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Plot statistics

Residues in most favoured regions  [A,B,L]             2975  74.6%
Residues in additional allowed regions  [a,b,l,p]       925  23.2%
Residues in generously allowed regions  [~a,~b,~l,~p]     80   2.0%
Residues in disallowed regions                            8   0.2%
                                                       ---- ------
Number of non-glycine and non-proline residues         3988 100.0%

Number of end-residues (excl. Gly and Pro)               48       

Number of glycine residues (shown as triangles)         384       
Number of proline residues                              172       
                                                       ----       
Total number of residues                               4592       

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   3988        74.6      64.1    10.0        1.0    BETTER 
b. Omega angle st dev           4560         1.2       6.0     3.0       -1.6    BETTER 
c. Bad contacts / 100 residues    175         3.8      22.3    10.0       -1.8    BETTER 
d. Zeta angle st dev            4168         0.9       3.1     1.6       -1.4    BETTER 
e. H-bond energy st dev         2763         0.8       1.1     0.2       -1.3    BETTER 
f. Overall G-factor             4592         0.1      -0.8     0.3        3.0    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     588        16.8      28.2     6.5       -1.8    BETTER 
b. Chi-1 trans st dev           1284        17.3      27.1     5.3       -1.9    BETTER 
c. Chi-1 gauche plus st dev     1768        17.3      25.8     4.9       -1.7    BETTER 
d. Chi-1 pooled st dev          3640        17.4      26.6     4.8       -1.9    BETTER 
e. Chi-2 trans st dev           1244        17.3      26.3     5.0       -1.8    BETTER 
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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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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

RDLVTGD I I AYVAKGTL I ATGGYGR I YKNTTNAVVCEGTGTA I ALETG I AQLGNMEAVQFHPTPLF P SG I LLTEGCRGDGG I LRDVDGHRFMPDYEPEKK

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. . *
+

*
+

. * . * * . *
+

* *
+

*
*

* * *
+

. . *
+

* . * . * . * * . *
+

. . . . . . *
+

*
+

. . . * *
+

* * . . * . *
+

* * * . *
+

. . * *
+

. . . . * . * *
*
+

. . *
+

. *
*
*

*
*

*
+

*
*

* *
+

*
*

* . . *
+

*
+

. *
+

* . . *
*

* * *
6
.
6
*

*
5
.
6
*

*
*

* *
*

. *
*
*

*
*

.

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

197 205 210 215 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

297 305 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

297 305 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

297 305 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 
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

ELASRDVVSRRMI EH I RKGKGVQS PYGQHLWLD I S I LGRKH I ETNLRDVQE I CEYFAG I DPAEKWAPVLPMQHYSMGG I RTDYRGEAKLKGLF SAGEAAC

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* * . . *
*

*
*
+

*
*
*
*

*
*

*
*

*
*
+

*
+

*
*

*
*
*

*
+

* . *
*

*
*

* * *
+

* * * * *
*
+

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

. *
*
+

. *
*

. . . *
*

. . *
*

*
8
.
5
*

*
8
.
5
*

* *
*

. *
+

* * *
+

. . *
+

. . *
*

* *
*
*
*

*
*

* *
+

*
*

*
*

* . *
+

. *
*
*

* * * *
*

*
*

*
+

* *
+

. *
+

. . *
*
*

* *
+

. . . *
+

* * . . * .

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

MC bonds   
MC angles  
Mainchain  

Overall    

297 305 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

397 405 410 415 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

397 405 410 415 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

397 405 410 415 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 
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

WDMHGFNRLGGNSVSEAVVAGMI VGEYFAEHCANTQVDLETKTLEKFVKGQEAYMKSLVESKGTEDVFK I KNRMKDVMDDNVG I FRDGPHLEKAVKELEE

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* *
*

* . . . *
*

*
*

*
+

*
+

. *
*

. *
9
.
5
*

*
9
.
4
*

. *
+

. *
*
+

*
+

. . *
*
*

*
*

* . *
+

*
+

* *
*
*

* . *
+

*
*
*
+

. . * * * * . * * *
+

. * * *
+

* *
+

*
+

* . * . *
*
+

*
+

. . *
*
*

*
+

* . . * . * *
+

*
*

. *
*
+

* * * *
*
*

*
+

* *
+

*
+

*
*

*
+

. *
+

. . * . . * *
+

*
1
.
6
*

*
6
.
5
*

*
*

*
*
+

*
+

*
+

*
*
*

*
+

* *
*

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

MC bonds   
MC angles  
Mainchain  

Overall    

397 405 410 415 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

497 505 510 515 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

497 505 510 515 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

497 505 510 515 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 
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

LYKKSKNVG I KNKRLHANPELEEAYRVPMMLKVALCVAKGALDRTESRGAHNREDYPKRDD I NWLNRTLASWPNPEQTLPTLEYEALDVNEME I APGYRG

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    

497 505 510 515 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

597 605 610 615 620 625 630 635 640 645 650 655 5 10 15 20 25 30 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

597 605 610 615 620 625 630 635 640 645 650 655 5 10 15 20 25 30 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

