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Plot statistics

Residues in most favoured regions  [A,B,L]             3221  92.7%
Residues in additional allowed regions  [a,b,l,p]       238   6.8%
Residues in generously allowed regions  [~a,~b,~l,~p]     10   0.3%
Residues in disallowed regions                            7   0.2%
                                                       ---- ------
Number of non-glycine and non-proline residues         3476 100.0%

Number of end-residues (excl. Gly and Pro)               50       

Number of glycine residues (shown as triangles)         265       
Number of proline residues                              207       
                                                       ----       
Total number of residues                               3998       

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
new-entry  
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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   3476        92.7      83.8    10.0        0.9    Inside 
b. Omega angle st dev           3950         1.6       6.0     3.0       -1.5    BETTER 
c. Bad contacts / 100 residues     23         0.6       4.2    10.0       -0.4    Inside 
d. Zeta angle st dev            3714         1.1       3.1     1.6       -1.3    BETTER 
e. H-bond energy st dev         2652         0.7       0.8     0.2       -0.6    Inside 
f. Overall G-factor             3998         0.4      -0.4     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     481        10.5      18.1     6.5       -1.2    BETTER 
b. Chi-1 trans st dev           1015        11.3      19.0     5.3       -1.4    BETTER 
c. Chi-1 gauche plus st dev     1639        11.1      17.5     4.9       -1.3    BETTER 
d. Chi-1 pooled st dev          3135        11.2      18.2     4.8       -1.4    BETTER 
e. Chi-2 trans st dev           1047        12.8      20.4     5.0       -1.5    BETTER 
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c. C-alpha chirality: abs. deviation of zeta torsion
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Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

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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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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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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d. Secondary structure & estimated accessibility

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

e. Sequence & Ramachandran regions
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Overall    

58 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155
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new-entry_06.ps

Residue properties
new-entry

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.

158 165 170 175 180 185 190 195 200 205 210 215 220 225 230 240 245 250 255

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

158 165 170 175 180 185 190 195 200 205 210 215 220 225 230 240 245 250 255

    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.

158 165 170 175 180 185 190 195 200 205 210 215 220 225 230 240 245 250 255
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

HV I ENLHAAAYRNALANSLYCPDYR I GKVTPVELHDYVQNHFT SARMAL I GLGVSHPVLKQVAEQFLN I RGGLG  
 
 

 
 
 

L SGAKAKYHGGE I REQNGDSLVHA

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* . *
+

. . . . . . . . . * *
*
*
*

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

. * * *
+

. * * . * * * *
*
*
+

. . . . . . . *
+

* *
+

* . . . . * *
+

. . * * . . *
+

*
1
.
5
*

. * * . . . * . . *
+

. . * . . *
+

*
*
+

. * * . . *
+

*
+

. . . * . *
*

. .

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

MC bonds   
MC angles  
Mainchain  

Overall    

158 165 170 175 180 185 190 195 200 205 210 215 220 225 230 240 245 250 255
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new-entry_06.ps

Residue properties
new-entry

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.

256 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

256 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355

    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.

256 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355
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

ALVAE SAA I GSAEANAF SVLQHVLGAGPHVKRGSNAT S S LYQAVAKGVHQP FDVSAFNASYSDSGLFGFYT I SQAASAGDV I KAAYNQVKT I AQGNL SNP

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    

256 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355
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new-entry_06.ps

Residue properties
new-entry

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.

356 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 15 20

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

356 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 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.

356 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 15 20
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

DVQAAKNKLKAGYLMSVES SEGF LDEVGSQALAAGSYTP P S TVLQQ I DAVADADV I NAAKKFVSGRKSMAASGNLGHTP F I DEL  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

NNAF I D

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    

356 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 15 20
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new-entry_06.ps

Residue properties
new-entry

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

    8

   16

   24

   32

   40
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

L PAP SN I S SWWNFGS LLG I CL I LQ I LTGL FLAMHYTSDTTTAF S SVTH I CRDVNYGWI I RYMHANGASMF F I CLYMHVGRGLYYGSYTF LETWN I GV I LL

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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new-entry_06.ps

Residue properties
new-entry

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

    8

   16

   24

   32

   40
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

LTVMATAFMGYVL PWGQMS FWGATV I TNLLSA I PY I GTNLVEWIWGGF SVDKATLTRF FAFHF I L P F I IMA I AMVHLLF LHETGSNNPTG I S SDVDK I P 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    

121 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220
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new-entry_06.ps

