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This is a Full wwPDB X-ray Structure Validation Report for a publicly released PDB entry.

We welcome your comments at validation@mail. wwpdb.org
A user guide is available at
https://www.wwpdb.org/validation /2017 /Xray ValidationReportHelp
with specific help available everywhere you see the (i) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

The following versions of software and data (see references (1)) were used in the production of this report:

MolProbity : 4.02b-467

Mogul : 1.8.5 (274361), CSD asb41be (2020)
Xtriage (Phenix) : 1.13
EDS : 236
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.36
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 2.70 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value
Rfrec I S 0219
Clashscore | B
Ramachandran outliers NN | D 1%
Sidechain outliers I | W 5%
RSRZ outliers I | — 7%
Worse Better

I Percentile relative to all X-ray structures

[l Percentile relative to X-ray structures of similar resolution

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
Riree 130704 2808 (2.70-2.70)
Clashscore 141614 3122 (2.70-2.70)
Ramachandran outliers 138981 3069 (2.70-2.70)
Sidechain outliers 138945 3069 (2.70-2.70)
RSRZ outliers 127900 2737 (2.70-2.70)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower bar indicate
the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality
criteria respectively. A grey segment represents the fraction of residues that are not modelled.
The numeric value for each fraction is indicated below the corresponding segment, with a dot
representing fractions <=5% The upper red bar (where present) indicates the fraction of residues
that have poor fit to the electron density. The numeric value is given above the bar.

Mol | Chain | Length Quality of chain

%

1 A 250 : 73% 24%
%

1 O 250 73% 24%
%

p B 2558 | °® m o m——
%

2 P 258 = 58% 32% 5% 5%
%

3 C 254 57% 35% 5%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain

3 Q 254 = 55% 37% 5%
3%

4 D 260 = 68% 22% %

4 R 260 = 66% 24% %
3%

) E 234 = 56% 38% T6%
5%

5 S 234 53% 41% “6%

6 F 288 L 52% 28% 5% 15%
3%

6 T 288 = 49% 31% 5% 15%

7 G 252 : 69% 23% T

7 U 252 L 66% 26% T

8 H 261 55% 29% P TT7

8 \Y 261 55% 29% P L7

9 I 205 65% 31% o

9 W 205 68% 29% B
%

10 J 198 : 63% 33% o
3%

10 X 198 = 65% 31% o

11 K 287 < 47% 23% 26%

11 Y 287 L 46% 24% 26%

12 L 241 L 59% 28% 5% 8%
3%

12 y/ 241 : 60% 27% 5% 8%

13 1 266 59% 26% TTTTw

13 M 266 62% 23% %

14 2 215 66% 24% T

14 N 215 67% 23% %

15 3 5 40% 40% T 20%

15 4 5 40% 40% T 20%
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2 Entry composition (i)

There are 16 unique types of molecules in this entry. The entry contains 50982 atoms, of which 0
are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.

e Molecule 1 is a protein called Proteasome component Y7.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 A 250 ?gtf? 12Cl9 311]5 3?7 ZSL 0 0 0
1 0 250 r‘1F(S;t1&}51 12019 311]5 3?7 ZSL 0 0 0
e Molecule 2 is a protein called Proteasome component Y13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 B 244 ?ggzl 12%1 31;1 3(7)9 g 0 0 0
2 P 244 ?ggzl 12C()1 Zgl 3?9 2 0 0 0
e Molecule 3 is a protein called Proteasome component PREG.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
s ol G s | 0 | 0 |0
sl | G om0 | 0 |0
e Molecule 4 is a protein called Proteasome component PUP2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 b 242 112?11 11062 311]4 3(7)8 g 0 0 0
4 R 242 ?g?ll 11062 311]4 3(7)8 g 0 0 0

e Molecule 5 is a protein called Proteasome component PRES.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o 2 233 1795 1129 312 350 4 0 0 0
Total C N O S
o S 233 1795 1129 312 350 4 0 0 0
e Molecule 6 is a protein called Proteasome component C1.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 F 244 1896 1205 330 357 4 0 0 0
Total C N O S
6 T 244 1896 1205 330 357 4 0 0 0
e Molecule 7 is a protein called Proteasome component C7-alpha.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7 G 243 1921 1221 322 370 8 0 0 0
Total C N O S
7 U 243 1921 1221 322 370 8 0 0 0
e Molecule 8 is a protein called Proteasome component PUP1.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 H 222 1684 1061 203 323 7 0 0 0
Total C N O S
8 v 222 1684 1061 203 323 7 0 0 0
e Molecule 9 is a protein called Proteasome component PUP3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
) I 204 1581 1010 258 305 8 0 0 0
Total C N O S
oW 204 1581 1010 258 305 8 0 0 0
e Molecule 10 is a protein called Proteasome component C11.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
10 J 198 1585 1005 269 305 6 0 0 0

Continued on next page...
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Continued from previous page...
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
10 X 198 1585 1005 269 305 6 0 0 0
e Molecule 11 is a protein called Proteasome component PRE2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
1 K 212 1644 1045 280 312 7 0 0 0
Total C N O S
1 Y 212 1644 1045 280 312 7 0 0 0
e Molecule 12 is a protein called Proteasome component C5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
12 L 222 1757 1115 303 335 4 0 0 0
Total C N O S
12 z 222 1757 1115 303 335 4 0 0 0
e Molecule 13 is a protein called Proteasome component PREA4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
13 M 233 1824 1154 312 351 7 0 0 0
Total C N O S
13 1 233 1824 1154 312 351 7 0 0 0
e Molecule 14 is a protein called Proteasome component PRES.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
4 N 196 1512 955 250 300 7 0 0 ¥
Total C N O S
142 196 1512 955 250 300 7 0 ¥ ¥
e Molecule 15 is a protein called TMC-95A mimic ligand 2c.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
15 3 5 55 42 5 8 0 0 0
Total C N O
15 4 5 55 49 5 8 0 0 0
SPDE
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e Molecule 16 is water.

Mol | Chain | Residues Atoms ZeroOcc | AltConf
16 A 57 Tg;al 507 0 0
16 B 36 ngal ?% 0 0
6 | c 44 Tzzal 21 0 0
16 D 41 thlal ﬁ 0 0
16 E 23 ngal % 0 0
16 F 45 ngal f5 0 0
16 G 64 T‘éf‘l 21 0 0
16 H 51 Tgtlal ?1 0 0
16 I 69 ngal 59 0 0
16 ] 51 Tgtlal ?1 0 0
6 | K 40 ngal fo 0 0
6 | L 56 ngal 5% 0 0
6 | M 73 T‘;gal % 0 0
6 | N 54 T‘;Zal 581 0 0
6 | O 34 Tgial :SL 0 0
6 | P 29 Tg;al ;.9 0 0
6 | Q 27 Tgtfl ; 0 0
6 | R 31 Tgtlal ?1 0 0
16 S 20 ngal % 0 0
16 T 38 Tg;al ?% 0 0
6 | U 64 Tgff‘l éfl 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
6 | v 47 th;ﬂ 57 0 0
6 | w 61 T‘étlal (?1 0 0
6 | X 48 ng‘“ i; 0 0
6 | Y 47 thfl f? 0 0
16 Z 48 TZ?I 23 0 0
16 1 78 T%al ;)8 0 0
16 2 58 Tg;al ?8 0 0
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
electron density. Residues are color-coded according to the number of geometric quality criteria
for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more.
A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). Stretches of 2
or more consecutive residues without any outlier are shown as a green connector. Residues present
in the sample, but not in the model, are shown in grey.

e Molecule 1: Proteasome component Y7

. B
Chain A: 73% 24% -

A7
K118
|
Q121
E122
R130
|
S135
|
G140

®
I-- S & I--I--I ----I-I-I--- qmg gmgg=t
[=} = - o oA £ £ 5] = = — H o< =) - 29 - = = > B4 [N = [ [ =)
e Molecule 1: Proteasome component Y7
2%
. B -
Chain O: 73% 24% .

° °

oo M O~ B oo oo ® o oM @ a0 o N IO o s o B o B Smimy § Sma
=4 © o] — o oN 5] N M m M oM< < < [Te} w © ©O © © © (] 2]} — — — — —
= [=} > 1<% X [=] < = =X - O = < %] o = (25 I T | P} ~ ==} X X om ~ 0w

LN
-I------I--I----III—I----I
(3] [=] = (=2 > M o< £ m = =) - H o< = - ) - = - - > 2} = [ -] -
e Molecule 2: Proteasome component Y13
2%
3 . . I
Chain B: 58% 32% . 5%

|
19 «©
Iclz
[N
NN
e
[T
(X X )
] MmO = o < 0O~ 09
= = 8NN M M|emnn o0
o ISl S RN I Kl
< = o X >XEHOHB

e Molecule 2: Proteasome component Y13

F15
|
R20
L21
L2
Q23
|
A27
|
S30
I31
|
138
|
146
|
A49

R115
L116
I119

1215
K21A
E219

WO RLDWIDE

er

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#residue_plots

3NZX

Full wwPDB X-ray Structure Validation Report

Page 10

2%

5%

5%

32%

58%

Chain P

TOTH

191
994
S99

€91

190

® ¥SA

1S3

00TL

L6171
9611

2611

06TI

1810
98TA

181X

S9TA
7918

+

LSTX

€9Td
CSIN

5i498

€Y1

157428

8ETA

[44a'8
1220

Proteasome component PREG

area

€1CV

+

802a

¥02s

e Molecule 3

coTL

2%

5%

o)
0
%]

35%

57%

oM 0
N el
K Mo

Chain C

00TY
66H

~
[
(=4

[}
©
H

~
©
=1

[y}
©
<

—
~
[=}

*

0 ©
© ©
wn X

<
o
©
=1

650

941
SGL

[4:t |
T84

9PA

15728

15728
ovA
6€D
8EA

SEL

€2h

OCH

STd

€720

544)]

Proteasome component PREG

6€TT

9€CI
sezh

CTETA

8¢cd

9ees
§ees

Teer
0zza

91TH
STCA
vica

0121
602N

e Molecule 3

8%

5%

L]
<

37%

55%

Chain Q

00TY

o o
Im £
- ==

~
©
-

n
©
%]

TLQ

+

S9S

951
SSL

g
=

1572

SEL

€Y
(48

o
N
[55]

€zh

OCH

STd

LOTA
90Td
S0Ta

@ T0CA
00ZA

e Molecule 4

8611
L6711

Proteasome component PUP2

3%

7%

22%

68%

Chain D

(425

0174

COTX

LBA

681

S8Y

18T

9.0
LD

191

6GT

LSd

€54

871
LYA

S¥D
vva

{4729

6€D

~
(]
wn

O

R LDWIDE
PROTEIN DATA BANK

W



3NZX

Full wwPDB X-ray Structure Validation Report

Page 11

Ll

€€TI

Teed

9121l

+

[454¢

1021

3

€6TA

T6TT
0673

88Td

9811
G8TL

08TM

11

€9TX

T9TN
09TA

LST4
9STL

9VIX

SETY

€ETD

00000000
v A
IS
—
o<

{45

V21D

[44x:

L110

v¥eca

Tvcd

Proteasome component PUP2

e Molecule 4

3%

7%

24%

66%

Chain R

(409
T0T1

L6A

064
681

S8V

81

9.0
S.D

cLe

191

651

1Sd

€94

8¥%1
LYA

0
vva

(429

CTA

Tced

91CL

+

(45481

L0271

3

€6TA

T611
0614

88T

98171
S8TL

08TM

€9TY
29TV
TOIN
09TA

L8T4
9GTL

9VTA

SETY

€ETD

14

@ ITIS
e aziv
® D0C1D

V21

{244
1211

L1170

(42!

017d

vvca

Tved

€€CI

Proteasome component PRES

e Molecule 5

2%

6%

38%

56%

Chain E

s6d
760

164
06N

984

€8d
z8Y

8.1
LLS

LD
YLK
€LH

191

©
©
3

790

841

~
0
[

SN
8¥'1
SYH

s
gt

LEL
9EA
SES

(4}
T€I

Lev
§44\\
ced
STd

CTL
11a

ON

) 4

4871

0814

6LT1

8711

15429

6ETI

LETT
9ETT

YETA

CETA

621D

LTTX

iZ4n%

121D

6TTY

L11D

STT1

(4344

60TA

LOTT

YOIN

S8TN

Proteasome component PRES

e Molecule 5

5%

6%

41%

©
©
II:=d

53%

Chain S

o
(=}
=]

~
~
©n

S.9
208
€LH

191
90
€94

891
pAskc

7SN

(4}

8%1
LYA

SYH

s
54

LEL
9EA
SES

0814

3

6.L71
8.L74

SLTX
LIV
€971
291D
1974
0911

€91d

1814

8¥11

15742

6ETI

LETT
9ETT

YETA

CETA

0oeTYd

LTTX

¥T1L

1210

L110

STT1

(4344
1114

60TA

LOTT

POIN
€074

S60
760

[ )
o
IS
=

Proteasome component C1

ozA

[
m
IS
2

e Molecule 6

8874

S8TIN

d48TI
a8Ti

O

R LDWIDE
PROTEIN DATA BANK

W



3NZX

Full wwPDB X-ray Structure Validation Report

Page 12

%

15%

5%

28%

52%

Chain F

[ eorT
80Td
L0TI

YO
€0TA

TOTH

S6d
v6d

06N
€8d
28I
1871
288

0LA
69A

0%I

8€1

LES

SEL
zed
fords]

YIA

S6TH

€61V
[4:34]

06TA

981V

48T

08TA
6.L11

LL1d

SL1d

€L
cLIY
TLIS

6974
891D

79TV

291D

09TA

LSTA

TSTT
0STH

8¥11
LYTH

TYIN

9€TL

T€Td

8CTS

+

j241i]
0CTA

8TTd

STTY
711

c11d

0TTd

€eed

OTZN
vica
912s

ST120
454

T1cd
0121
60cd
8024

002
g0cd
902

6671
86TA

Proteasome component C1

e Molecule 6

15%

5%

31%

49%

2%
B

Chain T

v6d

06N

€8d
281

6.LS

N
o

0LA
69A

191

98TV

asTa

08TA
6.L171

LL13

SL1d

ELTH
TLIY

3

891D

Vo1V

2919

097X
651D
8STM

TST11
0STH

8%1T
LYTH

PYIN
7458

9ETL

8CTS

+

j241y]
0CTA

8TTh

9111
STTY
Y11

[43%:

0T1d

+

TN

L€2h

Proteasome component C7-alpha

e Molecule 7

23%

3

69%

%
B

Chain G

6111
8TIN

[43%)

LOTH

SOTA

96Y

S8Y

.I.h
=
-

191

T9d

691
891

980

671

9€CI

i

Proteasome component C7-alpha

e Molecule 7

%

26%

66%

Chain U

O

R LDWIDE
PROTEIN DATA BANK

W



3NZX

Full wwPDB X-ray Structure Validation Report

Page 13

(e
6010

LOTH

SOTA

96Y

3

984
S8Y

€8d
[4:28

8LA
LLA

Ll

191

7oA
€91

T9d

69T
891
L83
94d

YLTL

CTLTI

0LTD
691D
89TH
191d

LSTA
€STd
2s1a
TSTL
0STX
6YTX
EVTH

LETL
9€T1

8CTA

8TIN

(435

L

Proteasome component PUP1

9€2CI

8¢CN
praace

/448

L1231

(45418

e Molecule 8

15%

29%

55%

Chain H

I
028

8€S

T
IIII‘n |
==

~ 0 oo
o NN O
<AX=

Sl

<
N
A~

[44y]

0ozs

CSTI
TSIV
0573

8YIN
LYTL

Sv1a
441

LETA
1€18
8¢T1D

2211
9C1Ss

14498

0ozia

9TTH

[435

Yo1d

96TA

S6TN

Proteasome component PUP1

€6TL
2611

6874

08TI

LLTA
9.L10
SLIA
v.L1a
ELIA
CTLIN

0L1D

S9N

€971

19TV

e Molecule 8

6STI

15%

29%

55%

Chain V

Wl

o
NS
4

8€S

~
™
-

SEH

1

0EN
6y
8ca
L2Y

ScI
¥ed

(44}

CSTI
STV
0S73

8vIA
LYTL

Sv1a
fa1]

LETA
1€18
8¢

L211
9TTS

14498

0z1a

C11s

YoTd

Y.d

cL

891

99H

€91

198

9GL

€94

oSV

€%D

TecI

012l

L0ozd

00231

3

96TA
S6TN

€6TL
2611

68TH
08TI
LLTA
9.L10
SLTA
vL1a
ELIA
CTLIN
0LTD

SOTN

€971

19TV

e Molecule 9

6GTI

Proteasome component PUP3

31%

65%

Chain I

L6A

€69

Ted

o
)
I":

884

0.4

994

YON

8SKW
pAsict

0SL

3

8¥%1

[ < Il
< <
R S

D O
o
Iom

©
o0
]

eI

ETv

€610

T6TW

981X

991Q

S9TH

6STT

9§TS
GSTI

€974
ST

SHIN

134!
oIS

LETH

0ETY

3

Proteasome component PUP3

verd

[44a 4

811D

€114

80Td
LOTX

70TI

TOTA

66d

e Molecule 9

O

R LDWIDE
PROTEIN DATA BANK

W



3NZX

Full wwPDB X-ray Structure Validation Report

Page 14

29%

68%

Chain W

0TI

TOTA

66d

L6A

€60

Ted

684
884

08L

0.4

994

7ON

8SIW

el

€Ty

L1
N

cI
L)

(]
h
zI

8LTI

9LTA

iZA% %

991a
S9TH

T9IN

1

Proteasome component C11

LETH

0ETY

SCTI
verd

8110
€174
0TTI

6074
80Td

e Molecule 10

2%

33%

63%

Chain J

61T
8TTL

€171
[431]

80Td

007X
a0Ty

00TT
s8b
LD

0,3

891

PAsicy

€GA

L

(5414

oY

s

6ed
8€S

Sed

cea

9CA

498

ozA
61V
8T
LTS

€11
CTA

€610

0614
S8TH

LLTI
9LTH

Proteasome component C11

e Molecule 10

31%

65%

3%
-

Chain X

[431]
80Td
a0Tx
00771

4064
Vo061

88Y
s8b
LD

0.4

891

pAsict

€SA

67V

il

S

YEL

cea

9CA

4428

0ZA

Ta

VI

Proteasome component PRE2

¥¥1d
€vTY

8ETT

6CTA

9CTY

1£498
€¢Td

e Molecule 11

Te1d
0zTA
611X
8TTL

€171

26%

23%

47%

%
i

Chain K

€.4

194

€50

oSV

TEA

S8TI
v8TM

0873

8LIA

SLT1
YLIN

[4°)A 4

6STI

2STT
TSTY

6714

LY1S

00231
66TA

9674
S6T1

68TN

Proteasome component PRE2

e Molecule 11

%

26%

24%

46%

Chain Y

R LDWIDE

O

PROTEIN DATA BANK

W



3NZX

Full wwPDB X-ray Structure Validation Report

Page 15

0%d

8EN
LET

veA
€ex
(451

S8TI
v8TM

0873

8LIA

SLT1
YLIN

29TV

6STI

2ST1
TSTY

6714

LY1S

oTeI
60CA

L0TN

00231
66TA

9674
S6T1

68TN

8%

5%

28%

2] ~
a ,.‘H
I>*n

59%

Proteasome component C5

%

e Molecule 12
Chain L:

© I
Q IIm -
= ~

{47\

Se€d
ven
eex

T4

N
=S

© 10
||-c:l - [ )
= o H 3O

Ao

s
o

L

WPTA

I7TL

avTd
qHTE

ol ati]

j3a1]

i

LETA

SGETW

CETS

¥Z10
€210

TeTd
8TTS

9TTA

v11d

€81
z8N
84

TON

(43158

S8TYH

€8TD

6LTL

LLTI

cLID
TL1d
0LTD

Proteasome component C5

89TH

99TH
9914

{4214 4

8STS

¢STI

9%TT

8%

5%

27%

i

60%

e Molecule 12
Chain Z

(47

~
—
(=]

3

™
=
=

=]
|29

oo}
S

LY

® W¥IA

IVTL

AvTd
apTa

foia1s]

j541]

3

LETA

SETH

CETS

w210
€2TH

1214

8T1S

9TTA

viia
€114

OTTA
60TV

T0TI
00TI

86H

964

Z8N

Ll

6LV

9.1

TLQ
YOLN

(4158

€810

LLTT

LD

TL1Q
041D

Proteasome component PRE4

89TH

99TH
9914

(452 4

8318

8YTA

9711

12%

23% .

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

62%

e Molecule 13
Chain M



3NZX

Full wwPDB X-ray Structure Validation Report

Page 16

| 1 7v1d 1 e
zsTd biass | |

[ 1ey | LEA [ | g8d v.d
0STA [ | av1a mﬂ | oel IHH
CevTb 82d TLD 181
8vTA | led I . yLd | rer1 [ | [ |
[ | 921 VHTA N | el 1870 X 191 1871
brass X [ | [ | o [ 91} [ | o 99X | |
[ | N 671 6ETY | | 1871 | | 8LT1
avra L oem | . 9L | . ST L S
L1a YETV 99k 811 [ | 9LTA I
. [ | [ | [ | 77N 150 QLT
<m§ zTA 0€TH mmH 9LTA [ | wm:m
119 6214 SLTH %0
6£TY 0TN | gemd X 150 vLTY o | e 047D
| 6a 1211 i [} | N ToM [}
wmz 8k | gzmy 750 omG N €971
© >y LTak! | e | oty
0£TH © -wz [ | [ €971 ﬂ&
6214 N €TTA | zotv $ET
| gz En 437 l 1910 [ | 831
1TTL [ | TTTH [ | 8ZN LSTH
| 9Ty £-A 0TTT $€T 83TS | v 93Ty
STTT ovI [ | | | LSTH 921 | | ®
[ | g-d S0Th 8ZN [ | | | 057 =)
€TTA [ | HOTA 1121 | v 057 2Tl 6v1d
4279 | L oren [N |
8-1 921 6v1a
T =~ 96M 602 o [ | [ ] o ozl VI
0TT1 = 361 [ ] = 0zl 9VTH = 674 | svIN
[ ] aist 3029 /"~ | | | SPIN "~ | | YH1a Q
30T oW %02 [l o1y 1 [al 9TV [ | N
HOTA - | gozI | - sTH [ | - S19 [ so}
[ | = mmz mmS = mE omg = mﬁ [ | w
96M &) &) Q 9819
96T m v8v omS m o1a 9€1D m o01a Psemy .0
€81 el | geTA e YETL —
+ I o [ | $81T o m 84 PETT 2 X 8d | | [}
602D = R 084 | e81d g © [ | g 9 12TV : m
>
181 [ | o} EX . 6LT V8TL o} 12TV o | | =
[} E) © n 8LA [ © [} © 0zTH g
B8y $02) [} Lus 6.7a [} 0ZTH [} 6TTA
qu ] = mE wmﬁ = mm A = [ ] <
$8TT ) o o 9119 °
084 | g8ty % H9L €474 % €111 % STTT % w
1 <m: 3 | oeon [ | 3 Z1TL 3 23 Q
= 291 0478 = [ | = €171
mE 6,10 m mwo [ ] m 8019 m mmﬂ. M
8411 99TY L0TY
291 [ | A~ 154 [ | [a A 8079 B
19a €LTd - | esE 0974 - - LOTH .
i i kS e 1 = = =
154 0LTS | ¥SH LSTN S0Ta
[ | [ | < €5 93TA < [ | < <@
mma mm:_ = . [ ] mmﬁ = N 20TV = . 20TV = .
Q — 6V1 (&) I (] (@] I ] o
671 0914 < o [ | zgtd < o 00TI < o 0011 < a snay
| | [=) = 978 — ) R= | ) B ) R= o
9%S LSTN M < [ | M < 6N M < M <
[} 9STA < zoh 8vTA < z6a -~ -~
423 SSTT ° O L [ | ° O [ | ) O a8d ) @)

20%

D E

40%
RLDWI

O

erbDeBe

PROTEIN DATA BANK

W

40%

e Molecule 15: TMC-95A mimic ligand 2¢

Chain 4:



Page 17 Full wwPDB X-ray Structure Validation Report 3NZX

w4
ABN5



Page 18

Full wwPDB X-ray Structure Validation Report

3NZX

4 Data and refinement statistics (i)

Property Value Source
Space group P1211 Depositor
Cell constants 134.20A 300.11A 143.63A .
Depositor
a, b, c, a, B, 90.00°  112.60°  90.00°
. 15.00 - 2.70 Depositor
Resolution (4) 4968 — 2.50 EDS
% Data completeness 99.7 (15.00-2.70) Depositor
(in resolution range) 99.7 (49.68-2.50) EDS
Rinerge 0.09 Depositor
Reym (Not available) Depositor
<IJ)o(l) >"* 2.42 (at 2.51A) Xtriage
Refinement program CNS Depositor
R R 0.226 , 0.248 Depositor
) Thfree 0.216 , 0.219 DCC
Rree test set 17956 reflections (5.00%) wwPDB-VP
Wilson B-factor (A?) 39.7 Xtriage
Anisotropy 0.902 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.30 , 52.3 EDS
L-test for twinning? <|L| > =048, < L?> =0.31 Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.94 EDS
Total number of atoms 50982 wwPDB-VP
Average B, all atoms (A?) 58.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 2.37% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.
2Theoretical values of < |L| >, < L? > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,
and 0.375, 0.2 for perfectly twinned datasets.
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5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section: RE3,
BOC, ABN, TY5

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z]| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).

. Bond lengths Bond angles
Mol | Chain | gy 71 S5 | RMSZ | #(2] >5
1 A 0.38 0/1952 0.64 0/2642
1 O 0.38 0/1952 0.64 0/2642
2 B 0.37 0/1934 0.64 0/2618
2 P 0.39 0/1934 0.64 0/2618
3 C 0.36 0/1919 0.62 0/2598
3 Q 0.38 0/1919 0.62 0/2598
4 D 0.37 0/1886 0.63 0/2541
4 R 0.38 0/1886 0.63 0/2541
5 E 0.36 0/1823 0.62 0/2463
5 S 0.38 0/1823 0.62 0/2463
6 F 0.38 0/1936 0.62 0/2614
6 T 0.39 0/1936 0.63 0/2614
7 G 0.41 0/1959 0.64 0/2652
7 U 0.40 0/1959 0.64 0/2652
8 H 0.37 0/1715 0.66 0/2326
8 \Y 0.36 0/1715 0.66 0/2326
9 | 0.40 0/1611 0.68 0/2174
9 W 0.41 0/1611 0.68 0/2174
10 J 0.40 0/1613 0.66 0/2173
10 X 0.40 0/1613 0.67 0/2173
11 K 0.46 0/1681 0.67 | 1/2274 (0.0%)
11 Y 0.46 0/1681 0.68 | 1/2274 (0.0%)
12 L 0.41 0/1795 0.68 0/2420
12 Z 0.41 0/1795 0.68 0/2420
13 1 0.40 0/1855 0.68 1/2514 (0.0%)
13 M 0.39 0/1855 0.67 | 1/2514 (0.0%)
14 2 040 | 0/1541 | 0.64 | 1/2087 (0.0%)
14 N 0.40 0/1541 0.64 0/2087
15 3 0.78 0/4 2.03 0/4
15 4 0.90 0/4 2.10 0/4
All All 0.39 | 0/50448 | 0.65 | 5/68200 (0.0%)
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Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
12 L 0 1

12 Z 0 1

All All 0 2

There are no bond length outliers.

