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Plot statistics
Residues in most favoured regions [A,B,L] 1554 84.6%
Residues in additional allowed regions [a,b,l,p] 232 12.6%
Residues in generously allowed regions [~a,~b,~l,~p] 32 1.7%
Residues in disallowed regions 19 1.0%
Number of non-glycine and non-proline residues 1837 1000%
Number of end-residues (excl. Gly and Pro) 19
Number of glycine residues (shown as triangles) 140
Number of proline residues 109
Total number of residues 2105

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

to have over 90% in the most favoured regions.
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Ramachandran plots for all residue types

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

PROCHECK

360

180 270

Chi-1

90

270 360

Chi-1

270 360

180
Chi-1

e 3 2
om ” ” ® , B = | = m” ®
=) | | | | |
| | | Q |
\\\\\\\\\\ - -~ =i SRR
%ﬂm ” ” o DD&ﬁ %%%E | o ”
" , . | ~—~~ ﬂ,u_ h, = ” B ~—~~ ”
~| " m , S ™)
© 'm [ WS (@) , 3 m' , I
Swm = dgfl_ < S| = o fme WO | L Q| " s
(\@\\”h_w \\\\\ ” \\\\\ ﬁ@@ m L NI ) p\\tﬁ_ﬁ_\\noOo iR —— | [ ,\\Hv\ _d
c | - | |
& i ” c 3| ” ” c F|l i ,
<| | | O | - | ) | |
Sm! | | =] | | | ] | | |
< | | |
%\\"D\ \\\\\\ ” \\\\\\\ ,r%\ \\\\”\@\\D@"\D \\\\\\ ,r \\\\\\\ | - — et T8 e
| | | | | | (] | |
| | | | | | ol | |
| | | | | | | | |
e & 8 3 e £ 5 8 g £ 3 s
) N — o ™ ~ — o ™ N P
= | L | | L | il |
| | ., | | | | |
F ,ﬁ-l-%«mnﬁmmb,@l‘ S8 e ﬂ-ﬁTTl %-i%
[ m Iml | o | o O |
i G B LI m ; |
[ § —~ ~ |
<|o_ 'm | Sm | o) = I | — | & I
U o o« ©f | gem & - O ™= |
S M T R = = nm”wfl t-- 48 = b -wre - -E-B
m | | | - th n | | ﬂ - m ,u. | _H_ |
| | | “n | D, | () P ul |
< | | o | | = o,
[ | | |% | , u | |% | D, mll |
DA-, | = U D | | | | | |
R [ = T T -
| | | | D, . | | | |
| | | | | | | | |
: T T T O T k T O T k T
g Rk & 8 o g & & 8 o g & & 8
| | e | | e W | |
%u. ““““ i B T
T I O 1 I m| -
a? o & o | | R =
< | = | —~ | | e T
] i ® m
| " e | a X | m o F e g mg
~|---'-- | \\\kw .~ S\\\L \\\\\\\ ,\\\\\\\,\\\\AOG L (\\\L\@m\_,b\\\%ﬂ\\\
| - C | | | - S | | 3 |
=2 | ” O & = | | o | . e
< p U ” 0 | | | | | | |
| | | L | | | L | | |
IR N | e guly ° - A
| = mﬁ ” | ” | ” T
| | | | | | | ml |
T r T =4 T T T : o T T T :
g K& & 8 8 R 8 8 8 & 8 8
¢-lyo ¢-yo ¢-lyo

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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Main-chain parameters
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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 1837 84.6 74.8 10.0 1.0 Inside

b. Omega angle st dev 2094 30 6.0 3.0 -1.0 Inside

c. Bad contacts/ 100 residues 12 0.6 12.2 10.0 -1.2 BETTER
d. Zetaangle st dev 1965 44 31 16 0.8 Inside

