WDRLDWI

2PDB

PRDTEIN DATA BANK

Full wwPDB EM Validation Report (i)

Jul 9, 2025 — 06:15 pm BST

PDBID : 9GO6 / pdb_00009go6
EMDBID : EMD-51493
Title : Salmonella hook-filament junction complex
Authors : Qin, K.; Einenkel, R.; Erhardt, E.; Bergeron, J.R.
Deposited on :  2024-09-04
Resolution : 2.90 A(reported)

This is a Full wwPDB EM 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/EM ValidationReportHelp
with specific help available everywhere you see the (1) 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:

EMDB validation analysis : 0.0.1.dev118
MolProbity : 4-5-2 with Phenix2.0rcl

Percentile statistics :  20231227.v01 (using entries in the PDB archive December 27th 2023)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.44
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 2.90 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
Clashscore R BH
Ramachandran outliers I | D 0.2%
Sidechain outliers I I 3.7%
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 210492 15764
Ramachandran outliers 207382 16835
Sidechain outliers 206894 16415

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the 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 EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
76%

T —

1 1 403 69% 31%

59%

e

1 2 403 73% 26%

79%

e

1 3 403 67% 31%

64%

T

1 4 403 66% 32%

53%

.

1 5 403 66% 30%

66%

. =

1 6 403 68% 31%

57%

.

1 7 403 55% 41%

52%
1 8 403 70% 29%
Continued on next page...
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Mol | Chain | Length Quality of chain
73%
g -
1 9 403 72% 27%
58%
| —
1 w 403 58% 38% .
59%
=== -
1 X 403 64% 33%
52%
e
1 y 403 71% 29%
56%
. -
1 A 403 65% 33%
54%
= -
2 A 553 60% 38% .
28%
T — -
2 B 553 65% 33% .
74%
T -
2 C 553 63% 35% -
19%
2 D 553 E—— 66% 33% .
30%
. —
2 E 553 63% 33% ..
22%
I -
2 F 553 69% 29% .
26%
I -
2 G 553 69% 29% .
35%
T — -
2 H 553 61% 36% .
31%
T — —
2 I 553 59% 37% .
35%
T ——— -
2 J 553 64% 34% .
28%
T ——— -
2 K 553 61% 36% .
3 L 317 = 65% 31% -
9%
3 M 317 56% 39% -
3 N 317 - 71% 25% -
18%
3 O 317 52% 44% =
3 P 317 - 73% 23% -
13%
3 Q 317 62% 32% P
3 R 317 - 68% 29% f
8%
3 S 317 63% 34% o
3 T 317 = 74% 23% -

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
3 U 317 72% 26% .
10%
3 Vv 317 66% 31% -
18%
4 a 495 E—— 82% 18% .
18%
4 b 495 E—— 79% 18% N
74%
T ————————— -
4 ¢ 495 76% 22% .
7%
4 d 495 r—— 82% 17%
19%
— =
4 e 495 81% 17% .
38%
T — .
4 f 495 75% 24% .-
7%
4 g 495 r—— 84% 15% -
7%
4 h 495 r— 83% 16% -
29%
. . -
4 1 495 78% 20% .
17%
4 ] g9 | T5% e
17%
4 k 495 79% 20% .
21%
I — -
4 1 495 80% 19% .
7%
4 m 495 — 80% 18%
16%
4 n qgn | T— o 24% :
22%
——
4 0 495 83% 15%
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2 Entry composition (i)

There are 4 unique types of molecules in this entry. The entry contains 324413 atoms, of which
160408 are hydrogens and 0 are deuteriums.

In the tables below, 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 Flagellar hook protein FlgE.

Mol | Chain | Residues Atoms AltConf | Trace
! ! 403 ggg;l 1525 2?65 51112 621 3 0 0
1 2 403 Eggl 1525 2535 51112 631 3 0 0
! 3 403 Eggl 18CZS 2;{65 51112 621 g 0 0
! 4 403 Eggl 18025 2;{65 51112 621 g 0 0
! g 403 Eggl 18CZ5 2&535 51112 6(2)1 g 0 0
! 6 403 Egg;l 15?25 2565 51112 6(2)1 g 0 0
1 7 403 gggzl 18025 2515{65 51112 6(2)1 g 0 0
1 8 403 E(S)g;l 18CQS 2?65 51112 6(2)1 g 0 0
L9 05| 1s5 o 212 621 o 0 0
Lo 05| 1s5 o 212 61 o 0 0
L] o= 05| 1ss o 212 621 o 0 0
Loy 05| 1s5 o 212 621 o 0 0
! g 403 gggl 18025 28H65 51112 621 g 0 0
e Molecule 2 is a protein called Flagellar hook-associated protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
9 A 559 Total C H N O 0 0

8201 2547 4056 T22 869
Total C H N O
2 B 952 8201 92547 4056 T22 869 7 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 ¢ 550 g(i;zl 25042 4(518 7153 825 g 0 0
2 b 552 ggg?l 25C47 4(1){56 71§2 8((?9 5 0 0
2 B 550 g(igl 25(?36 4(1);4 71;IO 8(6)7 g 0 0
2 F 951 g(igl 2522 4(1)315 71; 8((?8 2 0 0

2 G o5l g(l)ga; 256]12 4(1)315 71; 8((?8 g 0 0

2| H R TR SRR ! 0
2| 1 2 o0 an s T2 89 7 ! 0
2.1 ] I 0 0
2| K I 0 0
e Molecule 3 is a protein called Flagellar hook-associated protein.

Mol | Chain | Residues Atoms AltConf | Trace
5 L 206 Total C H N O S 0 0

4543 1404 2247 398 482 12

Total C H N O S
3 M 312 4640 1436 2296 405 491 12 0 0

Total C H N O S
3 N 313 4666 1443 2300 410 492 12 0 0

Total C H N O S
3 0 310 4612 1428 2282 403 487 12 0 0

Total C H N O S
3 P 307 4556 1408 2254 309 484 11 0 0

5 Q 205 Total C H N O S 0 0
R

4529 1400 2240 397 480 12

Total C H N O S
310 4604 1425 2277 402 488 12 0 0

Total C H N O S
3 S 312 4653 1430 2303 409 490 12 0 0

Total C H N O S
3 T 314 4678 1446 2315 411 494 12 0 0

Total C H N O S
3 U 316 4681 1457 2302 413 496 13 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C H N O S
3 v 315 4697 1452 2326 412 495 12 0 0

e Molecule 4 is a protein called Flagellin.

Mol | Chain | Residues Atoms AltConf | Trace
4 A 494 1;(it8a91 21(339 3;{74 6120 7?4 2 0 0
4 b 493 gigail 21(;6 3&511 61§9 723 2 0 0
4 ¢ 494 %g;l 21(;9 3&252 6120 7(534 2 0 0
4 d 494 %tg?al 21%9 3;{74 6120 7(;4 2 0 0
4 ¢ 494 3?231 21089 3;{74 6120 724 2 0 0
4 f 499 1;22311 21%4 3;{41 6121 725 2 0 0
4 & 493 ?it?a; 21(336 3;{69 61§9 723 2 0 0
4 h 494 3??91 21(;9 3;{74 6110 7%3)4 g 0 0
4 : 494 ?it??; 21089 3;{61 6110 7(524 2 0 0
1 ) 493 1712%1 21086 35H69 61?\}9 7(523 2 0 0
4 k 494 171%21 21089 3;{74 6110 7(524 g 0 0
4 1 492 17??331 21%1 3;{61 61?\}7 7(521 g 0 0
] om 492 ?i?; 21C81 3;{61 61?\}7 7(5?1 g 0 0
4 . 493 %%l 21%6 35H69 61?\}9 723 g 0 0
4 © 493 3(1)%1 21086 35%9 61?\}9 723 g 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
atom inclusion in map 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 diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). 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: Flagellar hook protein Flgk
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e Molecule 1: Flagellar hook protein Flgk
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Chain 8: 70% 29%

OO OO & & SO0 o o o B 2 2 2 2 2 2 2 BN 2 OO OOS> & 0O SO0

© N~ 0o, +
e SO0 o o b 4

©® © 90 O 90O oo <> >
a > = I
Q@ OO & 00 O VPP PPPPPPPP90OO 90000 > * <& b o o
= ®n (3] = A= =
<> @ & & o0

S o> < . o 2

V48

o o
< w
LR}

120
F39
A40
G51

o
<
—
=

AT76
A121

©O N~
o o
ISl
= M|

T149
S171
Y187
w208

o0
i=3
N
=

F170
K202
K204

S R e s o a2 2 2 2 2

00 & oo oo COCOG 00 & G000O 000 & G000
5 g 2 s L =l B N E =
g 8 S g B S 2 & g
sooe oo 0 00 oo oo IR R R
e Molecule 1: Flagellar hook protein FlgE
73%
Chain 9: 72% 27% .