597 605 610 615 620 625 630 635 640 645 650 655 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

B

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

e. Sequence & Ramachandran regions

YGAKGNY I ENPLSVKRQEE I DK I QSELEAAGKDRHA I QEALMPYELPAKYKARNERLGD  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MGRMLT I RVFKYDPQSAVSKPHFQEYK I EEA

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    

597 605 610 615 620 625 630 635 640 645 650 655 5 10 15 20 25 30 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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 

    1

    2

    3

    4

    5
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 

    1

    2

    3

    4

    5
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

P SMT I F I VLNMI RETYDPDLNFDFVCRAG I CGSCGMMI NGRP SLACRTLTKDFEDGV I TLLPLPAFKL I KDLSVDTGNWFNGMSQRVESWI HAQKEHD I S

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

. *
+

*
+

*
*
+

* *
*

*
+

*
*

*
*

* * *
+

*
+

* . * *
*

*
+

*
+

. . . *
+

. . *
*

. . *
*

. . *
+

*
*

. . * . *
+

. *
+

* * * * . *
*
+

*
*

. . * . * *
*

. . . * . *
*
+

. * *
+

* . * . . . *
*
*

*
*
*
*

* *
*
+

*
+

. *
+

*
7
.
5
*

*
*
+

*
+

* *
*
+

*
*
*

*
*
+

* . . . *
+

. . *
+

. *
+

. *
+

. * * *
+

*

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

MC bonds   
MC angles  
Mainchain  

Overall    

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

Page  8



pdb1e7p_06.ps

Residue properties
pdb1e7p

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 

    1

    2

    3

    4

    5
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 

    1

    2

    3

    4

    5
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

KLEER I EPEVAQEVFELDRC I ECGCC I AACGTK IMREDFVGAAGLNRVVRFMI DPHDERTDEDYYEL I GDDDGVFGCMTLLACHDVCPKNLPLQSK I AYL

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
*

*
*

*
*
*

. *
+

* . * *
*
+

* *
*
+

*
+

*
+

*
*
*
+

*
*
+

*
*
+

*
+

*
*
+

*
+

. . . . . * *
*
*
*

*
*
*
+

* . . *
+

*
*

*
*

* *
*

*
*
+

. . . . . *
+

*
+

*
+

* *
+

*
+

*
+

* *
+

*
*
*

*
*

. *
+

. *
+

* *
*
*
+

*
*

. . *
*

. * * *
*

*
*
+

*
7
.
6
*

* . . . . . *
+

* * * *
*

*
+

* *
+

*
+

*
+

*
+

*
*
*

. . * . . *
*

* *
*

* *
*

. *
*

*
*

*

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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pdb1e7p_06.ps

Residue properties
pdb1e7p

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

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

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

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

232 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

C

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

e. Sequence & Ramachandran regions

RRKMVSVN  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MTNES I LESYSGVTPERKKSRMPAKLDWWQSATGLFLGLFMI GHMF FVST I LLGDNVMLWVTKKFQLDF I FEGGKP I VVS FL

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

* *
+

* . . * * *
*

. * *
*
*

*
+

*
+

* *
+

*
+

*
*

*
9
.
4
*

*
+

. *
*

*
+

. *
*

. * . *
*
+

*
*
+

*
+

*
*

. *
+

*
*
+

*
+

* * *
+

*
*
+

* * . *
*
+

*
+

. *
+

* *
*

*
*
+

* *
+

*
*
+

*
*
*

*
*
*

*
+

. . * *
+

* *
0
.
6
1
*

* *
*
+

*
+

. * *
+

* * *
*
+

*
*
*

*
*
+

. *
+

* * * * *
*
*
*

. *
+

*
+

. . *
+

. *
+

*
+

*
+

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

MC bonds   
MC angles  
Mainchain  

Overall    

232 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

83 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

83 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

83 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

AAFVFAVF I AHAFLAMRKF P I NYRQYLTFKTHKDLMRHGDTTLWWI QAMTGFAMF FLGSVHLY IMMTQPQT I GPVS S S FRMVSEWMWPLYLVLLFAVELH

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

* *
+

*
*
*
+

* * *
*
*
+

*
*

* * * * . *
*
+

*
*
*

. * *
*
*

*
+

* . *
*

*
+

*
+

* *
*
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*
+

*
*
+

* * . * *
+

*
+

*
*
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*
+
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*
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*

* . *
+

*
*
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+

* *
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+

*
+

. *
*
+

*
*

*
*
+

. *
*

*
5
.
4
*

*
1
.
5
*

*
*
*
*

. . * *
+

*
*
*
+

*
+

* . *
+

*
+

. *
*

*
*

*
+

*
*
*
+

*
+

* . . * * *
+

*
*

*
+

*
*
+

*
+

*
+

*
+

*
*

*
*

*
*
*

*
*
+

.