e. H-bond energy st dev 1371 0.8 0.9 0.2 -0.8 Inside

f. Overall G-factor 2105 0.0 -0.6 0.3 22 BETTER
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Side-chain parameters
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Stereochemical parameter datapts  value vaue  width  from mean
a. Chi-1 gauche minus st dev 204 19.9 23.6 6.5 -0.6 Inside
b. Chi-1 trans st dev 608 20.7 234 53 -0.5 Inside
c. Chi-1 gauche plus st dev 842 18.1 22.0 4.9 -0.8 Inside
d. Chi-1 pooled st dev 1654 194 228 4.8 -0.7 Inside
e. Chi-2 trans st dev 572 19.9 23.6 5.0 -0.7 Inside
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Residue properties
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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c. C-aphachirality: abs. deviation of zetatorsion
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Zeta abs. mean dev
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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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Residue properties
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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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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Residue properties ”
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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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
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
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Residue properties
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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d. Secondary structure & estimated accessibility
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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c. C-aphachirality: abs. deviation of zetatorsion
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d. Secondary structure & estimated accessibility
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Residue properties
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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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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Residue properties
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a. Absolute deviation from mean Chi-1 value (excl. Pro)
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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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PROCHECK
Page 8

Residue properties
1ntz

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

& 100
g 80
e 60
)
g w0
< 20
o
261 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 24
E 18-
8 12
® 61
£
© 28 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
% 80 -
£ 601
g 40
-c% 201
S
261 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
: ‘ : ‘HAA/‘\/\H/\ITV\/\/\N‘\/\AN\/‘\/\N_._VV\NTW\/\/\/‘WW‘ ‘ : ‘ : ‘ ARBAAAAAA
SAA | GSAEANAFSVLQHVLGAGPHVKRGSNATSSLYQAVAKGVHQPFDV SAFNASY SDSGL FGFYT | SQAASAGDV | KAAYNQVKT | AQGNL SNPDVQAA
f. Max. deviation (see listing) ;
0
S S LLoLramioam: I S R S S S
g. G-factors
D
Phi [l W [EEE i
e N LHETEE :
Chi3 & chi4 T I I [
Omega [ [ [ [
Dihedrals T T T I T T T T T T T T T LT 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 T
MCbonds T T T T 1
MCangles [T e P P P
Mainchain \\HHH\H\\H\H\HHH\H\\H\H\\H\H\HD\\H\H\\H\H\\H\H\H\\H\H\HHHHHHHHHHHH
Overall T T T T T T T T T T T T LT T T T T T T T T T T T T T IT T T IT T T I T I ITIT T ITTTT]
261 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340 345 350 355 360

D = D-amino acid

Intz_06.ps



PROCHECK

Resid tl e
100 a. Absolute deviation from mean Chi-1 value (excl. Pro)
]
g 80
e 60
g w0
< 20
o
361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 247
E 18-
8 12
® 61
£
O 361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
]
% 80
L 60-
g 40
-c% 20
S
361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
MABE NN TN NN - S
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generous ll Disallowed
AAAAAAAA
kNKLKAGYLMSVESéEGFLISEVGSéALAAéSYTP}‘DSTVL‘QQI DA\‘/ADAD\‘/I NAAP‘(KFVS(‘BRKSMAASGNI‘_GHTPI‘:I DEL TN RKSHPLMK
f. Max. deviation (see listing)
g. G-factors
Phi H
: . it e
Grmega ' H n H ] B
Dihedrals [T T T T I IT I T T T T IO T T TP I T T TP T T T LTI T T T T T T T T I T T I CEATTTTTTT]
MC e R A A FHHHHHH
Mainchain [T T T T T T T T T T T T T TP T T TP T TP T T T T T T T T T T T T T 1 CITTTTITTTT]
Overall [T T T T T T P T T T I 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 [ETTTITTITTI
361 370 375 380 385 390 395 400 405 410 415 420 425 430 435 2 10