All (5) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
11 Y 4 LEU | CA-CB-CG | 5.65 128.30 115.30
11 K 4 LEU | CA-CB-CG | 5.59 128.15 115.30
13 1 95 LEU N-CA-C -0.45 96.29 111.00
13 M 95 | LEU N-CA-C -5.24 96.86 111.00
14 2 22 | THR N-CA-C -5.18 97.01 111.00

There are no chirality outliers.

All (2) planarity outliers are listed below:

Mol | Chain | Res | Type | Group
12 L 145 | TYR | Sidechain
12 Z 145 | TYR | Sidechain

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 1915 0 1926 54 0
1 O 1915 0 1926 58 0
2 B 1904 0 1901 92 0
2 P 1904 0 1901 89 0
3 C 1890 0 1900 97 0
3 Q 1890 0 1900 98 0
4 D 1861 0 1836 52 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
4 R 1861 0 1836 55 0
5 E 1795 0 1797 95 0
5 S 1795 0 1797 108 0
6 F 1896 0 1886 73 0
6 T 1896 0 1886 84 0
7 G 1921 0 1910 72 0
7 U 1921 0 1910 77 0
8 H 1684 0 1688 o7 0
8 \% 1684 0 1688 60 0
9 I 1581 0 1574 63 0
9 W 1581 0 1574 29 0
10 J 1585 0 1590 89 0
10 X 1585 0 1590 7 0
11 K 1644 0 1595 73 0
11 Y 1644 0 1595 79 0
12 L 1757 0 1711 70 0
12 Z 1757 0 1711 74 0
13 1 1824 0 1832 65 0
13 M 1824 0 1832 59 0
14 2 1512 0 1481 53 0
14 N 1512 0 1481 50 0
15 3 5} 0 44 4 0
15 4 5} 0 44 4 0
16 1 78 0 0 4 0
16 2 o8 0 0 4 0
16 A o7 0 0 2 0
16 B 36 0 0 1 0
16 C 44 0 0 2 0
16 D 41 0 0 2 0
16 E 23 0 0 3 0
16 F 45 0 0 2 0
16 G 64 0 0 0 0
16 H o1 0 0 5 0
16 I 69 0 0 3 0
16 J o1 0 0 7 0
16 K 40 0 0 4 0
16 L 56 0 0 7 0
16 M 73 0 0 4 0
16 N o4 0 0 4 0
16 O 34 0 0 1 0
16 P 29 0 0 3 0
16 Q 27 0 0 3 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
16 R 31 0 0 2 0
16 S 20 0 0 1 0
16 T 38 0 0 3 0
16 U 64 0 0 8 0
16 \Y 47 0 0 4 0
16 W 61 0 0 1 0
16 X 48 0 0 3 0
16 Y 47 0 0 8 0
16 Z 48 0 0 4 0

All All 20982 0 49342 1804 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including

hydrogen atoms). The all-atom clashscore for this structure is 18.

All (1804) close contacts within the same asymmetric unit are listed below, sorted by their clash

magnitude.
Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
11:K:208:ASN:ND2 9:W:29:ASN:HD21 1.22 1.32
9:1:29:ASN:HD21 11:Y:208:ASN:ND2 1.23 1.30
11:K:10(B):LYS:H 11:K:10(B):LYS:HD2 1.05 1.18
2:P:202: THR:HG22 2:P:204:SER:H 1.10 1.14
11:Y:10(B):LYS:H 11:Y:10(B):LYS:HD2 1.05 1.13
2:B:202: THR:HG22 2:B:204:SER:H 1.11 1.09
10:J:133:TYR:HD1 16:Y:593:HOH:O 1.38 1.05
11:K:208:ASN:ND2 9:W:29:ASN:ND2 2.05 1.04
12:L:43:MET:HB2 12:1:101:ILE:HG22 1.37 1.04
12:7:43:-MET:HB2 12:7:101:ILE:HG22 1.37 1.03
10:J:133:TYR:HE1 16:X:876:HOH:O 1.43 1.01
2:B:71:ASN:ND2 2:B:72:ASP:H 1.58 1.01
9:1:29:ASN:ND2 11:Y:208:ASN:ND2 2.07 1.01
9:1:29:ASN:ND2 11:Y:208:ASN:HD21 1.59 1.00
11:K:208:ASN:HD21 9:W:29:ASN:ND2 1.59 1.00
6:T:95:GLU:HG2 6:T:115:ARG:HB3 1.41 1.00
2:B:15:PHE:H 3:C:23:GLN:HE22 1.08 0.98
2:P:71:ASN:ND2 2:P:72:ASP:H 1.60 0.97
11:K:207:ASN:ND2 10:X:144:PRO:HG3 1.79 0.96
11:K:207:ASN:HD21 10:X:144:PRO:HG3 1.30 0.96
14:N:136:GLY:HA2 14:2:161:GLN:HE21 1.29 0.96
14:N:161:GLN:HE21 14:2:136:GLY:HA2 1.29 0.95
6:F:95:GLU:HG2 6:F:115:ARG:HB3 1.46 0.94
1:0:86:ARG:HE 7:U:118:ASN:HD21 1.16 0.93

Continued on next page...
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:Q:163:GLN:HE21 3:Q:164:THR:H 0.93 0.93
3:C:163:GLN:NE2 3:C:164: THR:H 1.66 0.93
2:B:71:ASN:HD22 2:B:72:ASP:H 1.14 0.92
13:M:6:MET:HG2 13:M:155:1ILE:HD11 1.52 0.91
7:G:107:MET:HE3 7:G:112:LEU:HD13 1.52 0.91
1:A:15:PHE:H 2:B:23:GLN:HE22 1.17 0.91
1:0:124: THR:HG22 2:P:130:ARG:HH21 1.36 0.91
3:Q:163:GLN:NE2 3:Q:164: THR:H 1.68 0.90
13:1:6:MET:HG2 13:1:155:1ILE:HD11 1.52 0.90
7:U:107:-MET:HE3 7:U:112:LEU:HD13 1.52 0.90
1:0:15:PHE:H 2:P:23:GLN:HE22 1.13 0.89
3:C:163:GLN:HE21 3:C:164: THR:N 1.69 0.89
3:C:163:GLN:HE21 3:C:164:THR:H 0.91 0.89
13:M:157:ASN:ND2 13:M:160:ARG:HH11 1.69 0.89
1:A:86:ARG:HE 7:G:118:ASN:HD21 1.18 0.89
3:Q:163:GLN:HE21 3:Q:164:THR:N 1.71 0.89
3:Q:185:THR:HB 3:Q:188:GLU:HG2 1.55 0.88
3:Q:185:THR:HG22 3:Q:187:GLU:H 1.38 0.88
13:M:157:ASN:HD22 13:M:160:ARG:HH11 0.89 0.88
2:P:71:ASN:HD22 2:P:72:ASP:H 1.15 0.88
9:W:14:ILE:HG12 9:W:34:1ILE:HD12 1.55 0.88
10:J:144:PRO:HG3 11:Y:207:ASN:ND2 1.89 0.88
9:1:29:ASN:HD21 11:Y:208:ASN:HD21 0.91 0.87
11:K:208:ASN:HD21 9:W:29:ASN:HD21 0.91 0.87
13:1:157:ASN:ND2 13:1:160:ARG:HH11 1.72 0.87
10:J:144:PRO:HG3 11:Y:207:ASN:HD21 1.38 0.87
11:Y:99: THR:HG22 11:Y:113:VAL:O 1.73 0.87
5:S5:207:LEU:HD23 5:5:207:LEU:H 1.39 0.86
3:C:185:THR:HG22 3:C:187:GLU:H 1.38 0.86
11:K:73:ARG:NH2 11:K:104:TYR:O 2.09 0.86
13:M:157:ASN:HD22 13:M:160:ARG:NH1 1.72 0.86
13:1:157:ASN:HD22 13:1:160:ARG:HH11 0.92 0.86
5:E:207:LEU:HD23 5:E:207:LEU:H 1.40 0.85
11:K:10(B):LYS:HD2 11:K:10(B):LYS:N 1.89 0.85
11:Y:73:ARG:NH2 11:Y:104:TYR:O 2.09 0.85
11:Y:10(B):LYS:HD2 11:Y:10(B):LYS:N 1.90 0.85
11:K:99: THR:HG22 11:K:113:VAL:O 1.76 0.85
11:Y:10(B):LYS:H 11:Y:10(B):LYS:CD 1.87 0.85
12:1L:114:ASP:HB2 12:L:118:SER:HB3 1.56 0.85
12:7:114:ASP:HB2 12:7:118:SER:HB3 1.59 0.85
13:1:157:ASN:HD22 13:1:160:ARG:NH1 1.75 0.85

Continued on next page...
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
14:N:136:GLY:HA2 14:2:161:GLN:NE2 1.92 0.85
9:1:14:ILE:HG12 9:1:34:ILE:HD12 1.58 0.84
1:A:177:GLU:HG2 2:B:58:LEU:HD22 1.56 0.84
3:C:185:THR:HB 3:C:188:GLU:HG2 1.58 0.83
14:N:161:GLN:NE2 14:2:136:GLY:HA2 1.93 0.83
5:E:201:LEU:HD11 5:E:207:LEU:HD22 1.58 0.83
1:A:124:THR:HG22 2:B:130:ARG:HH21 1.43 0.83
5:S:201:LEU:HD11 5:S5:207:LEU:HD22 1.59 0.83
11:K:142:TYR:O 11:K:143:LYS:HD?2 1.79 0.82
4:D:97:VAL:HG21 11:K:65:LEU:HD13 1.58 0.82
10:J:-1:MET:HG2 10:J:1:ASP:H 1.44 0.82
5:S5:97:ASN:HD21 12:7:61:ASN:HD21 1.28 0.82
2:B:71:ASN:HD22 2:B:72:ASP:N 1.78 0.82
11:K:208:ASN:HB3 16:K:776:HOH:O 1.79 0.82
5:E:207:LEU:HA 5:E:2(E):ASN:ND2 1.94 0.82
2:P:15:PHE:H 3:Q:23:GLN:HE22 1.26 0.81
5:5:207:LEU:HA 5:S:2(E):ASN:ND2 1.95 0.81
11:Y:143:LYS:HB2 11:Y:146:LEU:CD1 2.09 0.81
5:E:97:ASN:HD21 12:L:61:ASN:HD21 1.28 0.81
2:P:71:ASN:HD22 2:P:72:ASP:N 1.78 0.81
10:J:168:MET:HE3 10:X:168:MET:HE3 1.64 0.80
11:Y:142:TYR:O 11:Y:143:LYS:HD2 1.81 0.80
2:P:202: THR:HG22 2:P:204:SER:N 1.95 0.80
9:I:.6:MET:-HE3 9:1:155:ILE:HG13 1.64 0.80
11:K:10(B):LYS:H 11:K:10(B):LYS:CD 1.87 0.80
6:1T:109:ILE:HD13 6:T:109:ILE:N 1.97 0.79
4:R:97:VAL:HG21 11:Y:65:LEU:HD13 1.62 0.79
11:K:143:LYS:HB2 11:K:146:LEU:CD1 2.12 0.79
13:1:14(C):ARG:HH11 13:1:14(C):ARG:HG3 1.48 0.79
5:E:15:PHE:HB2 6:F:23:GLN:HE22 1.48 0.79
6:F:35: THR:HG21 6:F:51:GLU:O 1.82 0.79
8:H:165:ASN:HD22 13:1:139:ARG:HH11 1.31 0.79
10:X:-1:MET:HG2 10:X:1:ASP:H 1.46 0.79
6:T:35: THR:HG23 6:T:51:GLU:HB3 1.65 0.78
1:0:179:ARG:HB3 1:0:179:ARG:HH11 1.47 0.78
6:F:35:THR:HG23 6:F:51:GLU:HB3 1.65 0.78
3:C:160: TRP:CE2 4:D:59:LEU:HD23 2.19 0.78
3:C:232:TYR:O 3:C:236:ILE:HG12 1.83 0.78
6:T:35: THR:HG21 6:T:51:GLU:O 1.82 0.77
1:0:86:ARG:HE 7:U:118:ASN:ND2 1.82 0.77
2:P:61:GLN:OE1 2:P:208:ASP:HA 1.84 0.77

Continued on next page...
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:0:124:THR:CG2 2:P:130:ARG:HH21 1.97 0.77
1:A:179:ARG:HB3 1:A:179:ARG:HH11 1.49 0.77
5:5:18(C):PHE:HA 5:S:18(F):ILE:HG13 1.65 0.77
12:L:166:HIS:HD2 12:L:168:GLN:H 1.33 0.77
12:7:166:HIS:HD?2 12:7:168:GLN:H 1.31 0.77
3:C:106:PRO:HG2 3:C:143:PRO:CG 2.15 0.77
14:N:3:ILE:O 14:N:3:ILE:HD13 1.84 0.77
3:Q:232:TYR:O 3:Q:236:ILE:HG12 1.84 0.77
9:W:6:MET:HE3 9:W:155:1LE:HG13 1.66 0.77
5:E:48:LEU:HG 5:E:139:ILE:HD13 1.66 0.76
5:E:167:ALA:HB3 16:E:1131:HOH:O 1.85 0.76
6:F:109:1ILE:HD13 6:F:109:ILE:N 2.00 0.76
4:R:162:ALA:HB3 5:5:58:LEU:HD23 1.68 0.76
7:U:87:ASN:C 7:U:87:ASN:HD22 1.88 0.76
2:B:61:GLN:OE1 2:B:208:ASP:HA 1.86 0.75
2:B:202: THR:HG22 2:B:204:SER:N 1.95 0.75
2:B:124: THR:HG22 3:C:130:ARG:HH21 1.52 0.75
13:M:14(C):ARG:HG3 | 13:M:14(C):ARG:HH11 1.51 0.75
11:K:208:ASN:HD22 9:W:29:ASN:HD21 1.28 0.75
1:0:130:ARG:HH21 7:U:124:THR:CG2 1.99 0.75
3:Q:65:SER:HB2 16:Q:303:HOH:O 1.86 0.75
3:Q:106:PRO:HG2 3:Q:143:PRO:CG 2.15 0.75
5:5:48:LEU:HG 5:S5:139:1ILE:HD13 1.69 0.75
6:T:37:SER:HB3 6:T:50:VAL:HG23 1.67 0.75
13:1:104:VAL:HG23 13:1:178:ILE:HG22 1.69 0.75
3:Q:160: TRP:CE2 4:R:59:LEU:HD23 2.21 0.75
7:G:87:ASN:C 7:G:87:ASN:HD22 1.90 0.74
13:M:139:ARG:HH11 8:V:165:ASN:HD22 1.33 0.74
9:I:7:THR:HG23 9:1:110:ILE:HD13 1.68 0.74
11:K:37:ILE:HB 11:K:41:LEU:HB3 1.69 0.74
9:1:29:ASN:HD21 11:Y:208:ASN:HD22 1.30 0.74
1:A:86:ARG:HE 7:G:118:ASN:ND2 1.85 0.74
2:P:101:LYS:HZ2 10:X:85:GLN:NE2 1.86 0.74
11:Y:37:ILE:HB 11:Y:41:LEU:HB3 1.69 0.74
12:1:40:ASN:HD21 12:1:183:GLY:HA2 1.52 0.74
10:J:2:ILE:O 10:J:3:ILE:HD13 1.87 0.74
2:P:71:ASN:ND2 2:P:72:ASP:N 2.36 0.74
10:X:2:ILE:O 10:X:3:ILE:HD13 1.87 0.74
2:B:124:THR:CG2 3:C:130:ARG:HH21 2.01 0.73
5:E:18(C):PHE:HA 5:E:18(F):ILE:HG13 1.68 0.73
7:U:18(G):GLU:HG2 7:U:188:LYS:HB2 1.70 0.73
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Atom-1 Atom-2 distance (A) overlap (A)
5:E:221:PHE:CE1 5:E:223:1LE:HD11 2.22 0.73
5:S5:221:PHE:CE1 5:S5:223:ILE:HD11 2.24 0.73
12:7:4:LEU:HD11 12:7:138:LEU:HD21 1.71 0.73
2:B:71:ASN:ND2 2:B:72:ASP:N 2.34 0.73
7:G:18(G):GLU:HG2 7:G:188:LYS:HB2 1.70 0.73
12:7:4:LEU:CD1 12:7:138:LEU:HD21 2.18 0.73
12:1:4:LEU:CD1 12:1:138:LEU:HD21 2.18 0.73
7:G:59:LEU:O 7:G:61:PRO:HD3 1.88 0.73
5:S:15:PHE:H 6:T:23:GLN:HE22 1.36 0.72
7:U:59:LEU:O 7:U:61:PRO:HD3 1.89 0.72
2:P:101:LYS:NZ 10:X:85:GLN:NE2 2.38 0.72
2:P:124: THR:HG22 3:Q:130:ARG:HH21 1.54 0.72
10:J:24:ILE:O 10:X:133:TYR:OH 2.08 0.72
7:U:172:ILE:HD13 7:U:197:-MET:HE1 1.71 0.72
9:W:7:THR:HG23 9:W:110:ILE:HD13 1.70 0.72
9:W:27:VAL:HG13 16:X:622:HOH:O 1.88 0.72
5:5:97:ASN:HD21 12:7:61:ASN:ND2 1.87 0.72
8:V:53:GLU:HB2 16:V:1327:HOH:O 1.88 0.72
1:A:20:LYS:HE3 1:A:25:ASP:OD1 1.89 0.71
5:E:97:ASN:HD21 12:L:61:ASN:ND2 1.88 0.71
7:U:34(A):ASN:HD22 7:U:167:PRO:HG2 1.55 0.71
12:7:40:ASN:HD21 12:7:183:GLY:HA2 1.54 0.71
1:0:20:LYS:HE3 1:0:25:ASP:0OD1 1.90 0.71
1:A:124:THR:CG2 2:B:130:ARG:HH21 2.03 0.71
6:F:37:SER:HB3 6:F:50: VAL:HG23 1.71 0.71
13:M:104:VAL:HG23 13:M:178:ILE:HG22 1.72 0.71
12:L:4:LEU:HD11 12:1:138:LEU:HD21 1.70 0.71
5:5:136:LEU:HB2 5:S:151:PHE:HB3 1.72 0.71
11:Y:180:GLU:N 16:Y:812:HOH:O 2.06 0.71
12:L:21:1LE:C 12:L:21:ILE:HD13 2.11 0.71
3:C:71:ASP:HA 10:J:68:ILE:HD13 1.71 0.71
1:0:130:ARG:HH21 7:U:124: THR:HG22 1.55 0.70
7:G:34(A):ASN:HD22 7:G:167:PRO:HG2 1.55 0.70
4:R:156: THR:HG22 5:5:83:PRO:HD3 1.72 0.70
4:R:177.-LEU:HD22 5:S5:58:LEU:HD13 1.72 0.70
6:T:237:GLN:O 6:T:240:1LE:HG22 1.91 0.70
5:E:12: THR:HG21 5:E:124: THR:HA 1.74 0.70
14:2:14:LEU:HD11 14:2:102:ALA:HB3 1.74 0.70
6:T:79:SER:HA 16:T:1238:HOH:O 1.92 0.70
12:7:21:ILE:C 12:7:21:ILE:HD13 2.11 0.70
5:E:136:LEU:HB2 5:E:151:PHE:HB3 1.73 0.70
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Atom-1 Atom-2 distance (A) overlap (A)
7:U:17:PRO:HD3 16:U:584:HOH:O 1.91 0.70
7:U:86:ARG:HD2 16:U:248:HOH:O 1.90 0.70
12:7:14:LEU:HD13 12:7:34:VAL:HG13 1.72 0.70
1:0:225:THR:OG1 1:0:228:GLU:HG3 1.92 0.70
3:Q:191:LYS:HG3 3:Q:236:ILE:HD11 1.74 0.70
14:N:14:LEU:HD11 14:N:102:ALA:HB3 1.74 0.69
12:1L:98:HIS:HD2 16:1:199:HOH:O 1.76 0.69
5:S:75:GLY:HA3 5:5:221:PHE:CZ 2.27 0.69
7:G:18(G):GLU:HG2 7:G:188:LYS:CB 2.22 0.69
5:E:207:LEU:H 5:E:207:LEU:CD2 2.06 0.69
6:F:38:ILE:HG22 6:F:164:ALA:HB2 1.74 0.69
6:T:38:ILE:HG22 6:T:164:ALA:HB2 1.73 0.69
5:5:207:LEU:H 5:5:207:LEU:CD2 2.05 0.69
2:P:163:ILE:HG12 2:P:164:SER:H 1.57 0.69
4:R:194:LEU:HD22 4:R:212:LEU:HD11 1.74 0.69
5:5:75:GLY:HA3 5:5:221:PHE:CE2 2.27 0.69
14:2:3:ILE:HD11 14:2:127:ALA:HB3 1.74 0.69
2:B:107:ILE:HD11 2:B:111:ILE:HG22 1.75 0.69
2:P:97:GLN:HE22 9:W:64:ASN:HD22 1.41 0.69
2:B:121:GLN:O 2:B:124:THR:HB 1.93 0.69
3:C:163:GLN:HE22 3:C:173:ARG:HE 1.39 0.68
9:I.6:MET:CE 9:1:155:ILE:HA 2.22 0.68
13:1:76:PRO:HD2 13:1:105:GLN:OE1 1.93 0.68
12:1L:14:.LEU:HD13 12:1:34:VAL:HG13 1.75 0.68
5:5:2(B):THR:H 5:S:2(E):ASN:HD22 1.39 0.68
12:7:-7:ASN:ND2 12:7Z:-5'TYR:H 1.91 0.68
12:7:114:ASP:HB3 12:7:118:SER:H 1.58 0.68
13:1:-3:VAL:HG12 13:1:49:ILE:HG13 1.75 0.68
5:E:207:LEU:HA 5:E:2(E):ASN:HD22 1.59 0.68
12:1:96:TYR:CD1 15:3:2:TY5:H49 2.28 0.68
14:N:3:ILE:H 14:N:3:ILE:HD12 1.58 0.68
1:0:179:ARG:HB3 1:0:179:ARG:NH1 2.08 0.68
7:U.67:ILE:HD13 7:U:211:GLU:HG2 1.76 0.68
11:K:207:ASN:HD21 10:X:144:PRO:CG 2.04 0.68
6:T:54:ILE:HG12 6:T:208:PHE:HA 1.74 0.68
2:P:126:HIS:HB3 3:Q:129:VAL:HG12 1.74 0.68
14:2:51:ASP:O 14:2:55:ILE:HG12 1.94 0.68
1:0:121:GLN:O 1:0:124: THR:HB 1.94 0.68
13:M:-3:VAL:HG12 13:M:49:ILE:HG13 1.75 0.68
1:0:118:LYS:HE2 1:0:122:GLU:OE1 1.94 0.68
3:Q:163:GLN:HE22 3:Q:173:ARG:HE 1.39 0.68
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Atom-1 Atom-2 distance (A) overlap (A)
5:S:15:PHE:HB2 6:T:23:GLN:HE22 1.56 0.68
12:7:96:TYR:CD1 15:4:2:TY5:H49 2.28 0.68
6:T:120:VAL:HG21 6:T:151:LEU:HD21 1.75 0.67
7:U:18(G):GLU:HG2 7:U:188:LYS:CB 2.24 0.67
8:V:163:ILE:HG23 8:V:170:GLY:HA2 1.76 0.67
3:C:186:VAL:O 3:C:190:VAL:HG23 1.95 0.67
3:C:191:LYS:HG3 3:C:236:ILE:HD11 1.74 0.67
4:D:194:LEU:HD22 4:D:212:LEU:HD11 1.77 0.67
3:Q:33:ARG:HB2 3:Q:33:ARG:NH1 2.10 0.67
9:W:6:MET:CE 9:W:155:1LE:HA 2.24 0.67
14:2:3:ILE:HG22 14:2:16:ALA:CB 2.24 0.67
1:A:130:ARG:HH21 7:G:124:THR:CG2 2.07 0.67
3:Q:186:VAL:O 3:Q:190:VAL:HG23 1.95 0.67
5:E:75:GLY:HA3 5:E:221:PHE:CE2 2.30 0.67
5:E:2(B): THR:H 5:E:2(E):ASN:HD22 1.39 0.67
12:L:7:ALA:HB2 12:1:110:VAL:HG23 1.76 0.67
12:1:165:ARG:NH2 8:V:29:LYS:HE2 2.09 0.67
5:S5:198:SER:HA 5:5:201:LEU:HG 1.76 0.67
1:A:130:ARG:HH21 7:G:124: THR:HG22 1.58 0.67
12:1:114:ASP:HB3 12:1:118:SER:H 1.60 0.67
5:S:12: THR:HG21 5:S:124:THR:HA 1.75 0.67
9:1:165:ARG:NH2 12:7:135:-MET:CE 2.58 0.67
5:5:201:LEU:HD11 5:5:207:LEU:CD2 2.25 0.67
1:0:232:ARG:HH11 1:0:232:ARG:HG3 1.59 0.67
7:U:67:ILE:HD13 7:U:211:GLU:CD 2.15 0.67
2:B:15:PHE:H 3:C:23:GLN:NE2 1.89 0.67
11:K:40:PHE:CB 11:K:73:ARG:NH2 2.58 0.67
12:L:-7:ASN:ND2 12:L:-5:TYR:H 1.92 0.67
7:U:217:LYS:HA 7:U:217:LYS:HE3 1.77 0.67
6:F:54:1ILE:HD11 6:F:209:GLU:HB2 1.75 0.66
7:G:172:ILE:HD13 7:G:197:MET:CE 2.26 0.66
10:J:133:TYR:OH 10:X:24:ILE:O 2.12 0.66
4:R:72:ARG:HG3 16:R:1302:HOH:O 1.95 0.66
9:W:6:MET:HE1 9:W:155:1LE:HA 1.75 0.66
2:B:65:GLU:HG3 2:B:66:LYS:HG3 1.77 0.66
7:G:67:ILE:HD13 7:G:211:GLU:CD 2.15 0.66
8:V:148:LYS:O 8:V:152:1LE:HG12 1.95 0.66
12:7:7:ALA:HB2 12:7:110:VAL:HG23 1.78 0.66
1:A:225:THR:0G1 1:A:228:GLU:HG3 1.95 0.66
7:G:170:GLN:HE21 7:G:174: THR:HG23 1.59 0.66
5:E:198:SER:HA 5:E:201:.LEU:-HG 1.77 0.66
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Atom-1 Atom-2 distance (A) overlap (A)