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

MC bonds   
MC angles  
Mainchain  

Overall    

83 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

183 190 195 200 205 210 215 220 225 230 235 240 245 250 5 10 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

183 190 195 200 205 210 215 220 225 230 235 240 245 250 5 10 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

183 190 195 200 205 210 215 220 225 230 235 240 245 250 5 10 
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

GSVGLYRLAVKWGWFDGETPDKTRANLKKLKTLMSAFL I VLGLLTFGAYVKKGLEQTDPN I DYKYFDYKR  
 
 

 
 
 

T  
 
 

 
 
 

H  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MKVQYCDSLV I GGG

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    

183 190 195 200 205 210 215 220 225 230 235 240 245 250 5 10 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

15 20 25 30 35 40 45 50 60 70 75 80 85 90 95 100 105 110 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

15 20 25 30 35 40 45 50 60 70 75 80 85 90 95 100 105 110 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

15 20 25 30 35 40 45 50 60 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

D D

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

e. Sequence & Ramachandran regions

LAGLRAAVATQQKGLST I VLSL I PVKRSHSAAAQGGMQA  
 
 

 
 
 

SLGNSKMS  
 
 

 
 
 

DGDNEDLHFMDTVKGSDWGCDQKVARMFVNTAPKA I RELAAWGVPWTR 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    

15 20 25 30 35 40 45 50 60 70 75 80 85 90 95 100 105 110 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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 

    1

    2

    3

    4

    5
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 

    1

    2

    3

    4

    5
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

HKGDRMA I I NAQKTT I TEEDFRHGL I HSRDFGGTKKWRTCYTADATGHTMLFAVANECLKLGVS I QDRKEA I AL I HQDGKCYGAVVRDLVTGD I I AYVAK

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    

111 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

211 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

211 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

211 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 
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

GTL I ATGGYGR I YKNTTNAVVCEGTGTA I ALETG I AQLGNMEAVQFHPTPLF P SG I LLTEGCRGDGG I LRDVDGHRFMPDYEPEKKELASRDVVSRRMI E

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* * *
+

. . *
+

* . * . * . * * . *
+

. . . . . . *
+

*
+

. . . * *
+

* * . . * . *
+

* * * . *
+

. . * *
+

. . . . * . * *
*
+

. . *
+

. *
*
*

*
*

*
+

*
*

* *
+

*
*

* . . *
+

*
+

. *
+

* . . *
*

* * *
6
.
6
*

*
5
.
6
*

*
*

* *
*

. *
*
*

*
*

. * * . . *
*

*
*
+

*
*
*
*

*
*

*
*

*
*
+

*
+

*
*

*
*
*

*
+

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

211 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

311 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

311 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

311 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 
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

H I RKGKGVQS PYGQHLWLD I S I LGRKH I ETNLRDVQE I CEYFAG I DPAEKWAPVLPMQHYSMGG I RTDYRGEAKLKGLF SAGEAACWDMHGFNRLGGNSV

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* . *
*

*
*

* * *
+

* * * * *
*
+

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

. *
*
+

. *
*

. . . *
*

. . *
*

*
8
.
5
*

*
8
.
5
*

* *
*

. *
+

* * *
+

. . *
+

. . *
*

* *
*
*
*

*
*

* *
+

*
*

*
*

* . *
+

. *
*
*

* * * *
*

*
*

*
+

* *
+

. *
+

. . *
*
*

* *
+

. . . *
+

* * . . * . * *
*

* . . . *
*

*
*

*
+

*
+

. *
*

. *
9
.
5
*

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

MC bonds   
MC angles  
Mainchain  

Overall    

311 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

411 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

411 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

411 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 
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

SEAVVAGMI VGEYFAEHCANTQVDLETKTLEKFVKGQEAYMKSLVESKGTEDVFK I KNRMKDVMDDNVG I FRDGPHLEKAVKELEELYKKSKNVG I KNKR

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
9
.
4
*

. *
+

. *
*
+

*
+

. . *
*
*

*
*

* . *
+

*
+

* *
*
*

* . *
+

*
*
*
+

. . * * * * . * * *
+

. * * *
+

* *
+

*
+

* . * . *
*
+

*
+

. . *
*
*

*
+

* . . * . * *
+

*
*

. *
*
+

* * * *
*
*

*
+

* *
+

*
+

*
*

*
+

. *
+

. . * . . * *
+

*
0
.
6
*

*
6
.
5
*

*
*

*
*
+

*
+

*
+

*
*
*

*
+

* *
*

*
*

*
+

* . * *
+

. . . *
*

. . *
*
+

*

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

MC bonds   
MC angles  
Mainchain  

Overall    

411 420 425 430 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

511 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

511 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

511 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 
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

LHANPELEEAYRVPMMLKVALCVAKGALDRTESRGAHNREDYPKRDD I NWLNRTLASWPNPEQTLPTLEYEALDVNEME I APGYRGYGAKGNY I ENPLSV

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    

511 520 525 530 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

611 620 625 630 635 640 645 650 655 5 10 15 20 25 30 35 40 45 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

611 620 625 630 635 640 645 650 655 5 10 15 20 25 30 35 40 45 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

611 620 625 630 635 640 645 650 655 5 10 15 20 25 30 35 40 45 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