COPPPPPPPPPPPPPPPP O 90 9990990990990 990999999995999999% 2999999990

o © o
— © ~— B [l
= < = a >

0 @ O
& & W
]

F61

-
o
o

OO CPPPPPPP0O VP09 P0P0P0O 90009090 OO OOOOOOO Lo 2 4 < 0o
~o® © [ 5y © o © I~ 3 E3II 83 g 98§
g2 = Elm e s 228 2 2 Z Z ZEGSBEs o

900000000000 00000 oo PO S 0000 00000 4 00 o o o oo
B 3 q B E 3388%8 = O 8 8
3 B z GESRE FERAEE E- E E
> oo 22 *00000000 oo €000 & & & & 200 o o
8583838 2283538 21 2 8 Zla38 88 8 3 5 882
227 §EE R EHEREE 88 3 8 SHEREE B g 88¢
oo ooooe CLOPO 0000000000 ¢ 00000000 0000000000000 & oo
3 FH HHE g 2 " EEE BE 3
S S EEEE NG 8 88 & - CEEE] B E



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 13

811D

0 L1TL

9TTT

06€3 591
68€T N
CsssL ¢ s l ¢ s
18€D ¢ wu 66TA ¢ s ¢ v 88EL i ﬂ
g8EN ¢_cem 0. ¢ — ¢ 0. 09a ¢
N g S T o ¢
e oo N oEEE ¢ o $
coe ¢ ECEY ¢ csen o o8gy ¢ wu
T8EN 1 ¢ 61N reet ¢ ¢ 1 ¢
oeen B ﬁms 0I p LLgn l
6LED ‘ 881a 6529 ’I 9J€T vww 6TTA
¢ G mmmm s s o o
Coemn | Lvel pLEN LTTL
S ¢ 5811 9ve1 0* L8N w:m
Cvemn | sven Ceue1 STT
' 0 €811 HHTA Ia 0 TL€3 0 PTTH
¢ omm ] €119

89€1

0 L0€d

99€A

Ao o 4 4 4 o o B o s
L 2 4
e @
1t

8LIA
LLTS
9.1a
SLTV
v.L1a

v9es
€9eY

evd

{470
wa

oy

33%

OO0 OO0OO o
S
&

©
¢}
N
o

38%

veed

© ©
© ~
-m-m.
A H
—_—
.
o
n W
- O

90TY

@ OO0 PP90P000OOOOS
Q@ © & CPOPPPPPP VPPV PPPPO 909000 o900 oo

COOPP VO GO SO SO S0
38 8
§I a

COOPPP VP00 PPPPPPPPPPPPPPPPPG 9909909090999 90999999999%9%99%9%9%9%9%929%99090

¢
¢
4
¢
s
zoed . ¢ %€l |
5074 691d oeen ¢ 869
= g S . =
-l gua
[&a)| ¢ scel ¢ ¢ €3} 168
By e W ¢ =0
M~ 0gA “Bz ¢ seed ¢ s ¢ P
k= ¢ ¢ osu 1971 “ ceey % “ . m s
zaeN ) | ses | 0918 [ 120 |
m Om 63T “ 0. “ m < ¢ oI ¢ oo
_M. MM“ m ¢ 68 le “ 8.Tv “ _M. mM, ¢ “ mS “ =
3 a1 )
3 zen ¢ os & s ¢ M 9 .
= B 0* ¢ wm ¢ “ “ ~ “ ¢ os=x
lmw. 0 180 01 e 0 Y.L2N 0 lmw. 0 0 6Lb
PYET * @b . 98 o o 0}:2 “I “ Mc “ 431 “It.H
¢ o ¢ 0. ¢ \.ﬂg | eozy ¢ ¢ = ¢ ¢
¢ & €84 1 ¢ soen 0. P~ ¢ ¢
N - . o g ¢ = $ )
’ g E e ot - : ¢ = ’ (-
“ m g 0. “ 4 ¢ 592N m s ¢ “ ;
 ERERe B B : f ot
PEEM ! @s QLA £9ed = 191
€eEN ¢ ® (@) ¢ w | wa ¢ 9€Td ¢ 0024 ¢ 29zs ¢ ) @) 0. 991

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 14

+n
[4vas
TOoZA

86TA

96T

0 g61a

1

G8TL

N
0
-
o

i

081X

w0 O~ ©
[
o e o
< a®m>

S9Td

i
1

¢91a

o
©
—
©n

8ST1T

LSTN
9STI

COOPPPO G000 G000

o 4
COOPOPOOO 00> SO0

~ i
~ N
o N
=} =

STV

0STL

o

0LZN
6920

L9TH

t

OO VOO0 PPO G000 0O G000 o

PO PP PPPPP00 V000 G000 G000

092s

o O

TSCI
082l

8L
L¥Tl
9%CI

&

6€CH

0 veTd

EETN

62Tl

re)
I
32}
(&

* <&

o
o
E
=

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

o
©
M M
o ©n

TLE3

69€S
89€T
19ed

S9EN

E9EV

T9€7T
09ey
65€D

89EN

29%

71%

52%

e Molecule 1: Flagellar hook protein Flgk

Chain y:

@® © OO0 900 o0 oo

COPP & V9000000000

IO

©® © VOO0 PPSO o000

8cV

i£a8
€N

<>

8ETL
LETI

LTTL
9111

STTD

OTIN
60TA

0 LOTN
|
0 $0Td

~
o 9
= O

0 © N~
0 00 0
=]

g

£

o o
~ O~
n o

COOPPPP 900 GOPPC O 990000

COOOPOO 6O & O oo

ToZA
0024

96T
S61d

§i

161D

<
~
—
[=}

[y}
©
—
o

A a0 4 & g e A A d

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

ompe

7S€D

6%€D
8vev

EVEV
cven

veed
€TEN

$1ED

c1eT
TTEen
ored
60€d

i

v0€X

TOEA
00€A

1)

1628

o & °

6821

0 882a

98¢d
S8TY

PO GO V0000000

o oHdAa o
QX DD D
o oo o
H X o A

™
g
~

©
2}
[}
£

96€1
S6€T

18¢€b
€8¢eb

08€Y
6.Lgb

i

SLEW

TLET
TLEd
0LeXd
69€S

e Molecule 1: Flagellar hook protein Flgk

99€A

33%

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W

65%

56%

Chain z:



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 15

Q@ GO O PP PPPPPPPPPPPPP0 90 990090099090 o

L 4

OO0 P00O0O0OOOOS

2oL

oM
0 o
i

(=3
)
-

COPO GVP GO G000 OGO o0

{471
wa
ovv

[l ©
¥ o
lel".

€D
0€X

1
€N

]
2]
=

F

00
—
[=}

LTT

)
=
=

]
—
<

o ©
o <

COOPPPO GO0 PPOO 06 o0 o

o
=

geed

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

veen
EEEA

L 4

[
©
™
H

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

565
0 ¥6X Eigas
eed 1L
0 T6A |
0 wmﬁ
0 zsed £ZEN
0 1T oseu
“ 6.0
¢ Bz
581 0
v8Y 0
€84 ¢ €10
4
¢
6L 0
8LS
AT 0 a1zd 0 Loed
0 90EN
0 S0€S
¢

©
2
.<

e Molecule 2: Flagellar hook-associated protein 1

€L1 ¢
¢
802N ¢
Plotact
902N “
291
0 882a
|
¥8ZA
[ esen |
z82N

54%

38%

60%

OO P0OOSO GO0

0 0EN

6CA

0 611

ool
0
N
=

9€TA

TETN
0€TY
B6TTN

1221

~
—
N
=

9123

3

(4249

COO COPO VPP PPP VP0G GO0 VPPV PP0 990990990 9909999999990

1621

0 06za
¢

6820

9821
821

28TH
182D

0 11T
0 92N
0 §.T1

© I~ [=3 o
© [} D
o M o o
B oX =} £

0i00000000000000000

- N ™M
SO
o o o
a=o

69€D
89€Q
L9€d
99€A

e s s s 2 2 2 2 4

29ea
T9eL

’ 63ed

0 TSEA
T5EN
4

8YE€T

0 9YEA

COOPPP V9090900909000 000GO000

S O 0 o

o)
I
<
B

14478

—
o
ot
~

~
o
Sy
o

R LDWIDE
PROTEIN DATA BANK

w_ 0



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 16

i
€878
T87A

1871
08%L
B6LYY

AR 2 4 4 4 4 o o 2 2 4

LLYY
9.%Q

¢ son
0 2

€LVL

0 TLYA

33%

65%

28%

e Molecule 2: Flagellar hook-associated protein 1

Chain B:

7631

¢

(430

OO0 o

064
684
884

98L

08N
6.0

0 ST

Y.L0

DR
Z

9¥s

€871

6971

0 99TA

S91S

> oo

9GTH

0 $9Th

€51d

i

0 09T
¢

vid
€Y1

TvIA
(074

o m

@ © 000 o

¢
¢

0 SEEA

TEES
Teed
0€eT
62€ES

L 4

<@ oo

<>

1829
0821

1

9.2N
§.21

T92ZA

PO VOO O & G000 GO OO S0

v.ien

0 89€d
¢ w1
0 99€A

29ea

T9EL
09V
69€D

8G€EN
LSEN

cvey

COOPPPPP0PPO0OOSO oo o

CGSI
TGSN

6751

9754
S%ST

E£7SN

T9SL
0%Sh

€e9T
(43298

ferd=i}

j4:KS

e Molecule 2: Flagellar hook-associated protein 1

0 6150

8191

60sb
8054

S0Sb

8671
L6%L

35%

63%

44%

Chain C:

TLL

S o <

S94

L 4
-

>
&
=

8SA

>
w
<]

€91
4=

PO 0O Voo

©
<
n

[}
Sy
o

’i

<>
I.g.g
503

2}
N
E

L8T0

9GTH
SSTa

¥STd
€81Q
[41%:0

> > <

0STA

CYIN

9ETH
SETD

0 BETI
4

0ETH

0 62Ty

$

921a

i

0 €TIN

61TL

STTL
YI1d

[435

OTTT

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 17

—- o <+
NI N
o N N
A o 12l

o o o B BE 4 oo o 2 4 4o J

-
n ©
o o
NN
l'-l>

COPOPPPPPOPO® 00000 o0

cocy
T02h
00za

6611
8611
1670

96TN

OO OOS> & o

<>

99TA

> 0o

B6STN

0 062a

88CS

7821

182D
0821

LLTL
9.LTN

S.L21
V.21

vocy

vy

OO OOOOOOoO

YeTL

.~ 4

8¢CL

COOPPO 0O SO0
b5
K

83EA

LEES

9zed

0 gzeN

¥ced

i

@ 90000 o oo

¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

o
o
<
=

@ O
D O
M 0
X

L6ED
96€d

veed

£67)

N
$
=

e s o o o 2 R 2 2 2 4

LLYY
9.%d

YLivd

N M
35
N

TLON

697D
89%A

L9YA
99%N

i.