2:P:121:GLN:O 2:P:124: THR:HB 1.94 0.66
8:V:128:GLY:0O 8:V:131:SER:HB2 1.94 0.66
1:A:179:ARG:HB3 1:A:179:ARG:NH1 2.09 0.66
2:B:97:GLN:HE22 9:1:64:ASN:HD22 1.42 0.66
2:B:126:HIS:HB3 3:C:129:VAL:HG12 1.78 0.66
6:F:237:GLN:O 6:F:240:1LE:HG22 1.94 0.66
13:1:14(D):GLU:O 13:1:14(G):ILE:HG12 1.96 0.66
10:J:144:PRO:CG 11:Y:207:ASN:HD21 2.09 0.66
2:P:65:GLU:HG3 2:P:66:LYS:HG3 1.77 0.66
2:P:124:THR:CG2 3:Q:130:ARG:HH21 2.08 0.66
10:X:32:ASP:0OD2 10:X:34: THR:HG22 1.96 0.66
5:E:15:PHE:H 6:F:23:GLN:HE22 1.43 0.66
6:F:120:VAL:HG21 6:F:151:LEU:HD21 1.77 0.66
8:H:148:LYS:O 8:H:152:1LE:HG12 1.95 0.66
1:A:33:GLN:HA 1:A:33:GLN:HE21 1.60 0.66
1:A:118:LYS:HE2 1:A:122:GLU:OE1 1.96 0.66
5:E:75:GLY:HA3 5:E:221:PHE:CZ 2.31 0.66
14:N:51:ASP:O 14:N:55:ILE:HG12 1.94 0.66
2:P:101:LYS:NZ 10:X:85:GLN:HE22 1.93 0.66
7:G:67:ILE:HD13 7:G:211:GLU:HG2 1.77 0.65
11:K:207:ASN:ND2 10:X:144:PRO:CG 2.57 0.65
7:U:121:GLN:O 7:U:124:- THR:HB 1.95 0.65
3:C:41:LYS:HG2 3:C:161:SER:O 1.95 0.65
5:E:15:PHE:HB2 6:F:23:GLN:NE2 2.11 0.65
8:H:163:ILE:HG23 8:H:170:GLY:HA2 1.76 0.65
1:0:33:GLN:HE21 1:0:33:GLN:HA 1.61 0.65
5:5:201:LEU:O 5:S5:202:ARG:HB2 1.96 0.65
13:1:149:GLN:NE2 13:1:149:GLN:H 1.94 0.65
5:S:207:LEU:HA 5:S:2(E):ASN:HD22 1.60 0.65
1:A:86:ARG:HH21 7:G:118:ASN:HD22 1.44 0.65
6:F:54:1ILE:-HG12 6:F:208:PHE:HA 1.77 0.65
13:M:149:GLN:NE2 13:M:149:GLN:H 1.95 0.65
3:Q:55:THR:HG22 3:Q:56:LEU:HD22 1.79 0.65
7:G:121:GLN:O 7:G:124:THR:HB 1.97 0.65
6:T:54:1ILE:HD11 6:T:209:GLU:HB2 1.77 0.65
1:A:232:ARG:HG3 1:A:232:ARG:HH11 1.61 0.65
3:C:106:PRO:HG2 3:C:143:PRO:HG3 1.78 0.65
8:H:128:GLY:O 8:H:131:SER:HB2 1.96 0.65
3:Q:15:PHE:H 4:R:23:GLN:HE22 1.43 0.65
2:B:152:ASN:HB2 2:B:153:PRO:HD2 1.78 0.65
5:E:201:LEU:HD11 5:E:207.LEU:CD2 2.25 0.65
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Atom-1 Atom-2 distance (A) overlap (A)
9:W:174:VAL:HG21 9:W:186:LYS:HE3 1.78 0.65
4:D:215:1LE:C 4:D:215:1ILE:HD13 2.18 0.64
5:5:82:ALA:HB3 5:5:83:PRO:HD3 1.79 0.64
12:1:114:ASP:CB 12:L:118:SER:HB3 2.26 0.64
3:Q:21:1LE:HD13 3:Q:21:1LE:N 2.12 0.64
5:5:141:TYR:CE2 5:S5:217:LYS:HA 2.32 0.64
12:7:-7:ASN:C 12:7:-7:ASN:HD22 2.01 0.64
5:E:221:PHE:HE1 5:E:223:ILE:HD11 1.61 0.64
6:F:36: THR:HG22 6:F:51:GLU:OE2 1.97 0.64
2:P:107:ILE:HD11 2:P:111:1LE:HG22 1.78 0.64
3:Q:106:PRO:HG2 3:Q:143:PRO:HG3 1.79 0.64
7:U:170:GLN:HE21 7:U:174:THR:HG23 1.61 0.64
11:Y:31:VAL:HG11 15:4:5:ABN:H3 1.79 0.64
12:L:135:-MET:CE 9:W:165:ARG:NH2 2.61 0.64
3:C:55:THR:HG22 3:C:56:LEU:HD22 1.79 0.64
1:A:121:GLN:O 1:A:124: THR:HB 1.97 0.64
4:D:177.LEU:HD22 5:E:58:LEU:HD13 1.80 0.64
&:H:29:LYS:HE2 12:7:165:ARG:NH2 2.13 0.64
9:I:6:MET:HE1 9:1:155:ILE:HA 1.78 0.64
5:E:201:LEU:O 5:E:202:ARG:HB2 1.97 0.64
8:H:172:ASN:HD22 8:H:193: THR:HA 1.63 0.64
11:K:31:VAL:HG11 15:3:5:ABN:H3 1.80 0.64
3:C:33:ARG:NH1 3:C:33:ARG:HB2 2.12 0.64
6:T:36: THR:HG22 6:T:51:GLU:OE2 1.97 0.64
11:Y:10(A):ARG:HG2 | 11:Y:10(A):ARG:HH11 1.63 0.64
13:M:14(D):GLU:O 13:M:14(G):ILE:HG12 1.97 0.64
7:U:172:ILE:HD13 7:U:197:-MET:CE 2.28 0.63
10:J:168:-MET:HE1 10:X:167:PRO:HB2 1.80 0.63
1:0:86:ARG:HH21 7:U:118:ASN:HD22 1.46 0.63
4:R:53:ARG:O 4:R:53:ARG:HG2 1.97 0.63
8:V:196:VAL:HG23 16:V:652:HOH:O 1.96 0.63
14:2:107:LYS:HG2 14:2:108:GLY:H 1.63 0.63
5:E:82:ALA:HB3 5:E:83:PRO:HD3 1.81 0.63
2:P:152:ASN:HB2 2:P:153:PRO:HD2 1.80 0.63
13:M:7:LYS:HG3 13:M:14(G):ILE:HD12 1.80 0.63
14:2:176:VAL:HG12 14:2:178:LEU:HD13 1.80 0.63
11:K:10(A):ARG:HG2 | 11:K:10(A):ARG:HH11 1.64 0.63
5:5:221:PHE:HE1 5:5:223:ILE:HD11 1.61 0.63
6:T:177:GLU:OE2 7:U:57:LYS:HE2 1.99 0.63
2:B:163:ILE:HG12 2:B:164:SER:H 1.63 0.63
9:1:174:VAL:HG21 9:1:186:LYS:HE3 1.81 0.63
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5:E:207:LEU:HD23 5:E:207.LEU:N 2.14 0.63
7:G:56:ASP:HB3 7:G:59:LEU:HG 1.81 0.63
5:5:97:ASN:ND2 12:7:61:ASN:HD21 1.97 0.63
6:T:109:ILE:N 6:T:109:ILE:CD1 2.62 0.63
5:E:73:HIS:HE1 5:E:107:LEU:O 1.81 0.62
3:Q:41:LYS:HG2 3:Q:161:SER:O 1.99 0.62
12:7:114:ASP:CB 12:7:118:SER:HB3 2.29 0.62
5:S:214:ILE:HG12 5:5:215:VAL:N 2.13 0.62
6:T:109:ILE:HG21 6:T:147:HIS:HB2 1.81 0.62
7:U:67:1ILE:HD13 7:U:211:GLU:CG 2.30 0.62
11:Y:40:PHE:CB 11:Y:73:ARG:NH2 2.62 0.62
5:E:141:TYR:CE2 5:E:217:LYS:HA 2.35 0.62
14:N:107:LYS:HG2 14:N:108:GLY:H 1.64 0.62
5:5:132:TYR:O 5:S:153:PRO:HB3 1.99 0.62
7:U:56:ASP:HB3 7:U:59:LEU:HG 1.80 0.62
13:1:7:LYS:HG3 13:1:14(G):ILE:HD12 1.82 0.62
10:X:-1:MET:HG2 10:X:1:ASP:N 2.15 0.62
2:B:219:GLU:HG2 2:B:21(E):VAL:N 2.14 0.62
7:G:172:1ILE:HD13 7:G:197:MET:HE1 1.81 0.62
8:H:90:TYR:CB 8:H:95:1LE:HD13 2.30 0.62
2:P:185:LYS:HD3 2:P:186:VAL:N 2.15 0.62
8:V:90: TYR:CB 8:V:95:ILE:HD13 2.30 0.62
4:D:53:ARG:O 4:D:53:ARG:HG2 2.00 0.62
13:M:76:PRO:HD2 13:M:105:GLN:OE1 1.99 0.62
8:V:221:ILE:HD12 9:W:40:HIS:HA 1.82 0.62
13:1:152:GLU:O 13:1:156: VAL:HG23 1.99 0.62
5:E:97:ASN:ND2 12:L:61:ASN:HD21 1.98 0.61
10:J:-1:MET:HG2 10:J:1:ASP:N 2.13 0.61
11:K:184:TRP:O 11:K:185:ILE:HD13 2.00 0.61
16:P:462:HOH:O 3:Q:87:1ILE:HD11 2.00 0.61
10:X:44:SER:OG 10:X:100:LEU:HB2 2.00 0.61
7:G:217:LYS:HA 7:G:217:LYS:HE3 1.81 0.61
10:J:144:PRO:CG 11:Y:207:ASN:ND2 2.63 0.61
13:1:37:VAL:HG11 13:1:79:ILE:CD1 2.30 0.61
2:P:163:ILE:HG12 2:P:164:SER:N 2.14 0.61
5:S:73:HIS:HE1 5:5:107:LEU:O 1.81 0.61
8:V:4:VAL:HG22 8:V:159:ILE:HD11 1.82 0.61
13:M:37:VAL:HG11 13:M:79:ILE:CD1 2.30 0.61
14:N:176:VAL:HG12 14:N:178:LEU:HD13 1.82 0.61
6:F:38:ILE:HG22 6:F:164:ALA:CB 2.30 0.61
3:Q:52:ARG:HB2 3:Q:209:ASN:HA 1.82 0.61
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
12:L:-7:ASN:HD22 12:L:-7:ASN:C 2.02 0.61
3:Q:71:ASP:HA 10:X:68:ILE:HD13 1.82 0.61
6:T:38:ILE:HG22 6:T:164:ALA:CB 2.30 0.61
10:X:2:ILE:HD13 10:X:2:ILE:N 2.14 0.61
2:B:152:ASN:HB2 2:B:153:PRO:CD 2.31 0.61
2:B:237:GLY:C 2:B:238:ILE:HD13 2.20 0.61
5:E:214:.1LE:HG12 5:E:215:VAL:N 2.16 0.61
5:E:227:GLU:H 5:E:227:GLU:CD 2.04 0.60
13:M:152:GLU:O 13:M:156:VAL:HG23 2.01 0.60
10:J:32:ASP:0D2 10:J:34: THR:HG22 2.02 0.60
4:R:24:VAL:O 4:R:27:SER:HB3 2.00 0.60
1:A:177:GLU:CG 2:B:58:LEU:HD22 2.30 0.60
2:B:15:PHE:N 3:C:23:GLN:HE22 1.90 0.60
2:B:141:TYR:CD1 2:B:21(E):VAL:HG21 2.35 0.60
3:C:57:LYS:O 3:C:58:LEU:HB2 2.01 0.60
12:L:90:LYS:HE3 12:1:93:PHE:O 2.02 0.60
3:Q:185:THR:HG22 3:Q:187:GLU:N 2.12 0.60
9:W:178:ILE:HG23 9:W:184:VAL:HG22 1.82 0.60
7:G:67:ILE:HD13 7:G:211:GLU:CG 2.31 0.60
13:M:40:ASN:HD22 13:M:40:ASN:H 1.49 0.60
2:P:237:GLY:C 2:P:238:1LE:HD13 2.22 0.60
8:V:81:GLN:O 8:V:85:GLN:HG3 2.00 0.60
4:D:102:TYR:O 12:L:81:ARG:HG3 2.02 0.60
9:1:165:ARG:NH2 12:7:135:-MET:HE2 2.17 0.60
3:C:15:PHE:H 4:D:23:GLN:HE22 1.47 0.60
14:N:34:LEU:HD13 14:N:176:VAL:HG23 1.84 0.60
3:Q:33:ARG:CB 3:Q:33:ARG:HHI11 2.15 0.60
3:Q:170:LYS:HB2 16:Q:833:HOH:O 2.00 0.60
8:V:172:ASN:HD22 8:V:193: THR:HA 1.66 0.60
12:7:90:LYS:HE3 12:7:93:PHE:O 2.02 0.60
13:M:8:TYR:CE2 13:M:148:VAL:HG22 2.37 0.60
3:Q:100:ARG:NH1 3:Q:106:PRO:HB3 2.17 0.60
12:7:8:GLY:HA3 12:7:11:PHE:CE2 2.37 0.60
2:B:185:LYS:HD3 2:B:186:VAL:N 2.16 0.60
8:H:4:VAL:HG22 8:H:159:ILE:HD11 1.83 0.60
11:K:40:PHE:HB3 11:K:73:ARG:NH2 2.15 0.60
5:5:15:PHE:HB2 6:T:23:GLN:NE2 2.16 0.60
2:P:143:ASP:0D2 10:X:10(B):LYS:HE2 2.03 0.59
2:P:219:GLU:HG2 2:P:21(E):VAL:N 2.15 0.59
4:R:186:LEU:O 4:R:190:GLU:HG3 2.02 0.59
6:T:216:SER:HB3 6:T:21(A):GLU:HB2 1.84 0.59
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
8:V:34:LEU:HB2 16:V:578:HOH:O 2.00 0.59
11:Y:210:ILE:HB 16:Y:1226:HOH:O 2.01 0.59
1:A:40:ILE:HD13 1:A:193:ALA:HB2 1.83 0.59
3:C:185:THR:HG22 3:C:187:GLU:N 2.13 0.59
10:J:44:SER:OG 10:J:100:LEU:HB2 2.03 0.59
7:U:87:ASN:C 7:U:87:ASN:ND2 2.54 0.59
9:W:28:SER:HB2 10:X:120:VAL:HG21 1.85 0.59
5:E:132:TYR:O 5:E:153:PRO:HB3 2.02 0.59
9:1:28:SER:HB2 10:J:120:VAL:HG21 1.84 0.59
10:J:167:PRO:HB2 10:X:168:MET:HE1 1.83 0.59
12:L:13:VAL:HG12 12:L:177:ILE:HG13 1.83 0.59
4:R:215:ILE:HD13 4:R:215:ILE:C 2.22 0.59
13:1:40:ASN:H 13:1:40:ASN:HD22 1.50 0.59
14:2:36:ARG:HG3 14:2:42:TRP:CE2 2.37 0.59
14:N:36:ARG:HG3 14:N:42: TRP:CE2 2.37 0.59
9:1:97:VAL:HG23 9:1:99:PRO:HD3 1.83 0.59
10:J:168:-MET:CE 10:X:168:MET:HE3 2.32 0.59
7:G:87:ASN:C 7:G:87:ASN:ND2 2.56 0.59
5:5:207:LEU:HD23 5:5:207:LEU:N 2.13 0.59
5:5:227:GLU:H 5:5:227:GLU:CD 2.04 0.59
12:7:13:VAL:HG12 12:7:177:ILE:HG13 1.84 0.59
8:H:81:GLN:O 8:H:85:GLN:HG3 2.02 0.59
2:P:141:TYR:CD1 2:P:21(E):VAL:HG21 2.37 0.59
3:Q:168:ASN:HB2 3:Q:200:VAL:HG11 1.85 0.59
10:X:147:THR:OG1 10:X:150:GLU:HG3 2.03 0.59
10:J:147: THR:OG1 10:J:150:GLU:HG3 2.02 0.59
13:M:17:ASP:HA 13:M:173:PHE:CB 2.33 0.59
9:1:178:ILE:HG23 9:1:184:VAL:HG22 1.83 0.59
11:K:10(A):ARG:HB3 11:K:10(B):LYS:HE3 1.85 0.59
14:N:3:ILE:HD11 14:N:127:ALA:HB3 1.84 0.59
10:X:113:ILE:HA 10:X:118: THR:O 2.03 0.59
11:K:12:ILE:HB 11:K:178:VAL:HB 1.84 0.58
12:L:135:-MET:-HE2 9:W:165:ARG:NH2 2.18 0.58
10:X:13:ILE:N 10:X:13:ILE:HD12 2.17 0.58
12:7:3:ILE:HG13 12:7:100:ILE:HD12 1.85 0.58
14:2:3:ILE:H 14:2:3:ILE:HD12 1.69 0.58
13:1:8:TYR:CE2 13:1:148:VAL:HG22 2.38 0.58
3:C:71:ASP:HA 10:J:68:ILE:CD1 2.33 0.58
4:D:12(D):ALA:HA 5:E:129:GLY:HA2 1.84 0.58
4:D:177.LEU:HD22 5:E:58:LEU:CD1 2.34 0.58
9:1:39:GLY:HA3 16:1:416:HOH:O 2.02 0.58
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Atom-1 Atom-2 distance (A) overlap (A)
9:W:97:VAL:HG23 9:W:99:PRO:HD3 1.84 0.58
10:X:52: THR:CG2 10:X:53:VAL:N 2.66 0.58
13:1:19:LEU:HD12 13:1:28:PHE:O 2.04 0.58
5:E:54:ASN:ND2 5:E:56:ASP:O 2.35 0.58
6:F:109:ILE:HG21 6:F:147:HIS:HB2 1.84 0.58
12:7:177:1ILE:HD12 12:7:177:ILE:N 2.18 0.58
4:D:24:VAL:O 4:D:27:SER:HB3 2.03 0.58
4:R:160:TYR:CE2 4:R:163:LYS:HD3 2.39 0.58
8:V:3:ILE:HD11 8:V:127:.LEU:HB2 1.84 0.58
5:E:226:GLY:O 5:E:229:VAL:HG22 2.04 0.58
12:7:21:ILE:C 12:7:21:1ILE:CD1 2.72 0.58
14:2:112: THR:HG22 14:2:120:HIS:HB2 1.84 0.58
11:K:40:PHE:CG 11:K:73:ARG:CZ 2.87 0.58
2:P:152:ASN:HB2 2:P:153:PRO:CD 2.33 0.58
11:Y:40:PHE:HB3 11:Y:73:ARG:NH2 2.19 0.58
3:C:186:VAL:HG21 3:C:216:LYS:HE2 1.86 0.58
7:G:233:LEU:O 7:G:236:ILE:HG13 2.04 0.58
10:J:52: THR:CG2 10:J:53:VAL:N 2.66 0.58
4:R:40:ILE:HG13 4:R:193:VAL:CG2 2.34 0.58
5:S:18(D):ILE:O 5:5:18(D):ILE:HG12 2.04 0.58
14:2:3:ILE:HG22 14:2:16:ALA:HB1 1.86 0.58
1:A:186:LEU:O 1:A:190:ILE:HG13 2.04 0.57
6:F:67:1ILE:HB 6:F:223:PHE:CE2 2.39 0.57
6:F:109:ILE:N 6:F:109:ILE:CD1 2.66 0.57
8:H:3:ILE:HD11 8:H:127:LEU:HB2 1.86 0.57
14:N:3:ILE:HD12 14:N:3:ILE:N 2.19 0.57
5:5:194:VAL:O 5:5:197:ILE:HG22 2.04 0.57
4:R:102:TYR:O 12:7:81:ARG:HG3 2.03 0.57
4:D:40:ILE:HG13 4:D:193:VAL:CG2 2.35 0.57
8:H:221:ILE:HD12 9:1:40:HIS:HA 1.86 0.57
5:5:226:GLY:O 5:5:229:VAL:HG22 2.05 0.57
11:Y:184:TRP:O 11:Y:185:1ILE:HD13 2.03 0.57
2:B:219:GLU:HG2 2:B:21(E):VAL:H 1.69 0.57
3:C:185:THR:HG22 3:C:186:VAL:N 2.19 0.57
4:D:186:LEU:O 4:D:190:GLU:HG3 2.05 0.57
6:F:216:SER:HB3 6:F:21(A):GLU:HB2 1.85 0.57
1:0:40:1LE:HD13 1:0:193:ALA:HB2 1.84 0.57
5:5:78:LEU:HD12 5:5:78:LEU:C 2.24 0.57
10:X:38:SER:HB2 10:X:39:PRO:HD2 1.86 0.57
3:C:33:ARG:CB 3:C:33:ARG:HH11 2.17 0.57
7:G:186:TRP:O 7:G:190:VAL:HG23 2.05 0.57
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Atom-1 Atom-2 distance (A) overlap (A)
10:J:133:TYR:HE2 10:J:166:MET:SD 2.28 0.57
7:U:233:LEU:O 7:U:236:1LE:HG13 2.05 0.57
12:L:21:ILE:HB 12:L:25:SER:O 2.04 0.57
12:7:21:1ILE:HB 12:7:25:SER:O 2.04 0.57
4:D:75:GLY:HA3 4:D:221:PHE:CD2 2.39 0.57
3:Q:186:VAL:HG21 3:Q:216:LYS:HE2 1.86 0.57
4:D:160:TYR:CE2 4:D:163:LYS:HD3 2.40 0.57
10:X:161:GLU:OE2 10:X:161:GLU:HA 2.04 0.57
11:Y:12:ILE:HB 11:Y:178:VAL:HB 1.87 0.57
12:1:145:TYR:CD1 12:1:146:LEU:N 2.72 0.57
3:C:172:VAL:HG23 3:C:196:SER:HB2 1.87 0.57
8:H:112:SER:O0G 8:H:120:ASP:HB2 2.05 0.57
12:1L:96:TYR:CE1 15:3:2:TY5:H49 2.39 0.57
14:N:3:ILE:HD13 14:N:3:ILE:C 2.25 0.57
6:T:172:ALA:O 6:T:176:LEU:HD22 2.05 0.57
7:U:227:GLU:HG2 16:U:1255:HOH:O 2.04 0.57
10:X:90(B):ARG:NH1 16:X:266:HOH:O 2.33 0.57
11:Y:40:PHE:CG 11:Y:73:ARG:CZ 2.88 0.57
12:7:145:TYR:CD1 12:7:146:LEU:N 2.73 0.57
13:1:17:ASP:HA 13:1:173:PHE:CB 2.35 0.57
12:L:21:ILE:C 12:L:21:ILE:CD1 2.73 0.56
5:S5:54:ASN:ND2 5:S5:56:ASP:O 2.38 0.56
5:E:160:LEU:HD13 5:E:163:THR:HB 1.87 0.56
10:J:10(B):LYS:NZ 10:J:10(B):LYS:HB2 2.19 0.56
3:C:46:VAL:O 3:C:215:VAL:HG12 2.05 0.56
11:K:174:ASN:HD21 11:K:189:ASN:HD22 1.53 0.56
3:Q:185:THR:HG22 3:Q:186:VAL:N 2.20 0.56
6:F:172:ALA:O 6:F:176:LEU:HD22 2.06 0.56
10:J:52: THR:HG22 10:J:53:VAL:N 2.21 0.56
3:Q:57:LYS:O 3:Q:58:LEU:HB2 2.05 0.56
3:C:52:ARG:HB2 3:C:209:ASN:HA 1.87 0.56
12:L:1:GLY:N 16:L:755:HOH:O 2.39 0.56
6:T:173:LYS:0O 6:T:177:GLU:HG3 2.06 0.56
13:1:14(C):ARG:HH11 13:1:14(C):ARG:CG 2.17 0.56
14:2:107:LYS:HG2 14:2:108:GLY:N 2.20 0.56
8:H:35:HIS:HB3 8:H:56: THR:HG21 1.87 0.56
4:R:75:GLY:HA3 4:R:221:PHE:CD2 2.41 0.56
8:V:90:TYR:HB3 8:V:95:1LE:HD13 1.87 0.56
5:E:78:LEU:C 5:E:78:LEU:HD12 2.26 0.56
3:Q:172:VAL:HG23 3:Q:196:SER:HB2 1.87 0.56
12:7:123:GLN:HG3 12:7:145:TYR:OH 2.06 0.56
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Atom-1 Atom-2 distance (A) overlap (A)
11:K:44: THR:0OG1 11:K:100:MET:HB2 2.05 0.56
12:L:8:GLY:HA3 12:L:11:PHE:CE2 2.41 0.56
14:N:112: THR:HG22 14:N:120:HIS:HB2 1.87 0.56
4:R:215:ILE:HD13 4:R:216:THR:N 2.21 0.56
7:U:186:TRP:O 7:U:190:VAL:HG23 2.05 0.56
5:E:194:VAL:O 5:E:197:.1ILE:HG22 2.06 0.56
13:M:19:LEU:HD12 13:M:28:PHE:O 2.05 0.56
2:P:219:GLU:HG2 2:P:21(E):VAL:H 1.70 0.56
10:X:10(B):LYS:HB2 10:X:10(B):LYS:NZ 2.21 0.56
11:Y:10(A):ARG:HB3 11:Y:10(B):LYS:HE3 1.87 0.56
1:A:97:HIS:HD2 8:H:61:SER:OG 1.89 0.56
3:C:168:ASN:HB2 3:C:200:VAL:HG11 1.87 0.56
14:N:44:CYS:HB2 14:N:100:ILE:HB 1.88 0.56
2:P:21:LEU:HD13 2:P:124: THR:HG23 1.88 0.56
11:Y:44: THR:0G1 11:Y:100:MET:HB2 2.06 0.56
14:2:34:LEU:HD13 14:2:176:VAL:HG23 1.88 0.56
1:A:206:PHE:CD1 1:A:210:ILE:HD11 2.41 0.55
2:B:21:LEU:HD13 2:B:124: THR:HG23 1.87 0.55
6:1:95:GLU:CG 6:T:115:ARG:HB3 2.27 0.55
10:X:52: THR:HG22 10:X:53:VAL:H 1.70 0.55
2:B:143:ASP:0OD2 10:J:10(B):LYS:HE2 2.06 0.55
12:L:177:ILE:HD12 12:L:177:ILE:N 2.21 0.55
6:T:67:ILE:HB 6:T:223:PHE:CE2 2.40 0.55
2:B:215:ILE:HG12 2:B:221:GLN:HG2 1.88 0.55
10:J:13:ILE:HG22 10:J:155:LEU:HD11 1.88 0.55
10:J:38:SER:HB2 10:J:39:PRO:HD2 1.88 0.55
10:J:113:ILE:HA 10:J:118:THR:O 2.05 0.55
11:K:10(B):LYS:N 11:K:10(B):LYS:CD 2.60 0.55
14:2:3:ILE:HD12 14:2:127:ALA:O 2.05 0.55
7:G:107:MET:HE3 7:G:112:LEU:CD1 2.32 0.55
8:H:90:TYR:HB3 8:H:95:1LE:HD13 1.89 0.55
2:P:234:VAL:HA 2:P:239: THR:HA 1.88 0.55
6:T:51:GLU:OE1 6:1T:53:LEU:HD21 2.07 0.55
9:W:156:SER:O 9:W:160:LEU:HB2 2.06 0.55
10:X:156:LYS:O 10:X:160:GLN:HG3 2.07 0.55
14:N:107:LYS:HG2 14:N:108:GLY:N 2.21 0.55
4:R:31:1LE:HD13 4:R:135:ALA:HB2 1.88 0.55
12:7:96:TYR:CE1 15:4:2:TY5:H49 2.42 0.55
3:C:100:ARG:NH1 3:C:106:PRO:HB3 2.22 0.55
14:N:3:ILE:HG22 14:N:16:ALA:CB 2.36 0.55
3:Q:46:VAL:O 3:Q:215:VAL:HG12 2.07 0.55
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Atom-1 Atom-2 distance (A) overlap (A)
10:X:52: THR:HG22 10:X:53:VAL:N 2.21 0.55
2:B:49:ALA:HB2 2:B:212:PHE:CE1 2.41 0.55
4:R:121:LEU:HD13 5:5:130:ARG:HH21 1.72 0.55
5:5:227:GLU:CD 5:5:227:GLU:N 2.60 0.55
6:T:147:HIS:HD2 16:T:282:HOH:O 1.90 0.55
6:F:51:GLU:OE1 6:F:53:LEU:HD21 2.07 0.55
6:F:82:1ILE:HB 6:F:83:PRO:HD3 1.89 0.55
1:0:186:LEU:O 1:0:190:ILE:HG13 2.07 0.55
1:A:177:GLU:HG2 2:B:58:LEU:CD2 2.35 0.55
6:F:173:LYS:O 6:F:177:GLU:HG3 2.07 0.55
10:J:135:PHE:HZ 16:J:898:HOH:O 1.89 0.55
5:5:160:LEU:HD13 5:5:163:- THR:HB 1.88 0.55
7:G:55:PRO:HG2 7:G:56:ASP:H 1.72 0.54
9:1:101:VAL:O 9:1:110:ILE:HA 2.07 0.54
14:N:8:PHE:CE1 14:N:10:ASP:HB2 2.42 0.54
2:P:121:GLN:CG 3:Q:83:ALA:HB1 2.37 0.54
13:1:41:THR:OG1 13:1:76:PRO:HG3 2.07 0.54
10:J:13:ILE:HD12 10:J:13:ILE:N 2.23 0.54
6:F:192:GLN:O 6:F:196:ILE:HG13 2.07 0.54
7:G:152:ASP:HB2 7:G:153:PRO:CD 2.37 0.54
6:T:186:ALA:O 6:T:190:VAL:HG23 2.07 0.54
4:D:122:ARG:HG2 4:D:122:ARG:HH11 1.72 0.54
13:M:179:ASP:HB3 13:M:18(A): THR:OG1 2.08 0.54
13:1:148:VAL:HG23 16:1:182:HOH:O 2.06 0.54
10:J:161:GLU:HA 10:J:161:GLU:OE2 2.07 0.54
5:5:175:TYR:CD2 5:S5:196:ALA:HA 2.42 0.54
10:X:133: TYR:HE2 10:X:166:MET:SD 2.30 0.54
3:C:21:ILE:N 3:C:21:ILE:CD1 2.71 0.54
3:C:215:VAL:HG23 3:C:221:ILE:HG12 1.88 0.54
7:G:77:VAL:CG1 7:G:137:THR:HB 2.38 0.54
7:G:170:GLN:NE2 7:G:174: THR:HG23 2.22 0.54
14:N:3:ILE:HD12 14:N:127:ALA:O 2.08 0.54
2:P:215:ILE:HG12 2:P:221:GLN:HG2 1.89 0.54
4:R:15:PHE:HB2 5:5:23:GLN:OE1 2.07 0.54
13:1:179:ASP:HB3 13:1:18(A):THR:OG1 2.08 0.54
14:2:3:ILE:O 14:2:3:ILE:CD1 2.55 0.54
2:B:234:VAL:HA 2:B:239: THR:HA 1.89 0.54
3:C:35:THR:HB 3:C:51:GLU:HG3 1.90 0.54
5:E:227:GLU:CD 5:E:227:GLU:N 2.60 0.54
10:J:52: THR:HG22 10:J:53:VAL:H 1.71 0.54
14:N:105:ASP:HB2 16:N:775:HOH:O 2.07 0.54

Continued on next page...