Intz_06.ps
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Page 10

Residue properties
1ntz

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

& 100
% 80
e 60
)
g w0
< 20
o
13 20 25 30 35 40 45 50 55 60 65 70 75 8 85 90 95 100 105 110
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 247
E 18-
8 12-
® 61
£
O 13 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
% 80
L 60-
g 40-
-c% 20
S
1—"l'-.'q'_'l_'."l___'lJ T T T T T o |-—"|'-_!_'|'.‘-'F-_T'-_T_*'-
13 20 25 30 35 40 45 50 55 60 65 70 75 8 85 90 95 100 105 110
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
AMAAATAAAAAABIAAAAAAAAAIAAAR AAATAAA
I VNNAF IDLPAPSNI SSMNNFGéLLGI (EL | LQi LTGLI‘:LAMH“(TSDT"I'TAFS‘SVTHI ("_IRDVNY‘GNI | I‘?YMHAI‘\IGASMI‘:F | CL+MHVGF‘ZGLYY(‘SSYTFI‘_ET
f. Max. deviation (see listing)
.5 ; .
s 0w vt U T e e e e e
g. G-factors
Ph [Tl [ [ [
e i et sbesidee et et
Omega H [1 [ [T [T [ [ Hﬂﬂ
Dihedrals [T T TT I T I T T T T T T T T T T LT T T T T T T TP T T T TP T T T T T T T T T T T T T T T I T
ek REEREREEEEEA" NEENENSNSENNSNSESERSNSESSNSRSESSNSRSESSNSNSRSSNSRSESERSREESSNERSSSENERESEEREREEEN
Mainchain [T T T T T T I T T T T T T T T T TP T TP T T TP T TP TP T T T T I T
Overall [Tl L I L I T L T T T L I T L L L LT LI LTI 1]
13 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110

Intz_06.ps
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Page 11

Residue properties
1ntz

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

& 100
g 80
e 60
g w0
< 20
o
113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 24
E 18-
8 12
® 61
£
O 113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
% 80 -
£ 601
g 40
-c% 201
S
113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
NN\NNNIN\— NN\
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
‘ : ‘ AAAARL : N_I/‘\/\/\/\/\/‘\/\/\/\/ﬂ/\ ‘ A AARNAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA  NBAAA
WNIGVILLLTVMATAFMGYVL PWGQMSFWGATV I TNLLSA T PY I GTNLVEWIWGGFSVDKATLTRFFAFHF I LPFI IMAIAMVHLLFLHETGSNNPTGI S
f. Max. deviation (see listing)
g. G-factors
Phi-psi . H S B
e N IR : -
Chi3& chi4 [ ] I [T [ [
Omega [ [ 1T [ [
Dihedrals  [(TT T T T T TTIT T T T T T T T LT LT T O T TP T O T T T T T T T T T T T T T R T T I T
MCbonds T T T T T T 1
MCangles [T T e e P P
Mainchain (T T T T T IO T I T T T T T TP T T TP T TP T TP T T TP T T T T
Overall T T T T T T T T T T T T T T T T T T T T T T T T TP T T T T T LTI T T T T T I T T I T ITITTITTTTTIT]
113 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210

Intz_06.ps




PROCHECK
Page 12

Residue properties
1ntz

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

& 100
% 80
e 60
(%)
g w0
< 20
o
213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 24
E 18-
8 12
P 6
£
O 213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
% 80 -
L 60-
g 40 -
&
% 20
N T T T TLP._F‘-LF"‘F_#J-.'*—'T'-'!__ T . p—— H‘
213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generous ll Disallowed
SDVDK | PFHPYYTIKDILGALLL I LALMLLVLFAPDLLGDPDNYTPANPLNTPPHIKPEWYFLFAYAILRSIPNKLGGVLALAFSILILALIPLLHTSKQ
f. Max.:deviation (seelisting)
55 *+6 +
oot L SO S s g S ST SO L e A SO e SO e SO CE L e T SOP ST
g. G-factors
D
Ph | HE| T
Aifte Y eieeeas '
Chi3 & chi4 1] [ I [
Omega [T [T [ [T
Dihedrals  [TTTTTTT T T T T T I T T T T T T T T P T T T T T T I T T T TP T T TP T T T LT T I T T T T T T
Mcage  CHHHHHAR AR A A e AR
Mainchain \\HHHE\HHHHH\HHHHH\HHH\HHHHHH\HHH\\H\HHH\HHHHHHHHHHHHHHH
Overall [T T W T T T T T T T T e T T T T T T T T T T T T T T T I T T T T T T T I T T T T TT T T T
213 220 225 230 235 240 245 250 255 260 265 270 275 280 285 290 295 300 305 310