<
~
[
<
=4

L

97N
2S8%a

0Sva

8¥vL

¢ o
0 9bvA

9ETW

YeEVL

0 €evd

67571
S%ST
TSl
8ESA

SESN

0 €691

CTESK

6250

1254

6150
81571
LTSN
91SA

90871

mn 1

Flagellar hook-associated prote

e Molecule 2

19%

33%

66%

Chain D

0%I

@ & & SO0

Ld
9€Y

(434
TEA

L & 4

8CN
LTN

+In

SN
{44\

0ZN

231
€IN

o

6

SI
71
€8
zs

T

>

€8TI
[4:34)]
7810

6LTT

TS11

8¥1a
LYTL

SHIA

CYIN
A

8ETd

YeTI
€ETT

TET0

8CTV

OO OSO 00O o

o~
~
N
5]

9z1a

TCIA

8TTh
L1771

€11d

5018

€923

09Zk

65TV
89CA

< & o

stan
€9¢d

252a

082S

0 [444%
¢ v

oveL
6€TS

SE€TT

912

4149
€TCA

0TS

LEES

0€ET

92ed

£eeNn
(443}

0zea

0 61EY

8T€Q
viel

80€Y

L

£0€T

TOET
00€b

L621
962N
S62H
062a

182y

L 4

¢

S9€T

SESN

CESK

1970

88V

>

157421 0 TSSN

PeEVI 6731
EEVH vy

<>

9THA THSL

STHN [ oved

7478 6€ST

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 18

e Molecule 2: Flagellar hook-associated protein 1

30%

33%

63%

Chain E:

¢

OO V0000 o

08N
6.0

9.4

ELN

TLI
0Ld

| Leen
0 96€d
9zed 0 S6€T
mﬂm& 0 veed
TLIN | eeeT |
0LIN
6oL |
891D
Lo
99TA
|

voev 0 08€EN
€0€T ‘ 6280
.+ ¢ s
LLEL
s6zH 9,4
621 SLEL
Ceead

i
>

062a
0 682l
hﬂﬂh
€9€A
29ea

L 4

8921 ¢ stEL
0 reN
€78
— 92V 0.8 o
€9z o |
292a

@  © 0O S0 o000 o

Q@ @ V0000009000000

E€EVH

(4344
eV

0EVN

o O o

pkans

STYN
444

o <

9Tvd

14548

607N

OO OOOOOO

TOvL
00%A
66€31

0 86€1

0 TSN

0S8ST
6751

¢

9%Sd - .

(4214
TPSL
0750

29%

PRcisii]

veESY
€€ST
CTESK
TESA

jxackce
0zsd
6150
8191

0 LTSN

9TSA
STSD

1150

S05b

Ao o o 4

-

69%

TOSN

8671
L6l

0 B6%L

>

22%

0 6871
0 L8%N

o o 4
< 0
$3
A=

e Molecule 2: Flagellar hook-associated protein 1

-
Chain F:

SI
€GM

® VGOPPOPO G0 O o

S61d
7618

>

98TH
z81h
8LIN

8STA
LSTD

STh
€STa

0STX
LYTL
iads]
SETD
i74a 4

TCTA

6TTL
8TTh
L1TT

i

L018
9011

<* oo

€65

ol
[}
5]

884

1)

288
180

65TV

LYCA

@ OO0 o

0LEL

L2 2 2 2 2 2

N~ 0 O
© © ©
™ M M
= A o

vvex

A A L g A A

T¥EN

-
o
<
s}

.z

9EER

i

YEEA

i

6C€ES
8ced

E

€ceN

¢

8TEQ
LTIEX

[42:4]
TIEV

60€d

L0€Q

soed

TOET

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 19

0 [l44 1

THv) 6THN
6Eva 1 632V
69V
- ¢ s ¢ ¢ 890
T 194
mmi 0* ¢ 998
TevE mﬂm m 94 ¢ e ¢ ¢ 4 o
[ %90 za1d ¢ ¢
8 TESA 181a ¢ [25)
zvl | ogad ¢ 0szs ¢ | vIss 04
¢ 6250 | ¢
¢ £TSA ¢ 6%
¢ ¢ ¢ L ¢ ¢ e
694 -
azoN | O ¢ s ¢ 0* MMMM ¢ i L
oi LN ‘N e ! Wy o ¢ =
6750 I ¢ oger S s
61D 0 999 e 62€S 093 0
i r ¢ 99TA ¢ szed ¢ — ¢ oo
¢ are < ¢ 5918 | Lzed ¢ ¢ ¢
¢ aeTT
¢ st ) =5 [ ] ¢ z6%1 ¢
o [ ] N ¢ Z9T1 ¢ [ | o 679
¢ 158 ﬂma =N 1 ¢ ¢ 6871 3 ¢
¢ osv 63TN ¢ ¢ 883 0 ¢ ot
¢ o %051 Cestn 1628 M 1 ¢
¢ oo 01 “ \.ma “I v ¢ a8vA
¢ sow ¢ ¢ ¢
6670 ¢ 1871 ¢ sca
¢ Lo peos M | Boev “ 1 i
$ LN .}z ¢ ¢ s ¢ m
¢ ¢ — ¢ c i ¢ e 0EV ¢ — ¢ o
i €0€1 ¢ el
¢ 9879 g M | ¢ e ] ¢ = ¢
¢ com [lsawn | o ¢ TET ¢ pras g l
¢ o 870 5 ov1 ety ¢ ] ¢ B =
007A £8vs et 651 [ | 262 ¢ = ¢
1 3, o TeTa ¢ ose 2, £
0zzd ¢ ceea
087L [ | ¢
¢ .S ¢ ¢ 2
[} 3 vER wmﬂm M N M I bos} ¢
LLYY Rt -
0 9.%a ] 61TL TSSN < 0
¢ sest (] w < ¢ N “ ¢ oueu 2971 08871 w ¢
i, 3 | 99mN 6791
‘- 2R e ! N CEI N W
¢ coen 1 © 8z ¢ 1 I M | Smse 2 2
L9%A o LN i 6S%1 0 954 v 0
¢ | o 921 ¢ 1 9791 o
0111 |
0 BOVN o ¢ 0sva PSY ] 24
¢ | ¢ = 4 omg ¢ ¢ £7SN ~
o o0 R men ¢ w4 “ ¢+ wsw o mbam
< zTh ¢ 1781 T R 611
¢ EE 6791 = . ot ¢ r ¢ ¢ 230 0vSb — ™ [ |
¢ 3 l g% oen ¢ ¢ ] 6897 & STy
Reswn ¢ < o 671 661 = ¢ N oevi ] & oo
¢ 257 ¢ ovad — 1 g1 [Tgera | sewv €£91 — €IN
“ €884 ¢ i = i L6N ¢ cery ¢ oo 1981 e | & Z11
pvay .. [essi geva 825k ..
¢ ceel £7SN N ¢ MMM ¢ ¢ oo 63€D i i ™ 0.
il Ty @ | ¢ 92 8gen GRS S > 6H
¢ ¢ L T7SL .Iu. .. ¢ = Z6M ¢ o ) QI pzan .Iu. . e
¢ o ovab 2 @) M ] ¢ “ ¢ veea 9zvA I 2 s i
' o e S Z M e N s @ WO 8
¢ 130 MO 3 £S mE ¢ osm ¢ [esen £2va ¢ ocsE MO 3
¢ €490 = 0. | ¢ s ¢ o ¢ e zzn 673a =
LaEwwt ° O LI [ w81s [ 1eTa [ | [t | ere1 ° o

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 20

B6EVH
i

| weeL
0 €ETA
T0€T ovbs
“. ¢ 00gd | slEL mmﬁ
ezl PLEA
¢ “ £ECh 04 ¢ e 9ETI
— ¢ mumw ¢ i ¢liezny mﬁwm
‘o ¢ ' ech T oo
0 i 0 Te7d
0%sd T ¢ 89ga
¢ [ 1984 0EVN
Z911 “ ¢ mmm,_ ¢ ¢ |
¢ ¢ ¢ ¢ sca 29eQ 0.
¢ e M ¢ J— 0. 9824 l Prast
85TA T22a ‘ 9zsh ‘ Eaan ’ I
SRR ¢ ko I M= son
0 98TY 0. 0 vesn “ 0 agen TN
¢ s ¢ 81zs ¢ ¢ 1981 ﬁﬂmm ¢ IBQ
v QI mwmm oo ¢ gges
€51a ora ¢ 1 65€D I ¥3ea M
TSTY 0 8SEA 8191 0
181 STZA ¢ Jpni ¢ ¢ ¢ M
¢ o1k ¢ e ¢ [oeeam LTSN ¢ ot1za ¢
6710 MM\H, ages ¢ MHM N ¢ ¢ ¢
me i “ | veea ¢ 1 I ¢ ey ¢ s
o8 w4 T ¢ ¢ ¢ oo e
€710 ¢ ¢ ¢ E5ul ¢ ¢ e Z1vd
ZyIN ¢ ¢ ¢ﬂ2. ¢ 6021 ¢ ¢ svEn 1158
. ¢ ¢ ¢ [s0za | ¢ ¢ cvel [ oma
£TIN ¢ L0TS ¢ oomn
| zeIs £02a ¢ sz — | 9oza | ¢ Cowped
TZTA ¢ ¢ o ¢ S ¢ ¢ svea ¢
i R : ¢ = ¢ ¢ voe ¢ eoca 0. ¢
! g 4 e gl
8T T 0 ¢ o zozd 0 oveN ¢
0 A L61Q 0 m. r | rozd 0 0 6EES 0
we w4 o oo ¢ o (. ¢
| s61d ¢ 2 ¢ sm o e ¢ ggen M
o= . : T emm e B N
I o 2 I
¢ oS ¢ 3 ¢ ¢ veEn ¢ osea
¢ sois ¢ o ¢ ¢ 2 ¢ | eeed ¢ sect
¢ OI T9ZA 0. n_a " 0 0 TEES | yeed
0 0 MNN “ €6€T = & | 0 E
; : | B
6671 0 0 0 Lw “ 0
861 ¢ ¢ P ¢ osea
mmz “ —— ¢ g ogTH . Leed “
—_ °
ﬂ? ¢ | “ mp.vo m — 1883
[ | ¢ o8 0 0 < TTEN | osel |
381 — | ¢ ssev
] ¢ ¢ “ = 08N vieL ¥8EL
180 .. 6.1 €T€H | espd
o8N ¢ ¢ v ¢ N Ceun cred ¢ coer
6.0 ¢ o) s 1€V
i Lo ¢ = Coren
im0 vou ' s I . ¢
suT
HL0 6911 0 ,|O. m [ soga 0 8LEV
) = 908V
e S gy ¢ =R NECTR, g
oLd ¢ ¢ ¢ siev ° O ¢ corr sETT POEY ¢ oy