Page 38 Full wwPDB X-ray Structure Validation Report 3NZX

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
2:P:4:GLY:HA3 5:S5:127:-TYR:CE1 2.42 0.54
2:P:97:GLN:NE2 9:W:64:ASN:HD22 2.05 0.54
11:Y:32:LYS:N 11:Y:32:LYS:HD?2 2.22 0.54
5:S:78:LEU:HD12 5:S:78:LEU:O 2.08 0.54
7:U:55:PRO:HG2 7:U:56:ASP:H 1.72 0.54
2:B:108:PRO:HB2 2:B:111:ILE:HD12 1.89 0.54
2:B:185:LYS:HE2 2:B:187:ASP:OD1 2.08 0.54
3:Q:159:SER:O 4:R:59:LEU:HD22 2.08 0.54
7:U:38:LEU:HD23 7:U:197:-MET:-HE3 1.90 0.54
7:U:7T7:VAL:CG1 7:U:137:- THR:HB 2.37 0.54
7:U:152:ASP:HB2 7:U:153:PRO:CD 2.38 0.54
3:C:175:PHE:O 3:C:179:ASN:HB2 2.09 0.53
11:K:31:VAL:HG11 15:3:5:ABN:C3 2.38 0.53
11:K:32:LYS:N 11:K:32:LYS:HD2 2.23 0.53
4:R:121:LEU:HB2 16:R:853:HOH:O 2.07 0.53
11:Y:31:VAL:HG11 15:4:5:ABN:C3 2.38 0.53
11:Y:200:LYS:HE2 16:Y:772:HOH:O 2.07 0.53
2:B:181:LYS:O 2:B:184:MET:HG3 2.09 0.53
6:F:187:ARG:HG3 6:F:187:ARG:HH11 1.74 0.53
9:1:156:SER:O 9:1:160:LEU:HB2 2.08 0.53
13:M:14(C):ARG:HH11 | 13:M:14(C):ARG:CG 2.20 0.53
8:V:35:HIS:HB3 8:V:56: THR:HG21 1.89 0.53
9:W:137:-MET:HE3 9:W:141:LEU:HD11 1.89 0.53
1:A:142:ASP:OD1 1:A:145:ASN:HB2 2.09 0.53
9:I:137:-MET:HE3 9:1:141:LEU:HD11 1.89 0.53
11:K:67:GLU:OE2 16:K:959:HOH:O 2.18 0.53
12:1.:123:GLN:HG3 12:1:145:TYR:OH 2.08 0.53
13:M:110:LEU:HG 13:M:125:LEU:HD12 1.89 0.53
1:0:142:ASP:0OD1 1:0:145:ASN:HB2 2.08 0.53
1:0:232:ARG:HG3 1:0:232:ARG:NH1 2.23 0.53
9:W:2:ILE:HG21 9:W:130:ALA:HB3 1.91 0.53
9:W:28:SER:CB 10:X:120:VAL:HG21 2.39 0.53
11:Y:210:ILE:HB 16:Y:1150:HOH:O 2.08 0.53
14:2:8:PHE:CE1 14:2:10:ASP:HB2 2.44 0.53
2:B:163:ILE:HG12 2:B:164:SER:N 2.22 0.53
9:1:66: TYR:CZ 9:1:70:GLU:HG3 2.44 0.53
10:J:156:LYS:O 10:J:160: GLN:HG3 2.09 0.53
2:P:185:LYS:HE2 2:P:187:ASP:0OD1 2.08 0.53
1:A:232:ARG:HG3 1:A:232:ARG:NH1 2.24 0.53
5:E:175:TYR:CD2 5:E:196:ALA:HA 2.44 0.53
5:E:18(D):ILE:HG12 5:E:18(D):ILE:O 2.09 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:0:206:PHE:CD1 1:0:210:ILE:HD11 2.42 0.53
3:Q:215:VAL:HG23 3:Q:221:ILE:HG12 1.89 0.53
3:C:21:ILE:N 3:C:21:1LE:HD13 2.23 0.53
2:P:27:ALA:O 2:P:31:ILE:HG12 2.09 0.53
2:P:108:PRO:HB2 2:P:111:1ILE:HD12 1.90 0.53
6:T:187:ARG:HH11 6:T:187:ARG:HG3 1.73 0.53
11:Y:174:ASN:HD21 11:Y:189:ASN:HD22 1.57 0.53
14:2:10(B):LYS:HD3 14:2:10(B):LYS:C 2.29 0.53
4:D:12(F):GLY:O 4:D:12(G):GLU:HB2 2.08 0.53
8:H:165:ASN:ND2 13:1:139:ARG:HH11 2.05 0.53
2:P:63:THR:O 2:P:63: THR:HG22 2.09 0.53
4:R:177:-LEU:HD22 5:5:58:LEU:CD1 2.39 0.53
2:B:121:GLN:CG 3:C:83:ALA:HBI1 2.39 0.53
2:B:218:ASN:O 2:B:21(C):ASP:HB2 2.09 0.53
4:D:31:ILE:HD13 4:D:135:ALA:HB2 1.89 0.53
11:K:74:.ILE:HG12 11:K:79:ALA:HB2 1.91 0.53
1:0:33:GLN:HE21 1:0:33:GLN:CA 2.22 0.53
1:0:62:GLU:C 1:0:64:LEU:H 2.10 0.53
3:QQ:235:GLN:O 3:Q:239:GLU:HG2 2.09 0.53
6:T:67:ILE:HG12 6:T:211:GLU:OE1 2.09 0.53
7:U:170:GLN:NE2 7:U:174:THR:HG23 2.23 0.53
9:W:66:TYR:CZ 9:W:70:GLU:HG3 2.43 0.53
12:7:134:ILE:HD11 12:7:162:ALA:HB2 1.91 0.53
9:I:.6:MET:-HE3 9:1:155:ILE:HA 1.91 0.53
10:J:18:LYS:HG2 10:J:174:1ILE:HG13 1.91 0.53
3:Q:197:LEU:O 3:Q:201:VAL:HG23 2.09 0.53
7:U:72:ARG:HB2 7:U:72:ARG:NH1 2.25 0.53
3:C:235:GLN:O 3:C:239:GLU:HG2 2.09 0.52
4:R:122:ARG:HG2 4:R:122:ARG:HH11 1.74 0.52
5:S:74:MET:HE2 5:5:109:VAL:HG22 1.91 0.52
7:U:107:-MET:-HE3 7:U:112:LEU:CD1 2.32 0.52
7:U:228:ASN:HB3 16:U:242:HOH:O 2.09 0.52
2:B:27:ALA:O 2:B:31:ILE:HG12 2.09 0.52
6:F:101:LYS:NZ 14:N:85:GLU:OE1 2.42 0.52
13:M:41:THR:0G1 13:M:76:PRO:HG3 2.09 0.52
14:N:10(B):LYS:C 14:N:10(B):LYS:HD3 2.29 0.52
7:U:49:1LE:CD1 7:U:212:VAL:HG22 2.39 0.52
2:P:49:ALA:HB2 2:P:212:PHE:CE1 2.44 0.52
13:1:110:LEU:HG 13:1:125:LEU:HD12 1.91 0.52
2:B:101:LYS:NZ 10:J:85:GLN:NE2 2.57 0.52
1:A:4:MET:SD 1:A:5:THR:N 2.68 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
10:J:13:ILE:CG2 10:J:155:LEU:HD11 2.40 0.52
11:K:74:ILE:HG13 11:K:75:SER:N 2.24 0.52
2:P:238:1LE:HD13 2:P:238:ILE:N 2.24 0.52
3:Q:35:'THR:HB 3:Q:51:GLU:HG3 1.91 0.52
6:T:36:THR:CG2 6:T:51:GLU:OE2 2.58 0.52
1:A:69:LEU:HD23 1:A:69:LEU:C 2.30 0.52
8:V:38:SER:OG 8:V:41:ILE:HD13 2.10 0.52
8:V:112:SER:OG 8:V:120:ASP:HB2 2.09 0.52
10:X:13:ILE:HG22 10:X:155:LEU:HD11 1.91 0.52
1:A:62:GLU:C 1:A:64:LEU:H 2.13 0.52
3:C:20:HIS:HB3 3:C:25:GLU:OE1 2.10 0.52
14:N:3:ILE:HG22 14:N:16:ALA:HB1 1.92 0.52
3:Q:182:PRO:O 3:Q:184:ALA:N 2.43 0.52
4:R:12(F):GLY:O 4:R:12(G):GLU:HB2 2.08 0.52
12:7:14(I1): THR:HB 12:7:14(M):VAL:HG23 1.92 0.52
3:C:216:LYS:HB2 3:C:220:ASP:HB3 1.92 0.52
5:E:78:LEU:HD12 5:E:78:LEU:O 2.10 0.52
10:J:17:SER:HB2 10:J:170:PHE:HB2 1.92 0.52
12:L:3:ILE:HG13 12:L:100:ILE:HD12 1.92 0.52
12:L:79:ALA:O 12:L:83:ILE:HG12 2.09 0.52
1:0:150:GLN:O 1:0:157:TYR:HA 2.10 0.52
2:P:218:ASN:O 2:P:21(C):ASP:HB2 2.10 0.52
3:Q:33:ARG:NH1 3:Q:33:ARG:CB 2.73 0.52
9:W:101:VAL:O 9:W:110:ILE:HA 2.10 0.52
1:A:150:GLN:O 1:A:157:TYR:HA 2.09 0.52
11:K:104: TYR:CE1 11:K:180:GLU:OE2 2.63 0.52
11:K:196:PHE:CE1 9:W:193:GLN:HG3 2.44 0.52
3:Q:85:SER:O 3:Q:89:ILE:HG13 2.10 0.52
5:5:92:LEU:HD11 5:5:112:ALA:HB1 1.92 0.52
10:X:143:ARG:HB2 10:X:146:MET:HG3 1.91 0.52
13:1:80:PHE:CE1 13:1:111:ARG:HD3 2.45 0.52
3:C:43:LYS:O 3:C:43:LYS:HG2 2.10 0.52
4:D:237:LEU:O 4:D:241:GLU:HG3 2.10 0.52
7:G:198:1ILE:HG23 7:G:203: THR:O 2.10 0.52
10:J:133:TYR:CD1 16:Y:593:HOH:O 2.28 0.52
3:C:106:PRO:HG2 3:C:143:PRO:HG2 1.91 0.51
7:G:49:ILE:CD1 7:G:212:VAL:HG22 2.40 0.51
9:1:28:SER:CB 10:J:120:VAL:HG21 2.40 0.51
11:K:180:GLU:HB2 16:K:924:HOH:O 2.09 0.51
2:P:87:ILE:O 2:P:91:THR:HG23 2.10 0.51
3:Q:38:VAL:HG22 3:Q:39:GLY:N 2.24 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
7:U:198:1LE:HG23 7:U:203:THR:O 2.10 0.51
14:2:44:CYS:HB2 14:2:100:1ILE:HB 1.92 0.51
4:D:112:LEU:C 4:D:112:LEU:HD13 2.30 0.51
9:1:193:GLN:HG3 11:Y:196:PHE:CE1 2.45 0.51
12:L:-6:PRO:O 13:M:91:ARG:NH1 2.38 0.51
13:M:83:LEU:O 13:M:87:-MET:HG2 2.10 0.51
2:P:186:VAL:O 2:P:190:1LE:HG13 2.10 0.51
3:Q:15:PHE:CE1 3:Q:21:ILE:HD11 2.45 0.51
4:R:112:LEU:HD13 4:R:112:LEU:C 2.31 0.51
11:Y:38:ASN:ND2 16:Y:128%8:HOH:O 2.14 0.51
13:1:19:LEU:HD21 13:1:26:LEU:HD22 1.91 0.51
8:H:35:HIS:CB 8:H:56: THR:HG21 2.39 0.51
10:J:143:ARG:HB2 10:J:146:MET:HG3 1.92 0.51
10:J:193:GLN:OXT 10:J:193:GLN:HG2 2.11 0.51
11:Y:86:LEU:C 11:Y:86:LEU:HD13 2.31 0.51
12:7:79:ALA:O 12:7:83:1LE:HG12 2.10 0.51
2:B:63: THR:O 2:B:63: THR:HG22 2.11 0.51
5:E:2(C):VAL:HG13 5:E:2(D):ASP:N 2.26 0.51
9:1:1:GLY:HA3 9:1:33:LYS:HE2 1.92 0.51
3:Q:57:-LYS:HD2 3:Q:58:LEU:N 2.25 0.51
4:R:185:THR:OG1 4:R:188:GLU:HG3 2.11 0.51
5:E:74:MET:HE2 5:E:109:VAL:HG22 1.91 0.51
5:E:95:GLN:HG3 5:E:115:LEU:HD13 1.91 0.51
6:F:186:ALA:O 6:F:190:VAL:HG23 2.10 0.51
11:K:105:THR:OG1 11:K:106:GLU:HG3 2.10 0.51
1:0:177:GLU:HG2 2:P:58:LEU:HD22 1.92 0.51
3:Q:201:VAL:HG21 3:Q:210:ILE:HD11 1.90 0.51
5:S:148:LEU:CD2 5:5:162:GLY:HA2 2.40 0.51
11:Y:74:ILE:HG12 11:Y:79:ALA:HB2 1.91 0.51
9:I:2:ILE:HG21 9:1:130:ALA:HB3 1.93 0.51
3:Q:106:PRO:HG2 3:Q:143:PRO:HG2 1.90 0.51
7:U:77:-VAL:HG12 7:U:137:-THR:HB 1.91 0.51
11:Y:74:ILE:HG13 11:Y:75:SER:N 2.26 0.51
3:C:182:PRO:O 3:C:184:ALA:N 2.43 0.51
3:C:227:GLU:OE1 3:C:227:GLU:N 2.42 0.51
9:W:-2:ASN:HA 9:W:21:GLY:O 2.11 0.51
12:7:21:ILE:HD13 12:7:21:ILE:O 2.10 0.51
9:1:90:ARG:HD2 16:1:1159:HOH:O 2.10 0.51
12:L:-7:ASN:HD22 12:L:-6:PRO:N 2.09 0.51
12:1:14(C):GLN:HG2 8:V:210:THR:CG2 2.40 0.51
1:0:57:PRO:HG2 7:U:177:GLU:HG2 1.91 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
4:R:20:ARG:HD3 4:R:25:GLU:CD 2.32 0.51
9:1:165:ARG:NH2 12:7:135:MET:HE3 2.25 0.51
2:P:181:LYS:O 2:P:184:MET:HG3 2.10 0.51
6:T1:159:GLY:HA3 7:U:63: THR:HG21 1.93 0.51
10:X:193:GLN:HG2 10:X:193:GLN:OXT 2.11 0.51
13:1:37:VAL:HG11 13:1:79:ILE:HD13 1.92 0.51
14:2:10(B):LYS:HD3 14:2:10(B):LYS:0O 2.11 0.51
9:1:19:ARG:HB2 9:I:171: TRP:HB2 1.93 0.51
13:M:80:PHE:CE1 13:M:111:ARG:HD3 2.46 0.51
6:T:82:ILE:HB 6:T:83:PRO:HD3 1.93 0.51
9:W:1:GLY:HA3 9:W:33:LYS:HE2 1.93 0.51
2:B:87:ILE:O 2:B:91: THR:HG23 2.11 0.50
3:C:159:SER:O 4:D:59:LEU:HD22 2.11 0.50
14:N:157:HIS:HD2 14:2:140:LYS:NZ 2.09 0.50
3:Q:216:LYS:HB2 3:Q:220:ASP:HB3 1.93 0.50
8:V:20:SER:HB3 8:V:28:ASP:HB3 1.93 0.50
14:2:163:ILE:HG23 14:2:170:GLY:HA2 1.92 0.50
2:B:51:GLU:OE2 2:B:202: THR:HG23 2.12 0.50
3:C:57:LYS:HD2 3:C:58:LEU:N 2.26 0.50
4:D:89:1ILE:HB 16:D:1044:HOH:O 2.10 0.50
6:F:36: THR:CG2 6:F:51:GLU:OE2 2.60 0.50
7:G:8:TYR:C 7:G:10:ARG:H 2.14 0.50
10:J:168:MET:CE 10:X:168:MET:CE 2.89 0.50
3:Q:175:PHE:O 3:Q:179:ASN:HB2 2.11 0.50
3:Q:191:LYS:CG 3:Q:236:ILE:HD11 2.41 0.50
5:5:2(C):VAL:HG13 5:5:2(D):ASP:N 2.25 0.50
7:U:8:TYR:C 7:U:10:ARG:H 2.14 0.50
12:7:166:HIS:CD2 12:7:168:GLN:H 2.21 0.50
13:1:83:LEU:O 13:1:87:MET:HG2 2.11 0.50
5:E:148:LEU:CD2 5:E:162:GLY:HA2 2.41 0.50
2:P:229:ILE:O 2:P:233:LEU:HB2 2.12 0.50
4:R:237:LEU:O 4:R:241:GLU:HG3 2.11 0.50
10:X:146:MET:HE3 10:X:150:GLU:HB3 1.92 0.50
5:E:223:1ILE:HD12 5:E:223:ILE:N 2.26 0.50
6:F:69:VAL:HG12 16:M:319:HOH:O 2.12 0.50
6:F:20(B):GLU:HG3 6:F:20(C):LYS:HG3 1.93 0.50
7:G:105:TYR:OH 8:H:66:HIS:HE1 1.95 0.50
9:1:-2:ASN:HA 9:1:21:GLY:O 2.11 0.50
10:J:26:VAL:HG23 10:X:165:ARG:O 2.11 0.50
10:J:156:LYS:HE2 10:J:160:GLN:NE2 2.26 0.50
13:M:40:ASN:HD22 13:M:40:ASN:N 2.08 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
14:N:26:ILE:HG13 13:1:165:ARG:O 2.12 0.50
5:5:223:ILE:HD12 5:5:223:ILE:N 2.26 0.50
12:7:3:ILE:HD13 12:7:46:ASN:HB2 1.93 0.50
3:C:38:VAL:HG22 3:C:39:GLY:N 2.25 0.50
6:F:210:LEU:HD21 6:F:212:ILE:HD11 1.94 0.50
8:H:165:ASN:HD22 13:1:139:ARG:NH1 2.06 0.50
5:5:95:GLN:HG3 5:5:115:LEU:HD13 1.93 0.50
13:1:157:ASN:HB3 16:1:558:HOH:O 2.10 0.50
3:C:158:SER:HB2 4:D:59:LEU:HD21 1.92 0.50
14:N:140:LYS:NZ 14:2:157:HIS:HD2 2.09 0.50
6:1T:179:LEU:HD11 6:T:192:GLN:HG3 1.94 0.50
9:W:19:ARG:HB2 9:W:171: TRP:HB2 1.92 0.50
9:W:48:LEU:-HG 9:W:50: THR:HG22 1.93 0.50
10:X:156:LYS:HE2 10:X:160:GLN:NE2 2.27 0.50
12:7:4:.LEU:HD13 12:7:138:LEU:HD21 1.94 0.50
3:C:15:PHE:CE1 3:C:21:ILE:HD11 2.46 0.50
8:H:20:SER:HB3 8:H:28:ASP:HB3 1.94 0.50
8:H:210:THR:CG2 12:7:14(C):GLN:HG2 2.42 0.50
8:V:84:LYS:HG3 8:V:85:GLN:N 2.25 0.50
7:G:7T7:VAL:HG12 7:G:137:THR:HB 1.93 0.50
9:W:124:PHE:O 9:W:125:1LE:HD13 2.12 0.50
12:7:114:ASP:0OD2 12:7:115:PRO:HD2 2.11 0.50
11:K:142: TYR:C 11:K:143:LYS:HD?2 2.31 0.50
12:1.:134:ILE:HD13 12:L:158:SER:HB3 1.94 0.50
3:Q:20:HIS:HB3 3:Q:25:GLU:OE1 2.11 0.50
5:5:86:ARG:HH11 5:5:86:ARG:HG3 1.77 0.50
9:W:104:ILE:HD13 9:W:108:PRO:HA 1.94 0.50
11:Y:37:1ILE:HB 11:Y:41:LEU:CB 2.40 0.50
14:N:10(B):LYS:HD3 14:N:10(B):LYS:O 2.11 0.49
1:0:69:LEU:C 1:0:69:LEU:HD23 2.32 0.49
3:Q:173:ARG:O 3:Q:177:GLU:HG3 2.11 0.49
6:T:40:ILE:HD12 6:T:193:ALA:HB2 1.93 0.49
7:U:96:ALA:HA 7:U:107:-MET:HE1 1.94 0.49
6:F:40:1ILE:HD12 6:F:193:ALA:HB2 1.94 0.49
10:J:10(C):LYS:NZ 16:J:1133:HOH:O 2.45 0.49
14:N:146:MET:HE2 14:N:150:GLU:HB3 1.94 0.49
5:E:86:ARG:HH11 5:E:86:ARG:HG3 1.77 0.49
6:F:179:LEU:HD11 6:F:192:GLN:HG3 1.94 0.49
7:G:18(G):GLU:HG2 7:G:188:LYS:HB3 1.93 0.49
10:J:112: GLN:NE2 16:J:898:HOH:O 2.39 0.49
6:T:203:GLU:O 6:T:206:LYS:HD2 2.13 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
10:X:112:GLN:NE2 10:X:126:ALA:H 2.10 0.49
2:P:101:LYS:HZ1 10:X:85:GLN:HE22 1.56 0.49
2:B:95:HIS:CD2 2:B:115:ARG:HG2 2.48 0.49
5:E:48.LEU:HD13 5:E:77:SER:HB3 1.94 0.49
12:L:21:ILE:HD13 12:L:21:ILE:O 2.11 0.49
10:X:20:VAL:HG11 11:Y:120:LEU:HD11 1.94 0.49
11:Y:76:VAL:N 11:Y:106:GLU:OE2 2.43 0.49
12:7:-7:ASN:ND2 12:7:-7:ASN:C 2.66 0.49
12:7:-7:ASN:HD22 12:7:-6:PRO:N 2.10 0.49
12:7:35:PHE:O 12:7:42:VAL:HA 2.11 0.49
3:C:197:LEU:O 3:C:201:VAL:HG23 2.13 0.49
4:D:20:ARG:HD3 4:D:25:GLU:CD 2.32 0.49
13:M:37:VAL:HG11 13:M:79:ILE:HD13 1.94 0.49
11:Y:104:TYR:CE1 11:Y:180:GLU:OE2 2.65 0.49
12:Z:-6:PRO:O 13:1:91:ARG:NH1 2.37 0.49
13:1:130:GLY:O 13:1:134:ALA:HB3 2.13 0.49
2:B:229:ILE:O 2:B:233:LEU:HB2 2.12 0.49
8:H:144:GLN:O 8:H:145:ASP:HB2 2.12 0.49
12:L:14(I): THR:HB 12:L:14(M):VAL:HG23 1.94 0.49
13:M:-5:PRO:C 13:M:-4:ILE:HD12 2.33 0.49
11:Y:16:VAL:HG21 11:Y:34:VAL:HG23 1.95 0.49
13:1:40:ASN:HD22 13:1:40:ASN:N 2.10 0.49
3:C:216:LYS:HD2 3:C:220:ASP:0OD1 2.13 0.49
7:G:136:LEU:O 7:G:150:LYS:HA 2.12 0.49
12:1:134:ILE:HD11 12:L:162:ALA:HB2 1.94 0.49
3:Q:43:LYS:O 3:Q:43:LYS:HG2 2.12 0.49
11:K:200:LYS:HE2 16:K:1088:HOH:O 2.12 0.49
12:1:166:HIS:CD2 12:1.:168:GLN:H 2.22 0.49
9:W:160:LEU:HD11 9:W:191:MET:HB3 1.93 0.49
2:B:101:LYS:HG3 9:1:57:GLU:HB3 1.95 0.49
3:C:99:HIS:CG 3:C:107:VAL:HG12 2.48 0.49
5:E:92:.LEU:HD11 5:E:112:ALA:HB1 1.95 0.49
6:F:49:ALA:HA 6:F:211:GLU:O 2.12 0.49
10:J:133:TYR:C 16:J:198:HOH:O 2.51 0.49
12:L:-7:ASN:ND2 12:L:-7:ASN:C 2.66 0.49
13:M:19:LEU:HD21 13:M:26:LEU:HD22 1.95 0.49
2:P:6:ARG:HG2 3:Q:10:ARG:HH21 1.76 0.49
6:T:158: TRP:CZ3 7:U:64:VAL:HA 2.48 0.49
16:B:328:HOH:O 3:C:87:ILE:HD11 2.11 0.48
8:H:84:LYS:HG3 8:H:85:GLN:N 2.27 0.48
13:M:84:ALA:HA 13:M:113:VAL:HG21 1.95 0.48
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14:N:85:GLU:O 14:N:89:GLU:HB2 2.13 0.48
3:Q:21:ILE:N 3:Q:21:ILE:CD1 2.75 0.48
4:R:215:1LE:C 4:R:215:1LE:CD1 2.81 0.48
13:1:84:ALA:HA 13:1:113:VAL:HG21 1.95 0.48
1:A:8:TYR:HD2 7:G:128: TYR:HB3 1.78 0.48
9:I:48:LEU:HG 9:I:50: THR:HG22 1.95 0.48
5:5:48:LEU:HD13 5:S:77:SER:HB3 1.95 0.48
5:S:64:GLN:NE2 5:S5:82:ALA:HB2 2.28 0.48
10:X:17:SER:HB2 10:X:170:PHE:HB2 1.95 0.48
11:Y:105:THR:OG1 11:Y:106:GLU:HG3 2.12 0.48
12:7:40:ASN:ND2 16:7:799:HOH:O 2.46 0.48
14:2:146:MET:HE2 14:2:150:GLU:HB3 1.94 0.48
3:Q:99:HIS:CG 3:Q:107:VAL:HG12 2.48 0.48
3:Q:125:GLN:NE2 16:Q:872:HOH:O 2.45 0.48
5:S:35:SER:HB3 5:S5:66:LYS:HZ3 1.78 0.48
8:V:152:1LE:HD11 8:V:177:VAL:HG22 1.96 0.48
3:C:65:SER:HB2 16:C:274:HOH:O 2.13 0.48
1:0:60:MET:HE1 16:U:400:HOH:O 2.13 0.48
6:T:176:LEU:O 6:T:180:VAL:HG23 2.13 0.48
1:A:233:LEU:O 1:A:236:LEU:HB2 2.13 0.48
3:C:241:GLN:C 3:C:243:GLN:H 2.17 0.48
14:N:14:LEU:O 14:N:175:MET:HA 2.13 0.48
13:1:184:LEU:C 13:1:184:LEU:HD23 2.34 0.48
11:K:86:LEU:HD13 11:K:86:LEU:C 2.34 0.48
14:N:67: THR:HA 14:N:72:GLY:O 2.13 0.48
7:U:136:LEU:O 7:U:150:LYS:HA 2.13 0.48
14:2:3:ILE:CD1 14:2:3:ILE:C 2.81 0.48
1:A:97:HIS:CD2 8:H:61:SER:OG 2.66 0.48
2:B:97:GLN:NE2 9:1:64:ASN:HD22 2.10 0.48
6:F:67:ILE:HG12 6:F:211:GLU:OE1 2.13 0.48
6:F:198:TYR:HE2 6:F:237:GLN:HE21 1.62 0.48
12:L:4:LEU:HD13 12:1:138:LEU:HD21 1.94 0.48
16:L:352:HOH:O 13:M:139:ARG:HD3 2.13 0.48
3:Q:227:GLU:OE1 3:Q:227:GLU:N 2.43 0.48
3:Q:241:GLN:C 3:Q:243:GLN:H 2.17 0.48
11:Y:142:TYR:C 11:Y:143:LYS:HD?2 2.33 0.48
14:2:14:LEU:O 14:2:175:MET:HA 2.14 0.48
4:D:215:ILE:HD13 4:D:216:THR:N 2.28 0.48
8:H:38:SER:OG 8:H:41:1LE:HD13 2.13 0.48
9:1:160:LEU:HD11 9:1:191:MET:HB3 1.95 0.48
13:M:139:ARG:NH1 8:V:165:ASN:HD22 2.07 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
2:P:126:HIS:CB 3:Q:129:VAL:HG12 2.41 0.48
3:Q:158:SER:HB2 4:R:59:LEU:HD21 1.96 0.48
4:R:45:GLY:HA2 4:R:146:TYR:CE1 2.48 0.48
8:V:35:HIS:CB 8:V:56: THR:HG21 2.42 0.48
10:J:123:PRO:HB2 10:J:124:TYR:CD1 2.49 0.48
14:2:66:TYR:CD2 14:2:74:PRO:HB3 2.48 0.48
3:C:33:ARG:NH1 3:C:33:ARG:CB 2.75 0.48
6:F:67:ILE:HB 6:F:223:PHE:HE2 1.77 0.48
S:H:175:VAL:HG12 8:H:176:CYS:N 2.28 0.48
12:L:33:LYS:HD2 12:L:46:ASN:ND2 2.29 0.48
2:P:136:PHE:O 2:P:150: THR:HA 2.14 0.48
6:F:109:ILE:HB 6:F:110:PRO:HD3 1.97 0.47
2:P:231:ASP:O 2:P:235:LYS:HG2 2.14 0.47
6:T:20(B):GLU:HG3 6:T:20(C):LYS:HG3 1.94 0.47
11:K:76:VAL:N 11:K:106:GLU:OE2 2.43 0.47
1:0:86:ARG:NE 7:U:118:ASN:HD21 1.99 0.47
1:0:110:LYS:HG2 16:0:376:HOH:O 2.14 0.47
5:5:190:ILE:HG23 5:S5:212:ILE:HD13 1.96 0.47
6:T:127:ASN:HD22 6:T:128:SER:N 2.12 0.47
14:2:85:GLU:O 14:2:89:GLU:HB2 2.14 0.47
2:B:90:ASN:O 2:B:94:ILE:HD12 2.14 0.47
4:D:45:GLY:HA2 4:D:146:TYR:CE1 2.49 0.47
4:R:85:ALA:O 4:R:89:ILE:HG12 2.13 0.47
6:T:109:ILE:HB 6:T:110:PRO:HD3 1.96 0.47
7:U:203:THR:HG22 7:U:204:GLU:O 2.14 0.47
10:X:13:ILE:CG2 10:X:155:LEU:HD11 2.44 0.47
3:C:173:ARG:0O 3:C:177:GLU:HG3 2.13 0.47
10:J:18:LYS:HD3 10:J:174:ILE:HG12 1.96 0.47
11:K:10(A):ARG:HG2 | 11:K:10(A):ARG:NH1 2.28 0.47
14:N:66: TYR:CD2 14:N:74:PRO:HB3 2.50 0.47
1:0:10(A):ILE:HD13 1:0:10(A):ILE:N 2.28 0.47
4:R:12(G):GLU:HG2 4:R:125:GLU:H 1.80 0.47
8:V:63:ILE:HG23 8:V:74:PRO:HB3 1.96 0.47
14:2:89:GLU:OFE1 14:2:89:GLU:HA 2.14 0.47
14:2:175:MET:HB2 14:2:187:LEU:HB2 1.95 0.47
2:B:238:ILE:HD13 2:B:238:ILE:N 2.27 0.47
9:1:104:ILE:HG21 9:1:181:LYS:HG2 1.96 0.47
12:1:114:ASP:0OD2 12:L:115:PRO:HD2 2.15 0.47
3:Q:40:VAL:HG12 3:Q:162:ALA:HB1 1.97 0.47