D = D-amino acid
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PROCHECK

R . d t Page 13
100 a. Absolute deviation from mean Chi-1 value (excl. Pro)
o
% 80 -
£ 60
8 401
< 201
o
313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 24
£ 18
8 12
o 6
£
O 313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
© 80_
L 60-
g 40-
?é 20
S
313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
|
I ANNANS S AN AN A o
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generous ll Disallowed
RSMMFRPL SQCL FWALVADLLTLTWI GGQPVEHPY I TI GQLASVLYFLL I LVLMPTAGT | ENKL LKW SDLELHPPSYPWSHRGL L SSLDH
f. Max. deviation (see listing).
45+
SR o n IELIE e e Do Lt
g. G-factors
Phi-psi || A
e HHER g Bkt -
Chi3 & chi4 I [T 1 []
Omega I [l [T [
Dihedrals  [(TT T T TT T IT T T T T I T T I T T T T I W T T LI T T T I T T T T TITT1T [T T T T T T IT T T T
e A AMEREASENENSRBSNERBESENEES B NERSESENSESESERSESESERSESEEERERE ERENENANNNNNEARAREREEE
Mainchain [T T T T T T T IT T T I T T T T T T I T T T T T T WL T T T T T T T IITT0IT 1] T T T T T T T T T TTTIT
Overall T T T T T T T T T T T T T T T T T T I T T T T T T T T LTI IITITTTITITITITT ]
313 320 325 330 335 340 345 350 355 360 365 370 375 5 10 15 20
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PROCHECK
Page 14

Residue properties
1ntz

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

& 100
g 80
e 60
)
g w0
< 20
o
24 30 35 40 45 50 55 60 65 70 75 80 8 90 95 100 105 110 115 120
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 247
E 18-
8 12
® 61
£
O 24 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
% 80
L 60-
g 40-
-c% 20
S
24 30 35 40 45 50 55 60 65 70 75 80 8 90 95 100 105 110 115 120
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
AN s NN » SN S i
|
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
A
TSI RRGFQVYKQVCSSCHSMDYVAYRHLVGVCY TEDEAKALAEEVEVQDGPNEDGEMFMRPGKL SDY FPKPY PNPEAARAANNGAL PPDL SY | VRARHGG
f. Max. deviation (see listing)
g. G-factors
Phi [ [T 1T [T o O [ T | [ 1 P F HI
%Ei%gimczm HZiif .H: \\7fﬁ> \\7\\ [ \HH7
om
Dihzﬁals \HH\H\HHH\H\HHHHH\II\HHHHHH\HHH\\I\HHHHHH\I‘:‘I\}}HHHHH\H\H\}H:]]
ek R EMERENEEMENSNSENERBNSENERBNSESERSNSESSNBSEEEERSEESSENENENTERB-HSSENERSESENERSESESEREESEEER C N
Mainchain (T T T T I T T T TP TIT T T T T TP T TP T T O T T T T T T T T T T T I T T T T
Overall T T T T T T T T T T T T T T T T T T T T T P T T T T T P T T T T T T T I T I T T T T T e
24 30 35 40 45 50 55 60 65 70 75 80 8 90 95 100 105 110 115 120

Intz_06.ps



PROCH

Omega abs. mean dev. Chi-1 abs. mean dev.

Zeta abs. mean dev

Chi3 &
Omega

Dihedrals

MC bonds
MC angles

Mainch

Overall

=
o
o

: 100

ECK
Page 15

Residue properties
1ntz

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

80
60
40
20

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

. b. Absolute deviation from mean of omegatorsion

24
18+
12

6_

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

c. C-aphachirality: abs. deviation of zetatorsion

80
60 -
40
20 1

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

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

d. Secondary structure & estimated accessibility
’_I\

AN o L S AAAAVRRRONNAANNANR?

