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Plot statistics

Residues in most favoured regions [A,B,L] 1686 88.5%
Residues in additional allowed regions [a,b,l,p] 205 10.8%
Residues in generously allowed regions [~a,~b,~l,~p] 12 0.6%
Residues in disallowed regions 2 0.1%
Number of non-glycine and non-proline residues 1905 100.0%
Number of end-residues (excl. Gly and Pro) 21
Number of glycine residues (shown as triangles) 141
Number of proline residues 99
Total number of residues 2166

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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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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Comparisonvalues  No. of
) No.of Parameter Typicd Band  band widths
Stereochemical parameter datapts  value vaue  width  from mean
a %-tageresiduesin A, B, L 1905 88.5 79.8 10.0 0.9 Inside
b. Omega angle st dev 2151 6.8 6.0 3.0 03 Insde
c. Bad contacts/ 100 residues 4 0.2 7.6 10.0 -0.7 Inside
d. Zetaangle st dev 2025 0.9 31 16 -14 BETTER
e. H-bond energy st dev 1388 0.7 0.9 0.2 -0.7 Inside
f. Overall G-factor 2166 0.1 -0.5 0.3 19 BETTER
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Side-chain parameters
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Residue properties .
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Residue properties
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Residue properties
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Residue properties
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Residue properties
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Residue properties
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277 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360 365

1EZV_06.ps
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Page 9

Residue properties
1EZV

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

& 100
-§80—
£ 60
8 401
< 201
o
1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 8 90 95 100
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 9
£ 72
£ 484
D 24-
£
© 1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 8 90 95 100
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
g,
E s
)
R
S
1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 8 90 95 100
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
AAAAATAAAAAAAAAAANAAAATIAAAR
MAFRK SNVYLSLVNéY Il DéPQPSéI NY\M}VNMGSILLGLCILV 1Ql \‘/TGI FI\‘/IAMHY‘SSN | EI‘_AFSS\‘/EH | MI‘QDVHNéY | LRY‘LHANC‘§ASFFI‘:MVMFI\‘/IHMAK(‘3
f. Max. deviation (see listing)
5
syt owh e TE O :
g. G-factors
Phi-psi (T L1
R s
Omega :::i [ H:::i] [ B TTTE e [ [l [
Dihedrals  [(TT T TT T T I T T T T T TI T I T T T I T T T TP T T TP T O T T T T TP T T T T T I I
MCbonds T T T T T A 1
MCangles [T P P P P T
Mainchain (T T T I T T TP T T O T T TP T T TP T T TP TP T TP T T T T T T T
Overall [T LT e L L L T LT T T T L L L LT T LI LI LI IT]
1 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 8 90 95 100

1EZV_06.ps



PROCHECK
Page 10

Residue properties
1EZV

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

H
o ©
3 3 8

N
o

Chi-1 abs. mean dev.
N
o

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

b. Absolute deviation from mean of omegatorsion

g 120
©
§ 96
£ 72
£ 481
D 24-
£
© 101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
o
% 4
= 3
g 2
R
S
101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
SONINNINNNN—ANNNS -
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
i AAAARAAAAAAA i i A AAAAN i AAAAAAAAAAAAIT i A AAABAAAAAAAAAAAAAAAAAAAAAAAAAAAA
LYYGSYRSPRVTLWNVGV | | FTLTIATAFLGYCCVYGQMSHWGATV | TNLFSA | PFVGND | VSWLWGGFSV SNPT | QRFFALHYLVPFI | AAMV IMHLMA
f. Max. deviation (see listing)
g. G-factors
Phi-psi . [T
il B . r .
Ormega it 1 o e
Dihedrals  [(TT T T T TR T T T T T T T T IO T T T LTI T T T T T T T T P T T T T T T T T LT T T T T T I T T LI T
MCbonds T T T T T I
MCangles [T e P e P T P
Mainchain [T T T T T T T T T T T T T I T TT C TP TTT TT TT  T  TTT TC T  TTTT T  TTTT TTTTTT I T TTITTTITTTIT T
Overall [ITTTTTT fﬁ\\\\M\\\\\J\\\\J\\\\‘\\\\\\\\\M\\\\\\\\\\\\\ T T T I T I T T T I T I T I I I T ITTITTTTITTTT
101 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200
C = cis-peptide