Residue properties
new-entry

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

    8

   16

   24

   32

   40
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

HPYYT I KD I LGALLL I LALMLLVLFAPDLLGDPDNYT PANP LNTP PH I KPEWYFL FAYA I LRS I PNKLGGVLALAF S I L I LAL I P LLHT SKQRSMMFRP L

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
3
.
5
1
*

*
*

*
+

*
*

* . *
+

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

. * * *
*

*
*
*
*

. . . . . . . * . *
*

* . * . . . . . . *
+

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

*
*
+

*
+

. * . *
+

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

*
*

. . * * * * *
+

* *
+

*
+

. . . . *
+

* . *
+

* * *

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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new-entry_06.ps

Residue properties
new-entry

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 5 10 15 20 25 30

    8

   16

   24

   32

   40
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 5 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.

321 330 335 340 345 350 355 360 365 370 375 5 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
D

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

e. Sequence & Ramachandran regions

SQCLFWALVADLLTLTWI GGQPVEHPY I T I GQLASVLYF LL I LVLMP TAGT I ENKLLKW 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

SDLELHP P SYPWSHRGLL S S LDHT S I RRGFQ

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 5 10 15 20 25 30
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new-entry_06.ps

Residue properties
new-entry

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.

32 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

32 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.

32 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

VYKQVCS SCHSMDYVAYRHLVGVCYTEDEAKALAEEVEVQDGPNEDGEMFMRPGKLSDYF PKPYPNP EAARAANNGALP PDLSY I VRARHGGEDYVF SLL

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. . *
+

*
+

. *
+

* * . * . *
*

. . . . . . * . * . . . . . . . . . * . . . *
*

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

. . . . . . * *
+

*
+

. . * . . . . . *
+

*
+

* . . . . *
9
.
9

*

* . *
+

. * . . *

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

32 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130
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new-entry_06.ps

Residue properties
new-entry

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.

132 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

132 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230

    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.

132 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230
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

TGYCE P P TGVS LREGLYFNPYF PGQA I GMAP P I YNEVLE FDDGTPATMSQVAKDVCT FLRWAAEP EHDHRKRMGLKMLLMMGLLL PLVYAMKRHKWSVLK

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    

132 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230
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new-entry_06.ps

Residue properties
new-entry

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.

232 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

232 240 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.

232 240 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
E

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

e. Sequence & Ramachandran regions

SRKLAYRP PK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

SHTD I KVPDF SDYRRPEVLDS TKS SKE S S EARKGF SYLVTATTTVGVAYAAKNVVSQFVS SMSASADVLAMSK I E I KLSD

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

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

. . * . . * . *
+

. . * . *
*

*
*

*
*
*
*

*
+

*
+

. * * * *
*

* * . . . . . . . * . . . * . * *
*

* . . . . * * . *
+

* . . . * . . * *
3
.
5
*

*
*

*
+

. . . . . *
+

*
*

*
+

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

MC bonds   
MC angles  
Mainchain  

Overall    

232 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80
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new-entry_06.ps

Residue properties
new-entry

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

    8

   16

   24

   32

   40
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

I PEGKNMAFKWRGKP LFVRHRTKKE I DQEAAVEVSQLRDPQHDLERVKKPEWV I L I GVCTHLGCVP I ANAGDFGGYYCPCHGSHYDASGR I RKGPAP LNL

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    

81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180
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new-entry_06.ps

Residue properties
new-entry

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 20 25 30 35 40 45 50 55 60 65 70 75 80 85

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

181 190 195 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.

181 190 195 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
F

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

e. Sequence & Ramachandran regions

EVP SYEF TSDDMV I VG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

WLEG I RKWYYNAAGFNKLGLMRDDT I HENDDVKEA I RRL PENLYDDRVFR I KRALDL SMRQQ I LPKEQWTKYEE

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 20 25 30 35 40 45 50 55 60 65 70 75 80 85
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new-entry_06.ps

Residue properties
new-entry

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.

86 95 100 105 110 5 10 15 20 25 30 35 40 45 50 55 60 65

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

86 95 100 105 110 5 10 15 20 25 30 35 40 45 50 55 60 65

    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.

86 95 100 105 110 5 10 15 20 25 30 35 40 45 50 55 60 65
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

DKSYLEPYLKEV I RERKEREEWAKK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

GRQFGHLTRVRHV I TYSL S P FEQRAF PHYF SKG I PNVLRRTRAC I LRVAP P FVAFYLVYTWGTQE

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    

86 95 100 105 110 5 10 15 20 25 30 35 40 45 50 55 60 65
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new-entry_06.ps

Residue properties
new-entry

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.