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

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

‘ ‘ ‘ N AAANAN ENA 4 : ‘ AABAAAAAAAAAAAAAAAANFAAIAAAAAA : ‘ ‘
EDYVFSLLTGYCEPPTGVSLREGLYFNPYFPGQA | GMAPPI YNEVLEFDDGT PATMSQVAKDVCT FLRWAAEPEHDHRKRMGLKML LMMGL LL PLVYAMK

f. Max. deviation (seelisting)

4 *
* kK gk 3
* KRk Kk K kKKK Kk kK kk*x

g. G-factors

chi4

ain

\
\
\
\
‘\
12

N

D = D-amino acid
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PROCHECK

Resid tl .
100 a. Absolute deviation from mean Chi-1 value (excl. Pro)
o
% 80
e 60
g w0
< 20
o
224 230 235 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 247
E 18-
8 12
® 61
£
O 224 230 235 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
% 80
L 60-
g 40-
?é 20
S
.'_-_-—r-—-.'_-#——_*_-_*_-_F-—r-.T = — T I‘-T_hr—-_P+
224 230 235 240 5 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
NN = EAyv
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
AAAFEAAAAAAAABAATIEAAAABAAAAAAAAA
RHKWSVLKSRKLAYRPPK SHTDi KV PDI‘:SDYRI‘QPEVLbSTKSéKESSI‘EARKGI‘:SYLV'I"ATTT\‘/GVAYAAKNV\‘/SQFVéSMSASADVLAMS
f. Max. deviation (see listing)
g. G-factors
Phi-psi . [l EEN W T T T
A N " Byatl EadiEats .
mega - LT H | ERuRN H
Dihedrals  [TTTTITTIITIIIII11 T T T T T T T T T T T T T T T T T T T T T T A T T T T T T T R T
MCages T AR aEc=ERERERERSEMEEENREENEAEMSNENSNERESSESSSRSRSRSENSSENEEERERERSEEREEEE
Mainchain  [TTTTTTTIITTTTTI11 T AR T I 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 T T I
ovedl  [TTTIILITIITIIITLH T T T Y
224 230 235 240 5 10 15 20 25 30 35 40 45 50 55 60 65 70

Intz_06.ps




PROCHECK

Page 17

Residue properties
1ntz

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

& 100
%80
e 60
)
g w0
< 20
o
73 80 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170
Residue number
o b. Absolute deviation from mean of omegatorsion
g
5 2%
£ 18
8 12
o 6
£
© 73 80 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
%80—
£ 601
g 40
?ézo—
S
73 80 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170
Residue number Highlighted residues are those that
deviate by more than 2.0 st. devs. from ideal
d. Secondary structure & estimated accessibility
Py p—) NN %
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
HAAAAAAAAAA A : ‘ : ‘ ‘ ‘ ‘ : ‘ : ‘ ‘ ‘ : Al AAABIAA_AAR
K1 EIKLSDI| PEGKNMAFKWRGK PL FVRHRTKKE | DQEAAVEV SQLRDPQHDL ERVKKPEWV I L | GVCTHLGCVP | ANAGDFGGYYCPCHGSHYDASGRI R
f. Max. deviation (see listing)
g. G-factors
(Féﬁ{-scihiz T SEEES N
Chilonl
Chi3 & chi4
mega I
Dihedrals [T T T T I T I T T T T T T IO T LT T T T T T I T T T T O T T T O TP T T T T T T T
MCbonds T T T T T T 1
MCangles [T e P P P
Mainchain [T T T T I T T T TP T TTOTTTTT C T T T TP T T TP T TP T T T T T I TTITT I ITTTT
overall [T LI LI T L T T T T T T T L L L T T T L L I T T L T LI T T T T T T T T]
73 80 8 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170

Intz_06.ps




PROCHECK

Residue properties
1ntz

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

Page 18

& 100
% 80 -
£ 60
8 401
< 201
o
173 180 185 190 195 10 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 247
E 18-
8 12
® 61
£
© 173 180 185 190 195 10 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
% 80
L 60-
g 40-
?é 20
S
173 180 185 190 195 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
)y BEIVAVAVAZNZ -\ — N\ N AN\
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generous ll Disallowed
AAAAAAAARIRIAAAAAAAAAAAAAAAAANAAAAAAAAAAAAAA
KGPAPLNLEVPSYEFTSDDMV I VG VSASéR\NL Eél RKV\/YYNAAéFNKLéLMRDIST | HEI‘\IDDVKI‘EAI RRL PENL“(DDRVI‘:RI KRALDL Sth
f. Max. deviation (see listing)
g. G-factors
Phi-psi [l :F L]
Chil-chi2 [ 1]
chi3 8 s J F ﬂ H
mega [T [ [1
Dihedrals  [TTIITT T T ITTTITTIIIITTIT11] BT T T T T T T T T T T T T T T T T T T T T T I T
MCawes THHHHHHHHFHH AR ERNRARANENENRNEN"NEMENANANNNNANENENANRANANENENANA NENNNSNENEEE
Mainchain  [TTTTTTTIITTTITTTIIITI11] T T T T A T T T T T T T T T T T T T T T TT
ovedl  [TTTIIILITII LI ITIT] T L T T L T T T T T T T LTI LI T ]
173 180 185 190 195 10 15 20 25 30 35 40 45 50 55 60 65 70