1EZV_06.ps
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Residue properties
1EZV

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

=
o
o

D o
o O

Chi-1 abs. mean dev.
N D
o O

201 210 215 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300
Residue number

20 b. Absolute deviation from mean of omegatorsion

96 -
72
48 -
24 -

Omega abs. mean dev.

201 210 215 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300
Residue number

c. C-aphachirality: abs. deviation of zetatorsion

P N W b~ O

Zeta abs. mean dev.

201 210 215 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300

Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal

d. Secondary structure & estimated accessibility

M — e SN NN D\ e -\ R AN

Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible

e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed

ABAAA A /\N_V\/\/\/\/\IN\/\N\/\N\/\/\N\/\/V\/\/V\/\/\N\N_V\/\/\/\ AAAAAAAAAATIIAAAAAAAAAAAAATIAAAA.
T T T T T T T T T T T T T T T T T T T T
LHIHGSSNPLGI TGNLDRI PMHSYF | FKDLVTVFLFML | LALFVFYSPNTLGHPDNY | PGNPLVTPASIVPEWYLLPFYAILRSIPDKLLGV I TMFAAIL

f. Max. deviation (see listing)

+ * *k px 4 * * * ok k * + * + kx4 4k * +
Kk Kk Kk kkkK K KKk KKk * ko kkkkkk kK K Kkkkk  kkkkkkkkkkk Kk kkk  kkk K Kkkkk Kk kK kk*

g. G-factors
S Loz nC AN . n H H‘J
:
[
[
[
[

| X |
Smags 4 - EE RN R EEmE i hrm

Dihedrals [

[TTTTTT
MC bonds [T TTTTT]
MCangles [T
[TTTTTT
JTTTTTT

Mainchain |

Overall [

[ I
I I
\ \
\ \
[ I
201 210 2

1EZV_06.ps
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Page 12

Residue properties
1EZV

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

& 100
g 80 -
£ 60
8 401
< 201
o
301 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 9%
£ 72
£ 48
o 24
£
© a3 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
o
% 4
e 3
)
R
S
301 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
A AANAAN AN NN LR
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
_AAAA
VLLVLPFTDRSVVRGNTFKVLSKFFFFI FVENFVLLGQI GACHVEVPYVLMGQIATFIYFAYFL I IVPVISTIENVLFY | GRVNK MTAAE
f. Max. deviation (see listing)
g. G-factors
Phi-psi .
i ] aalisilEEEe : o
Ghega " BBttt Tt i b T SRR it
Dihedrals T T T T T T T LTI T T T LT T T T T T T T I T T LT T T T T T T T T T IIT0T] [TTTT]
kR AMERBSBAMENBESENERBNSENENSNSEEERSNSESSNSNSESSNSRSRSSNSNSRSSNSRSESSRSRSESERERERE HHH
Mainchain (T T T T T T T T T T LT T T T TP T T TP T TP T TP T T T T T IT0T] [T
Overall T T T T LT T T T T T T TP T T T T T T T T T T T T T T T I T T T T T T I T ITTTITTITTTT] [T
301 310 315 320 325 330 335 340 345 350 355 360 365 370 375 380 385