3:Q:197:LEU:HB3 3:Q:210:ILE:HD13 1.96 0.47
4:R:67:ILE:HG22 4:R:221:PHE:HZ 1.78 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
6:T:175:GLU:OE1 6:T:199:LEU:HD23 2.14 0.47
7:U:82:ILE:N 7:U:83:PRO:HD2 2.29 0.47
9:W:66:TYR:CE1 9:W:70:GLU:HG3 2.50 0.47
11:Y:38:ASN:O 11:Y:40:PHE:N 2.48 0.47
1:A:33:GLN:HE21 1:A:33:GLN:CA 2.23 0.47
2:B:186:VAL:O 2:B:190:ILE:HG13 2.13 0.47
5:E:2(C):VAL:HA 5:E:233:ILE:HD11 1.96 0.47
12:L:3:ILE:HD13 12:1:46:ASN:HB2 1.96 0.47
2:P:81:LEU:HD23 2:P:133:GLY:HA3 1.96 0.47
2:P:224:PHE:HD2 2:P:224:PHE:N 2.13 0.47
11:Y:35:ILE:HG13 16:Y:521:HOH:O 2.14 0.47
13:1:125:LEU:HA 16:1:219:HOH:O 2.14 0.47
14:2:15:GLY:HA2 14:2:174:ARG:O 2.14 0.47
2:B:136:PHE:O 2:B:150: THR:HA 2.14 0.47
3:C:85:SER:O 3:C:89:ILE:HG13 2.14 0.47
16:E:574:HOH:O 6:F:131:PRO:HD3 2.15 0.47
7:G:49:ILE:HD12 7:G:212:VAL:HG22 1.96 0.47
7:G:203: THR:HG22 7:G:204:GLU:O 2.15 0.47
8:H:126:SER:O 8:H:127:LEU:HD23 2.14 0.47
10:J:85:GLN:HB3 16:J:201:HOH:O 2.14 0.47
10:J:112:GLN:NE2 10:J:126:ALA:H 2.12 0.47
12:L:137:PHE:CE1 12:L:141:GLN:HG3 2.49 0.47
1:0:233:LEU:O 1:0:236:LEU:HB2 2.14 0.47
4:R:101:LEU:CD1 11:Y:57: THR:HG22 2.44 0.47
5:5:2(C):VAL:HA 5:S5:233:ILE:HD11 1.96 0.47
6:T:11:SER:HB3 6:T:14:VAL:HG23 1.97 0.47
7:U:212:VAL:HG23 7:U:229:ILE:HD13 1.95 0.47
10:X:12:VAL:CG2 10:X:108:PRO:HB2 2.45 0.47
12:7:93:PHE:N 12:7:94:PRO:HD3 2.30 0.47
12:7:109:ALA:HB2 12:7:121:ARG:NH2 2.30 0.47
13:1:9:ASP:OD1 13:1:10:ASN:N 2.48 0.47
14:2:67:THR:HA 14:2:72:GLY:O 2.15 0.47
14:2:107:-LYS:CG 14:2:108:GLY:H 2.25 0.47
1:A:10(A):ILE:HD13 1:A:10(A):ILE:N 2.29 0.47
1:A:161:LYS:HD3 1:A:180:TRP:CZ3 2.49 0.47
2:B:101:LYS:HZ2 10:J:85:GLN:NE2 2.13 0.47
3:C:163:GLN:HE22 3:C:173:ARG:NE 2.10 0.47
4:D:170:GLU:OE1 4:D:170:GLU:N 2.48 0.47
5:E:64:GLN:NE2 5:E:82:ALA:HB2 2.29 0.47
7:G:82:ILE:N 7:G:83:PRO:HD2 2.29 0.47
2:P:101:LYS:HG3 9:W:57:GLU:HB3 1.97 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
5:5:134:VAL:O 5:5:153:PRO:HG3 2.15 0.47
6:T:69:VAL:HG12 16:T:811:HOH:O 2.14 0.47
8:V:175:VAL:HG12 8:V:176:CYS:N 2.30 0.47
10:X:113:ILE:CG1 10:X:119:LYS:HG3 2.45 0.47
10:X:113:ILE:HG12 10:X:119:LYS:HG3 1.96 0.47
14:2:3:ILE:HD12 14:2:3:ILE:O 2.15 0.47
14:2:3:ILE:CD1 14:2:127:ALA:HB3 2.44 0.47
4:D:12:VAL:CG2 4:D:12(A):GLY:HA2 2.45 0.47
9:1:104:1ILE:HD13 9:1:108:PRO:HA 1.96 0.47
9:1:107:LYS:HA 9:1:108:PRO:HD3 1.81 0.47
2:P:6:ARG:HG2 3:Q:10:ARG:NH2 2.30 0.47
2:P:224:PHE:N 2:P:224:PHE:CD2 2.83 0.47
3:Q:197:LEU:HB3 3:Q:210:ILE:CD1 2.45 0.47
5:S:190:ILE:CG2 5:S5:212:ILE:HD13 2.45 0.47
6:T:70:VAL:HG11 6:T:112:PHE:CE1 2.50 0.47
6:T:198: TYR:HE2 6:T:237:GLN:HE21 1.62 0.47
11:Y:10(B):LYS:N 11:Y:10(B):LYS:CD 2.61 0.47
1:A:58:LEU:HD12 7:G:173: THR:HG23 1.96 0.47
3:C:158:SER:CB 4:D:59:LEU:HD21 2.45 0.47
5:E:190:ILE:HG23 5:E:212:ILE:HD13 1.97 0.47
11:K:16:VAL:HG21 11:K:34:VAL:HG23 1.96 0.47
13:M:139:ARG:HH11 8:V:165:ASN:ND2 2.07 0.47
1:0:97:HIS:HD2 8:V:61:SER:OG 1.97 0.47
3:Q:105:ASP:0OD2 3:Q:106:PRO:HD2 2.15 0.47
3:Q:163:GLN:HG3 3:Q:164: THR:N 2.30 0.47
6:1T:36:THR:HB 6:T:168:GLY:H 1.80 0.47
6:T:67:ILE:HB 6:1:223:PHE:HE2 1.79 0.47
7:U:192:PHE:C 7:U:192:PHE:CD1 2.88 0.47
10:X:18:LYS:HD3 10:X:174:1LE:HG12 1.97 0.47
2:B:149:TYR:OH 3:C:62(A):ILE:HB 2.15 0.46
3:C:40:VAL:HG12 3:C:162:ALA:HB1 1.97 0.46
3:C:201:VAL:HG21 3:C:210:ILE:HD11 1.97 0.46
4:D:67:ILE:HG22 4:D:221:PHE:HZ 1.80 0.46
4:D:161:ASN:HB3 4:D:180: TRP:CE2 2.50 0.46
5:E:35:SER:HB3 5:E:66:LYS:NZ 2.30 0.46
8:H:5:GLY:O 8:H:124:TYR:HA 2.15 0.46
11:K:38:ASN:O 11:K:40:PHE:N 2.48 0.46
3:C:70:ILE:HD13 3:C:70:ILE:N 2.30 0.46
3:C:191:LYS:CG 3:C:236:ILE:HD11 2.42 0.46
4:D:156: THR:HG22 5:E:83:PRO:HD3 1.97 0.46
6:F:36: THR:HB 6:F:168:GLY:H 1.79 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
6:F:95:GLU:CG 6:F:115:ARG:HB3 2.31 0.46
10:J:20:VAL:HG11 11:K:120:LEU:HD11 1.96 0.46
10:J:113:ILE:HG12 10:J:119:LYS:HG3 1.97 0.46
12:L:135:-MET:HE3 9:W:165:ARG:NH2 2.29 0.46
1:0:161:LYS:HD3 1:0:180:TRP:CZ3 2.50 0.46
3:Q:29:GLU:OE2 3:Q:32:LYS:HE2 2.15 0.46
9:W:104:1ILE:HG21 9:W:181:LYS:HG2 1.98 0.46
12:7:-9:GLN:HE21 13:1:-8: THR:HG21 1.80 0.46
12:7:-2:ASN:C 12:7:21:1ILE:HD12 2.35 0.46
14:2:20: THR:0G1 14:2:28:ASN:HB3 2.15 0.46
14:2:174:ARG:HD2 16:2:307:HOH:O 2.15 0.46
2:B:81:LEU:HD23 2:B:133:GLY:HA3 1.97 0.46
6:F:127:ASN:HD22 6:F:128:SER:N 2.13 0.46
11:K:152:LEU:HD22 11:K:175:LEU:HD13 1.97 0.46
12:L:35:PHE:O 12:1:42:VAL:HA 2.16 0.46
8:V:152:1LE:HD11 &:V:177:VAL:CG2 2.46 0.46
1:A:40:ILE:N 1:A:40:ILE:HD12 2.31 0.46
2:B:4:GLY:HA3 5:E:127:TYR:CE1 2.50 0.46
4:D:185:THR:0G1 4:D:188:GLU:HG3 2.14 0.46
5:E:4:PHE:CG 5:E:5:ARG:N 2.83 0.46
5:E:2(B):THR:N 5:E:2(E):ASN:HD22 2.09 0.46
6:F:127:ASN:HD22 6:F:127:ASN:C 2.19 0.46
10:J:162:LEU:O 10:J:166:MET:HB2 2.15 0.46
12:L:109:ALA:HB2 12:1:121:ARG:NH2 2.30 0.46
1:0:21(G):LEU:HD23 1:0:21(I):TYR:O 2.16 0.46
5:5:4:PHE:CG 5:5:5:ARG:N 2.83 0.46
5:S:35:SER:HB3 5:5:66:LYS:NZ 2.30 0.46
8:V:144:GLN:O 8:V:145:ASP:HB2 2.15 0.46
11:Y:195:LEU:O 11:Y:199:VAL:HG23 2.15 0.46
12:7:99:THR:HG23 16:7:231:HOH:O 2.15 0.46
13:1:6:MET:CG 13:1:155:ILE:HD11 2.36 0.46
2:B:146:TYR:OH 2:B:21(A):LYS:HB2 2.16 0.46
2:B:21(A):LYS:O 2:B:21(B):GLY:C 2.54 0.46
6:F:50:VAL:HG22 6:F:51:GLU:N 2.30 0.46
16:H:953:HOH:O 9:1:153:GLU:HB2 2.16 0.46
10:J:34: THR:HG21 10:J:176:LYS:NZ 2.30 0.46
12:L:-9:GLN:HE21 13:M:-8: THR:HG21 1.80 0.46
4:R:12:VAL:CG2 4:R:12(A):GLY:HA2 2.45 0.46
4:R:81:LEU:HD12 4:R:133:GLY:HA3 1.97 0.46
6:T:49:ALA:HA 6:1:211:GLU:O 2.16 0.46
6:T:101:LYS:NZ 14:2:85:GLU:OE1 2.46 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
6:T:162:GLY:O 7:U:58: LEU:HB3 2.16 0.46
2:B:107:ILE:HD13 2:B:112:LEU:HB2 1.98 0.46
3:C:97:GLN:NE2 16:C:255:HOH:O 2.46 0.46
3:C:161:SER:HB3 3:C:180:TYR:CE1 2.50 0.46
6:F:162:GLY:O 7:G:58:LEU:HB3 2.15 0.46
11:K:209:VAL:HG13 16:W:348:HOH:O 2.16 0.46
13:M:184:LEU:HD23 13:M:184:.LEU:C 2.36 0.46
14:N:92:ASP:HB2 16:N:197:HOH:O 2.16 0.46
2:P:51:GLU:OE2 2:P:202: THR:HG23 2.16 0.46
6:T:101:LYS:HE2 13:1:57:ARG:NH2 2.30 0.46
13:1:205:GLY:HA3 13:1:209:GLN:HB3 1.98 0.46
6:F:107:ILE:HA 6:F:108:PRO:HD3 1.81 0.46
7:G:212:VAL:HB 7:G:224:LEU:HD12 1.96 0.46
11:K:140:SER:OG 10:X:137:LEU:HD21 2.15 0.46
3:Q:194:VAL:O 3:Q:198:LEU:HG 2.16 0.46
3:Q:216:LYS:HD2 3:Q:220:ASP:0OD1 2.15 0.46
5:5:31:1LE:HD11 5:5:153:PRO:CD 2.45 0.46
2:B:6:ARG:HB2 5:E:127:TYR:OH 2.16 0.46
2:B:6:ARG:HG2 3:C:10:ARG:HH21 1.81 0.46
2:B:224:PHE:N 2:B:224:PHE:CD2 2.83 0.46
6:F:103:TYR:O 6:F:104:LYS:HB3 2.16 0.46
7:G:38:LEU:HD23 7:G:197:MET:HE3 1.98 0.46
10:J:168:MET:HE2 10:X:168: MET:HE2 1.98 0.46
14:N:175:MET:HB2 14:N:187:LEU:HB2 1.98 0.46
6:T:127:ASN:HD22 6:T:127:ASN:C 2.19 0.46
10:X:100:LEU:CD2 10:X:112:GLN:HG3 2.46 0.46
3:C:185:THR:CG2 3:C:186:VAL:N 2.79 0.46
7:G:72:ARG:NH1 7:G:72:ARG:HB2 2.31 0.46
2:P:202: THR:CG2 2:P:204:SER:HB2 2.46 0.46
7:U:96:ALA:HA 7:U:107:-MET:CE 2.46 0.46
8:V:173:VAL:HB 8:V:192:LEU:HB2 1.98 0.46
12:7:137:PHE:CE1 12:7:141:GLN:HG3 2.51 0.46
13:1:14(C):ARG:CG 13:1:14(C):ARG:NH1 2.77 0.46
3:C:194:VAL:O 3:C:198:LEU:HG 2.15 0.46
4:D:81:LEU:HD12 4:D:133:GLY:HA3 1.98 0.46
8:H:105:ASP:HB2 8:H:10(A):PRO:HD2 1.98 0.46
13:M:157:ASN:ND2 16:M:1332:HOH:O 2.48 0.46
7:U:18(G):GLU:HG2 7:U:188:LYS:HB3 1.98 0.46
8:V:90:TYR:CG 8:V:95:1LE:HD13 2.51 0.46
13:1:14(A):VAL:HG23 13:1:14(A):VAL:O 2.16 0.46
2:B:224:PHE:N 2:B:224:PHE:HD2 2.13 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
6:F:74:1LE:CD1 6:F:109:ILE:HD12 2.46 0.45
13:M:9:ASP:0OD1 13:M:10:ASN:N 2.50 0.45
13:M:14(A):VAL:HG23 13:M:14(A):VAL:O 2.17 0.45
13:M:205:GLY:HA3 13:M:209:GLN:HB3 1.98 0.45
2:P:122:GLY:C 2:P:124: THR:H 2.20 0.45
2:P:225:LYS:HG3 2:P:228:GLU:OE1 2.16 0.45
4:R:161:ASN:HB3 4:R:180: TRP:CE2 2.52 0.45
5:S:76:LEU:O 5:S:76:LEU:HD23 2.16 0.45
6:T:50:VAL:HG22 6:T:51:GLU:N 2.31 0.45
11:Y:2:THR:HG21 11:Y:162:ALA:CB 2.46 0.45
3:C:105:ASP:0OD2 3:C:106:PRO:HD2 2.16 0.45
4:D:117:CYS:SG 4:D:157:PHE:HB3 2.57 0.45
5:E:31:ILE:HD11 5:E:153:PRO:CD 2.46 0.45
5:E:190:1ILE:CG2 5:E:212:ILE:HD13 2.45 0.45
6:F:203:GLU:C 6:F:205:ASN:H 2.18 0.45
10:J:12:VAL:CG2 10:J:108:PRO:HB2 2.46 0.45
13:M:150:VAL:HG21 16:M:1069:HOH:O 2.16 0.45
14:N:163:ILE:HG23 14:N:170:GLY:HA2 1.97 0.45
5:5:67:ILE:HG21 5:S5:213:ALA:HB2 1.99 0.45
16:5:656:HOH:O 6:T:12:ASN:HB2 2.16 0.45
9:W:33:LYS:O 9:W:44:GLY:HA2 2.15 0.45
2:B:31:ILE:HD11 2:B:133:GLY:C 2.37 0.45
6:F:11:SER:HB3 6:F:14:VAL:HG23 1.98 0.45
6:F:203:GLU:O 6:F:206:LYS:HD2 2.15 0.45
7:G:96:ALA:HA 7:G:107:MET:CE 2.45 0.45
8:H:50:ALA:HB2 9:1:118:CYS:HB2 1.98 0.45
13:M:19:LEU:HB2 13:M:170:SER:HB2 1.99 0.45
13:M:130:GLY:O 13:M:134:ALA:HB3 2.16 0.45
13:1:19:LEU:HB2 13:1:170:SER:HB2 1.98 0.45
2:B:160: TRP:HA 3:C:59:GLN:HA 1.98 0.45
2:B:202: THR:CG2 2:B:204:SER:HB2 2.46 0.45
8:V:105:ASP:HB2 8:V:10(A):PRO:CD 2.46 0.45
10:X:35:ARG:NH1 10:X:57:GLU:CG 2.80 0.45
4:D:12(G):GLU:HG2 4:D:125:GLU:H 1.81 0.45
9:1:33:LYS:0O 9:1:44:GLY:HA2 2.17 0.45
10:J:165:ARG:O 10:X:26:VAL:HG23 2.17 0.45
12:L:17:ASP:HA 12:L:172:GLY:O 2.16 0.45
14:N:3:ILE:HG12 14:N:44:CYS:HB3 1.98 0.45
5:5:36:VAL:HG22 5:5:37:THR:N 2.32 0.45
6:T:103:TYR:O 6:T:104:LYS:HB3 2.15 0.45
7:U:107:-MET:CE 7:U:112:LEU:HD13 2.35 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
8:V:105:ASP:HB2 8:V:10(A):PRO:HD2 1.98 0.45
11:Y:7:ARG:HH11 11:Y:108:PRO:HB2 1.81 0.45
12:7:17:ASP:HA 12:7:172:GLY:O 2.17 0.45
9:I:88:TYR:CE1 9:1:91:ARG:HD3 2.51 0.45
10:J:113:ILE:CG1 10:J:119:LYS:HG3 2.46 0.45
11:K:7:ARG:HH11 11:K:108:PRO:HB2 1.81 0.45
13:M:40:ASN:H 13:M:40:ASN:ND2 2.14 0.45
14:N:20: THR:0G1 14:N:28:ASN:HB3 2.17 0.45
14:N:94:ASN:ND2 16:N:946:HOH:O 2.39 0.45
1:0:29:THR:O 1:0:33:GLN:HG2 2.15 0.45
3:Q:163:GLN:HE22 3:Q:173:ARG:NE 2.09 0.45
5:5:162:GLY:O 5:5:163:- THR:HB 2.16 0.45
6:T:49:ALA:CB 6:T:197:ILE:HD11 2.46 0.45
8:V:41:ILE:HG13 8:V:76:VAL:HG22 1.99 0.45
13:1:42:VAL:CG2 13:1:178:ILE:HD11 2.47 0.45
13:1:104:VAL:CG2 13:1:178:ILE:HG22 2.42 0.45
14:2:3:ILE:O 14:2:3:ILE:HD13 2.16 0.45
1:A:39:GLY:HA2 1:A:47:-VAL:O 2.17 0.45
2:B:38:ILE:HD12 2:B:197:LEU:HG 1.97 0.45
3:C:163:GLN:HG3 3:C:164:THR:N 2.31 0.45
4:D:85:ALA:O 4:D:89:ILE:HG12 2.16 0.45
5:E:36:VAL:HG22 5:E:37:THR:N 2.32 0.45
7:G:212:VAL:HG23 7:G:229:ILE:HD13 1.98 0.45
8:H:41:ILE:HG13 8:H:76:VAL:HG22 1.99 0.45
8:H:90:TYR:CG 8:H:95:1LE:HD13 2.52 0.45
9:I:58: MET:O 9:I:61:TYR:HB3 2.17 0.45
1:0:39:GLY:HA2 1:0:47:VAL:O 2.16 0.45
2:P:21(A):LYS:O 2:P:21(B):GLY:C 2.55 0.45
3:Q:164:THR:HG21 3:Q:172:VAL:HG13 1.98 0.45
5:5:180:LEU:HA 5:5:18(C):PHE:CE2 2.52 0.45
8:V:126:SER:O 8:V:127:LEU:HD23 2.17 0.45
11:Y:6:PHE:HA 11:Y:123:ASP:O 2.16 0.45
12:7:33:LYS:HD2 12:7:46:ASN:ND2 2.31 0.45
13:1:104:VAL:HG23 13:1:178:ILE:CG2 2.43 0.45
5:E:231:LYS:H 5:E:231:LYS:HD2 1.81 0.45
7:G:192:PHE:C 7:G:192:PHE:CD1 2.89 0.45
8:H:95:ILE:HB 16:H:234:HOH:O 2.16 0.45
10:J:146:MET:HE3 10:J:150:GLU:HB3 1.99 0.45
12:L:5:GLY:O 12:1:124:CYS:HA 2.17 0.45
1:0:212:LEU:HD22 1:0:224:LEU:HD12 1.99 0.45
3:Q:185:THR:CG2 3:Q:186:VAL:N 2.79 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
8:V:137:VAL:HG21 8:V:161:ALA:HB2 1.98 0.45
9:W:99:PRO:HB2 9:W:113:PHE:CD2 2.52 0.45
14:2:3:ILE:HD12 14:2:3:ILE:N 2.29 0.45
3:C:177:GLU:OE2 4:D:57:PRO:HD2 2.17 0.45
4:D:215:ILE:C 4:D:215:ILE:CD1 2.85 0.45
8:H:63:ILE:HG23 8:H:74:PRO:HB3 1.97 0.45
11:K:2:THR:HG21 11:K:162:ALA:CB 2.46 0.45
1:0:40:ILE:N 1:0:40:1ILE:HD12 2.31 0.45
2:P:31:1ILE:HD11 2:P:133:GLY:C 2.37 0.45
2:P:67.-LEU:HD23 2:P:213:ALA:HB2 1.98 0.45
2:P:90:ASN:O 2:P:94:.1LE:HD12 2.17 0.45
3:Q:177:GLU:OE2 4:R:57:PRO:HD2 2.16 0.45
3:Q:226:SER:HB2 3:Q:227:GLU:OE1 2.17 0.45
6:T:45:GLY:HA3 6:T:215:CYS:O 2.16 0.45
6:T:49:ALA:HB1 6:T:197:ILE:CD1 2.47 0.45
1:A:29:THR:O 1:A:33:GLN:HG2 2.17 0.45
2:B:101:LYS:NZ 10:J:85:GLN:HE22 2.15 0.45
5:E:180:LEU:HA 5:E:18(C):PHE:CE2 2.52 0.45
6:F:101:LYS:HE2 13:M:57:ARG:NH2 2.32 0.45
9:1:14:ILE:CG1 9:1:34:ILE:HD12 2.40 0.45
9:1:165:ARG:HH21 12:7:135:MET:HE3 1.82 0.45
13:M:148:VAL:HG23 16:M:502:HOH:O 2.17 0.45
2:P:121:GLN:NE2 16:P:462:HOH:O 2.48 0.45
11:Y:114:ASP:C 11:Y:114:ASP:OD1 2.55 0.45
1:A:86:ARG:HH21 7:G:118:ASN:ND2 2.13 0.44
4:D:45:GLY:HA2 4:D:146:TYR:CD1 2.52 0.44
16:F:306:HOH:O 7:G:86:ARG:HD2 2.16 0.44
7:G:197:MET:HE3 7:G:197:MET:HA 1.99 0.44
4:R:42:THR:C 4:R:44:GLU:H 2.20 0.44
4:R:45:GLY:HA2 4:R:146:TYR:CD1 2.52 0.44
5:S:77:SER:OG 5:S5:137:LEU:HB2 2.18 0.44
11:Y:152:LEU:HD22 11:Y:175:LEU:HD13 1.99 0.44
13:1:202:ASP:HA 16:1:1172:HOH:O 2.16 0.44
2:B:173:GLN:HG2 3:C:56:LEU:HD12 1.99 0.44
2:B:181:LYS:HG3 2:B:184:MET:HG3 1.99 0.44
4:D:17:PRO:HD2 16:D:1171:HOH:O 2.17 0.44
5:E:35:SER:HB3 5:E:66:LYS:HZ3 1.83 0.44
8:H:207:PRO:HG2 &:H:210: THR:0G1 2.17 0.44
9:I:66: TYR:CE1 9:1:70:GLU:HG3 2.51 0.44
12:L:-2:ASN:C 12:L:21:ILE:HD12 2.38 0.44
10:X:6:ILE:CD1 10:X:154:LEU:HD23 2.47 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
12:7:5:GLY:O 12:7:124:CYS:HA 2.16 0.44
12:7:14(E):GLU:O 12:7:14(F):PRO:C 2.55 0.44
4:D:42:THR:C 4:D:44:GLU:H 2.20 0.44
5:E:220:PRO:O 5:E:222: THR:HG23 2.17 0.44
8:H:105:ASP:HB2 8:H:10(A):PRO:CD 2.47 0.44
3:Q:40:VAL:HG23 3:Q:189:CYS:SG 2.57 0.44
6:1:32:GLU:HB3 6:T:169:ARG:NH2 2.33 0.44
7:U:212:VAL:HB 7:U:224:LEU:HD12 2.00 0.44
12:7:-2:ASN:HA 12:7:21:ILE:O 2.17 0.44
5:E:223:ILE:N 5:E:223:ILE:CD1 2.80 0.44
6:F:49:ALA:CB 6:F:197:ILE:HD11 2.47 0.44
8:H:173:VAL:HB 8:H:192:LEU:HB2 1.98 0.44
12:L:109:ALA:HA 16:L:975:HOH:O 2.16 0.44
3:Q:71:ASP:HA 10:X:68:ILE:CD1 2.46 0.44
5:S:197:ILE:HG23 5:S:198:SER:N 2.33 0.44
6:T:35: THR:CG2 6:T:36: THR:N 2.81 0.44
10:X:6:ILE:HD13 10:X:154:LEU:HD23 2.00 0.44
10:X:18:LYS:HG2 10:X:174:1ILE:HG13 1.99 0.44
2:B:231:ASP:O 2:B:235:LYS:HG2 2.18 0.44
7:G:177:GLU:O 7:G:17(B):LYS:HG3 2.18 0.44
11:K:99:THR:CG2 11:K:113:VAL:HB 2.48 0.44
13:M:165:ARG:O 14:2:26:1LE:HG13 2.18 0.44
14:N:15:GLY:HA2 14:N:174:ARG:O 2.16 0.44
2:P:95:HIS:CD2 2:P:115:ARG:HG2 2.52 0.44
6:1:203:GLU:C 6:T:205:ASN:H 2.20 0.44
10:X:35:ARG:HH11 10:X:57:GLU:HG2 1.83 0.44
10:X:162:LEU:O 10:X:166:MET:HB2 2.18 0.44
14:2:116:GLY:HA3 16:2:192:HOH:O 2.18 0.44
1:A:92:SER:OG 1:A:116:VAL:HG22 2.17 0.44
4:D:207:-LEU:HD23 4:D:233:ILE:HD13 1.99 0.44
5:E:45:HIS:CD2 5:E:214:.1ILE:HD11 2.52 0.44
6:F:136: THR:O 6:F:150:MET:HA 2.18 0.44
7:G:212:VAL:HG23 7:G:229:ILE:CD1 2.48 0.44
10:J:2:ILE:N 10:J:2:ILE:CD1 2.81 0.44
11:K:6:PHE:HA 11:K:123:ASP:O 2.17 0.44
7:U:168:LYS:O 7:U:172:1LE:HG13 2.16 0.44
11:Y:4:LEU:C 11:Y:4:LEU:HD22 2.38 0.44
14:2:146:MET:HE3 16:2:774:HOH:O 2.17 0.44
2:B:112:LEU:HD23 2:B:112:LEU:C 2.38 0.44
3:C:197:LEU:HB3 3:C:210:ILE:CD1 2.48 0.44
5:E:76:LEU.HD23 5:E:76:LEU:O 2.18 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
7:G:107:MET:CE 7:G:112:LEU:HD13 2.36 0.44
9:I:6:MET:HE3 9:1:155:ILE:CG1 2.42 0.44
2:P:113:VAL:HG22 2:P:138:TYR:CG 2.53 0.44
3:Q:41:LYS:HD3 3:Q:161:SER:HA 2.00 0.44
3:Q:186:VAL:HG13 3:Q:214:VAL:HG11 1.99 0.44
4:R:170:GLU:OE1 4:R:170:GLU:N 2.49 0.44
5:S:58:LEU:N 5:5:58:.LEU:HD12 2.33 0.44
5:5:90:ASN:O 5:5:94:GLN:HG3 2.18 0.44
6:T:100:LYS:O 6:T:104:LYS:N 2.49 0.44
7:U:151: THR:HG22 7:U:157'TYR:HB2 2.00 0.44
8:V:40:LYS:C 8:V:41:ILE:HD12 2.38 0.44
8:V:174:ASP:0D2 8:V:189:ARG:NHI1 2.48 0.44
8:H:8:PHE:HB3 8:H:151:ALA:HB2 2.00 0.44
8:H:195:ASN:HB3 12:7:192:LYS:HE3 2.00 0.44
10:J:133: TYR:CE2 10:J:166:MET:SD 3.10 0.44
12:1:93:PHE:N 12:1:94:PRO:HD3 2.32 0.44
16:L:200:HOH:O 9:W:192:ARG:HG3 2.18 0.44
13:M:165:ARG:C 14:2:26:ILE:HG13 2.37 0.44
4:R:40:ILE:HG13 4:R:193:VAL:HG23 2.00 0.44
8:V:5:GLY:O 8:V:124:TYR:HA 2.17 0.44
10:X:123:PRO:HB2 10:X:124:TYR:CD1 2.52 0.44
2:B:190:ILE:HG21 2:B:232:ILE:HD11 2.00 0.44
2:B:213:ALA:HA 2:B:222:LYS:O 2.17 0.44
3:C:160: TRP:NE1 4:D:59:LEU:HD23 2.33 0.44
10:J:12:VAL:HG23 10:J:108:PRO:HB2 2.00 0.44
10:J:24:ILE:HD11 10:X:129:TYR:HB3 2.00 0.44
10:J:35:ARG:HH11 10:J:57:GLU:HG2 1.83 0.44
10:J:136:SER:N 16:J:198:HOH:O 2.44 0.44
11:K:4:LEU:HD13 11:K:159:ILE:HD11 1.99 0.44
12:1.:185:ARG:NH1 16:L:1161:HOH:O 2.46 0.44
14:N:89:GLU:OE1 14:N:89:GLU:HA 2.17 0.44
3:Q:161:SER:HB3 3:Q:180:TYR:CE1 2.52 0.44
5:5:45:HIS:CD2 5:5:214:ILE:HD11 2.53 0.44
7:U:78:VAL:HGI11 7:U:85:ALA:CB 2.48 0.44
13:1:49:ILE:O 13:1:53:GLN:HG3 2.17 0.44
2:B:225:LYS:HG3 2:B:228:GLU:OE1 2.17 0.43
5:E:161: TYR:CE2 6:F:60:VAL:HA 2.53 0.43
6:F:45:GLY:HA3 6:F:215:CYS:O 2.17 0.43
8:H:147:THR:O0G1 8:H:150:GLU:HG3 2.17 0.43
11:K:147:SER.:C 11:K:149:GLU:N 2.72 0.43
14:N:3:ILE:N 14:N:3:ILE:CD1 2.81 0.43