E

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

e. Sequence & Ramachandran regions

KRQEE I DK I QSELEAAGKDRHA I QEALMPYELPAKYKARNERLGD  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MGRMLT I RVFKYDPQSAVSKPHFQEYK I EEAP SMT I F I VLNMI RE

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    

611 620 625 630 635 640 645 650 655 5 10 15 20 25 30 35 40 45 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

46 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

46 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

46 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

TYDPDLNFDFVCRAG I CGSCGMMI NGRP SLACRTLTKDFEDGV I TLLPLPAFKL I KDLSVDTGNWFNGMSQRVESWI HAQKEHD I SKLEER I EPEVAQEV

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

* . * *
*

*
+

*
+

. . . *
+

. . *
*

. . *
*

. . *
+

*
*

. . * . *
+

. *
+

* * * * . *
*
+

*
*

. . * . * *
*

. . . * . *
*
+

. * *
+

* . * . . . *
*
*

*
*
*
*

* *
*
+

*
+

. *
+

*
7
.
5
*

*
*
+

*
+

* *
*
+

*
*
*

*
*
+

* . . . *
+

. . *
+

. *
+

. *
+

. * * *
+

* *
*

*
*

*
*
*

. *
+

* . * *
*
+

* *
*
+

*
+

*
+

*
*
*
+

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

MC bonds   
MC angles  
Mainchain  

Overall    

46 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

146 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

146 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

146 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 
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

FELDRC I ECGCC I AACGTK IMREDFVGAAGLNRVVRFMI DPHDERTDEDYYEL I GDDDGVFGCMTLLACHDVCPKNLPLQSK I AYLRRKMVSVN  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
*
+

*
*
+

*
+

*
*
+

*
+

. . . . . * *
*
*
*

*
*
*
+

* . . *
+

*
*

*
*

* *
*

*
*
+

. . . . . *
+

*
+

*
+

* *
+

*
+

*
+

* *
+

*
*
*

*
*

. *
+

. *
+

* *
*
*
+

*
*

. . *
*

. * * *
*

*
*
+

*
7
.
6
*

* . . . . . *
+

* * * *
*

*
+

* *
+

*
+

*
+

*
+

*
*
*

. . * . . *
*

* *
*

* *
*

. *
*

*
*

* *
+

* *
+

* . . * *

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

MC bonds   
MC angles  
Mainchain  

Overall    

146 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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 

    1

    2

    3

    4

    5
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 

    1

    2

    3

    4

    5
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

F

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

e. Sequence & Ramachandran regions

MTNES I LESYSGVTPERKKSRMPAKLDWWQSATGLFLGLFMI GHMF FVST I LLGDNVMLWVTKKFQLDF I FEGGKP I VVS FLAAFVFAVF I AHAFLAMRK

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
*

. * *
*
*

*
+

*
+

* *
+

*
+

*
*

*
9
.
4
*

*
+

. *
*

*
+

. *
*

. * . *
*
+

*
*
+

*
+

*
*

. *
+

*
*
+

*
+

* * *
+

*
*
+

* * . *
*
+

*
+

. *
+

* *
*

*
*
+

* *
+

*
*
+

*
*
*

*
*
*

*
+

. . * *
+

* *
0
.
6
1
*

* *
*
+

*
+

. * *
+

* * *
*
+

*
*
*

*
*
+

. *
+

* * * * *
*
*
*

. *
+

*
+

. . *
+

. *
+

*
+

*
+

*
+

* *
+

*
*
*
+

* * *
*
*
+

*
*

* * * * . *
*
+

*
*
*

. * *
*
*

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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pdb1e7p_06.ps

Residue properties
pdb1e7p

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 

    1

    2

    3

    4

    5
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 

    1

    2

    3

    4

    5
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

F P I NYRQYLTFKTHKDLMRHGDTTLWWI QAMTGFAMF FLGSVHLY IMMTQPQT I GPVS S S FRMVSEWMWPLYLVLLFAVELHGSVGLYRLAVKWGWFDGE

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    

101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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 5 10 15 20 25 30 

    1

    2

    3

    4

    5
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 5 10 15 20 25 30 

    1

    2

    3

    4

    5
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 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

G

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

e. Sequence & Ramachandran regions

TPDKTRANLKKLKTLMSAFL I VLGLLTFGAYVKKGLEQTDPN I DYKYFDYKR  
 
 

 
 
 

T  
 
 

 
 
 

H  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MKVQYCDSLV I GGGLAGLRAAVATQQKGLST 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    

201 210 215 220 225 230 235 240 245 250 5 10 15 20 25 30 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

33 40 45 50 60 70 75 80 85 90 95 100 105 110 115 120 125 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

33 40 45 50 60 70 75 80 85 90 95 100 105 110 115 120 125 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

33 40 45 50 60 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

G G

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

e. Sequence & Ramachandran regions

VLSL I PVKRSHSAAAQGGMQA  
 
 

 
 
 

SLGNSKMS  
 
 

 
 
 

DGDNEDLHFMDTVKGSDWGCDQKVARMFVNTAPKA I RELAAWGVPWTR I HKGDRMA I I NAQKTT I TE

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    

33 40 45 50 60 70 75 80 85 90 95 100 105 110 115 120 125 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