Intz_06.ps




PROCHECK

=
o
o

80
60
40
20

Chi-1 abs. mean dev.

30
24
18
12

Omega abs. mean dev.

100
80
60
40
20

Zeta abs. mean dev.

MC bonds
MC angles

Mainchain

Overall

Page 19

Residue properties
1ntz

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

5 10 15 20 25 30 35 40 45 50
Residue number

b. Absolute deviation from mean of omegatorsion

72 80 8 90 95 100 105 110

5 10 15 20 25 30 35 40 45 50
Residue number

c. C-aphachirality: abs. deviation of zetatorsion

L

80 85 90 95 100 105 110

72 80 85 90 95 100 105 110

10 15 20 25 30 35 40 45 50

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

d. Secondary structure & estimated accessibility
AN/ N G

) Betastrand ——= Randomcoil Accessibility shading: ® Buried [] Accessible

V—l\
e

Key:- <™ Helix

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

IA IIAAAAIAAAAAAAAAIAAAIIIAAIA AAAAAAAAAAAAANTIAAA

QQI LPKEQWTKYEEDKSYLEPYLKEV | RERKEREEWAKK GRQFGHLTRVRHV I TYSL SPFEQRAFPHY FSKGI PNVLRRTRACI LRVAPP

f. Max. deviation (see listing) :

+ + 8 + +* o+
AR R :, o ot Pt LTt otr it
g. G-factors

D

TR T 1] 1 i NEN | T ENEEN

s i St i i
[(CETT I T T T T T T I I [T T T T I I T T T T T T T T T T T T TITTT
EAREEEEEsEE EENASENAEEEENEEESEEEEEES HHHHH AP
[EEEEEEEEENEES EEEEEEEEREEEEEEEEEEEEEEEN HD\\H\H\\H\H\H\\H\H\HHHHHHHHHHHH
O T T R T LI T LI T T[T} T T T
72 80 85 90 95 100 105 110 5 10 15 20 25 30 35 40 45 50

D = D-amino acid
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PROCHECK

Residue properties

Page 20

1ntz

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

& 100
% 80
e 60
)
g w0
< 20
o
52 60 65 70 75 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
o b. Absolute deviation from mean of omegatorsion
g
g5 24
£ 18
8 12
o 6
£
© 60 65 70 75 15 20 25 30 35 40 45 50 55 60 65 70
Residue number
100 c. C-aphachirality: abs. deviation of zetatorsion
o
g 80
L 60-
g 40-
-c% 20
S
52 60 65 70 75 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
AN N NGNS H —2AAA AN = AVAVAA A —
Key:- <™ Helix [—) Betastrand == Random coil Accessiility shading: m Buried [] Accessible
e. Sequence & Ramachandran regions a Most favoured = Allowed [l Generousll Disallowed
E A
l‘:VAFYLVY'i'WGTQI‘EFEKSI‘(RKNPA EEEELVDPLTTVREQCEQL EKCVKARERLELCDERVSSRSQTEEDCTEELLDFLHARDHCVAHKLF
f. Max. deviation (seelisting) . .
0 6 + 4 6
et P L Jroter naenete, it om0 e,
g. G-factors
D
Phi-psi . N [l [ T
e cir, I .= ity dataceit e o
Ghegn H o HHH man
Dihedrals  [TTTTTTTIITTTTTITIIITIT] A AT T T T T T T T T T T T T T T T T s T T T I ITITTT A
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