Continued on next page...




Page 56

Full wwPDB X-ray Structure Validation Report

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
2:P:141:TYR:CD1 2:P:141:TYR:C 2.90 0.43
6:T:136:THR:O 6:T:150:MET:HA 2.17 0.43
6:F:43:ASN:N 6:F:43:ASN:HD22 2.16 0.43
7:G:151: THR:HG22 7:G:157:TYR:HB2 2.01 0.43
5:5:2(C):VAL:CG1 5:5:2(D):ASP:N 2.82 0.43
6:T:192:GLN:HE21 6:T:195:LYS:CE 2.31 0.43
9:W:6:MET:HE3 9:W:155:1LE:HA 1.96 0.43
11:Y:38:ASN:C 11:Y:38:ASN:OD1 2.57 0.43
11:Y:126:CYS:HB2 11:Y:135:TYR:CE1 2.53 0.43
1:A:86:ARG:NE 7:G:118:ASN:HD21 2.00 0.43
1:A:140:GLY:HA2 1:A:215:ILE:HG13 2.00 0.43
2:B:122:GLY:C 2:B:124:THR:H 2.21 0.43
4:D:40:ILE:HG13 4:D:193:VAL:HG23 1.99 0.43
6:F:175:GLU:OE1 6:F:199:LEU:HD23 2.17 0.43
8:H:72:ARG:HH11 8:H:72:ARG:HG3 1.82 0.43
3:Q:70:ILE:N 3:Q:70:ILE:HD13 2.33 0.43
8:V:37:ILE:HB 8:V:41:ILE:HG22 1.99 0.43
9:W:13:ALA:HA 9:W:176:TYR:O 2.18 0.43
3:C:226:SER:HB2 3:C:227:GLU:OE1 2.18 0.43
8:H:137:VAL:HG21 8:H:161:ALA:HB2 2.01 0.43
8:H:152:1LE:HD11 8:H:177:VAL:HG22 2.00 0.43
9:1:99:PRO:HB2 9:1:113:PHE:CD2 2.53 0.43
10:J:100:LEU:CD2 10:J:112:GLN:HG3 2.47 0.43
11:K:45:MET:HB3 11:K:52:CYS:HB3 1.99 0.43
12:L:-7:ASN:HD22 12:L:-6:PRO:CD 2.32 0.43
5:S5:41:ARG:NH1 5:5:42:SER:O 2.52 0.43
7:U:18(H):GLU:CD 7:U:18(H):GLU:N 2.72 0.43
8:V:172:ASN:ND2 8:V:193: THR:HA 2.32 0.43
8:V:207:PRO:HG2 &:V:210:THR:OG1 2.18 0.43
6:F:20(B):GLU:HG3 6:F:20(C):LYS:N 2.33 0.43
7:G:224:LEU:HB3 7:G:228:ASN:HB2 2.00 0.43
9:1:122:ALA:HB3 9:1:125:ILE:CD1 2.49 0.43
12:1:192:LYS:HE3 8:V:195:ASN:HB3 2.01 0.43
5:S5:231:LYS:H 5:5:231:LYS:HD2 1.83 0.43
10:X:12: VAL:HG23 10:X:108:PRO:HB2 1.99 0.43
2:B:141:TYR:CD1 2:B:141:TYR:C 2.92 0.43
5:E:45:HIS:HD2 5:E:214:.1LE:HD11 1.83 0.43
5:E:162:GLY:O 5:E:163: THR:HB 2.18 0.43
13:M:42:VAL:CG2 13:M:178:ILE:HD11 2.49 0.43
13:M:49:ILE:O 13:M:53:GLN:HG3 2.19 0.43
2:P:196:THR:O 2:P:200: THR:HG23 2.19 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