66 75 20 25 30 35 40 45 50 55 60 65 70 75

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

66 75 20 25 30 35 40 45 50 55 60 65 70 75

    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.

66 75 20 25 30 35 40 45 50 55 60 65 70 75
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
H I

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

e. Sequence & Ramachandran regions

F EKSKRKNPA  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

LVDPLTTVREQCEQLEKCVKARERLELCDERVS SRSQTEEDCTEELLDF LHARDHCVAHKL FNSLK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

AAVP

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    

66 75 20 25 30 35 40 45 50 55 60 65 70 75
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new-entry_06.ps

Residue properties
new-entry

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.

36 55 60 65 70 75 40 45 50 55 60 5 10

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

36 55 60 65 70 75 40 45 50 55 60 5 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.

36 55 60 65 70 75 40 45 50 55 60 5 10
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
I J N

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

e. Sequence & Ramachandran regions

ATS ES PV  
 
 

 
 
 

SVLCRE SLRGQAAGRP LVASVS LNVPASVRY  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

RAFDQGADA I YEH I NEGKLWKH I KHKYENK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

TATYAQALQS

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. . . . * *
6
.
8
*

* . . *
*

* *
*
+

* *
*
+

*
+

. . . . . . . . . * . . . *
*

* *
*

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

. . . . . . *
+

. * * *
*
*
+

. . . *
+

* *
*
*
*

*
+

. *
*

. *
+

. *
+

* * * .

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

MC bonds   
MC angles  
Mainchain  

Overall    

36 55 60 65 70 75 40 45 50 55 60 5 10
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new-entry_06.ps

Residue properties
new-entry

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.

11 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

11 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.

11 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

VPETQVSQLDNGLRVAS EQS SQP TCTVGVWI DAGSRYES EKNNGAGYFVEHLAFKGTKNRPGNALEKEVESMGAHLNAYSTREHTAYY I KALSKDLPKAV

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    

11 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110
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new-entry_06.ps

Residue properties
new-entry

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.

111 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

111 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210

    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.

111 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210
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

ELLAD I VQNCS LEDSQ I EKERDV I LQELQENDT SMRDVVFNYLHATAFQGT PLAQSVEGP S ENVRKL SRADLTEYLSRHYKAPRMVLAAAGGLEHRQLLD

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* * . . * * *
+

*
*
*
*

*
2
.
6
*

*
+

. *
+

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

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

. . . . . *
*

. . * . * . *
+

. * . . . . * . * * . . *
*
*

* . * . . . *
*

*
*
+

. * *
+

* *
*
*
+

. . . * *
*
*

. . *
+

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

*

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

MC bonds   
MC angles  
Mainchain  

Overall    

111 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210
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new-entry_06.ps

Residue properties
new-entry

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.

211 220 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

211 220 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305

    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.

211 220 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
N

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

e. Sequence & Ramachandran regions

LAQKHF SGL SG  
 
 

 
 
 

T  
 
 

 
 
 

DEDAVPTLS PCRF TGSQ I CHREDGL PLAHVA I AVEGPGWAHPDNVALQVANA I I GHYDCTYGGGAHL S S PLAS I AATNKLCQS 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    

211 220 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305
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new-entry_06.ps

Residue properties
new-entry

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.

308 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

308 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405

    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.

308 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405
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

QTFN I CYADTGLLGAHFVCDHMS I DDMMFVLQGQWMRLCTSATES EVLRGKNLLRNALVSHLDGTTPVCED I GRS LLTYGRR I PLAEWE SR I AEVDARVV

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. *
+

. . . *
+

. . . . . . . . . * . . . . . . . *
*

. . * . . . * * . . . . . . . *
*
*

*
6
.
6
*

* . . . * . . * . . . . * . * * *
*
*

* * . . . *
+

. . * . * *
*

. * * * . *
+

. *
+

* . . . *
*

. * . . . * . . . *
+

. . . * . . .

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

MC bonds   
MC angles  
Mainchain  

Overall    

308 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405

Page 25



new-entry_06.ps

Residue properties
new-entry

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.

408 415 420 425 430 435 440 20 25 30 35 40 45 50 55 60 65

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

408 415 420 425 430 435 440 20 25 30 35 40 45 50 55 60 65

    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.

408 415 420 425 430 435 440 20 25 30 35 40 45 50 55 60 65
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
O O

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

e. Sequence & Ramachandran regions

REVCSKYFYDQCPAVAGFGP I EQLPDYNR I RSGMFW 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

EVP P  
 
 

 
 
 

HPQDLEF TRLPNGLV I ASLENYAPASR I GLF I KAGSRYENSNNLGTSH

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

408 415 420 425 430 435 440 20 25 30 35 40 45 50 55 60 65
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new-entry_06.ps

Residue properties
new-entry

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.