129 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

129 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

129 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 
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

EDFRHGL I HSRDFGGTKKWRTCYTADATGHTMLFAVANECLKLGVS I QDRKEA I AL I HQDGKCYGAVVRDLVTGD I I AYVAKGTL I ATGGYGR I YKNTTN

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    

129 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

229 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

229 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

229 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 
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

AVVCEGTGTA I ALETG I AQLGNMEAVQFHPTPLF P SG I LLTEGCRGDGG I LRDVDGHRFMPDYEPEKKELASRDVVSRRMI EH I RKGKGVQS PYGQHLWL

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

. . . . *
+

*
+

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

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

* * *
6
.
6
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*
5
.
6
*

*
*
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*

. *
*
*

*
*

. * * . . *
*

*
*
+

*
*
*
*

*
*

*
*

*
*
+

*
+

*
*

*
*
*

*
+

* . *
*

*
*

* * *
+

* * * * *
*
+

. . . * * .

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

229 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

329 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

329 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

329 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 
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

D I S I LGRKH I ETNLRDVQE I CEYFAG I DPAEKWAPVLPMQHYSMGG I RTDYRGEAKLKGLF SAGEAACWDMHGFNRLGGNSVSEAVVAGMI VGEYFAEHC

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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* .

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

MC bonds   
MC angles  
Mainchain  

Overall    

329 335 340 345 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

429 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

429 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

429 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 
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

ANTQVDLETKTLEKFVKGQEAYMKSLVESKGTEDVFK I KNRMKDVMDDNVG I FRDGPHLEKAVKELEELYKKSKNVG I KNKRLHANPELEEAYRVPMMLK

Most favoured Allowed Generous Disallowed

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

. . *
*
+

* *
*

* *
*

. *
+

*
*

* *
+

*
*
*

*
*

*
*
+

*
*

*
+

*
+

* * . .

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

MC bonds   
MC angles  
Mainchain  

Overall    

429 435 440 445 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

529 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

529 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

529 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 
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

VALCVAKGALDRTESRGAHNREDYPKRDD I NWLNRTLASWPNPEQTLPTLEYEALDVNEME I APGYRGYGAKGNY I ENPLSVKRQEE I DK I QSELEAAGK

Most favoured Allowed Generous Disallowed

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

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

MC bonds   
MC angles  
Mainchain  

Overall    

529 535 540 545 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

629 635 640 645 650 655 5 10 15 20 25 30 35 40 45 50 55 60 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

629 635 640 645 650 655 5 10 15 20 25 30 35 40 45 50 55 60 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

629 635 640 645 650 655 5 10 15 20 25 30 35 40 45 50 55 60 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

H

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

e. Sequence & Ramachandran regions

DRHA I QEALMPYELPAKYKARNERLGD  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MGRMLT I RVFKYDPQSAVSKPHFQEYK I EEAP SMT I F I VLNMI RETYDPDLNFDFVCRAG I CG

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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. .

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

MC bonds   
MC angles  
Mainchain  

Overall    

629 635 640 645 650 655 5 10 15 20 25 30 35 40 45 50 55 60 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

64 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

64 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

64 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

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

e. Sequence & Ramachandran regions

SCGMMI NGRP SLACRTLTKDFEDGV I TLLPLPAFKL I KDLSVDTGNWFNGMSQRVESWI HAQKEHD I SKLEER I EPEVAQEVFELDRC I ECGCC I AACGT

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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+

*
+

. *
+

*
7
.
5
*

*
*
+

*
+

* *
*
+

*
*
*

*
*
+

* . . . *
+

. . *
+

. *
+

. *
+

. * * *
+

* *
*

*
*

*
*
*

. *
+

* . * *
*
+

* *
*
+

*
+

*
+

*
*
*
+

*
*
+

*
*
+

*
+

*
*
+

*
+

. . . . . * *
*
*
*

*
*
*
+

* . . *
+

*
*

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

MC bonds   
MC angles  
Mainchain  

Overall    

64 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

164 170 175 180 185 190 195 200 205 210 215 220 225 230 235 5 10 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

164 170 175 180 185 190 195 200 205 210 215 220 225 230 235 5 10 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

164 170 175 180 185 190 195 200 205 210 215 220 225 230 235 5 10 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

I

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

e. Sequence & Ramachandran regions

K IMREDFVGAAGLNRVVRFMI DPHDERTDEDYYEL I GDDDGVFGCMTLLACHDVCPKNLPLQSK I AYLRRKMVSVN  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MTNES I LESYSGVT

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
*

* *
*

*
*
+

. . . . . *
+

*
+

*
+

* *
+

*
+

*
+

* *
+

*
*
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*
*

. *
+

. *
+
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*
*
+

*
*

. . *
*

. * * *
*

*
*
+

*
7
.
6
*

* . . . . . *
+

* * *
*

*
*

*
+

* *
+

*
+

*
+

*
+

*
*
*

. . * . . *
*

* *
*

* *
*

. *
*

*
*

* *
+

* *
+

* . . * * *
*

. * *
*
*

*
+

*
+

* *
+

*
+

*
*

*
9
.
4
*

*
+

. *
*

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

MC bonds   
MC angles  
Mainchain  

Overall    

164 170 175 180 185 190 195 200 205 210 215 220 225 230 235 5 10 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

