMNP SA

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    

201 210 215 220 225 230 235 240 245 250 255 15 20 25 30 35 40 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

43 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 

    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.

43 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

43 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 
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

DVQALAS I FVDVS SVEPGVQLTVKFLGCP I F I RRRTEAD I ELGRSVQLGQLVDTNARNAN I DAGAEATDQNRTLDEAGEWLVMWGVCTHLGCVP I GGVSG

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    

43 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

143 150 155 160 165 170 175 180 185 10 15 20 25 30 35 40 45 

    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.

143 150 155 160 165 170 175 180 185 10 15 20 25 30 35 40 45 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

143 150 155 160 165 170 175 180 185 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

W

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

e. Sequence & Ramachandran regions

DFGGWFCPCHGSHYDSAGR I RKGPAPENLP I PLAKF I DETT I QLG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

G I PHDHYEPRTG I EKWLHSRLP I VALAYDT IMI PTPRNLNWMWIW

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    

143 150 155 160 165 170 175 180 185 10 15 20 25 30 35 40 45 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

48 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 

    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.

48 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

48 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 
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

GVVLAFCLVLQ I VTG I VLAMHYTPHVDLAFASVEH IMRNVNGGFMLRYLHANGASLF F I AVYLH I FRGLYYGSYKAPREVTWI VGML I YLAMMATAFMGY

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    

c

c

c = cis-peptide

48 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

148 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 

    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.

148 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

148 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 
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

VLPWGQMS FWGATV I TGLFGA I PG I GHS I QTWLLGGPCVDNATLNRF F SLHYLLP FV I AALVA I H IWAFHSTGNNNPTGVEVRRTSKAEAQKDTVP FWPY

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    

c

c

c = cis-peptide

148 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

248 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 

    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.

248 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

248 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 
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

F I I KDVFALAVVLLVF FA I VGFMPNYLGHPDNY I EANPLSTPAH I VPEWYFLP FYA I LRAFTADVWVVQ I ANF I S FG I I DAKF FGVLAMFGA I LVMALVP

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    

248 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

348 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 5 

    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.

348 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 5 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

348 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 5 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

X

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

e. Sequence & Ramachandran regions

WLDTS PVRSGRYRPMFK I YFWLLAADFV I LTWVGAQQTTF PYDWI SL I ASAYWFAYFLV I LP I LGA I EKPVAP PAT I EEDFNA  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

AGGGHVE

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    

c

c

c = cis-peptide

348 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 5 

Page 49



pdb6nin_06.ps

Residue properties
pdb6nin

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.

8 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 

    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.

8 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

8 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 
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

DVP F S FEGP FGTFDQHQLQRGLQVYTEVCAACHGMKFVP I RSLSEPGGPELPEDQVRAYATQFTVTDEETGEDREGKPTDHF PHSALENAPDLSLMAKAR

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    

8 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 
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pdb6nin_06.ps

Residue properties
pdb6nin

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.

108 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 

    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.

108 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 

    2

    4

    6

    8

   10
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

108 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 
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
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d. Secondary structure & estimated accessibility

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

e. Sequence & Ramachandran regions
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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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Main-chain bond angles
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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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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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RMS distances from planarity
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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.