WO RLDWIDE
PROTEIN DATA BANK



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 21

6871

S8YA

Z8YA

137720

0 T4sI

TSSN

<1

0 1950
0 9%9d

vysy
€¥SN
(47414

6€ST
8ESA

vesy
€€ST
CTESK
TESA

6zsb

13

34%

64%

e Molecule 2: Flagellar hook-associated protein 1
35%

Chain J:

0L4
69V
89a

994

9%S

-
hd
=

COOPPPPPP 9000000000 P0POOOSGO O oo

© N~ (=)
0 o <
=4 =

o o
N @
- =

L e 4 4 4 o

©
N
=

©
N
H

[N
[N
= n

© o
- —
< A

©
-
o

.
=

71
€S

921a

verv

TCTA
0211

8TTd
L1771
9118
€174
1110

60TS

ST

¢
¥
¢
¢
¢
¢

L1610
96TN

161V

98TH
S8TYH

COPOPOPOO G000 oo

€8TI

18TQ
08TN
6.L171

L 4

VLN
eLTY
CTLIK

0LIN
6911

i

COPP 0O & & 0O & S%oo

99TA

L8T0

6923

@ © PP PPO V09000 G000

8GCA
LSTL

(474!
15744

oveL

8€TH
L€2H

SETT

COPOPPPPPO 00090000 OOOO

¢

Sy N~
n 0
[52) 0
[=} i

SEEA
veen

6C€ES
8ced

L1€X

TIEV
0TEN

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

E€SPN
¢sva
TS¥S
0S¥
677D

©O I~ w
o D
o M o
R =

92Sh

YZSN

0 1293

0zsa

81571
LTSN

STSD

E€TSA

1180
0150

2671

06%S

88%)

29%1

6571

0 L8%0

i

SSPN

TGSI

0 198N
0991
6951

0 1980
0 9¥5d

S%ST

EYGN

T¥SL
0%sb
6€5T

€€ST

e Molecule 2: Flagellar hook-associated protein 1

36%

61%

1}

28%

Chain K:

i

90

<>

< W
T RTe}
H O

e s oo o o o 2 4
N
3I

PAAN

€70

w1

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 22

0LIN

89Th
19TV

0 9918

2911

B6STN
8STA
LSTD

SSTa

TST1

0 0STA

6710

9%TL

Eiads]
CYIN

0%TT

o

SETD
YeTI

0€TY
serd
TCTA

L1771

9011

@ S0 & o

70TS

o o o o

<>
Iﬁ.rm
) )
=3 =)

{401
160
064

¢ e
0¥zl
¢

L€2D
9ETA

¢
0 €ETA

TETH
TE€TN

0 62TH

82¢TL

9TTN

Tgea
0zzd

> oo

L 4

454

¢ e
0 [4141

0TZN

[
o
(3]
i)

0TS

$S02T
$0Zh

00za

98T

z81h
181d

9LT1

< & & o

CTLIX

90€VY

£

0 062a
0 682l

1,824

0821

6.2S
8.LZH

COPPO VPP ® V900000 o0
. g
2

COOPPOPPOPO V00000 & o o

<>

feisa:§
¥seL

IOO

]
re)
N
=}

)
<
N
©n

. . s s

<
<
N
i

£vea

SCeEN
¥zed
€cen

0zea
6TEY

91€D

€TEH

o SO i000 > e

TIEV
OTEN

80€Y

YEVI
£eVE

eV

[eeei |
86€T
96€d

7o
o)
(2]
-

o
[
3]
x

LS%D

SSPN

€8ed

LLEL
9.€4

TESA

pract:s
9Tsh
§2ST

3

Tesd
02sd

L

S19D

[N
1150

6050

LOSK

6871
883
L8YN
98%D

¥8¥va

1

08%L

9.%a

eLYL
TLYA
TLYN

89¥A
L9V

29v1
T9%a

6S%T

1S¥S
0s¥%a

Svva

4708

€018

181

€8A

SLT

0LL

190

950

€68
{4y

0SA
6%V

I00
i
(=2

oY

0 zva

11

8EN

0 BeN

65%
s
£

Flagellar hook-associated prote

e Molecule 3
Chain L:

€eTYd
TETD

621a
8CTL

STV
7211

CTIN

LOEW
voed
€0€L
c0oeN
662V
L6271

62h
£62h

0 06TA

1821

SLTH

€L271
6921
€921
(474
19za

152D
0§21

LyTd

¥9e1
€vTA

0%21

8ECN

j214
€ECN

£eed

0 TTTd

(448
6TCN

11

Flagellar hook-associated prote

e Molecule 3

56%

9%

Chain M

SL
7S

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 23

18TV

<>

€8TI

0814
6L11

O &

OLTH

8974
S91a
voTA

€910
291h

0 1873

0STL

8vTh
Ly1a

[44%s
TYIL

ver1
1211
0zZTh
611Q
STT0
2258
€11Q
0TTT

761

181

€8A

0
@D
=)
mr

188

6LA
8.8

&> oo

9.4
SLT
LS
€LA

1924
992a
S9¢8

€921
T9Ts
192d

6STL
85CS

st
£52h
(4[N
TS2D
08271
6vca

oA

eveA
{444\

02T
6€TS
8ETN

9€TT
SETH

CTETL

62cI

L 4

6TCN

412D

> oo

L

L0TY

0 502a

0021

11

Flagellar hook-associated prote

e Molecule 3

25%

71%

Chain N

611

+

TT1V

60TS

€0TS

68L

98Y

1.3
9Ld

ELA

Ll

994

6€d
8EN

0 9EA

1,924

192a

TSl

0521

LvTd

€vTn

SETH

Ll

1444

£eed

Tced

612N

9123

Ll

6825
1821

782N
£8TM
28ca

0 182A
08za
6.2

9.2S
SLTH

€.271

120

e Molecule 3

6921

111

Flagellar hook-associated protei

18%

44%

52%

Chain O

¢

SeH
440
€CH
(44t
ey

8TN

911

vis
ETW

110
0oTd

©
:I

LW

(41 5]

Eiads]

TPIL
(0458
6ETA
8ETD
LETV

SETI

<
¢}
—
-

@ 0000 oeO o

0 €110

CTil

901a

€0TS

3

¢

160

68L

298V
S8L

z8b

o
5]
=

9.3

ELA

0LL

9L
994

SETH
vecy

€0eL

662V
8620

6ETS
8ETN

ied

0 e1ed

(4559

OTEN

e Molecule 3

80€d
LOEW

111

Flagellar hook-associated prote

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 24

23%

73%

Chain P

911D

901a

€0TS

9EA

vex
€€D

8GCS

elerac

et
CSTL

0G21

14414

9vZA

vecy

4

Teed
0gzZA
6TCN
el Rack
L6173
88TA
€871

0LTH

89TH

99TS
S91d

8GTH
PARACE

611d

80€d

Flagellar hook-associated prote

90€d
S0EL

20ex
TO€A

862h
L6271

S6cTv
T6CA

1821

111

e Molecule 3

X

o~

m

X

o

(e}
N
m
~

=

o

<

ﬂhu

8L
€8A

081

0 L3

9.4
791

190

0 09s

L

0 93b

™
It}
7]

o <

L 2

N~ o
Sy 0
w0 =

o
<
=]

¢
¢
i
62h
“Nm
Lo

o
)
o

©
—
=

- oo
© =
= o= =

© i~
o=

ompe

SLTL

CLII

OLTH

0 8974

el
991
v9TA

L5743

€STA

8Y10

SETI

(4431

0zTh

€1Ta

60TS

90T
S0Td

€0Ts

S8CS
782N

0 €82M

282a
T8CA

=D

6.LTA

LLTN
9,28

SLTH

€L2T

0 1920
|
85cs

sty
7521

0521

€¥TA

(444

0¥%CT

8ETN

SETH
vec
€ETN
TETL

ogea

0geA
61N

0 20Ty

€0CN

€8TI
c8Ts

OTEN

LOEN

0 90€d

S0EL

€0EL
coexn
TOoEX
00€s
662V
8620
L6271

0 T62H

88CS

11

Flagellar hook-associated prote

e Molecule 3

29%

68%

Chain R

€63
zc6d

€€D
CEL

OEN

0 1920
|
85Ts

¢STL

05821
6%2a

L%2d
LETH
9€e1
§€TH
veey

0geA
61N

112D
912

8021
7021
00271
66TN
0673
T8IN
CTLTI

OLTH
69TL

9918
S91Q
7oTA
€910
29Th
8yTh

0€TD
621a

CTIN
611Q
911D

90Ta
S0Ta

€0TS

€1ed
c1eT

Ties
OTEN

o 2 2 2

LOEW
90€d

v0ed

00€s
662V
8620
L6271

062X
68CS

Flagellar hook-associated prote

1821
€821
08ea
6.CA
8.C1

SLTH
j224)]