15 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

PERKKSRMPAKLDWWQSATGLFLGLFMI GHMF FVST I LLGDNVMLWVTKKFQLDF I FEGGKP I VVS FLAAFVFAVF I AHAFLAMRKF P I NYRQYLTFKTH

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

*
+

. *
*

. * . *
*
+

*
*
+

*
+

*
*

. *
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*
*
+

*
+
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*
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*
+
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+

* *
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*
*
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*
*
+

*
*
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*
*
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*
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. . * *
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0
.
6
1
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*
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*
+
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*
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*
*
*

*
*
+

. *
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* * * * *
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*
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+

*
+

. . *
+
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*
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*
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*
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+

*
*
*
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*
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*
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*
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*
*
*

. * *
*
*

*
+

* . *
*

*
+

*
+

* *
*

* * * *
*
+

*
*
+

*

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

MC bonds   
MC angles  
Mainchain  

Overall    

15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 
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

KDLMRHGDTTLWWI QAMTGFAMF FLGSVHLY IMMTQPQT I GPVS S S FRMVSEWMWPLYLVLLFAVELHGSVGLYRLAVKWGWFDGETPDKTRANLKKLKT

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)

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

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

* *
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. *
+

*
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* . . *
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*
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. . * *
+

*
*
*

*
*
+

*
+

* *
+

* * *
+

*
+

*
+

*
*
+

*
+

*
*
*

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

MC bonds   
MC angles  
Mainchain  

Overall    

115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

215 220 225 230 235 240 245 250 5 10 15 20 25 30 35 40 45 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

215 220 225 230 235 240 245 250 5 10 15 20 25 30 35 40 45 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

215 220 225 230 235 240 245 250 5 10 15 20 25 30 35 40 45 
Highlighted residues are those that

deviate by more than 2.0 st. devs. from ideal     

d. Secondary structure & estimated accessibility

J

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

e. Sequence & Ramachandran regions

LMSAFL I VLGLLTFGAYVKKGLEQTDPN I DYKYFDYKR  
 
 

 
 
 

T  
 
 

 
 
 

H  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MKVQYCDSLV I GGGLAGLRAAVATQQKGLST I VLSL I PVKRSHSAA

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    

215 220 225 230 235 240 245 250 5 10 15 20 25 30 35 40 45 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

47 60 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

47 60 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

47 60 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

J J

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

e. Sequence & Ramachandran regions

AQGGMQA  
 
 

 
 
 

SLGNSKMS  
 
 

 
 
 

DGDNEDLHFMDTVKGSDWGCDQKVARMFVNTAPKA I RELAAWGVPWTR I HKGDRMA I I NAQKTT I TEEDFRHGL I HSRDFG

Most favoured Allowed Generous Disallowed

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

. . *
*

*
*
*

. . *
*

. . * *
*

. *
+

. . * *
*

. . . . . . . *
+

* . *
+

*
*

.

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

MC bonds   
MC angles  
Mainchain  

Overall    

47 60 70 75 80 85 90 95 100 105 110 115 120 125 130 135 140 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

143 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

143 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

143 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 
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

GTKKWRTCYTADATGHTMLFAVANECLKLGVS I QDRKEA I AL I HQDGKCYGAVVRDLVTGD I I AYVAKGTL I ATGGYGR I YKNTTNAVVCEGTGTA I ALE

Most favoured Allowed Generous Disallowed

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

*
*

* * *
+

. . *
+

* . * . * . * * . *
+

. . . . . . *
+

*
+

. . . * *
+

* * .

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

MC bonds   
MC angles  
Mainchain  

Overall    

143 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

243 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

243 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

243 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 
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

TG I AQLGNMEAVQFHPTPLF P SG I LLTEGCRGDGG I LRDVDGHRFMPDYEPEKKELASRDVVSRRMI EH I RKGKGVQS PYGQHLWLD I S I LGRKH I ETNL

Most favoured Allowed Generous Disallowed

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

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

. *
*

. . . *
*

.

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

MC bonds   
MC angles  
Mainchain  

Overall    

c

c

c = cis-peptide

243 250 255 260 265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 
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pdb1e7p_06.ps

Residue properties
pdb1e7p

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.

343 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 440 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

343 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 440 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

343 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 440 
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

RDVQE I CEYFAG I DPAEKWAPVLPMQHYSMGG I RTDYRGEAKLKGLF SAGEAACWDMHGFNRLGGNSVSEAVVAGMI VGEYFAEHCANTQVDLETKTLEK

Most favoured Allowed Generous Disallowed

f. Max. deviation (see listing)
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. *

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

MC bonds   
MC angles  
Mainchain  

Overall    

343 350 355 360 365 370 375 380 385 390 395 400 405 410 415 420 425 430 435 440 
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Residue properties
pdb1e7p

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.