1EZV_06.ps
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Page 13

Residue properties
1EZV

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

& 100
g 80
e 60
g w0
< 20
o
67 75 8 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 9%
£ 72
£ 48
o 24
£
© e 75 80 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
o
% 4
e 3
)
R
S
67 75 8 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
S TR VT — R
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
A AAAAAABIAAAA AAAABAAAAAAA AAAAAARIANAABINAIAAAAAAAAA BIRAAAAAAAAAAAAAAANAAAATIAA AAATIEI AAAAAIA AAAAAAAAA
HGLHAPAYAWSHNGPFETFDHAS | RRGYQVYREVCAACHSLDRVAWRTLVGV SHTNEEVRNMAEEFEYDDEPDEQGNPKKRPGKL SDY | PGPY PNEQAAR
f. Max. deviation (see listing)
g. G-factors
Phi-psi HENE [ [
it Eifhadee
Omega [EERENE] H I:::I::ﬂ [ H
Dihedrals [T TT T T T I T T I T I T T T T T T T LT T T T T T T T R T T T T TTTTTTT  TTT E T TT T TIT T T LI T
MCbonds T T T T T A 1
MCangles [T P P P P T
Mainchain (T T T I T T TP T T O T T TP T T TP T T TP TP T TP T T T T T T T
overdll [T IO LI T L T LT T T T T T T L T T L LT T T T I T T T LI T T T T T T T ]
67 75 80 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165

1EZV_06.ps
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Residue properties
1EZV

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

167 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 265
Residue number

20 b. Absolute deviation from mean of omegatorsion

Omega abs. mean dev.
REN 8
1 1 1 1

167 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 265
Residue number

c. C-aphachirality: abs. deviation of zetatorsion

P N W b~ O

Zeta abs. mean dev.

167 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250 255 260 265

Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal

d. Secondary structure & estimated accessibility

T A e R T OAAA

Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible

e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed

AATE AAAAAAABAAABAA AAAAAABAAAAAABIAAA - ANBAAAAAAAAAAAAAAAAATIAAAAAA
T T T T T T T T T T T T T T T T T T T T
AANQGAL PPDL SL | VKARHGGCDY | FSLLTGY PDEPPAGVAL PPGSNYNPY FPGGS | AMARVL FDDMVEYEDGT PATTSQMAKDVTTFLNWCAEPEHDER

f. Max. deviation {see listing)
0

+ o kg + 2 4+ ++ + +* + + * + ++ + + * * o4
Kk kkk Kk Kk K Kk KKk Kk KKK KAKAKKK KKKk K KAk Kk AKEK K AKKKXEKF KK KKK *kk kK

Dihedrals [T T T T T I T T I T T T T TT0] [TTITTTTITIT [TTT I TTT T
MC bonds [T T T T T T T [TTTTTTTTT] TITITTTIIITTT
MCangles [T T T NEEENEEEE EENENNENEEEE
[T T ITTTT [TTTTTTTTT [TTTTTTTTTITT
[T T I T I LTI TTTTTT [TTTTTTITT] [TTTTTTTTTITT

Mainchain  []

Overall {1

ghsdthe RRREEREEN a
\5\

1EZV_06.ps
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Page 15

Residue properties
1EZV

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

& 100
% 80 -
£ 60
8 401
< 201
o
267 275 280 285 290 295 300 305 35 40 45 50 55 60 65 70 75 80
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 9
£ 72
£ 48-
D 24-
£
O 267 275 280 285 290 295 300 305 35 40 45 50 55 60 65 70 75 80
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
o
% 4
e 3
)
LR
S
267 275 280 285 290 295 300 305 35 40 45 50 55 60 65 70 75 80
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
EANARNARNANANANANNG= )= E
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
AAAFAFAAAAAAARRIAAARIA
I‘(RLGLKTVI‘ | LSSLYLLS I‘V\NKKI‘:KWAGI‘ KTRKI‘:VFNPI‘DK KSTYI‘?TPNF[‘)DVLKI‘ENNDAE‘)KGRS\‘(AYFM\‘IGAMGI‘_LSSA(‘SAKST\‘/ETFI é
f. Max. deviation (see listing)
g. G-factors
Phi-psi [T 1o
: . | .
mega H H Emmnm H
Dihedrals  [(TTT T T T T T IT T T I T IIIT T I I I I ITTITTTT1T1] T T I T T T e T T T T T T T A T I
MChbonds T T T T T T T T T T T T T T
MCangles [T e e e e A T T A T T
Mainchain [T T T T T T T I I IITTTTTITITTT] T I T T T T T T T T T I T T T T T
overdl [T IO LI I T TITIIT IITTTI[IT1T] O L T T T LT T L T I I T T T T [T T]
267 275 280 285 290 295 300 305 35 40 45 50 55 60 65 70 75 80