68 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

68 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165

    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.

68 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165
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

LLRLAS S LTTKGAS S FK I TRG I EAVGGKL SVTS TRENMAYTVECLRDDVD I LMEF LLNVTTAP EFRRWEVAALQPQLR I DKAVALQNPQAHV I ENLHAAA

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    

68 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165
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new-entry_06.ps

Residue properties
new-entry

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.

168 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 265

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

168 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 265

    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.

168 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 265
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

YRNALANSLYCPDYR I GKVTPVELHDYVQNHFT SARMAL I GLGVSHPVLKQVAEQFLN I RGGLGL SGAKAKYHGGE I REQNGDSLVHAALVAE SAA I GSA

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. . * *
*
*
*

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

*
*

* * *
*

* * . * . * * *
*
*
*

. . . . . * . *
+

* *
+

* * . . . . *
+

. . * * . . * *
7
.
4
*

. . . . . . *
+

* * *
*

. . . . . *
+

*
*

. *
+

* . . *
+

*
+

* . . * . *
*

. . . . . . *
+

. . . *
+

. . .

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

MC bonds   
MC angles  
Mainchain  

Overall    

168 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 265
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new-entry_06.ps

Residue properties
new-entry

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.

268 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 365

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

268 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 365

    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.

268 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 365
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

EANAF SVLQHVLGAGPHVKRGSNAT S S LYQAVAKGVHQP FDVSAFNASYSDSGLFGFYT I SQAASAGDV I KAAYNQVKT I AQGNL SNPDVQAAKNKLKAG

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    

268 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 365
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new-entry_06.ps

Residue properties
new-entry

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.

368 375 380 385 390 395 400 405 410 415 420 425 430 435 10 15 20 25

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

368 375 380 385 390 395 400 405 410 415 420 425 430 435 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.

368 375 380 385 390 395 400 405 410 415 420 425 430 435 10 15 20 25
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
P P

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

e. Sequence & Ramachandran regions

YLMSVES SEGF LDEVGSQALAAGSYTP P S TVLQQ I DAVADADV I NAAKKFVSGRKSMAASGNLGHTP F I DEL  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

LMK I V  
 
 

 
 
 

NNAF I DLPAP S

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    

368 375 380 385 390 395 400 405 410 415 420 425 430 435 10 15 20 25
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new-entry_06.ps

Residue properties
new-entry

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.

26 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

26 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.

26 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

N I S SWWNFGSLLG I CL I LQ I LTGLF LAMHYT SDTTTAF S SVTH I CRDVNYGWI I RYMHANGASMF F I CLYMHVGRGLYYGSYT FLETWN I GV I LLLTVMA

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    

26 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125
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new-entry_06.ps

Residue properties
new-entry

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.

126 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

126 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225

    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.

126 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225
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

TAFMGYVLPWGQMS FWGATV I TNLL SA I PY I GTNLVEWIWGGF SVDKATLTRF FAFHF I LP F I IMA I AMVHLL FLHETGSNNP TG I S SDVDK I P FHPYYT

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. * *
*

. . * *
+

* . *
+

. . . * . . * . * * . * *
*

* . . . . . *
*
*
*

. *
+

. . * * * . * *
+

. . . . * * * . *
+

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

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

* *
+

*
+

*
*
*

*
+

. . . *
+

. . . . . . . . . * . . *
3
.
5
1
*

*
*
+

*
+

*
*

*

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

126 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225
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new-entry_06.ps

Residue properties
new-entry

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.

226 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

226 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325

    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.

226 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325
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

I KD I LGALLL I LALMLLVL FAPDLLGDPDNYTPANPLNT P PH I KP EWYF LFAYA I LRS I PNKLGGVLALAF S I L I LAL I PLLHTSKQRSMMFRPL SQCL 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    

226 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325
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new-entry_06.ps

Residue properties
new-entry

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.

326 335 340 345 350 355 360 365 370 375 5 10 15 20 25 30 35

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

326 335 340 345 350 355 360 365 370 375 5 10 15 20 25 30 35

    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.

326 335 340 345 350 355 360 365 370 375 5 10 15 20 25 30 35
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

WALVADLLTLTWI GGQPVEHPY I T I GQLASVLYFLL I LVLMPTAGT I ENKLLKW 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

SDLELHP P SYPWSHRGLLS SLDHTS I RRGFQVYKQV

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

326 335 340 345 350 355 360 365 370 375 5 10 15 20 25 30 35
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new-entry_06.ps

Residue properties
new-entry

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.