9:W:130:ALA:HB2 9:W:166:ASP:CB 2.49 0.43
11:Y:45:MET:HB3 11:Y:52:CYS:HB3 2.00 0.43
12:7:170:GLY:O 12:7:171:ASP:HB2 2.18 0.43
3:C:29:GLU:OE2 3:C:32:LYS:HE2 2.19 0.43
6:F:70:VAL:HG11 6:F:112:PHE:CE1 2.52 0.43
7:G:78:VAL:HG11 7:G:85:ALA:CB 2.49 0.43
11:K:10(A):ARG:H 11:K:10(B):LYS:NZ 2.17 0.43
11:K:195:LEU:O 11:K:199:VAL:HG23 2.18 0.43
2:P:146:TYR:OH 2:P:21(A):LYS:HB2 2.18 0.43
2:P:181:LYS:HG3 2:P:184:MET:HG3 2.00 0.43
3:Q:169:SER:HA 3:Q:172:VAL:CG1 2.48 0.43
5:S:45:HIS:HD2 5:S:214:1ILE:HD11 1.83 0.43
6:T:20(B):GLU:HG3 6:T:20(C):LYS:N 2.33 0.43
7:U:224:LEU:HB3 7:U:228:ASN:HB2 2.01 0.43
11:Y:50:ALA:CB 12:7:116:VAL:HG23 2.49 0.43
12:7:40:ASN:HD22 12:7:40:ASN:HA 1.67 0.43
1:A:51:GLU:OE1 1:A:202:VAL:HG22 2.18 0.43
2:B:113:VAL:HG22 2:B:138:TYR:CG 2.54 0.43
5:E:2(C):VAL:CG1 5:E:2(D):ASP:N 2.82 0.43
8:H:196:VAL:HG23 16:H:520:HOH:O 2.18 0.43
9:1:13:ALA:HA 9:1:176: TYR:O 2.18 0.43
11:K:37:ILE:HB 11:K:41:LEU:CB 2.42 0.43
11:K:114:ASP:C 11:K:114:ASP:OD1 2.57 0.43
14:N:107:LYS:CG 14:N:108:GLY:H 2.26 0.43
4:R:207:LEU:HD23 4:R:233:ILE:HD13 2.00 0.43
6:T:43:ASN:HD22 6:T:43:ASN:N 2.17 0.43
6:T:192:GLN:NE2 6:T:195:LYS:CE 2.82 0.43
7:U:29:LYS:HD2 7:U:29:LYS:HA 1.79 0.43
8:V:147:THR:OG1 8:V:150:GLU:HG3 2.19 0.43
4:D:177:LEU:CD2 5:E:58:LEU:HD13 2.46 0.43
4:D:215:ILE:HG23 4:D:215:ILE:O 2.18 0.43
5:E:58.LEU:HD12 5:E:58.LEU:N 2.33 0.43
5:E:77:SER:OG 5:E:137:LEU:HB2 2.18 0.43
6:F:176:LEU:O 6:F:180:VAL:HG23 2.18 0.43
9:1:90:ARG:HA 9:1:90:ARG:HH11 1.84 0.43
11:K:40:PHE:CD1 11:K:73:ARG:NH1 2.87 0.43
14:N:26:ILE:HG13 13:1:165:ARG:C 2.39 0.43
14:N:26:ILE:HB 13:1:165:ARG:HA 2.01 0.43
14:N:113:ILE:HD12 14:N:113:ILE:N 2.34 0.43
1:0:49:ALA:HB2 1:0:212:LEU:HG 2.01 0.43
3:Q:190:VAL:O 3:Q:194:VAL:HG23 2.18 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
5:S5:201:LEU:O 5:S5:202:ARG:CB 2.65 0.43
6:T:210:LEU:HD21 6:T:212:ILE:HD11 2.00 0.43
7:U:18(H):GLU:CD 7:U:18(H):GLU:H 2.21 0.43
9:W:58:MET:O 9:W:61:TYR:HB3 2.19 0.43
11:Y:4:LEU:HD13 11:Y:159:ILE:HD11 2.01 0.43
14:2:19:ARG:NE 14:2:26:ILE:HD13 2.34 0.43
3:C:164: THR:HG21 3:C:172:VAL:HG13 2.00 0.43
12:1:113:PHE:N 12:1.:113:PHE:CD1 2.86 0.43
12:1:14(E):GLU:O 12:L:14(F):PRO:C 2.58 0.43
13:M:40:ASN:N 13:M:40:ASN:ND2 2.66 0.43
2:P:34:ALA:HB1 16:P:1134:HOH:O 2.17 0.43
2:P:112:LEU:HD23 2:P:112:.LEU:C 2.39 0.43
10:X:133:TYR:CE2 10:X:166:MET:SD 3.12 0.43
11:Y:4:LEU:CD1 11:Y:159:ILE:HG12 2.49 0.43
11:Y:25:TRP:CH2 12:7:132:SER:HA 2.54 0.43
11:Y:10(A):ARG:HG2 11:Y:10(A):ARG:NH1 2.28 0.43
12:7:134:1ILE:HD13 12:7:158:SER:HB3 2.01 0.43
12:7:148:VAL:O 12:7:152:ILE:HG13 2.19 0.43
5:E:111:ARG:HG2 5:E:111:ARG:HH11 1.84 0.42
7:G:232:ARG:NE 7:G:232:ARG:HA 2.33 0.42
8:H:116:HIS:HB2 16:H:324:HOH:O 2.19 0.42
10:J:52: THR:HG22 10:J:53:VAL:HG23 2.01 0.42
5:5:160:LEU:CD2 6:T:59:LEU:HD12 2.49 0.42
9:W:80: THR:HG1 9:W:109:PHE:HE2 1.65 0.42
3:C:186:VAL:HG13 3:C:214:VAL:HG11 2.00 0.42
3:C:197:LEU:HB3 3:C:210:ILE:HD13 2.01 0.42
5:E:197:ILE:HG23 5:E:198:SER:N 2.33 0.42
7:G:67:ILE:N 7:G:67:ILE:HD12 2.34 0.42
1:0:27:ALA:O 1:0:31:VAL:HG23 2.18 0.42
4:R:215:1LE:O 4:R:215:1LE:HG23 2.19 0.42
5:5:4:PHE:O 5:5:6:ASN:N 2.52 0.42
6:T:204:ASP:OD1 6:T:204:ASP:N 2.52 0.42
7:U:168:LYS:HE3 16:U:800:HOH:O 2.18 0.42
10:X:124:TYR:HB2 10:X:138:LEU:HD13 2.01 0.42
14:2:113:ILE:HD12 14:2:113:ILE:N 2.33 0.42
3:C:46:VAL:HG11 3:C:139:ALA:HB1 2.00 0.42
8:H:172:ASN:ND2 8:H:193: THR:HA 2.32 0.42
10:J:35:ARG:NH1 10:J:57:GLU:CG 2.82 0.42
10:X:3:ILE:HG12 10:X:46:ALA:HB2 2.01 0.42
11:Y:5:ALA:HA 11:Y:13:ILE:O 2.19 0.42
1:A:38:LEU:C 1:A:38: LEU:HD12 2.39 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:A:110:LYS:HG2 16:A:285:HOH:O 2.20 0.42
1:A:221:PHE:CD2 1:A:221:PHE:C 2.92 0.42
4:D:97:VAL:HG11 11:K:65:LEU:HD22 2.01 0.42
5:E:201:LEU:O 5:E:202:ARG:CB 2.66 0.42
7:G:82:ILE:CG2 7:G:83:PRO:HD3 2.49 0.42
8:H:40:LYS:C 8:H:41:ILE:HD12 2.39 0.42
9:1:36:HIS:HB3 9:1:42:PHE:CD2 2.55 0.42
11:K:50:ALA:CB 12:1:116:VAL:HG23 2.49 0.42
1:0:38:LEU:C 1:0:38: LEU:HD12 2.40 0.42
5:5:52:LYS:O 5:5:63:TYR:HD2 2.03 0.42
5:5:103:PHE:O 13:1:78: TYR:HA 2.18 0.42
11:Y:21:THR:HG22 11:Y:26:VAL:HA 2.00 0.42
6:F:90:ASN:O 6:F:94:GLU:HG3 2.20 0.42
7:G:8:TYR:C 7:G:10:ARG:N 2.73 0.42
11:K:126:CYS:HB2 11:K:135:TYR:CE1 2.54 0.42
1:0:51:GLU:OE1 1:0:202:VAL:HG22 2.20 0.42
6:T:90:ASN:O 6:T:94:GLU:HG3 2.18 0.42
8:V:50:ALA:HB2 9:W:118:CYS:HB2 2.02 0.42
10:X:137:LEU:HA 10:X:137:LEU:HD23 1.80 0.42
10:X:154:LEU:HD12 10:X:154:LEU:HA 1.88 0.42
3:C:225:SER:OG 3:C:228:GLU:HG3 2.20 0.42
7:G:18(G):GLU:CG 7:G:188:LYS:HB2 2.44 0.42
3:Q:158:SER:CB 4:R:59:LEU:HD21 2.49 0.42
3:Q:168:ASN:O 3:Q:172:VAL:HG12 2.20 0.42
4:R:121:LEU:HD13 5:5:130:ARG:NH2 2.35 0.42
8:V:197:ARG:NH2 9:W:139:GLU:HG3 2.35 0.42
9:W:137:-MET:HE1 9:W:161:ASN:HB2 2.02 0.42
1:A:212:LEU:HD22 1:A:224:LEU:HD12 2.00 0.42
2:B:202: THR:HG21 2:B:204:SER:HB2 2.02 0.42
5:E:41:ARG:NH1 5:E:42:SER:O 2.53 0.42
6:F:192:GLN:HE21 6:F:195:LYS:CE 2.32 0.42
6:F:192:GLN:NE2 6:F:195:LYS:CE 2.83 0.42
6:F:203:GLU:OE1 6:F:203:GLU:HA 2.20 0.42
7:G:152:ASP:HB2 7:G:153:PRO:HD2 2.01 0.42
9:1:124:PHE:O 9:1:125:ILE:HD13 2.19 0.42
13:M:104:VAL:HG23 13:M:178:ILE:CG2 2.46 0.42
13:M:104:VAL:CG2 13:M:178:1ILE:HG22 2.45 0.42
1:0:214:1LE:C 1:0:215:ILE:HD13 2.39 0.42
2:P:38:ILE:HD12 2:P:197.LEU:HG 2.01 0.42
2:P:107:ILE:HD13 2:P:112:LEU:HB2 2.01 0.42
3:Q:149:TYR:CE1 3:Q:159:SER:HB3 2.54 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
4:R:117:CYS:SG 4:R:157:PHE:HB3 2.60 0.42
5:5:18(D):ILE:HG23 5:S:18(E):LYS:HG3 2.01 0.42
5:5:216:GLY:O 5:5:219:THR:N 2.40 0.42
9:W:90:ARG:HA 9:W:90:ARG:HH11 1.83 0.42
13:1:-5:PRO:C 13:1:-4:ILE:HD12 2.40 0.42
1:A:21(P):LYS:HB2 16:A:1147:HOH:O 2.20 0.42
2:B:185:LYS:CD 2:B:187:ASP:H 2.33 0.42
3:C:41:LYS:HD3 3:C:161:SER:HA 2.00 0.42
4:D:177.LEU:HD13 5:E:58:LEU:HD11 2.01 0.42
5:E:67:ILE:HG21 5:E:213:ALA:HB2 2.02 0.42
7:G:18(B):ASP:O 7:G:18(C):HIS:HB3 2.19 0.42
10:J:129:TYR:HB3 10:X:24:ILE:HD11 2.02 0.42
1:0:97:HIS:CD2 8:V:61:SER:OG 2.72 0.42
2:P:190:1ILE:HG23 2:P:212:PHE:CE2 2.54 0.42
3:Q:46:VAL:HG11 3:Q:139:ALA:HB1 2.00 0.42
5:5:2(B):THR:OG1 5:S:2(E):ASN:HB3 2.20 0.42
6:T:127:ASN:C 6:T:127:ASN:ND2 2.73 0.42
6:T:172:ALA:O 6:T1:176:LEU:CD2 2.67 0.42
7:U:110:ASP:HB3 7:U:149:TYR:CZ 2.55 0.42
8:V:24:PRO:HG2 8:V:25:1LE:HD12 2.01 0.42
9:W:6:MET:HB3 9:W:151:LEU:HD11 2.02 0.42
10:X:100:LEU:HD23 10:X:112:GLN:HG3 2.02 0.42
11:Y:143:LYS:HB2 11:Y:146:LEU:HD13 1.97 0.42
12:7:33:LYS:NZ 16:7:754:HOH:O 2.51 0.42
12:7:109:ALA:HA 16:7:375:HOH:O 2.19 0.42
13:1:190:LEU:N 13:1:190:LEU:CD1 2.82 0.42
14:2:176:VAL:HG12 14:2:178:LEU:CD1 2.48 0.42
1:A:6:ASP:0D2 1:A:8:TYR:HB2 2.20 0.42
2:B:67:LEU:HD23 2:B:213:ALA:HB2 2.02 0.42
8:H:200:LYS:HE3 9:1:140:SER:O 2.19 0.42
9:1:12:VAL:CG2 9:I:178:.ILE:HB 2.50 0.42
10:J:141:HIS:HB2 10:J:154:LEU:HD11 2.02 0.42
12:1:33:LYS:HB3 12:L:33:LYS:HE2 1.74 0.42
2:P:44:ASP:0OD2 2:P:44:ASP:N 2.52 0.42
5:5:76:LEU:HD23 5:S:76:LEU:C 2.40 0.42
5:5:220:PRO:O 5:5:222: THR:HG23 2.19 0.42
6:T:72:ARG:HD2 13:1:64: THR:OG1 2.20 0.42
10:X:185:ARG:HG2 10:X:185:ARG:HH11 1.84 0.42
11:Y:146:LEU:HD23 11:Y:151:ALA:HA 2.01 0.42
12:7:113:PHE:CD1 12:7:113:PHE:N 2.87 0.42
13:1:112: TYR:CE1 13:1:127: THR:HG22 2.55 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:A:27:ALA:O 1:A:31:VAL:HG23 2.20 0.42
5:E:76:LEU:HD23 5:E:76:LEU:C 2.40 0.42
5:E:90:ASN:O 5:E:94:GLN:HG3 2.20 0.42
9:1:130:ALA:HB2 9:1:166:ASP:CB 2.49 0.42
16:1:510:HOH:O 10:J:122:LEU:HD22 2.19 0.42
11:K:38:ASN:C 11:K:38:ASN:OD1 2.57 0.42
12:L:179: THR:HG21 16:L:1161:HOH:O 2.19 0.42
3:Q:208:LYS:HD2 3:Q:208:LYS:0 2.20 0.42
5:S5:52:LYS:CB 5:5:63:TYR:HB3 2.50 0.42
7:U:232:ARG:HA 7:U:232:ARG:NE 2.34 0.42
5:E:207:LEU:HA 5:E:2(E):ASN:HD21 1.80 0.41
8:H:174:ASP:0D2 8:H:189:ARG:NHI1 2.48 0.41
9:1:124:PHE:C 9:1:125:ILE:HD13 2.40 0.41
13:M:6:-MET:CG 13:M:155:ILE:HD11 2.37 0.41
1:0:221:PHE:CD2 1:0:221:PHE:C 2.92 0.41
5:5:47:VAL:HG12 5:5:48:LEU:N 2.35 0.41
5:S5:76:LEU:HA 5:5:137:LEU:O 2.20 0.41
8:V:128:GLY:O 8:V:131:SER:CB 2.64 0.41
14:2:3:ILE:HG22 14:2:16:ALA:HB2 2.01 0.41
14:2:134:1LE:HG21 14:2:158:SER:O 2.19 0.41
14:2:156:LYS:HE3 16:2:1010:HOH:O 2.20 0.41
3:C:195:ARG:CG 3:C:236:1LE:HD12 2.50 0.41
6:F:35: THR:CG2 6:F:36: THR:N 2.82 0.41
6:F:70:VAL:HB 6:F:74:ILE:HB 2.02 0.41
9:I:-8:SER:O 9:I:-6:PRO:HD3 2.21 0.41
10:J:13:ILE:HG21 10:J:155:LEU:CD1 2.50 0.41
11:K:21: THR:HG22 11:K:26:VAL:HA 2.00 0.41
11:K:111:TYR:CE1 11:K:121:LYS:HB2 2.54 0.41
1:0:140:GLY:HA2 1:0:215:1LE:HG13 2.02 0.41
3:Q:39:GLY:0O 3:Q:162:ALA:HA 2.20 0.41
3:Q:195:ARG:CG 3:Q:236:ILE:HD12 2.49 0.41
7:U:18(B):ASP:O 7:U:18(C):HIS:HB3 2.19 0.41
12:7:14:LEU:HA 12:7:14:LEU:HD23 1.79 0.41
4:D:12(F):GLY:HA3 16:E:965:HOH:O 2.20 0.41
5:E:134:VAL:O 5:E:153:PRO:HG3 2.20 0.41
13:M:11:GLY:HA3 13:M:178:ILE:O 2.20 0.41
16:N:583:HOH:O 13:1:211:1ILE:HD11 2.20 0.41
6:1T:148:LEU:HB3 6:T:160: TYR:O 2.20 0.41
10:X:88:ALA:O 10:X:90(A):ILE:HG22 2.20 0.41
2:B:20:ARG:NH1 2:B:20:ARG:HG2 2.35 0.41
3:C:46:VAL:HB 3:C:215:VAL:CG1 2.51 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
5:E:194:VAL:HG13 5:E:207.:LEU:HD11 2.02 0.41
8:H:22:GLN:HG3 S:H:27:ALA:HB2 2.02 0.41
8:H:170:GLY:O 8:H:171:SER:HB2 2.21 0.41
10:J:34: THR:HG21 10:J:176:LYS:HZ2 1.86 0.41
11:K:4:LEU:HD22 11:K:4:LEU:C 2.41 0.41
13:M:112:TYR:C 13:M:112:TYR:CD2 2.94 0.41
14:N:176:VAL:HG12 14:N:178:LEU:CD1 2.48 0.41
3:Q:45:CYS:HA 3:Q:141:PHE:HZ 1.86 0.41
4:R:161:ASN:N 5:S:58:LEU:O 2.49 0.41
5:S:2(B):THR:N 5:S:2(E):ASN:HD22 2.09 0.41
7:U:17(C):LYS:HB2 7:U:17(C):LYS:HE3 1.82 0.41
8:V:8:PHE:HB3 8:V:151:ALA:HB2 2.02 0.41
11:Y:40:PHE:CD1 11:Y:73:ARG:NH1 2.89 0.41
11:Y:50:ALA:HB2 12:7:116:VAL:HG23 2.02 0.41
2:B:225:LYS:O 2:B:226:PRO:C 2.59 0.41
5:E:4:PHE:O 5:E:6:ASN:N 2.54 0.41
6:F:32:GLU:HB3 6:F:169:ARG:NH2 2.35 0.41
11:K:146:LEU:HD23 11:K:151:ALA:HA 2.01 0.41
13:M:14(C):ARG:CG | 13:M:14(C):ARG:NH1 2.79 0.41
1:0:197:LEU:O 1:0:202:VAL:HG23 2.20 0.41
2:P:202: THR:HG21 2:P:204:SER:HB2 2.03 0.41
3:Q:225:SER:0G 3:Q:228:GLU:HG3 2.20 0.41
4:R:12(D):ALA:HB3 4:R:126:ARG:HD3 2.03 0.41
5:5:207:LEU:HA 5:S:2(E):ASN:HD21 1.80 0.41
7:U:203:THR:HG22 7:U:204:GLU:N 2.35 0.41
2:B:101:LYS:HZ1 10:J:85:GLN:HE22 1.67 0.41
4:D:39:GLY:HA2 4:D:47:-VAL:O 2.21 0.41
7:G:168:LYS:O 7:G:172:1LE:HG13 2.20 0.41
9:1:14:1ILE:HG23 9:1:176: TYR:HB2 2.02 0.41
12:1L:135:-MET:HE3 9:W:165:ARG:HH21 1.86 0.41
1:0:4:MET:SD 1:0:5:THR:N 2.71 0.41
1:0:31:VAL:HG11 1:0:135:SER:HB2 2.03 0.41
4:R:90:GLU:OE2 11:Y:69:ARG:NH1 2.53 0.41
4:R:207:LEU:HD23 4:R:207:-LEU:C 2.41 0.41
5:S:45:HIS:HB2 5:S5:189:LEU:HD12 2.02 0.41
9:W:R8:TYR:CE1 9:W:91:ARG:HD3 2.55 0.41
13:1:14(G):ILE:HB 13:1:144:PRO:CD 2.51 0.41
13:1:190:LEU:N 13:1:190:LEU:HD12 2.36 0.41
1:A:21(G):LEU:HD23 1:A:221(I): TYR:O 2.20 0.41
2:B:113:VAL:HG22 2:B:138:TYR:CD2 2.56 0.41
2:B:232:ILE:HG13 2:B:232:ILE:O 2.21 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
3:C:33:ARG:HB2 3:C:33:ARG:HH11 1.79 0.41
5:E:179: THR:HG22 5:E:179:THR:O 2.21 0.41
10:J:2:ILE:N 10:J:2:ILE:HD13 2.36 0.41
10:J:68:ILE:HG13 16:J:810:HOH:O 2.20 0.41
2:P:121:GLN:HG2 3:Q:83:ALA:HB1 2.00 0.41
5:S5:24:VAL:O 5:S:27:ALA:HB3 2.21 0.41
7:U:18(G):GLU:CG 7:U:188:LYS:HB2 2.45 0.41
8:V:197:ARG:HH21 9:W:139:GLU:HG3 1.86 0.41
5:E:24:VAL:O 5:E:27:ALA:HB3 2.20 0.41
6:F:157:TYR:CD1 6:F:157:TYR:C 2.94 0.41
8:H:24:PRO:HG2 8:H:25:1LE:HD12 2.03 0.41
8:H:34:LEU:HB2 16:H:540:HOH:O 2.20 0.41
10:J:3:ILE:HG12 10:J:46:ALA:HB2 2.03 0.41
10:J:10(B):LYS:HB2 10:J:10(B):LYS:HZ3 1.86 0.41
13:M:112:TYR:CE1 13:M:127:THR:HG22 2.56 0.41
2:P:27:ALA:O 2:P:30:SER:HB3 2.21 0.41
3:Q:47:VAL:HG23 3:Q:189:CYS:SG 2.61 0.41
3:Q:100:ARG:HH11 3:Q:106:PRO:HB3 1.84 0.41
3:Q:18(A):ASP:0OD2 3:Q:18(C):LYS:HG2 2.20 0.41
5:5:194:VAL:HG13 5:5:207:LEU:HD11 2.02 0.41
7:U:82:ILE:CG2 7:U:83:PRO:HD3 2.51 0.41
11:Y:17:ASP:O 11:Y:33:LYS:HD2 2.21 0.41
1:A:197:LEU:O 1:A:202:VAL:HG23 2.21 0.41
3:C:39:GLY:O 3:C:162:ALA:HA 2.20 0.41
3:C:208:LYS:HD2 3:C:208:LYS:0O 2.21 0.41
6:F:81:LEU:HA 16:F:313:HOH:O 2.21 0.41
8:H:128:GLY:O 8:H:131:SER:CB 2.68 0.41
10:J:19:ALA:HB2 10:J:171:LYS:HG2 2.03 0.41
10:J:100:LEU:HD23 10:J:112:GLN:HG3 2.03 0.41
10:J:124: TYR:HB2 10:J:138:LEU:HD13 2.02 0.41
11:K:17:ASP:O 11:K:33:LYS:HD2 2.20 0.41
12:L:-2:ASN:HA 12:L:21:ILE:O 2.20 0.41
13:M:3:VAL:HG23 13:M:46:SER:HB3 2.03 0.41
13:M:165:ARG:HA 14:2:26:ILE:HB 2.02 0.41
1:0:62:GLU:H 1:0:62:GLU:CD 2.24 0.41
1:0:122:GLU:C 1:0:124:THR:H 2.24 0.41
2:P:113:VAL:HG22 2:P:138:TYR:CD2 2.56 0.41
5:5:161:TYR:CE2 6:T:60:VAL:HA 2.56 0.41
5:S5:172:ALA:CB 5:S5:196:ALA:O 2.69 0.41
6:T:61:PRO:O 6:T:62:GLN:HB2 2.21 0.41
7:U:72:ARG:HB2 7:U:72:ARG:HH11 1.84 0.41
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Atom-1 Atom-2 distance (A) overlap (A)

7:U:109:CYS:HB3 16:U:1330:HOH:O 2.20 0.41
7:U:168:LYS:HG3 16:U:800:HOH:O 2.21 0.41
8:V:170:GLY:O 8:V:171:SER:HB2 2.21 0.41
8:V:200:LYS:HE3 9:W:140:SER:O 2.21 0.41
10:X:13:ILE:HG21 10:X:155:LEU:HD12 2.03 0.41
10:X:190:PHE:C 10:X:192:ALA:H 2.23 0.41
11:Y:147:SER.:C 11:Y:149:GLU:N 2.71 0.41
13:1:7:LYS:HB3 13:1:12:VAL:HG12 2.03 0.41
5:E:2(B):THR:0G1 5:E:2(E):ASN:HB3 2.21 0.41
7:G:212:VAL:CG2 7:G:229:ILE:HD13 2.51 0.41
11:K:25: TRP:CH2 12:L:132:SER:HA 2.55 0.41
12:L:170:GLY:O 12:L:171:ASP:HB2 2.21 0.41
14:N:134:1LE:HG21 14:N:158:SER:O 2.21 0.41
1:0:4:MET:CG 1:0:5:THR:H 2.31 0.41
1:0:62:GLU:O 1:0:64:LEU:N 2.54 0.41
6:T:66:LYS:HE3 6:T:82:ILE:CD1 2.51 0.41
6:T:74:ILE:CD1 6:T:109:ILE:HD12 2.51 0.41
6:T:114:ASP:0O 6:T:118:GLN:HG2 2.21 0.41
6:T:116:LEU:O 6:T:120:VAL:HG23 2.21 0.41
6:T:240:1ILE:HG23 6:T:241:ASN:ND2 2.36 0.41
8:V:152:ILE:CD1 8:V:177:VAL:HG22 2.51 0.41
13:1:11:GLY:HA3 13:1:178:ILE:O 2.21 0.41
1:A:149:TYR:CE1 1:A:159:PRO:HB3 2.56 0.40
3:C:169:SER:HA 3:C:172:VAL:CG1 2.51 0.40
3:C:190:VAL:O 3:C:194:VAL:HG23 2.21 0.40
6:F:148:LEU:HB3 6:F:160:TYR:O 2.21 0.40
9:1:20:LEU:HD13 9:1:20:LEU:C 2.41 0.40
9:1:152:PHE:HB2 9:I.177:ILE:HD11 2.03 0.40
10:J:185:ARG:HG2 10:J:185:ARG:HH11 1.86 0.40
1:0:8:TYR:HD2 7:U:128:TYR:HB3 1.86 0.40
2:P:213:ALA:HA 2:P:222:LYS:O 2.21 0.40
5:5:175:TYR:CE2 5:5:196:ALA:HB2 2.56 0.40
7:U:34(A):ASN:HA 7:U:167:PRO:HG2 2.02 0.40
7:U:143:GLU:HA 7:U:217:LYS:NZ 2.37 0.40
8:V:22:GLN:HG3 8:V:27:ALA:HB2 2.02 0.40
8:V:25:1LE:HD13 16:V:1105:HOH:O 2.20 0.40
11:Y:99: THR:CG2 11:Y:113:VAL:HB 2.51 0.40
5:E:5:ARG:HG3 5:E:22:PHE:CZ 2.56 0.40
6:F:114:ASP:O 6:F:118:GLN:HG2 2.22 0.40
7:G:34(A):ASN:HA 7:G:167:PRO:HG2 2.02 0.40
7:G:48:VAL:O 7:G:48:VAL:HG23 2.21 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
7:G:151:THR:HG22 7:G:157:TYR:CB 2.51 0.40
&:H:152:1LE:HD11 8:H:177:VAL:CG2 2.51 0.40
11:K:4:LEU:CD1 11:K:159:ILE:HG12 2.52 0.40
1:0:39:GLY:O 1:0:162:ALA:HA 2.21 0.40
2:P:79:ALA:HB2 2:P:165:VAL:HG23 2.03 0.40
2:P:150:THR:O 2:P:157:TYR:HA 2.22 0.40
4:R:39:GLY:HA2 4:R:47:VAL:O 2.21 0.40
5:5:223:ILE:N 5:5:223:ILE:CD1 2.84 0.40
8:V:2:THR:O 8:V:16:ALA:HA 2.22 0.40
9:W:61:TYR:CD1 9:W:61:TYR:C 2.94 0.40
9:W:89:GLU:O 9:W:90:ARG:NH1 2.53 0.40
12:7:90:LYS:HD3 12:7:95:TYR:CZ 2.57 0.40
13:1:40:ASN:N 13:1:40:ASN:ND2 2.69 0.40
2:B:196: THR:O 2:B:200: THR:HG23 2.20 0.40
3:C:58:LEU:HD12 3:C:58:LEU:HA 1.86 0.40
6:F:204:ASP:N 6:F:204:ASP:OD1 2.54 0.40
7:G:18(H):GLU:CD 7:G:18(H):GLU:N 2.74 0.40
10:J:190:PHE:C 10:J:192:ALA:H 2.24 0.40
1:0:6:ASP:0OD2 1:0:8:TYR:HB2 2.21 0.40
1:0:21(G):LEU:HG 1:0:21(I):TYR:CEL1 2.56 0.40
2:P:190:1ILE:HG21 2:P:232:ILE:HD11 2.03 0.40
5:S:15:PHE:H 6:T:23:GLN:NE2 2.10 0.40
5:5:179:THR:O 5:5:179: THR:HG22 2.20 0.40
5:S:18(F):ILE:HD13 5:S:188:GLU:HB3 2.03 0.40
5:5:214:ILE:O 5:S:221:PHE:HA 2.22 0.40
7:U:105:TYR:OH 8:V:66:HIS:HE1 2.04 0.40
8:V:72:ARG:HH11 8:V:72:ARG:HG3 1.86 0.40
11:Y:10(A):ARG:H 11:Y:10(B):LYS:NZ 2.18 0.40
12:7:33:LYS:HB3 12:7:33:LYS:HE2 1.72 0.40
2:B:27:ALA:O 2:B:30:SER:HB3 2.22 0.40
10:J:3:ILE:HD12 10:J:3:ILE:HA 1.90 0.40
10:J:6:ILE:CD1 10:J:154:LEU:HD23 2.52 0.40
12:1:90:LYS:HD3 12:L:95:TYR:CZ 2.57 0.40
5:5:5:ARG:HG3 5:S5:22:PHE:CZ 2.56 0.40
5:S:12: THR:CG2 5:S:124:THR:HA 2.49 0.40
5:5:111:ARG:HG2 5:5:111:ARG:HH11 1.87 0.40
6:1T:53:LEU:HD11 6:T:205:ASN:OD1 2.22 0.40
7:U:119:LEU:HD12 7:U:119:LEU:HA 1.95 0.40
11:Y:49:ALA:HB1 12:7:118:SER:OG 2.21 0.40
12:7:-7:ASN:HD22 12:7:-5:TYR:H 1.68 0.40
2:B:124: THR:HG22 3:C:130:ARG:NH2 2.29 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
4:D:12(D):ALA:HB3 4:D:126:ARG:HD3 2.03 0.40
5:E:91:TYR:CD1 5:E:119:LYS:HD2 2.56 0.40
5:E:214:1LE:O 5:E:221:PHE:HA 2.21 0.40
7:G:143:GLU:HA 7:G:217:LYS:NZ 2.36 0.40
7:G:203: THR:HG22 7:G:204:GLU:N 2.36 0.40
8:H:2: THR:O 8:H:16:ALA:HA 2.21 0.40
8:H:207:PRO:O 8:H:210: THR:0G1 2.28 0.40
9:1:159:LEU:HD21 9:1:173:ALA:HB1 2.03 0.40
14:N:3:ILE:C 14:N:3:ILE:CD1 2.88 0.40
2:P:185:LYS:CD 2:P:187:ASP:H 2.34 0.40
4:R:97:VAL:HG11 11:Y:65:LEU:HD22 2.04 0.40
9:W:20:LEU:HD13 9:W:20:LEU:C 2.41 0.40
9:W:130:ALA:HB2 9:W:166:ASP:0OD1 2.21 0.40
10:X:34: THR:HG21 10:X:176:LYS:NZ 2.35 0.40
11:Y:4:LEU:C 11:Y:4:LEU:CD2 2.90 0.40
13:1:3:VAL:HG23 13:1:46:SER:HB3 2.04 0.40
13:1:112: TYR:CD2 13:1:112: TYR:C 2.93 0.40

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries

of similar resolution.

The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 248/250 (99%) | 235 (95%) | 10 (4%) | 3 (1%) 13] 32
1 o) 248/250 (99%) | 234 (94%) | 11 (4%) | 3 (1%) 13] 32
2 B 242/258 (94%) | 220 (91%) | 18 (T%) | 4 (2%) 9] 23
2 P 242/258 (94%) | 221 (91%) | 17 (7%) | 4 (2%) 9] 23
3 C 239/254 (94%) | 222 (93%) | 13 (5%) | 4 (2%) 9] 23
3 Q 239/254 (94%) | 221 (92%) | 14 (6%) | 4 (2%) 9] 23
4 D 240/260 (92%) | 217 (90%) | 20 (8%) | 3 (1%) 121 30
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
4 R 240/260 (92%) 216 (90%) | 20 (8%) 4 (2%)
D E 231/234 (99%) 207 (90%) | 20 (9%) 4 (2%)
) S 231/234 (99%) 208 (90%) | 19 (8%) 4 (2%)
6 F 242 /288 (84%) 228 (94%) | 14 (6%) 0
6 T 242 /288 (84%) 228 (94%) | 13 (5%) 1 (0%)
7 G 241/252 (96%) 229 (95%) | 11 (5%) 1 (0%)
7 U 241/252 (96%) 228 (95%) | 12 (5%) 1 (0%)
8 H 220/261 (84%) 207 (94%) 9 (4%) 4 (2%)
8 \Y 220/261 (84%) 208 (94%) 8 (4%) 4 (2%)
9 | 202/205 (98%) 192 (95%) 8 (4%) 2 (1%)
9 W 202/205 (98%) 193 (96%) 7 (4%) 2 (1%)
10 J 196/198 (99%) 185 (94%) 8 (4%) 3 (2%)
10 X 196/198 (99%) 185 (94%) 8 (4%) 3 (2%)
11 K 210/287 (73%) 198 (94%) 9 (4%) 3 (1%)
11 Y 210/287 (73%) 199 (95%) 8 (4%) 3 (1%)
12 L 220/241 (91%) 202 (92%) | 17 (8%) 1 (0%)
12 7 220/241 (91%) 200 (91%) | 19 (9%) 1 (0%) 29 54
13 1 231/266 (87%) 216 (94%) | 14 (6%) 1 (0%) 34 60
13 M 231/266 (87%) 217 (94%) | 13 (6%) 1 (0%)
14 2 194/215 (90%) 184 (95%) | 10 (5%) 0
14 N 194/215 (90%) 185 (95%) 9 (5%) 0
15 3 1/5 (20%) 1 (100%) 0 0
15 4 1/5 (20%) 1 (100%) 0 0
All All 6314/6948 (91%) | 5887 (93%) | 359 (6%) | 68 (1%) 147 34
All (68) Ramachandran outliers are listed below:
Mol | Chain | Res | Type
3 C 58 LEU
3 C 203 THR
4 D 12(G) | GLU
5 E 5 ARG
5 E 202 ARG
5 E 217 LYS
Continued on next page...
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Mol | Chain | Res | Type
3 Q 58 LEU
3 Q 203 THR
4 R 12(G) | GLU
) S 5 ARG
bt S 202 ARG
5 S 217 LYS
1 A 5 THR
1 A 63 THR
1 A 167 LYS
2 B 54 VAL
2 B 21(B) | GLY
2 B 21(C) | ASP
3 C 183 PRO
8 H 91 GLN
9 I 145 ASN

10 J 49 ALA
10 J 192 ALA
11 K 209 VAL
12 L 71 ASP
1 O 5 THR
1 O 63 THR
1 O 167 LYS
2 P 54 VAL
2 P 21(B) | GLY
2 P 21(C) | ASP
3 Q 183 PRO
8 \Y 91 GLN
9 W 145 ASN
10 X 49 ALA
10 X 192 ALA
11 Y 209 VAL
12 Z 71 ASP
2 B 184 MET
4 D 12(F) | GLY
5 E 180 LEU
11 K 39 PRO
4 R 12(F) | GLY
) S 180 LEU
8 A% 9 ASN
11 Y 39 PRO
13 1 96 TRP
3 C 202 GLN

Continued on next page...
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Mol | Chain | Res | Type
4 D 12(C) | GLY
8 H 9 ASN
8 H 171 SER
13 M 96 TRP
2 P 184 MET
3 Q 202 GLN
4 R 12(C) | GLY
8 H 96 GLY
11 K 208 ASN
6 T 143 LYS
8 \Y 171 SER
10 J 8 VAL
4 R 12(E) | SER
7 U 55 PRO
11 Y 208 ASN
7 G 55 PRO
8 \Y 96 GLY
10 X 8 VAL
9 | 93 GLY
9 W 93 GLY

5.3.2 Protein sidechains ()

In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a
percentile score with respect to all X-ray entries followed by that with respect to entries of similar
resolution.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 209/209 (100%) | 198 (95%) 11 (5%) 22 48
1 O 209/209 (100%) | 200 (96%) 9 (4%) 29 57
2 B 203/216 (94%) 191 (94%) 12 (6%) 19 43
2 P 203/216 (94%) 189 (93%) 14 (7%) 157 35
3 C 213/226 (94%) 202 (95%) 11 (5%) 23 49
3 Q 213/226 (94%) 202 (95%) 11 (5%) 23 49
4 D 198/215 (92%) 185 (93%) 13 (7%) 16| 38
4 R 198/215 (92%) 185 (93%) 13 (7%) 16 38
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
5 E 192/193 (100%) | 173 (90%) 9 (10%) 818
D S 192/193 (100%) | 174 (91%) | 18 (9%) 8l 20
6 F 201/239 (84%) | 179 (89%) | 22 (11%) | |6}/ 14
6 T 201/239 (84%) | 179 (89%) | 22 (11%) | |6}/ 14
7 G 207/210 (99%) 194 (94%) | 13 (6%) 181 40
7 U 207/210 (99%) 195 (94%) | 12 (6%) 20 43
8 H 181/214 (85%) 175 (97%) 6 (3%) 38 67
8 \Y 181/214 (85%) 175 (97%) 6 (3%) 38 67
9 I 172/173 (99%) 165 (96%) 7 (4%) 30 59
9 W 172/173 (99%) 167 (97%) 5 (3%) 42 71
10 J 175/175 (100%) | 163 (93%) | 12 (7%) 151 35
10 X 175/175 (100%) | 164 (94%) | 11 (6%) 181 40
11 K 169/235 (72%) 157 (93%) | 12 (7%) 147 34
11 Y 169/235 (72%) 156 (92%) | 13 (8%) 30
12 L 185/201 (92%) 169 (91%) | 16 (9%) 24
12 Z 185/201 (92%) 169 (91%) | 16 (9%) 104 24
13 1 199/224 (89%) 187 (94%) | 12 (6%) 19 42
13 M 199/224 (89%) 189 (95%) | 10 (5%) 24 51
14 2 162/178 (91%) 152 (94%) | 10 (6%) 181 40
14 N 162/178 (91%) 153 (94%) 9 (6%) 21 45
All All 5332/5816 (92%) | 4987 (94%) | 345 (6%) 177 38