1EZV_06.ps
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Page 16

Residue properties
1EZV

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

& 100
g 80 -
£ 60
8 401
< 201
o
81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 9
£ 72
8 48-
D 24-
£
© g 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
o
% 4
e 3
)
2
S
81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
= S e g N P S =y
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
éMTATADVLAMAKVéVNLAAI PLGkNVVVk\AQGK }‘DVFI RlliRTPHé | QEANSVDM‘SALKDI‘DQTDAI‘DRVKDI‘DQNL IMLGI C'i'HLGCVPI GEAGDFGéNFCP(E
f. Max. deviation (see listing) .
Y .
B T U ot S SO SNC ST = S SO O Tt AU = ST S SO S SN TS
g. G-factors
(Féﬁ{-scihlz [ [H T [T
gmégnlcm [HEN [ [T [
Omega H:H:I W I:ii:- [ H H N
Dihedrals [T T TT T T T I T T T I T T T T T T LT T T T T T T T T T T T T T T T T LT T T I TP T T T T T T T T ]
MCbonds T T T T 1
MCangles [T P P P T P T
Mainchain (T T T I T T TP T T O T T TP T T TP T T TP TP T TP T T T T T T T
Overall T T T T T T T T T T T T T T T T T LT T T T T T T T T T I T T T IT T T T T T T T I T I T T T T I ITTTITTTTT]
81 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180

1EZV_06.ps



PROCHECK

Residue properties

=
o
o

Page 17

1EZV

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

D o
o O

Chi-1 abs. mean dev.
N D
o O

181 190 195 200 205 210 215

80 8 90 95 100 105 110 115 120 125
Residue number

b. Absolute deviation from mean of omegatorsion

g 120
©
§96
£ 72
8 48
o 24
£
© 1m 190 195 200 205 210 215 80 8 90 95 100 105 110 115 120 125
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
o
©
£
[}
<
©
S
190 195 200 205 210 215 80 8 90 95 100 105 110 115 120 125
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
A —— "G AN ——
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
B AAABAA AAAN AAAAAAAAAAAAARL £ : AAAAAAAAAAAATIAAA ‘ ‘ ‘ ‘ ‘ ‘ :
HGSHYD | SGRI RKGPAPLNLE | PAYEFDGDKV I VG VTDQLEDLREHFKNTEEGKALVHHY EECAERVK | QQQQPGYADL EHKEDCVEEFF
f. Max. deviation (see listing)
g. G-factors
Phi-psi [
BTty ST a
Chi3 & chi4 ] [ I H [
mega R T [ [l [N [ mT
Dihedrals IO T T T TI T T T T [T TTTTTTIITITT01] T T T T T T T T T T T T T T T T T A T
MChbonds [T T T T T T T T T T T A A
MCangles [T A T e e e T e T T T P T T
Mainchain [T T T IT T T I IITIITT111] T T T T T T T T T T T T T T T T T T T ITT]
Overall GO T T T T LT LI T T O T L T I T I T L T L T L T TR T T T LI
181 190 195 200 205 210 215 80 8 90 95 100 105 110 115 120 125