37 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

37 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135

    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.

37 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135
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

CS SCHSMDYVAYRHLVGVCYTEDEAKALAEEVEVQDGPNEDGEMFMRPGKL SDYF PKPYPNPEAARAANNGAL P PDL SY I VRARHGGEDYVF S LLTGYCE

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

*
+

* . . . *
*

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

. . . *
*

. . . * . * . * . . . . *
*

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

. . . . . . * *
+

*
+

. . * . . . . . *
+

*
+

*
*

*
*
*
+

*
+

. . *
5
.
9

*

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

*
*

. . .

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

37 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135
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new-entry_06.ps

Residue properties
new-entry

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.

137 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

137 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235

    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.

137 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235
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

P PTGVSLREGLYFNPYF PGQA I GMAP P I YNEVLEFDDGT PATMSQVAKDVCTF LRWAAE PEHDHRKRMGLKMLLMMGLLLP LVYAMKRHKWSVLKSRKLA

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    

137 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235
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new-entry_06.ps

Residue properties
new-entry

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.

237 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

237 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.

237 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
R

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

e. Sequence & Ramachandran regions

YRP PK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

SHTD I KVPDF SDYRRP EVLDSTKS SKES SEARKGF SYLVTATTTVGVAYAAKNVVSQFVS SMSASADVLAMSK I E I KL SD I P EGK

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

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

. * . * . * *
+

. . * . . * . *
+

. * * . *
+

*
*

*
5
.
4
*

*
+

*
+

. * . * *
*

* *
*
+

* * . . *
+

* . * . . . . . * . * . . * . * * . * * * . *
*

* . * *
+

. . . . . . . . * *
+

*
+

*
+

* . . *
*
+

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

MC bonds   
MC angles  
Mainchain  

Overall    

237 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85
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new-entry_06.ps

Residue properties
new-entry

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.

86 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

86 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.

86 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

NMAFKWRGKPL FVRHRTKKE I DQEAAVEVSQLRDPQHDLERVKKP EWV I L I GVCTHLGCVP I ANAGDFGGYYCPCHGSHYDASGR I RKGPAPLNLEVP SY

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    

86 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185
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new-entry_06.ps

Residue properties
new-entry

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.

186 195 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

186 195 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90

    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.

186 195 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90
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

E FT SDDMV I VG  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

WLEG I RKWYYNAAGFNKLGLMRDDT I HENDDVKEA I RRLP ENLYDDRVFR I KRALDLSMRQQ I L PKEQWTKYEEDKSYL

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    

186 195 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90

Page 39



new-entry_06.ps

Residue properties
new-entry

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.

91 100 105 110 5 10 15 20 25 30 35 40 45 50 55 60 65 70

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

91 100 105 110 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.

91 100 105 110 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
T

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

e. Sequence & Ramachandran regions

E PYLKEV I RERKEREEWAKK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

GRQFGHLTRVRHV I TYS LS P F EQRAF PHYF SKG I PNVLRRTRAC I LRVAP P FVAFYLVYTWGTQE FEKSK

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    

91 100 105 110 5 10 15 20 25 30 35 40 45 50 55 60 65 70
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new-entry_06.ps

Residue properties
new-entry

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.

71 20 25 30 35 40 45 50 55 60 65 70 75

    8

   16

   24

   32

   40
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

71 20 25 30 35 40 45 50 55 60 65 70 75

    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.

71 20 25 30 35 40 45 50 55 60 65 70 75
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility
U V

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

e. Sequence & Ramachandran regions

RKNPAA  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

LVDPLTTVREQCEQLEKCVKARERLELCDERVS SRSQTEEDCTEELLDF LHARDHCVAHKL FNSLK  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

AAVPATS E

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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Black bars >  2.0 st. devs. from mean. or signifies data points off the graph in the direction shown.
Solid and dashed lines represent the mean and standard deviation values as per Engh & Huber small-molecule data.
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Histograms showing RMS distances of planar atoms from best-fit plane.

signifies data points off the graph in the direction shown.

Black bars indicate large deviations from planarity: RMS dist > 0.03 for rings, and > 0.02 otherwise.
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Bond angles differing by > 10.0 degrees from small-molec values. Values shown: "ideal", actual, diff.
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Planar groups (contd)
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Planar groups (contd)
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Sidechains with RMS dist. from planarity > 0.03A for rings, or > 0.02A otherwise. Value shown is RMS dist.