6921

e Molecule 3

924

11

34%

63%

8%

Chain S

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 25

181
€8A
6LA

SLT

TLD

0 541
0 Al

SvY
428

CIN

LW
90

66TN

962V

1821

0 192a

E€ETN

L

[4ecs

|44

61CN
8TCZN

e ack

1121

L0TV

$S02a

€0CH

0021

L1€d

LOEN

0 90€a

S0eL

€0eL
coex
TOEA

e Molecule 3

662V

11

Flagellar hook-associated prote

23%

*

74%

Chain T

88TA

2818

OLTH

8974

LSTd

0%

0ETD

621d

8TTd

90Ta

620
€620
T6TH

062X
68CS

1821

£8TM

3

¢

6.LTA
8.TT1

SLTH
v.12b

6921

L9z
99za

€921

T9za

3

LSTT1
95ca

€52b

08271
(Gigect

449

eveN

vecy

Teed
ozeh
612N
§02a

T0Zd

B66TN
86T

9618
S61d

o

A 2 & & 2

< v
—
| M
(=]

T1€S
OTEN

e Molecule 3

80€d
LOEW

c0ex
TOEA
00€s

11

Flagellar hook-associated prote

26%

72%

6%

Chain U

€63
68L
98Y

€81
4:0]

8.8

9.3

TN

994

§eey
j£448

jaece
0zeA
612N
81N
912
0TV
€0TH

0021

861X
1674

OLTH

8974

9918
S91Q

€910

YSTH

(4458

>

(0j45:8

621a

1211
0zZTh

STTD

€11d

TT1V

001D
66N

9TEN
ST€T
4]

TTES

TOEA

v62h
£62h

0 26TH
682S

98CA

Flagellar hook-associated prote

78TN
£8TM

9.8
SLTH

cLTH
T.L2d

T92d
0921

95¢d
€32h
058271
Ve
2TETL

6ccI

11

e Molecule 3

31%

66%

10%

Chain V

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 26

< & oo

191

SOV

790

63N

SSY
Sb

1024

0614

0814

0 6LTI

TLII
TLIA

8914

0 991S

S91Q

[4s34s]
T9TL

Ejads]
9€Td
SETI
198
€ETY
621Q

1218
9CIN

CCTIN
CTIL

60TS
80TV

0 501a

€0TS
2011

ced
160

681

0 80€h
LOEW
90€d

0 ©0ed
0 TOEA

L6271

€620
T6TH

062X
68CS

1821

£8CM
{41448

0 08za

6.TA
821

9,28

€L271

6921

9928

1920

96Td

11

ovCA

LETH

vecy

T€TH

1

j74a't
rmaz 0 e1ed
] z1€1

602¥ s |
802T 0 OTEW

| | 60gD |

e Molecule 4: Flagellin

18%

18%

82%

Ll

Chain a:

S0 <

S &

¢
¢

¢

Y6TL

68TL
88TA

TL1Q
0LTT

COOPPPO0O0O0OOOOS

89TT

€971
z9Th

9STI

2s1a
TSN

8¥TA
LyTD

6ETV

9ETH

€8N
6.4

VLI

LI
TLD

69N

€54

wva

0T1

.
=

€b

> &

feletact

0 HSTN
L &2
0 [4:14'1
0 1520

< &

© o < 0
o0 < < <
N 5] N al
= x © =

TETA

o
o0
N
=

cTe

0gea

©
-
o
N

COOPPPPPPPPPPPPPPPPOOPOGO G000
COOPPPOOO 0000000
-

R |
18€4
|

cLed
TLEL

69€D
89ed

€9€X

GS€ED
7Sea

67EN

a2 d

T€Ed

L

2TeD
Tzea
|
OTEN
60€X
0+ ¢ sovs
v6¥1
1621 €671
1 | zevs |
€62Y 1691
- 067
ss2 oo
982N 88%h
| L8vd
28T 98%A
msen | sgvh
‘ 082H BTN
|
‘ 0871
¢ uuE i
v9¥s

¥SvI

0SHY

LEVI

PEWN

51478

9Ty
99¢d

a4
(447485

e Molecule 4: Flagellin

0zva

90%d

18%

18%

79%

Chain b:

& 2 4

1

€81Q

€LTT

Ll

COPPPOPOPOSO 00O G000

6210

S2TY
v21a

(44 xS

0ZT11

9111

S0TS

(49}

SI
A
€d

[
<
N
(%}

YvTh

]
<
N
£

©
¢}
[l
=

AN

£ETH

i

TETA

yzea

i

{4443

¢ e
0 ozza

812a

©
—
I
£

o
=
(o]
=)

©
o
N
(3

Loey

Yoy

e e A s s

TOEA

9621

€623

16cd

882a

LTl

99¢d

OOV PPPPPPPPPOO 9090900000000

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 27

S67Y

€671

¢

06%A

3870

€87V

87V

6L7A

SLPY

cLYT

697V

vo¥s

21748
€374

TSPH

3

9YPN
EVPL
LEVI

0EVD
(G148

92¢¥'1
12572

90%d

0 96€d

S.LeS

69€D
89€d

€9€%

eisioh)
v3ed

o

vves

44%

e Molecule 4: Flagellin

22%

76%

Chain c:

90Th
S0TS

66S

Z6A

88N

98N

€8N

6.3

CTLI

69N

LGN

€94

8vh

oo

€7a

0 421

0 811

LIN

011

8N
L1
ON

OmH

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

LLTD

SLTA

L 4

<>

=

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

Loey

STEN

1

@ © COPPPO 90000000

OTEN
60€%
80€A
LOEA

TOEA

96C1

COOPPPPPPPPPPPPPP 0900900909090 9009000%00900

6821
882a

782/

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

ELEA

89ed

3

€9€%

© D
0 o
M M
B

o
0
el
>

LYEL

SPET

6eEN

€EER
CEEX

9TEA

0 T6%S
1691

18%d
98%A

z87vh
LLYL

0 €LV

cLYT
TLYI

€9%A

0 69%A

957a

7SvI
€574

6¥¥S

Ll

€€V

(G14718

{44748

0zva

911

25728

6071
80%d
LOPN

z6eN

OSSO & & o o

68EH

0 5674

v6%1

L 2
[32)
[}
<
—

e Molecule 4: Flagellin

17%

17%

82%

Chain d:

0 68TL

CLIL
TL10d

€971
[4343]
T9TH

6S1Q

OO & 0009009099000 P0PPP0OG 90000

LS1Q
9GTI

2s1a

8YIA

€VIL

9ETH

8¢

8%CA

<
<+
N
o

0€TA

g¢eda

€ged

oo <
o —
3] N
= a

S0zy

. A A e e A A s A

<>

-m-v
) o
— 3]
a 4

T9€1

H

0S€A

EVEL

TveD
0vea

1

€EER

0 oeea
|

9zen

6TEL

v1ed

(4578

OTEN

L0EA

6821

982N

L.T3

o]
©
N
=

99¢d

COPOPPOPPSO VGO G000 & o0 o

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 28

S67Y
7671
€671

687N
887
18%d
98¥%A
S8%b
Y8¥N

08¥1
6LYA

SLPY

YSvI
LYPT
0zva
91¥1
LOPN
26EN
06EN
98EY
£€8EY

ELEA

TLEL

S9€D

€9€)

17%

81%

19%

e Molecule 4: Flagellin

Chain e:

0 88TA

¥8TL
€810

08131
9LTh

TL1d
0LT1

S0TS

[0

¢
§52H

0 $9TN
0 €92l

0 1520

. 2 2
&

-2 4
3
&

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

A 4

scea
veea

OO PPPPPPPPPPPPPPPPP0POOOSGO oo

60%1
wovL
L8€d
£9e3
LS€S
67N

ovead

¢

1

TEEX
1eea

L

vee1
€CED

T2ed

OTEN
60€X
80€A

§i

0 B

T67S
1671

A 4
-l

887D
18%d

)
~
]
<<

s8%h
z8%h

6L%A
8.L¥S

SLVV
YL90

697V
6374
YSPI
Seva
0zva

L1%Y
9T¥1

OO PPPPPPPPPP0OOO G000

o
©
N
<

o=

€T9a

24%

75%

38%

&> oo

e Molecule 4: Flagellin

Chain f:

801Q
LOTS
907D
S0TS
TOTN
66S
v6d
8
€8N
[4:31
6.4

0La

LON

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
$
[ oow |
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

98

9¢e1T
€D

(459

oed
621

143

811

€11

(491
118

[
7]

L121
Logy

o
S
1]
=

SLTA

€LT1

OO PP PP P00 P P09 P00 90P090909090P0 0990990990999 90999999999999999%99%99%9%9%9%9%99%9 90

TL1Q

29Th

2s1a

8YTA

via

Ye1d
EETN

TCTIN

LITL

0T1d

8.2a

< © © - < - o™ < © <
INEENEES o < w0 [7e} © ~
N N N N N a N N N N
A A & > © (=l = A =

ey

EEER

L]

-
[l
52
(=]

COP VOO0 OOoOO

S 4
~
oN
o
£

- ©
I N
e} [l
(=] =

OTEN

L6eL

€624

COPPPPPPPPPPPPO 9000 990900 9000 O O 90909909090

LI%V
9T¥1

15572

907

66€d

06EN

L8€d

cLed

@ OO © & SO0 O O oo

0L

89¢€d

SOOeO O & oo

[}
<
32}
=

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

e Molecule 4: Flagellin



EMD-51493, 9GO6

15%

84%

Full wwPDB EM Validation Report

17%

Page 29
Chain g:

€8TQ

08131
6LTA

+

vsr1a

TSN
0STV

COPOP VPP PPPPPPPPPPPOOOO G000 o

o0 0
o o0
N N
£ =

90Th
YLI
TLD
LON

€90

19T

PO 9090009009000 P0P00P009009OOOOIOOS

6393

© 0
< <
N N
> =

2
a
< <&
K
(2]
|
83%

£9€X

eisioh)
vsea

Shel

i

EEEX

T€EQ 1
ogea

9zeEN
S2EV

16%

9TEN

v1ea

OTEN

80€A

0 S6%Y

4 7671

¢ 6%
| zevs

9621 65T

[ | 0671

z62V 687N
[ | | ssyb

882a 18vd

[ | 9871
v8eA | sswd

78w

08%1
6L7A

vovs

95¥a

LI%Y

TI9

17%

90%d

YOvL

S.LeS
vLen

6521 0LEN

e Molecule 4: Flagellin

.
-

89€Q

Chain h:

68TL

€81a
SLTA
YLIN
€LTT

0LT1

8911

LS1Q

COPO & V0090000000000

¢sTa
TSIN

8ETT
LETA

[141s]

SeTY

67V
i700)

621
9TN

0T1

e

EELA)
0 $9TN
ST
0 [£:14)
¢ e

0S2A

i

8¥CA

0€TA

144

[444:8

. . ..