All (345) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 32 LYS
1 A 33 GLN
1 A 64 LEU
1 A 10(A) ILE
1 A 124 THR
1 A 135 SER
1 A 158 PHE
1 A 179 ARG
1 A 192 ILE
1 A 215 ILE
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Mol | Chain | Res | Type
1 A 229 ILE
2 B 46 ILE
2 B 58 LEU
2 B 71 ASN
2 B 116 LEU
2 B 119 ILE
2 B 121 GLN
2 B 150 THR
2 B 163 ILE
2 B 185 LYS
2 B 192 LEU
2 B 212 PHE
2 B 218 ASN
3 C 10 ARG
3 C 21 ILE
3 C 25 GLU
3 C 57 LYS
3 C 66 LYS
3 C 70 ILE
3 C 121 GLN
3 C 150 GLN
3 C 174 GLU
3 C 208 LYS
3 C 227 GLU
4 D 28 LEU
4 D 40 ILE
4 D 48 LEU
4 D 76 CYS
4 D 110 GLU
4 D 126 ARG
4 D 170 GLU
4 D 177 LEU
4 D 191 LEU
4 D 194 LEU
4 D 215 ILE
4 D 237 LEU
4 D 244 GLU
5 E 11 ASP
5 E 32 LYS
5 E 56 ASP
5 E 57 GLU
5 E 76 LEU
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Mol | Chain | Res | Type
5 E 97 ASN
5 E 104 ASN
5 E 111 ARG
5 E 117 CYS
bt E 121 GLN
5 E 178 ARG
5 E 18(D) ILE
5 E 185 ASN
5 E 189 LEU
5 E 199 GLN
5 E 207 LEU
5 E 2(D) ASP
5 E 227 GLU
5 E 231 LYS
6 F 11 SER
6 F 36 THR
6 F 43 ASN
6 F 56 SER
6 F 109 ILE
6 F 121 GLN
6 F 127 ASN
6 F 144 ASN
6 F 171 SER
6 F 176 LEU
6 F 18(E) | GLU
6 F 187 ARG
6 F 196 ILE
6 F 197 ILE
6 F 203 GLU
6 F 204 ASP
6 F 205 ASN
6 F 212 ILE
6 F 214 TRP
6 F 21(C) | ASN
6 F 233 ILE
6 F 240 ILE
7 G 14 ILE
7 G 72 ARG
7 G 87 ASN
7 G 119 LEU
7 G 121 GLN
7 G 124 THR
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Mol | Chain | Res | Type
7 G 169 GLN
7 G 172 ILE
7 G 184 ASN
7 G 197 MET
7 G 229 ILE
7 G 232 ARG
7 G 233 LEU
8 H 30 ASN
8 H 34 LEU
8 H 43 CYS
8 H 68 LEU
8 H 180 ILE
8 H 197 ARG
9 I 14 ILE
9 | 29 ASN
9 | 61 TYR
9 I 110 ILE
9 I 125 ILE
9 | 160 LEU
9 I 171 TRP
10 J 2 ILE
10 J 3 ILE
10 J 6 ILE
10 J 34 THR
10 J 52 THR
10 J 70 GLU
10 J 7 GLN
10 J 121 GLU
10 J 133 TYR
10 J 137 LEU
10 J 174 ILE
10 J 177 ILE
11 K 4 LEU
11 K 8 PHE
11 K 9 GLN
11 K 39 PRO
11 K 53 GLN
11 K 65 LEU
11 K 74 ILE
11 K 87 VAL
11 K 100 MET
11 K 101 ILE
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Mol | Chain | Res | Type
11 K 104 TYR
11 K 10(B) | LYS
12 L -7 ASN
12 L 14 LEU
12 L 21 ILE
12 L 25 SER
12 L 40 ASN
12 L 43 MET
12 L 58 ARG
12 L 70(A) | ASN
12 L 76 ILE
12 L 82 ASN
12 L 98 HIS
12 L 99 THR
12 L 115 PRO
12 L 134 ILE
12 L 138 LEU
12 L 152 ILE
13 M 40 ASN
13 M 61 ASP
13 M 62 LEU
13 M 79 ILE
13 M 91 ARG
13 M 112 TYR
13 M 129 PHE
13 M 14(C) | ARG
13 M 149 GLN
13 M 204 LYS
14 N 3 ILE
14 N 36 ARG
14 N 84 LYS
14 N 89 GLU
14 N 10(B) | LYS
14 N 119 VAL
14 N 144 GLU
14 N 149 GLU
14 N 18(I) | GLN

1 O 32 LYS
1 O 33 GLN
1 O 10(A) ILE
1 O 124 THR
1 O 158 PHE

Continued on next page...



Page 75

Full wwPDB X-ray Structure Validation Report

3NZX

Continued from previous page...

Mol | Chain | Res | Type
1 O 179 ARG
1 O 192 ILE
1 O 215 ILE
1 O 229 ILE
2 P 40 ILE
2 P 46 ILE
2 P 58 LEU
2 P 71 ASN
2 P 116 LEU
2 P 119 ILE
2 P 121 GLN
2 P 150 THR
2 P 163 ILE
2 P 185 LYS
2 P 192 LEU
2 P 212 PHE
2 P 218 ASN
2 P 238 ILE
3 Q 10 ARG
3 Q 21 ILE
3 Q 25 GLU
3 Q 57 LYS
3 Q 66 LYS
3 Q 70 ILE
3 Q 121 GLN
3 Q 150 GLN
3 Q 174 GLU
3 Q 208 LYS
3 Q 227 GLU
4 R 28 LEU
4 R 40 ILE
4 R 48 LEU
4 R 76 CYS
4 R 110 GLU
4 R 126 ARG
4 R 170 GLU
4 R 177 LEU
4 R 191 LEU
4 R 194 LEU
4 R 215 ILE
4 R 237 LEU
4 R 244 GLU
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Mol | Chain | Res | Type
5 S 11 ASP
) S 32 LYS
) S 56 ASP
) S 57 GLU
) S 76 LEU
5 S 97 ASN
5 S 104 ASN
5 S 117 CYS
5 S 121 GLN
5 S 178 ARG
) S 18(D) ILE
5 S 185 ASN
) S 189 LEU
) S 199 GLN
) S 207 LEU
5 S 2(D) ASP
5 S 227 GLU
5 S 231 LYS
6 T 11 SER
6 T 36 THR
6 T 43 ASN
6 T 56 SER
6 T 74 ILE
6 T 109 ILE
6 T 121 GLN
6 T 127 ASN
6 T 144 ASN
6 T 169 ARG
6 T 176 LEU
6 T 18(E) | GLU
6 T 187 ARG
6 T 196 ILE
6 T 203 GLU
6 T 204 ASP
6 T 205 ASN
6 T 212 ILE
6 T 214 TRP
6 T 21(C) | ASN
6 T 233 ILE
6 T 240 ILE
7 U 14 ILE
7 U 72 ARG
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Mol | Chain | Res | Type
7 U 87 ASN
7 U 119 LEU
7 U 121 GLN
7 U 124 THR
7 U 169 GLN
7 U 184 ASN
7 U 197 MET
7 U 229 ILE
7 U 232 ARG
7 U 233 LEU
8 \Y 30 ASN
8 A% 34 LEU
8 \Y 43 CYS
8 \Y 68 LEU
8 \Y 180 ILE
8 \Y 197 ARG
9 W 14 ILE
9 W 29 ASN
9 W 61 TYR
9 W 160 LEU
9 W 171 TRP

10 X 2 ILE
10 X 3 ILE
10 X 6 ILE
10 X 52 THR
10 X 70 GLU
10 X 7 GLN
10 X 121 GLU
10 X 133 TYR
10 X 137 LEU
10 X 174 ILE
10 X 177 ILE
11 Y 4 LEU
11 Y 8 PHE
11 Y 9 GLN
11 Y 35 ILE
11 Y 39 PRO
11 Y 53 GLN
11 Y 65 LEU
11 Y 74 ILE
11 Y 87 VAL
11 Y 100 MET

Continued on next page...
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Mol | Chain | Res | Type
11 Y 101 ILE
11 Y 104 TYR
11 Y 10(B) | LYS
12 Z -7 ASN
12 Z 14 LEU
12 V/ 21 ILE
12 / 25 SER
12 Z 40 ASN
12 Z 43 MET
12 Z 58 ARG
12 Z 70(A) | ASN
12 Z 76 ILE
12 7 82 ASN
12 7 98 HIS
12 Z 99 THR
12 Z 115 PRO
12 Z 134 ILE
12 Z 138 LEU
12 7 152 ILE
13 1 -4 ILE
13 1 40 ASN
13 1 55 ILE
13 1 61 ASP
13 1 62 LEU
13 1 79 ILE
13 1 91 ARG
13 1 112 TYR
13 1 129 PHE
13 1 14(C) | ARG
13 1 149 GLN
13 1 204 LYS
14 2 3 ILE
14 2 36 ARG
14 2 84 LYS
14 2 89 GLU
14 2 10(B) | LYS
14 2 115 LEU
14 2 119 VAL
14 2 144 GLU
14 2 149 GLU
14 2 18(I) | GLN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (193)
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such sidechains are listed below:

Mol | Chain | Res | Type
1 A 33 GLN
1 A 97 HIS
2 B 23 GLN
2 B 71 ASN
2 B 95 HIS
2 B 97 GLN
2 B 121 GLN
2 B 125 GLN
2 B 156 ASN
2 B 177 GLN
2 B 218 ASN
3 C 23 GLN
3 C 82 ASN
3 C 121 GLN
3 C 125 GLN
3 C 150 GLN
3 C 163 GLN
3 C 243 GLN
4 D 23 GLN
4 D 108 ASN
4 D 161 ASN
4 D 211 GLN
4 D 226 ASN
5 E 7 ASN
5 E 33 GLN
5 E 64 GLN
5 E 73 HIS
5 E 104 ASN
5 E 121 GLN
5 E 123 ASN
5 E 125 GLN
5 E 170 GLN
5 E 185 ASN
5 E 199 GLN
5 E 2(E) ASN
6 F 23 GLN
6 F 43 ASN
6 F 62 GLN
6 F 90 ASN
6 F 121 GLN
6 F 127 ASN
6 F 192 GLN
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Mol | Chain | Res | Type
6 F 241 ASN
7 G 34(A) | ASN
7 G 87 ASN
7 G 118 ASN
7 G 121 GLN
7 G 125 GLN
7 G 169 GLN
7 G 170 GLN
7 G 178 ASN
7 G 184 ASN
7 G 228 ASN
8 H 10 ASN
8 H 30 ASN
8 H 66 HIS
8 H 144 GLN
8 H 165 ASN
8 H 172 ASN
8 H 190 ASN
9 | 81 GLN
9 I 145 ASN

10 J 36 GLN
10 J 54 GLN
10 J 7 GLN
10 J 85 GLN
10 J 112 GLN
10 J 186 GLN
10 J 193 GLN
11 K 9 GLN
11 K 85 ASN
11 K 174 ASN
11 K 187 HIS

11 K 207 ASN
11 K 208 ASN
12 L -9 GLN
12 L -7 ASN
12 L 40 ASN
12 L 61 ASN
12 L 70(A) | ASN
12 L 82 ASN
12 L 14(B) | ASN
12 L 1(I) ASN
12 L 166 HIS

Continued on next page...
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Mol | Chain | Res | Type
13 M -7 GLN
13 M 10 ASN
13 M 40 ASN
13 M 89 GLN
13 M 93 ASN
13 M 149 GLN
13 M 157 ASN
13 M 191 GLN
14 N 157 HIS
14 N 161 GLN

1 O 33 GLN
1 O 97 HIS

2 P 23 GLN
2 P 71 ASN
2 P 95 HIS

2 P 97 GLN
2 P 121 GLN
2 P 125 GLN
2 P 156 ASN
2 P 177 GLN
2 P 218 ASN
3 Q 23 GLN
3 Q 82 ASN
3 Q 97 GLN
3 Q 121 GLN
3 Q 125 GLN
3 Q 150 GLN
3 Q 163 GLN
3 Q 243 GLN
4 R 23 GLN
4 R 108 ASN
4 R 114 GLN
4 R 161 ASN
4 R 211 GLN
4 R 226 ASN
) S 7 ASN
) S 64 GLN
) S 73 HIS

5 S 104 ASN
5 S 121 GLN
5 S 123 ASN
5 S 125 GLN

Continued on next page...
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Mol | Chain | Res | Type
) S 170 GLN
) S 185 ASN
) S 199 GLN
5 S 2(E) ASN
6 T 21 ASN
6 T 23 GLN
6 T 43 ASN
6 T 62 GLN
6 T 90 ASN
6 T 121 GLN
6 T 127 ASN
6 T 147 HIS
6 T 192 GLN
6 T 241 ASN
7 U 34(A) | ASN
7 U 87 ASN
7 U 118 ASN
7 U 121 GLN
7 U 125 GLN
7 U 169 GLN
7 U 170 GLN
7 U 178 ASN
7 U 184 ASN
7 U 228 ASN
8 \Y 10 ASN
8 \Y 30 ASN
8 \Y 66 HIS
8 \Y 144 GLN
8 \Y 165 ASN
8 \Y 172 ASN
8 \Y 190 ASN
9 W 81 GLN
9 W 145 ASN

10 X 36 GLN
10 X 54 GLN
10 X 7 GLN
10 X 85 GLN
10 X 112 GLN
10 X 186 GLN
10 X 193 GLN
11 Y 9 GLN
11 Y 85 ASN

Continued on next page...



Page 83 Full wwPDB X-ray Structure Validation Report 3NZX

Continued from previous page...

Mol | Chain | Res | Type
11 Y 174 ASN
11 Y 187 HIS
11 Y 207 ASN
11 Y 208 ASN
12 Z -9 GLN
12 Z -7 ASN
12 Z 40 ASN
12 Z 61 ASN
12 Z 70(A) | ASN
12 Z 82 ASN
12 Z 85 HIS
12 Z 14(B) | ASN
12 Z 1(I) ASN
12 Z 166 HIS
13 1 -7 GLN
13 1 10 ASN
13 1 40 ASN
13 1 89 GLN
13 1 93 ASN
13 1 149 GLN
13 1 157 ASN
13 1 191 GLN
14 2 145 ASN
14 2 157 HIS
14 2 161 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.

5.4 Non-standard residues in protein, DNA, RNA chains (i)

4 non-standard protein/DNA/RNA residues are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).
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Mol | Type | Chain | Res | Link | oo | RuSE | £12]5 2 | Couns | RMSE | £12]5 2
15 RE3 4 4 15 | 15,17,18 | 1.88 6 (40%) | 19,2527 | 2.24 6 (31%)
15 RE3 3 4 15 | 15,17,18 | 1.85 5(33%) | 19,2527 | 2.22 6 (31%)
15 TY5 3 2 15 | 19,20,21 | 1.80 5(26%) | 22,2527 | 0.91 1 (4%)
15 TY5 4 2 15 | 19,20,21 | 1.78 5(26%) | 22,2527 | 0.95 1 (4%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
15 RE3 4 4 15 - 2/6/23/25 | 0/2/2/2
15 | RE3 3 1] 15 - 2/6/23/25 | 0/2/2/2
15 | TY5 3 2 | 15 - 1/10/11/13 | 0/2/2/2
15 | TY5 4 2 | 15 - 1/10/11/13 | 0/2/2/2

All (21) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
15 3 2 TY5 | CE2-CZ | 3.77 1.46 1.38
15 4 2 TY5 | CE2-CZ | 3.45 1.45 1.38
15 3 4 RE3 O0G-CG | 3.07 1.45 1.42
15 4 4 RE3 | CZ3-CE3 | 2.98 1.45 1.38
15 4 4 RE3 | CE3-CD2 | 2.85 1.43 1.39
15 3 4 RE3 CB-CA | -2.66 1.50 1.54
15 4 4 RE3 | CZ2-CE2 | 2.50 1.43 1.39
15 3 4 RE3 | CE3-CD2 | 2.46 1.42 1.39
15 3 4 RE3 | CE2-CD2 | 2.42 1.42 1.39
15 4 2 TY5 | CD2-CG | 2.39 1.44 1.38
15 4 2 TY5 OH-CZ 2.38 1.43 1.37
15 3 2 TY5 OH-CZ 2.33 1.43 1.37
15 4 4 RE3 | CH2-CZ2 | 2.22 1.43 1.38
15 4 2 TY5 | C54-Ch3 | 2.13 1.43 1.38
15 4 4 RE3 | CZ3-CH2 | 2.13 1.43 1.38
15 4 4 RE3 | CG-CD2 | 2.13 1.53 1.51
15 3 2 TY5 | C51-C50 | 2.09 1.43 1.38
15 3 4 RE3 | CH2-CZ2 | 2.08 1.43 1.38
15 4 2 TY5 | C51-C50 | 2.06 1.43 1.38
15 3 2 TY5 | C54-C53 | 2.06 1.43 1.38
15 3 2 TY5 | CD2-CG | 2.02 1.43 1.38
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All (14) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(®)
15 3 4 RE3 | CG-CD2-CE2 | -4.71 106.97 108.86
15 3 4 RE3 | CE2-NE1-CD1 | -4.54 109.14 111.86
15 4 4 RE3 | CG-CD2-CE2 | -4.54 107.04 108.86
15 4 4 RE3 | CG-CD1-NE1 | 4.52 111.16 108.41
15 4 4 RE3 | CE2-NE1-CD1 | -4.49 109.17 111.86
15 3 4 RE3 | CG-CDI1-NE1 | 4.13 110.92 108.41
15 3 4 RE3 | CD2-CE2-NE1 | 3.62 112.02 109.59
15 4 2 TY5 C49-OH-CZ 3.22 125.61 117.65
15 4 4 RE3 | CD2-CE2-NE1 | 2.98 111.59 109.59
15 3 2 TY5 C49-OH-CZ 2.95 124.93 117.65
15 4 4 RE3 | OD1-CD1-CG | -2.82 122.55 124.93
15 4 4 RE3 | CZ2-CE2-NE1 | -2.50 125.79 130.87
15 3 4 RE3 | CZ2-CE2-NE1 | -2.43 125.92 130.87
15 3 4 RE3 | OD1-CD1-CG | -2.09 123.17 124.93

There are no chirality outliers.

All (6) torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
15 3 2 TY5 | O-C-CA-CB
15 3 4 RE3 | N-CA-CB-CG
15 4 2 TY5 O-C-CA-CB
15 4 4 RE3 | N-CA-CB-CG
15 3 4 RE3 | C-CA-CB-CG
15 4 4 RE3 | C-CA-CB-CG

There are no ring outliers.

2 monomers are involved in 4 short contacts:

Mol

Chain

Res

Type

Clashes

Symm-Clashes

15

3

2

TY5

2

0

15

4

2

TY5

2

0

5.5 Carbohydrates (i)

There are no monosaccharides in this entry.
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5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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6 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95" percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9” lists the number of (and percentage) of residues with an
average occupancy less than 0.9.

Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) | Q<0.9
1 A 250/250 (100%) -0.49 3(1%) 179180 40, 54, 84, 107 0
1 O 250/250 (100%) -0.43 4 (1%) 72 14 40, 56, 85, 107 0
2 B 244 /258 (94%) -0.32 4 (1%) 72 74 41, 58, 95, 120 0
2 P 244/258 (94%) -0.27 5(2%) 65 67 41, 59, 96, 120 0
3 C 241/254 (94%) -0.15 5(2%) 63 65 42, 63, 112, 129 0
3 Q 241/254 (94%) 0.14 21 (8%) |10} |8 45, 65, 112, 129 0
4 D 242/260 (93%) -0.25 8 (3%) 46 46 43, 61, 96, 127 0
4 R 242 /260 (93%) -0.20 7(2%) 51 52 44,62, 96, 127 0
) E 233/234 (99%) -0.23 4 (1%) 70 72 45, 65, 91, 113 0
5 S 233/234 (99%) 0.09 11 (4%) 31 30 45, 67, 93, 113 0
6 F 244 /288 (84%) -0.45 2 (0%) |8 I_"_I 42,58, 91, 108 0
6 T 244 /288 (84%) -0.18 5(2%) 65 67 43, 58, 92, 107 0
7 G 243 /252 (96%) -0.47 3 (1%) 38, 53, 79, 118 0
7 U 243/252 (96%) -0.39 2 (0%) 39, 54, 79, 118 0
8 H 222/261 (85%) -0.46 1 (0%) 37, 52, 70, 103 0
8 \% 222/261 (85%) -0.57 1 (0%) 38, 52, 70, 104 0
9 I 204 /205 (99%) -0.52 1 (0%) 37, 50, 68, 87 0
9 W 204/205 (99%) -0.43 1 (0%) 37, 50, 68, 86 0
10 J 198/198 (100%) -0.48 4 (2%) 37, 51, 69, 127 0
10 X 198/198 (100%) -0.50 5(2%) 57 59 39, 51, 69, 127 0
11 K 212/287 (73%) -0.42 4 (1%) 66 69 36, 49, 76, 85 0
11 Y 212/287 (73%) -0.46 3(1%) 75 17 35, b1, 77, 86 0
12 L 222/241 (92%) -0.50 2 (0%) 184185 35, 51, 72, 100 0
12 Z 222/241 (92%) -0.53 4 (1%) 68 70 35, 51, 72, 100 0

Continued on next page...
gPDEB
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Continued from previous page...
Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) | Q<0.9
13 1 233/266 (87%) -0.62 37, 51, 64, 70 0
13 M 233/266 (87%) -0.59 37, 51, 64, 70 0
14 2 196/215 (91%) -0.56 35, 48, 67, 81 0
14 N 196/215 (91%) -0.61 37,47, 67, 82 0
15 3 1/5 (20%) -0.23 46, 46, 46, 46 0
15 4 1/5 (20%) 0.12 48, 48, 48, 48 0
All All 6370/6948 (91%) -0.38 111 (1%) 70 72 | 35, 54, 87, 129 0

All (111) RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
4 R 12(F) | GLY 11.7
10 J 192 ALA 9.8
3 C 55 THR 8.8
7 U 6 ALA 8.7
4 D 12(E) | SER 8.2
10 X 192 ALA 8.0
4 D 12(F) | GLY 7.9
4 D 12(D) | ALA 7.3
10 X 193 GLN 7.3
4 D 12(C) | GLY 7.1
3 C 56 LEU 7.0
3 Q 236 ILE 6.4
4 R 12(E) | SER 5.9
10 J 193 GLN 5.8
2 B 218 ASN 5.7
4 D 126 ARG 5.7
7 G 6 ALA 5.6
) S 5 ARG 5.5
4 R 12(D) | ALA 54
12 L 145 TYR 5.4
5 S 203 ASP 5.3
2 P 217 ALA 5.2
4 R 126 ARG 5.0
2 P 218 ASN 5.0
7 U 240 ASP 4.8
1 A 4 MET 4.8
4 R 12(C) | GLY 4.7
3 Q 56 LEU 4.4
3 Q 202 GLN 4.3

Continued on next page...
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Mol | Chain | Res | Type | RSRZ
5 S 233 ILE 4.3
2 B 217 ALA 4.2
12 Z 145 TYR 4.2
1 O 4 MET 4.2
10 X 189 ASP 4.1
5 E 5 ARG 4.0
4 D 12(G) | GLU 4.0
5 S 4 PHE 3.9
3 Q 242 GLU 3.8
11 K 104 TYR 3.8
5 S 2(C) | VAL 3.7
3 Q 241 GLN 3.6
3 Q 203 THR 3.6
5 E 203 ASP 3.5
3 Q 243 GLN 3.5
5 S 178 ARG 3.5
3 Q 233 VAL 3.4
1 A 236 LEU 3.4
12 7 14(W) | LYS 3.4
2 B 54 VAL 3.4
4 R 12(G) | GLU 3.3
5 S 206 SER 3.3
3 C 203 THR 3.3
5 E 4 PHE 3.3
3 Q 179 ASN 3.2
6 T 240 ILE 3.2
3 Q 55 THR 3.2
7 G 240 ASP 3.1
5 E 233 ILE 3.0
11 Y 208 ASN 2.9
5 S 210 LEU 2.8
13 M -8 THR 2.8
3 Q 63 THR 2.8
10 X 191 GLN 2.7
6 T 238 LYS 2.7
9 | -8 SER 2.7
3 Q 54 SER 2.7
3 Q 240 LYS 2.7
2 B 21(B) | GLY 2.6
2 P 219 GLU 2.6
4 R 127 LEU 2.6
6 F 5 GLY 2.6

Continued on next page...
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Mol | Chain | Res | Type | RSRZ
10 J 191 GLN 2.6
1 O 236 LEU 2.6
11 Y 104 TYR 2.5
2 P 54 VAL 2.5
6 T o7 LYS 2.5
3 Q 239 GLU 2.5
3 Q 18(D) | GLU 2.5
6 T 6 THR 2.5
11 K 208 ASN 2.5
3 Q 238 GLN 2.5
8 \Y 223 ASP 2.5
10 X -1 MET 2.5
4 D 127 LEU 2.4
6 T 5 GLY 2.4
11 K 210 ILE 2.3
1 O 55 SER 2.3
11 K 207 ASN 2.3
9 W -8 SER 2.3
5 S 231 LYS 2.3
5 S 229 VAL 2.3
3 Q 178 LYS 2.2
3 C 240 LYS 2.2
3 Q 194 VAL 2.2
3 Q 201 VAL 2.2
1 O 235 ALA 2.2
1 A 5 THR 2.2
11 Y 211 GLY 2.2
8 H 223 ASP 2.2
2 P 21(A) | LYS 2.2
6 F 240 ILE 2.1
5 S 2(E) | ASN 2.1
12 Z 14(P) | PRO 2.1
3 C 202 GLN 2.1
3 Q 229 ILE 2.1
12 Z 14(M) | VAL 2.1
10 J 168 | MET 2.1
4 D 125 GLU 2.0
7 G 239 GLN 2.0
3 Q 187 GLU 2.0
12 L 14(P) | PRO 2.0
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6.2 Non-standard residues in protein, DNA, RNA chains (i)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
median, 95" percentile and maximum values of B factors of atoms in the group. The column
labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
15 RE3 3 4 16/17 0.94 0.15 49,51,52,54 0
5 | TY5 | 4 5 | 19/20 | 094 | 0.16 | 41,46,55,55 0
15 | RE3 | 4 1 | 16/17 | 004 | 014 | 50,52,54,57 0
15 TY5 3 2 19/20 0.96 0.15 42,45,54,55 0

6.3 Carbohydrates (i)

There are no monosaccharides in this entry.

6.4 Ligands (i)

There are no ligands in this entry.

6.5 Other polymers (i)

There are no such residues in this entry.
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