443 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 530 535 540 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

443 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 530 535 540 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

443 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 530 535 540 
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

FVKGQEAYMKSLVESKGTEDVFK I KNRMKDVMDDNVG I FRDGPHLEKAVKELEELYKKSKNVG I KNKRLHANPELEEAYRVPMMLKVALCVAKGALDRTE

Most favoured Allowed Generous Disallowed

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

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

MC bonds   
MC angles  
Mainchain  

Overall    

443 450 455 460 465 470 475 480 485 490 495 500 505 510 515 520 525 530 535 540 
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Residue properties
pdb1e7p

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.

543 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 630 635 640 

    1

    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number

O
m

eg
a 

ab
s.

 m
ea

n 
de

v.

543 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 630 635 640 

    1

    2

    3

    4

    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
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s.
 m

ea
n 
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v.

543 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 630 635 640 
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

SRGAHNREDYPKRDD I NWLNRTLASWPNPEQTLPTLEYEALDVNEME I APGYRGYGAKGNY I ENPLSVKRQEE I DK I QSELEAAGKDRHA I QEALMPYEL

Most favoured Allowed Generous Disallowed

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

MC bonds   
MC angles  
Mainchain  

Overall    

543 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 630 635 640 
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Residue properties
pdb1e7p

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

Residue number

C
hi

-1
 a
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v.

643 650 655 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 
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    2

    3

    4

    5
b. Absolute deviation from mean of omega torsion

Residue number
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643 650 655 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 
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c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

643 650 655 5 10 15 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

K

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

e. Sequence & Ramachandran regions

PAKYKARNERLGD  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MGRMLT I RVFKYDPQSAVSKPHFQEYK I EEAP SMT I F I VLNMI RETYDPDLNFDFVCRAG I CGSCGMMI NGRP SLAC

Most favoured Allowed Generous Disallowed

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

MC bonds   
MC angles  
Mainchain  

Overall    

643 650 655 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 
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Residue properties
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PROCHECK
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a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number
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78 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 
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b. Absolute deviation from mean of omega torsion

Residue number
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s.

 m
ea

n 
de

v.

78 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 
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    5
c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
ab

s.
 m

ea
n 

de
v.

78 85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 
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

RTLTKDFEDGV I TLLPLPAFKL I KDLSVDTGNWFNGMSQRVESWI HAQKEHD I SKLEER I EPEVAQEVFELDRC I ECGCC I AACGTK IMREDFVGAAGLN

Most favoured Allowed Generous Disallowed

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

MC bonds   
MC angles  
Mainchain  

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

Residue number
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178 185 190 195 200 205 210 215 220 225 230 235 5 10 15 20 25 
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b. Absolute deviation from mean of omega torsion

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

Residue number

Z
et

a 
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s.
 m

ea
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de
v.

178 185 190 195 200 205 210 215 220 225 230 235 5 10 15 20 25 
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

RVVRFMI DPHDERTDEDYYEL I GDDDGVFGCMTLLACHDVCPKNLPLQSK I AYLRRKMVSVN  
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

MTNES I LESYSGVTPERKKSRMPAKLDW

Most favoured Allowed Generous Disallowed

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

MC bonds   
MC angles  
Mainchain  

Overall    
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Residue properties
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a. Absolute deviation from mean Chi-1 value (excl. Pro)

Residue number
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29 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125 
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b. Absolute deviation from mean of omega torsion
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c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
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s.
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ea
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de
v.

29 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

WQSATGLFLGLFMI GHMF FVST I LLGDNVMLWVTKKFQLDF I FEGGKP I VVS FLAAFVFAVF I AHAFLAMRKF P I NYRQYLTFKTHKDLMRHGDTTLWWI

Most favoured Allowed Generous Disallowed

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

MC bonds   
MC angles  
Mainchain  

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

Residue number
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b. Absolute deviation from mean of omega torsion
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c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
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s.
 m

ea
n 

de
v.

129 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 
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

QAMTGFAMF FLGSVHLY IMMTQPQT I GPVS S S FRMVSEWMWPLYLVLLFAVELHGSVGLYRLAVKWGWFDGETPDKTRANLKKLKTLMSAFL I VLGLLTF

Most favoured Allowed Generous Disallowed

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

MC bonds   
MC angles  
Mainchain  

Overall    
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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b. Absolute deviation from mean of omega torsion
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c. C-alpha chirality: abs. deviation of zeta torsion

Residue number

Z
et

a 
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s.
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v.