<>

COPOPPPPPOPOO0O G000

69€D
89€d

€9€%
0G€X
LYEL

9VEN
Svel

57208

15%°05)

6EEN

Le€d

CEEX

SCEV

L1€D

vrea

OTEN

9621

16cd

8820

98CZN

82

7671

887D

18%d
98¥%A
s8%h

6.L7A

LLVL

§257]

LY

89%4

€9%A

09%Y

95¥%a

2SS

6ETN

1wl

0zva
6T7A

LT9Y

STYY

12572

9073

Ll

e Molecule 4: Flagellin

26eN

9Le1
SLES

20%

78%

29%

Chain i:
I oo

TL1d
8S9TI
L8170
9GTI
SSTL
2s1a
i44%!
[141s]
SeTY
S0TS

TOTN

1

COOPPOPPP & 9900900900909 P0 9090090909090 90909909999909909999959995999999%99%9%999

OOV P00 P P0PP00 PP 0009000090000 00P0 9090009000000 o o
3
&

ON

A
€b
(44

eeey

> &
>
&

laan
§zgea
¥cea
€ecd
aoTe

o
]
N
[=}

w
=
o
(=4

112D

Logy

<
o
3]
x

€6Ta

€81Q
28Ts

O 00O

L1621

1
¢

0 €623

o - <+ w
=N ~ N
o N NN
(TR} B

R LDWIDE

erbDeBe

292D

8SCL

i)

<
[Te}
N
=

)
<
N
©n

8¥eA

S¥Ck

O
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 30

90va

66€d

“

06EN

88€D
188

T9€1

i

CO®O © & 00O O O oo
Lo 2 2 4

L€€0
9€EL

b BB £ 2 4 4o a2 2B 4

(43 4

Ll

9TEN

OTEW

80€A

oo

76v1
€671
(4574
1671
067/

887h

98%A
s8vh

6L7A

SLYY

TLYI

L9¥S
99V

857

¥SYI

LEYI

YETN

cevd

6C7A

STva

0zva

9T¥T

e Molecule 4: Flagellin

17%

21%

78%

Chain j:

081X
YLIN
€LTT
TLIL
TLTQ
0LTT
T9TH
6STQ
asixcs
TSIN
YETD
TETD
9CTA
{498

801a

20Ts

©
<
S
=

(4448

© © (=)
- = ]
I3} N N
B [=] (=]

~
o
N
<

v0ex
€024

®
[}
-
=}

T6TA

PO GOPPP VP00 V99099099V PPPP9P9P9C O O 9999999999099 9%90 90

L 2

88TA

€810
281S

S92S

@ OO PPPP 9000 99090900000 o
gI
<

> &
8
&

0SCA

i

S8
8%V
LLYL
A7)

€9%A
c9vd

G128
85¥%d

SSvd
¥SvI

TS¥Y
0SPY

747478
(7448

LEVI
9EFY

€evd
ceVY

[4474¢

0zva
6TVA

€19
6071
9073

i4UAN

€8EY

cLed
TLEL

79€T

1

$9ed
0 £9ed
|

EVET

€671

067A

0 687N

L8%d
98¥%A

e Molecule 4: Flagellin

17%

20%

79%

Chain k:

29Th
T9TH
0911
6S1d

1810

vS1a

TSIN
0STV

v1a
LETA
YETD
€70
{49
801d
S0TS
7.1
191
LSN
€94
8vh

vva

TETA

62Ty

Lo e N e

9zeL
scea
¥zea

~
o
N
<

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

©
)
—
-

281S

€LT1
TLIL

8971

€971

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

S 4
<
0
o
=

0 €921

L 2 2
by
CQ“I

L

.

S8%h

z8%h
8%V

L9¥S

7ovs
€97

T9%L
09%Y
B6SVA
85%a
LS¥%S
98%a
ey
67¥%S
BEVN

6TV
8ThY

9Z¥'1
Seva

(4474
6TVA
91¥%1
L2572
90%d

cLed

89ed
€9¢e%
CSEV

0S€X

(4398
Teea

Teea

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 31

)
<
N
=}

OTEW

(4448 ‘+

¢
¢
¢ ¢
¢ ¢
¢
M ¢
M ¢
M ¢ £eeh
0 “ TeEQ
“ - 0 LeTL 01
L 9zen
TR ¢ o o &
| ¢ q9pa | ¢ ¢
ﬂmS ¢ o TLIL ¢
] 110 GBI
991 ¢ 1574 . | ¢ 6083
i 1 [] n: €971
zs1a ¢ 9% 1 ¢ ¢
e 0 0 | sveN | 0 251a
03TV FoA o | ¢ s ¢ 67
o G ¢ £HYL N ovTh I ]
B 8vTA M 1 = | ¢ ¢ 887D
$22a
- ﬂ ¢ “ omﬁ L1218 — ﬂmms o
NWE $22a L€5T l ceed me mmwm
ﬁmS ¢ ¢ m“i, 9010 ¢ ozea ﬂmum oﬂS
5018
mmﬁ “ ¢ Era! | PO “ 1l wﬂvm
! S ¢ X s oo S L
¢ M ﬂwx ﬁmﬂz ¢ ¢ s |
¢ ¢ Lyv1
¢ ¢ 9073 060 0. i
¢ Cson | M evva
¢ ¢ 2 98N ¢ A 1
¢ ¢ wﬂﬁ mwm M ¢ T
¢ ¢ | 1 ¢ ¢ omi
¢ ¢ e8ey £90 ¢ ¢ ]
il IS ® S s T
¢ “ L R pose & Loz ¢ 9271
. €1 X szva
< ¢ : i g mmm ¢ ¢ 4
© ¢ ¢ mﬂma i ¢ ¢ T2l
¢ ¢ 5969 G ¢ ¢ wmwm
’ ’ - 28N €024 ‘ -
¢ T9€T | ¢ ¢ 06EN
¢ “ ] i ¢ ¢ ]
“ 0 0 €9€a mg “ “ g8y
1929
m ¢ M ¢ sew m ze1 ¢ OI 0+
...H.. 0 0 S 0 0 69T H 1 0 6521 BLEA
5 ¢ w z
&0 0 0 0 0 €671 50 [ ] pvees 0. |
S ¢ 1 S o i ¢ 95z wwmw
D o ¢ ¢ eeeh 06%A = N | ¢ ¢
o 95¢d zeek [ | - 118 ¢ s |
- ¢ 987 . 011 ¢ ¢ s
< H ¢ w0 e o o 1
@ 0 €61a 0 8N < 8N 0 T9eL
= ¢ £8%V = - | ] ¢ e [ |
¢ sow 3 e 0* ¢ age [ g g on ¢ ¢ rsea avel
7671 ¢ 08%1 < o ¢ LYEL
i 3 = 6871 zzen [] ) . v8TL | oveN
067 M = [ esTA ¢ Teea L9%S M s €810 ¢ Shel
68N = ¢ 1 99%H = z8e1s 1
887 ) @) [ | ¢ ¢ [ | ° O [ | ¢ ovea

24%

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

74%

16%

e Molecule 4: Flagellin

Chain n:



EMD-51493, 9GO6

Full wwPDB EM Validation Report

Page 32

TSIN
EYTL
wia
6210

STTY
vcra

L1TL

T118
0T1a

Ejtdi]

e A L S A A e A S e 4

o o~
o o o
[N IS] [
[ <

€670

T6TA

0 68TL

081X
6LTX

9.LT0

TLIL
TLTQ

S91S

T9TH

COPPPPPPPPPPPPPP & 900 V909999099990 2909099990 29

6S1Q

vS1a

8521

[4sta)

6%CSs
8%CA

0zva

L1%Y

1)

26E1

06EN

1884

S8ed

0LEN

89¢ed

€9e%

SG€D
¥5ea

TSEL

6N

L¥EL
9veEN
Svel

(445

¢

i

8EEN

vees
€EER
CEER
Teed

9TEN
Scev
vee1
€2€D
[44°5]

E€TEL
[459S

OTEN

60€31

S67Y
7671

1671
067A

8870
18%d
98%A
5870

£87Y
z8vh

€170

0 zovd

85%Q

95%a

1

[4si
TS74

e Molecule 4: Flagellin

67%S

0%¥%1

LEVI
9EVY

9Ty'1

[a44¢
Tevl

22%

15%

83%

Chain o:

78TL

281S

A A Al

0814

CLIL
1.1

LS1a
v91d
zsTa
671D
8VTA
L%T0
SYIL
62Th
SCTH
80Ta

S0TS

2oTs

L2 2 2 4

~ <
™ <
N N
> o

-
wn
N
N
lm

<

—

N
.Q-

o
o o
N N
o

-
o
-
>

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

60€X1

O

R LDWIDE
PROTEIN DATA BANK

W



Page 33 Full wwPDB EM Validation Report EMD-51493, 9GO6

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 65561 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope TFS KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 43 Depositor
Minimum defocus (nm) 900 Depositor
Maximum defocus (nm) 2700 Depositor
Magnification Not provided
Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 0.721 Depositor
Minimum map value -0.376 Depositor
Average map value 0.002 Depositor
Map value standard deviation 0.039 Depositor
Recommended contour level 0.18 Depositor
Map size (A) 539.0, 539.0, 539.0 wwPDB
Map dimensions 500, 500, 500 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.078, 1.078, 1.078 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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 | ¢ o7 #|Z| >5 RMSZ #|Z| >5
1 1 0.23 0/3011 0.46 0/4100
1 2 0.19 0/3011 0.47 0/4100
1 3 0.19 0/3011 0.47 0/4100
1 4 0.28 0/3011 0.55 2/4100 (0.0%)
1 5 0.25 0/3011 0.54 4/4100 (0.1%)
1 6 0.25 0/3011 0.52 1/4100 (0.0%)
1 7 0.25 0/3011 0.60 2/4100 (0.0%)
1 8 0.20 0/3011 0.48 1/4100 (0.0%)
1 9 0.17 0/3011 0.45 0/4100
1 W 0.29 0/3011 0.60 5/4100 (0.1%)
1 X 0.23 0/3011 0.49 2/4100 (0.0%)
1 y 0.22 0/3011 0.48 2/4100 (0.0%)
1 z 0.25 0/3011 0.52 1/4100 (0.0%)
2 A 0.29 0/4191 051 | 2/5692 (0.0%)
2 B 0.30 0/4191 0.51 2/5692 (0.0%)
2 C 0.26 0/4182 052 | 2/5680 (0.0%)
2 D 0.24 0/4191 0.49 0/5692
2 E 0.31 0/4175 0.52 3/5671 (0.1%)
2 F 0.24 0/4183 0.47 0/5682
2 G 0.29 0/4183 0.52 3/5682 (0.1%)
2 H 0.31 0/4183 0.48 0/5682
2 | 0.29 0/4191 0.53 4/5692 (0.1%)
2 J 0.30 1/4191 (0.0%) 0.57 6/5692 (0.1%)
2 K 0.27 0/4191 0.51 0/5692
3 L 0.24 0/2321 0.46 0/3142
3 M 0.26 0/2370 0.49 0/3208
3 N 0.30 0/2383 0.50 1/3225 (0.0%)
3 O 0.26 0/2356 0.49 0/3189
3 P 0.29 0/2327 0.48 0/3151
3 Q 0.31 0/2314 0.50 0/3132
3 R 0.27 0/2353 0.45 0/3185
3 S 0.31 0/2376 0.53 1/3215 (0.0%)
3 T 0.25 0/2389 0.46 0/3233
3 U 0.30 0/2405 0.46 0/3254

EMD-51493, 9GO6
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #|Z| >5 RMSZ 4| Z| >5
3 v 0.37 0/2307 0.58 | 2/3244 (0.1%)
4 a 0.24 0,/3638 0.40 0,/4938
4 b 0.29 0,/3633 0.46 | 3/4931 (0.1%)
4 c 0.33 | 1/3638 (0.0%) | 0.53 | 4/4938 (0.1%)
4 d 027 | 1/3638 (0.0%) | 0.44 | 1/4938 (0.0%)
4 e 0.23 0,/3638 0.42 | 1/4938 (0.0%)
4 f 0.31 0,/3646 0.56 | 7/4948 (0.1%)
1 g 0.21 0/3633 0.37 0,/4931
4 h 0.23 0,/3638 0.43 0/4938
4 i 0.31 0,/3638 0.46 | 2/4938 (0.0%)
4 i 0.22 0,/3633 0.41 0/4931
4 k 0.22 0,/3638 0.41 0/4938
4 1 0.23 0/3624 0.42 0,/4919
1 m 0.25 0,/3624 0.40 0,/4919
4 n 0.24 0/3633 0.44 0/4931
4 0 0.21 0/3633 0.40 0/4931
All | Al | 026 |3/165711 (0.0%) | 0.49 | 64/225034 (0.0%)

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
1 6 0 1

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
4 c 6 ASN C-N -8.74 1.21 1.33
4 d 407 | ASN C-O0 |-7.90 1.20 1.23
2 J 237 | GLN | CD-NE2 | -6.19 1.20 1.33

All (64) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
4 f 4 VAL N-CA-C -12.68 94.27 113.16
4 ¢ 43 ASP N-CA-C -11.88 98.04 111.82
4 f 7 THR N-CA-C -10.89 96.74 111.54
2 E 389 | ALA N-CA-C -10.34 100.24 112.86
4 b 9 SER N-CA-C -9.41 101.02 111.28
2 B 301 | LEU N-CA-C -9.19 101.14 111.71

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

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 z 166 | SER N-CA-C -9.13 101.33 111.28
3 \% > THR N-CA-C -9.11 101.33 111.07
4 C 352 | ALA N-CA-C 8.14 120.42 110.41
2 J 272 | GLU N-CA-C 8.08 121.66 107.61
4 f 6 ASN N-CA-C -7.84 98.61 110.14
1 y 291 | SER N-CA-C 7.69 118.14 108.45
2 A o6 ASN N-CA-C -7.62 103.96 112.57
1 y 288 | ASP N-CA-C -7.58 99.26 110.48
1 7 295 | ASN N-CA-C 7.57 120.90 107.80
2 J 271 | PRO N-CA-C 7.47 127.86 112.47
1 4 158 | LEU N-CA-C 7.18 120.59 108.02
1 4 159 | ASN N-CA-C -6.94 94.93 107.98
2 E 307 | ASP N-CA-C 6.89 118.59 111.14
2 G 306 | ALA N-CA-C 6.72 118.26 111.07
1 7 296 | ASN N-CA-C 6.64 124.95 110.80
2 J 269 | GLU N-CA-C 6.60 119.80 110.23
1 d 45 | GLY N-CA-C -6.54 97.69 113.18
2 E 5 ILE N-CA-C -6.51 103.98 110.62
2 B 300 | GLN N-CA-C 6.21 119.25 111.24
1 w 163 | PRO N-CA-C -6.18 106.13 113.86
4 d 351 | THR N-CA-C -6.10 102.44 110.43
2 G 307 | ASP N-CA-C -6.05 104.69 111.28
1 w 249 | GLY N-CA-C -5.98 104.24 112.25
4 b 6 ASN N-CA-C -5.98 104.67 111.07
4 f 3 GLN N-CA-C 5.92 119.14 108.48
4 i 7 THR N-CA-C -5.84 106.00 113.01
1 D 52 | VAL N-CA-C -5.82 97.23 109.34
4 ¢ 9 SER N-CA-C -5.71 104.26 111.11
2 I 422 | VAL N-CA-C -5.67 107.14 111.62
2 J 270 | ILE N-CA-C -5.63 96.73 108.88
4 b 10 | LEU N-CA-C -5.60 104.18 111.02
2 | 2 SER N-CA-C -5.58 106.32 113.01
2 J 463 | GLN N-CA-C -5.56 106.45 113.18
1 D 176 | ASP N-CA-C -5.52 107.80 114.75
2 A 310 | ASN N-CA-C -5.501 105.17 111.07
1 6 328 | SER N-CA-C -5.50 105.01 112.26
2 C 307 | ASP N-CA-C 5.44 117.02 111.14
4 f 8 ASN N-CA-C -0.41 99.27 110.80
2 I 310 | ASN N-CA-C -5.40 104.79 111.33
2 C 45 ASN N-CA-C -5.40 101.23 108.19
4 f ) ILE N-CA-C -5.40 106.59 112.80
3 N 308 | GLN N-CA-C -5.36 105.34 111.07

Continued on next page...
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
3 S 282 | ASP N-CA-C -5.35 100.07 108.63
2 I 3 SER N-CA-C -5.31 105.90 112.38
1 w 133 | ASN CA-C-N -5.29 114.34 119.90
1 w 133 | ASN C-N-CA -5.29 114.34 119.90
1 8 45 | GLY N-CA-C -5.25 108.45 114.69
4 ¢ 7 THR N-CA-C -5.19 104.48 111.54
4 e 459 | TYR | CA-CB-CG | 5.19 123.23 113.90
1 w 251 | ILE N-CA-C -5.13 108.50 113.53
1 X 81 GLY N-CA-C 5.08 118.69 110.87
4 f 11 SER N-CA-C 2.07 116.49 111.07
2 J 271 | PRO | CB-CA-C | -5.05 103.23 111.56
1 ) 224 | THR N-CA-C 5.04 114.70 108.19
1 X 330 | GLY N-CA-C 5.04 125.13 113.18
3 V 314 | GLN N-CA-C -5.04 105.31 111.75
2 G 38 | THR N-CA-C 5.02 116.47 108.79
4 1 8 ASN N-CA-C -5.01 100.14 110.80

There are no chirality outliers.