1EZV_06.ps




PROCHECK

R d t Page 18
100 a. Absolute deviation from mean Chi-1 value (excl. Pro)
]
% 80
e 60
g w0
< 20
o
129 135 140 145 10 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 91
£ 72
£ 481
D 24-
£
O 129 135 140 145 10 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
o)
% 4
e 3
g 2
2
S
129 135 140 145 10 15 20 25 30 35 40 45 50 55 60 65 70
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
OO~ FIBRAASAARANN RS PN AN
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
AAAAAAAAATIAAAAAAAAAAAAAAAAANAAA
HLQHYLDTATAPRLFDKLK QSFTSI AI‘?I GDYI‘ LKSP\‘/L SKL(EVPVANQF | NI‘_AGYKI‘(LGLKI‘:DDL | A‘EENPI‘MQTAI‘_RRL PI‘EDESYARAY
f. Max. deviation (see listing)
g. G-factors
Phi-psi .
e : i,
f%egac I [T -ji:l } } H [ AT
Dihedrals  [TTTTITTIITIITIA T T T T T T T T T T T T T T T T T T T T T T T T T I T T T T T
MCawtes HHHHFHHHHHHHH E A A A A A A A A AR
Mainchain  [TTTTTTTIITITTTTT111] T T T T T T T T T T T T T T T T T T T T T T T T T T T T T I T T T TTTTTT
Overal  [ITTIITIIIT LTI OO L L T L T L e T T I L L T T[T L]
129 135 140 145 10 15 20 25 30 35 40 45 50 55 60 65 70

1EZV_06.ps



PROCHECK

Resid t -

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

o

% 80 -

£ 60

8 401

< 20

o

74 80 85 90 95 100 105 110 115 120 125 10 15 20 25 30 35

Residue number

5 120 b. Absolute deviation from mean of omegatorsion

% 96

£ 72

£ 48-

D 24-

S

O 74 80 8 90 95 100 105 110 115 120 125 10 15 20 25 30 35
Residue number

. c. C-aphachirality: abs. deviation of zetatorsion

g ,]

g 2

N

74 80 85 90 95 100 105 110 115 120 125 10 15 20 25 30 35

Residue number Highlighted residues are those that

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

WA~ G —

Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible

e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed

AAAAAANAAAAAAAAAAAATAAAAABNBAAAAAAAAAAAAANAAAAANAABIANAAA /\HT N_V\A Al ’TV\ : M/\AA/\AMAW
R1 IRAHQTELTHHLL PRNEWI KAQEDVPYLLPY | LEAEAAAKEKDELDNI EVSK GPPSGKTYMGWMVGHMGGPKQKG I TSYAVSPYAQKPL

f. Max. deviation (see listing)

+ + * + ++
* +4+ X Ky + * bt * + o+ o+ * oo ko4 Kk
Kk K kkk koK *x x * * ok xkkxk  kxkk k% ok kkkkXK Kk Kk k kk ko

g. G-factors

Dihedrals

MChbhonds [T]
MCangles [

Mainchain [T

Overall [1

1EZV_06.ps



PROCHECK

'—\
o ©
3 3 8

Chi-1 abs. mean dev.
N D
o O

120
9
72
48
24

Omega abs. mean dev.

Zeta abs. mean dev.
R N W B~ O

Resid t -
a. Absolute deviation from mean Chi-1 value (excl. Pro)
50 55 60 65 70 75 80 85 90 4 10 15 20 25 30 35 40 45
Residue number
b. Absolute deviation from mean of omegatorsion
5 55 60 65 70 75 80 85 90 4 10 15 20 25 30 35 40 45
Residue number
c. C-aphachirality: abs. deviation of zetatorsion
5 55 60 65 70 75 80 85 90 4 10 15 20 25 30 35 40 45
Residue number Highlighted residues are those that