229 235 240 245 250 
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

GAYVKKGLEQTDPN I DYKYFDYKR  
 
 

 
 
 

TH

Most favoured Allowed Generous Disallowed

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

MC bonds   
MC angles  
Mainchain  

Overall    

229 235 240 245 250 
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Main-chain bond lengths
pdb1e7p
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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
pdb1e7p
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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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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.



pdb1e7p_10.ps

Distorted geometry
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 10.8122.6

D Asp 283

N C

CA

111.2

 11.9 99.3

D Phe 287

N C

CA

111.2

 11.4 99.8

D Met 288 - D Pro 289

C CA

N

122.6

 10.3112.3

D Glu 294

N C

CA

111.2

 11.4 99.8

D Glu 297

N C

CA

111.2

 10.1101.1

D Ala 299

N C

CA

111.2

 11.3 99.9

D Leu 342

N C

CA

111.2

 11.4 99.8

D Met 399

N C

CA

111.2

 13.2 98.0

D Ser 411

N C

CA

111.2

 12.9 98.3

D Leu 561

N C

CA

111.2

 11.1100.1

E Asn 109

N C

CA

111.2

 10.2121.4
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Main-chain bond angles (contd)

E Arg 167

N C

CA

111.2

 14.1 97.1

F Phe  90

N C

CA

111.2

 10.0101.2

F Pro 102

N C

CA

111.8

 13.5 98.3

F Asp 244

N C

CA

111.2

 11.4 99.8

G Thr 152

N C

CA

111.2

 11.1100.1

G Pro 258

N C

CA

111.8

 10.8122.6

G Asp 283

N C

CA

111.2

 11.9 99.3

G Phe 287

N C

CA

111.2

 11.3 99.9

G Met 288 - G Pro 289

C CA

N

122.6

 10.3112.3

G Glu 294

N C

CA

111.2

 11.4 99.8

G Glu 297

N C

CA

111.2

 10.1101.1

G Ala 299

N C

CA

111.2

 11.3 99.9

G Leu 342

N C

CA

111.2

 11.4 99.8

G Met 399

N C

CA

111.2

 13.2 98.0

G Ser 411

N C

CA

111.2

 12.9 98.3

G Leu 561

N C

CA

111.2

 11.2100.0

H Asn 109

N C

CA

111.2

 10.3121.5

H Arg 167

N C

CA

111.2

 14.1 97.1

I Phe  90

N C

CA

111.2

 10.0101.2

I Pro 102

N C

CA

111.8

 13.5 98.3

I Asp 244

N C

CA

111.2

 11.5 99.7

J Thr 152

N C

CA

111.2

 11.1100.1

J Pro 258

N C

CA

111.8

 10.8122.6

J Asp 283

N C

CA

111.2

 11.9 99.3

J Phe 287

N C

CA

111.2

 11.4 99.8

J Met 288 - J Pro 289

C CA

N

122.6

 10.3112.3

J Glu 294

N C

CA

111.2

 11.3 99.9

J Glu 297

N C

CA

111.2

 10.1101.1

J Ala 299

N C

CA

111.2

 11.2100.0

J Leu 342

N C

CA

111.2

 11.4 99.8

J Met 399

N C

CA

111.2

 13.2 98.0

J Ser 411

N C

CA

111.2

 12.9 98.3

J Leu 561

N C

CA

111.2

 11.2100.0

K Asn 109

N C

CA

111.2

 10.3121.5

K Arg 167

N C

CA

111.2

 14.0 97.2

L Phe  90

N C

CA

111.2

 10.0101.2

L Pro 102

N C

CA

111.8

 13.5 98.3

L Asp 244

N C

CA

111.2

 11.5 99.7

Bond angles differing by > 10.0 degrees from small-molec values. Values shown: "ideal", actual, diff.
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Planar groups        

A Tyr 219
0.030

CB 

A Phe 287
0.035

CB 

A Tyr 351
0.031

CB 

A Tyr 370
0.033

CB 

A Trp 397
0.044

CB 

A Tyr 580
0.030

CB 

A Tyr 603
0.043

CB 

A Tyr 640
0.049

CB 

B Tyr 230
0.032

CB 

C Tyr  10
0.032

CB 

C Phe  47
0.038

CB 

C Tyr 172
0.040

CB 

D Tyr 219
0.030

CB 

D Phe 287
0.035

CB 

D Tyr 351
0.031

CB 

D Tyr 370
0.033

CB 

D Trp 397
0.044

CB 

D Tyr 580
0.030

CB 

D Tyr 603
0.043

CB 

D Tyr 640
0.049

CB 

E Tyr 230
0.032

CB 

F Tyr  10
0.032

CB 

F Phe  47
0.038

CB 

F Tyr 172
0.040

CB 

G Tyr 219
0.030

CB 

G Phe 287
0.035

CB 

G Tyr 351
0.031

CB 

G Tyr 370
0.033

CB 

G Trp 397
0.044

CB 

G Tyr 580
0.030

CB 

G Tyr 603
0.043

CB 

G Tyr 640
0.049

CB 

H Tyr 230
0.032

CB 

I Tyr  10
0.032

CB 

I Phe  47
0.038

CB 

I Tyr 172
0.040

CB 
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Planar groups (contd)

J Tyr 219
0.030

CB 

J Phe 287
0.035

CB 

J Tyr 351
0.031

CB 

J Tyr 370
0.033

CB 

J Trp 397
0.044

CB 

J Tyr 580
0.031

CB 

J Tyr 603
0.043

CB 

J Tyr 640
0.049

CB 

K Tyr 230
0.032

CB 

L Tyr  10
0.032

CB 

L Phe  47
0.038

CB 

L Tyr 172
0.040

CB 

Sidechains with RMS dist. from planarity > 0.03A for rings, or > 0.02A otherwise. Value shown is RMS dist.