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

G ——NANANANANANN G AN I == —NANANANANNN——

Dihedrals

MC bonds
MC angles

Mainchain

Overall

Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible

e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed

: ‘ : ‘ : ‘ ‘ AAAAAAARL : ‘ ‘ ‘ ‘ ‘ ‘ ‘ :
RRFKSQFLYVL | PAGI YWYWWKNGNEYNEFLY SKAGREEL ERVNV SSLYKTFFKRNAVFVGT | FAGAFVFQTVFDTA I TSWY ENHNKGKL
f. Max. deviation (see listing)
g. G-factors
| R it
[ 8"-mun"HEEEsEEmamEEEE | i
T T T I T A T T T T T T T I T T T AT A T T I T IT T ITI A
T T e T T P T TP TP T T T T TP T T TP
A T T e P T T T T T T P A T P T T T T T T T P
(EEEEEEEEEEEEEEEEEENE NN (EEEENEEEEEEEE NN NN
OO T I T T L I L L T T L T T T T O T T L LT L L LI T T
50 55 60 65 70 75 80 8 90 4 10 15 20 25 30 35 40 45

1EZV_06.ps




PROCHECK

. . Page 21
Residue properties
1EZV

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

&

= 80

§ 60

g w0

< 20

© 49 55 5 10 15 20 25 30 35 40 45 50 5 60 65 70 75 80

Residue number

20 b. Absolute deviation from mean of omegatorsion

Omega abs. mean dev.
REN 8
1 1 1 1

4? 55 5 10 15 20 25 30 35 40 45 50 5 60 65 70 75 80
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
&
© 4 -
5 5]
£
g 2 -
e
S
49 55 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal

d. Secondary structure & estimated accessibility

I e =

Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible

e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed

: BAARNAAAAAAAAAA BAAAA AAAAAAAAA AAAAA A AABAAAAAAAAAAAAAAAIAAA
WKDVKARIAA EVKLQESGAGLVQPSQSLSLTCSVTGYSI TSGYYWNWI RL FPGNKLEWGY | SNVGDNNYNPSLKDRL S| TRDT SKNQFF

f. Max. deviation (see listing)

***************************************************

Phi-psi

Chil-chi2 i H::#
Chilonly

Chi3 & chi4
Omega

Dihedrals  [TTTTTTTTT]

=
=
BT
MCbondsm [T
MC angles [EEE
[T
[T

Mainchain  [TTTTTTTTT]

!

\

I

I

|
Overal  [TTTITIITT] I
49 55 5

1EZV_06.ps
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Residue properties

1EZV

a. Absolute deviation from mean

Page 22

Chi-1 value (excl. Pro)

& 100
g 80 -
£ 60
8 401
< 201
o
81 90 95 100 105 110 115 120 125 5 10 15 20 25 30 35 40
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 9
£ 72
8 48-
D 24-
£
© g 90 95 100 105 110 115 120 125 5 10 15 20 25 30 35 40
Residue number
. c. C-aphachirality: abs. deviation of zetatorsion
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Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
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e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
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Residue properties
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Solid and dashed lines represent the mean and standard deviation values as per Engh & Huber small-molecule data.

Black bars> 2.0 st. devs. from mean.
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Main-chain bond angles

CA-C-N
(except Gly,Pro)

1EZV

CA-C-N
(Gly)

979 ‘ 979
o) : 2
& ; S
> >3
8 | g
LL ; LL
101 106 101 116 14 106 131 101 106 111 iTg 11 16 13
O-C-N O-C-N
(except Pro) (Pro)
979 — 979 —_
o) oy
& S
> >3
g 8
LL LL
108 113 118 123 18 133 138 107 12 17 12 17 152 137
C-N-CA C-N-CA
(Gly) (Pro)
979 — 979
o) oy
& S
> >3
g 8
LL LL
107 12 17 12 17 152 137

105 110 115 120 125 130 135

CA-C-O

CB-CA-C
(Al3)

979

Freguency

(Gly)

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.
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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 RM S distances of planar atoms from best-fit plane.
Black barsindicate large deviations from planarity: RMSdist > 0.03 for rings, and > 0.02 otherwise.

b signifies data points off the graph in the direction shown.
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Planar groups
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Planar groups (contd)
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Planar groups (contd)
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Sidechains with RM S dist. from planarity > 0.03A for rings, or > 0.02A otherwise. Value shown isRMS dist.

1EZV_10.ps