All (1) planarity outliers are listed below:

Mol

Chain

Res | Type | Group

1

6

168 | THR | Peptide

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 1 2967 2865 2864 128 0
1 2 2967 2865 2864 93 0
1 3 2967 2865 2864 144 0
1 4 2967 2865 2864 124 0
1 3 2967 2865 2864 164 0
1 6 2967 2865 2864 131 0
1 7 2967 2865 2864 174 0
1 8 2967 2865 2864 117 0
1 9 2967 2865 2864 94 0
1 w 2967 2865 2864 206 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 X 2967 2865 2864 125 0
1 y 2967 2865 2864 118 0
1 Z 2967 2865 2864 134 0
2 A 4145 4056 4058 226 0
2 B 4145 4056 4058 202 0
2 C 4136 4048 4049 197 0
2 D 4145 4056 4058 147 0
2 B 4129 4034 4035 188 0
2 F 4137 4045 4046 156 0
2 G 4137 4045 4046 156 0
2 H 4137 4041 4046 215 0
2 | 4145 4056 4058 209 0
2 J 4145 4056 4058 183 0
2 K 4145 4056 4058 191 0
3 L 2296 2247 2246 97 0
3 M 2344 2296 2295 143 0
3 N 2357 2309 2309 91 0
3 O 2330 2282 2281 139 0
3 P 2302 2254 2253 94 0
3 Q 2289 2240 2239 143 0
3 R 2327 2277 2276 106 0
3 S 2350 2303 2302 117 0
3 T 2363 2315 2314 102 0
3 U 2379 2302 2337 84 0
3 \Y 2371 2326 2325 135 0
4 a 3615 3574 3573 63 0
4 b 3610 3541 3568 94 0
4 ¢ 3615 3552 3573 112 0
4 d 3615 3574 3573 66 0
4 e 3615 3574 3573 89 0
4 f 3623 3541 3585 160 0
4 g 3610 3569 3568 69 0
4 h 3615 3574 3573 7 0
4 1 3615 3561 3573 123 0
4 ] 3610 3569 3568 89 0
4 k 3615 3574 3573 82 0
4 1 3601 3561 3560 77 0
4 m 3601 3561 3560 75 0
4 n 3610 3569 3568 123 0
4 0 3610 3569 3568 59 0

All All 164005 160408 160535 5860 0

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

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

All (5860) 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)
1:w:168: THR:HG21 1:w:176:ASP:CG 1.24 1.55
1:w:168: THR:CG2 1:w:176:ASP:CG 2.06 1.28
1:w:168: THR:HG21 | 1:w:176:ASP:0OD2 1.40 1.21
2:B:169:ILE:HD13 | 2:B:209:LEU:HD11 1.26 1.16
1:w:165:PRO:HB2 1:w:168: THR:CB 1.79 1.10
1:w:168: THR:CG2 1:w:176:ASP:OD1 1.98 1.09
1:w:165:PRO:HB2 1:w:168: THR:HB 1.15 1.07
1:w:168: THR:CG2 1:w:176:ASP:0OD2 1.97 1.06
2:E:156:LYS:HE2 2:E:156:LYS:HA 1.38 1.04
4:1£:3:GLN:CG 4:£:5:ILE:HG22 1.86 1.04
2:D:138:GLU:OE1 | 2:D:426:VAL:HG21 1.55 1.04
1:8:43:PHE:CE2 1:8:48:VAL:HG22 1.92 1.02
2:F:26:1LE:HD11 3:5:299:ALA:HB1 1.38 1.02
4:h:154:GLU:N 4:h:154:GLU:OE2 1.91 1.02
2:1:469:GLY:O 2:1:472:LYS:N 1.92 1.02
2:G:469:GLY:O 2:G:472:LYS:N 1.92 1.01
3:T:13:-MET:HE2 3:T:17:THR:HG23 1.44 0.99
2:D:9:MET:HA 2:D:9:MET:HE3 1.45 0.99
3:Q:280:ASP:OD2 4:1:3:GLN:HA 1.64 0.98
1:w:168: THR:O 1:w:177:SER:HB3 1.61 0.98
4:1:3:GLN:HB3 4:1:6:ASN:N 1.77 0.98
1:1:166:SER:OG 1:1:176:ASP:OD2 1.81 0.98
3:R:306:ASP:0OD2 3:5:290: TYR:OH 1.82 0.97
2:E:229:MET:SD 2:E:231:ASN:OD1 2.22 0.97
1:1:1:MET:SD 1:1:3:PHE:HB3 2.04 0.97
1:w:144:MET:HE2 1:w:144:MET:HA 1.47 0.97
1:2:375:MET:SD 1:2:379:GLN:HG3 2.05 0.96
3:V:287:ILE:HG21 4:n:494:LEU:HD11 1.44 0.96
1:7:330:GLY:N 2:1:45:ASN:O 1.99 0.95
1:w:168: THR:HG21 | 1:w:176:ASP:0OD1 1.62 0.95
2:J:490:SER:OG 3:M:40:SER:O 1.85 0.95
3:Q:282:ASP:OD1 4:£:2:ALA:HA 1.65 0.94
1:w:165:PRO:CB 1:w:168: THR:HB 1.97 0.94
4:¢:392:LYS:0O 4:¢:392:LYS:NZ 2.01 0.94
3:Q:273:LEU:HD22 4:£:5:1LE:HD12 1.48 0.93
4:0:372:GLU:N 4:0:372:GLU:OE2 2.01 0.93
2:B:169:ILE:CD1 2:B:209:LEU:HD11 1.98 0.93
4:£:3:GLN:HG3 4:£:5:ILE:HG22 1.50 0.92
Continued on next page...
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Atom-1 Atom-2 distance (A) overlap (A)
3:R:163:GLN:OE1 3:R:169:THR:OG1 1.88 0.91
3:R:76:GLU:OE1 3:R:76:GLU:N 2.04 0.91
1:1:1:MET:CE 1:1:3:PHE:HB3 2.01 0.91
1:3:60:ASP:OD1 1:3:61:PHE:N 2.04 0.91
4:b:296:LEU:HD22 | 4:b:301:VAL:HG11 1.51 0.91
4:3:310:MET:HA 4:3:310:MET:HE3 1.50 0.91
1:7:195:ASP:0OD1 1:7:216:SER:OG 1.88 0.91
3:V:30:MET:HE2 3:V:30:MET:HA 1.52 0.90
1:w:86:VAL:O 1:w:114:MET:SD 2.30 0.90
2:H:216:GLU:OE2 2:H:218:SER:OG 1.89 0.89
4:£:494:.LEU:O 4:1:495:ARG:NE 2.05 0.89
2:B:335:VAL:HG22 | 2:B:414:LEU:HD13 1.52 0.89
4:£:3:GLN:HB2 4:£:6:ASN:ND2 1.87 0.89
2:A:19:LEU:HD13 | 2:K:545:LEU:HD21 1.55 0.89
1:2:41:ASP:O 1:2:53:LYS:NZ 2.06 0.89
1:w:168: THR:HG22 | 1:w:176:ASP:OD1 1.73 0.89
1:w:147:LYS:NZ 1:w:282:ASN:O 2.06 0.88
3:L:103:SER:OG 3:L:106:ASP:OD1 1.90 0.88
1:8:34:SER:OG 1:8:60:ASP:0D2 1.92 0.88
2:F:531:TYR:OH 2:G:27:ASN:O 1.92 0.88
3:0:91:GLN:NE2 3:0:233:ASN:OD1 2.07 0.87
3:V:67:THR:O 3:V:71:GLN:OE1 1.92 0.87
4:¢:407:ASN:O 4:c:411:LYS:NZ 2.08 0.87
2:H:252:ASP:0OD1 2:H:254: THR:OG1 1.92 0.87
3:T:24:-MET:-HE1 4:1:4:VAL:HG23 1.57 0.87
3:V:148:GLN:N 3:V:148:GLN:OE1 2.08 0.87
1:w:320:PHE:CD2 1:w:326:LEU:HD21 2.11 0.86
4:2:406:GLU:N 4:a:406:GLU:OE2 2.09 0.86
3:Q:276:SER:CB 4:1:3:GLN:HG3 2.04 0.86
4:¢:310:MET:HA 4:¢:310: MET:HE3 1.57 0.86
2:D:548:ALA:O 2:D:551:ASN:ND2 2.09 0.86
1:7:196:-MET:HE1 1:7:198:VAL:HG22 1.55 0.86
1:2:163:PRO:O 1:2:179:ASN:ND2 2.09 0.85
4:n:310:MET:HE2 4:n:310:MET:N 1.91 0.85
3:N:216:GLU:OE1 3:N:216:GLU:N 2.09 0.85
3:5:103:SER:OG 3:5:105:ASP:0OD1 1.94 0.85
4:1:166:GLN:OE1 4:1:166:GLN:N 2.09 0.85
3:Q:36:VAL:CG1 3:Q:279:VAL:HG13 2.06 0.85
1:y:202:LYS:HD2 1:y:208: TRP:CH2 2.11 0.85
2:K:441:LYS:HD2 2:K:441:LYS:O 1.76 0.85
1:1:103:ASP:OD1 1:1:107:ASN:N 2.10 0.85
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Atom-1 Atom-2 distance (A) overlap (A)
2:B:447:ASP:0OD1 3:P:158:LYS:NZ 2.09 0.85
3:P:302:LYS:O 3:P:302:LYS:NZ 2.09 0.85
2:H:458:ALA:HA 2:H:461:ASP:0D2 1.77 0.85
2:A:372:TRP:CZ2 2:A:402:VAL:HG12 2.12 0.84
1:5:26:ASN:OD1 1:5:29:THR:OG1 1.96 0.84
4:h:406:GLU:OE1 4:h:406:GLU:N 2.09 0.84
4:b:10:LEU:HD11 4:¢:29:ILE:HG21 1.59 0.84
2:E:521:GLU:N 2:E:521:GLU:OE1 2.09 0.84
4:k:8:ASN:O 4:k:11:SER:OG 1.95 0.84
4:1:3:GLN:HG2 4:1:5:ILE:HG22 1.57 0.84
2:E:125:GLU:N 2:E:125:GLU:OE2 2.11 0.84
4:k:406:GLU:OFE1 4:k:406:GLU:N 2.10 0.84
1:9:186:VAL:HG22 1:9:196:MET:CE 2.07 0.84
2:H:104:SER:O 2:H:478:TYR:OH 1.95 0.84
2:H:376:ARG:NH2 2:H:396:ASP:0D2 2.11 0.83
1:4:16:ASN:O 1:4:19:VAL:HG22 1.78 0.83
1:3:309:GLU:N 1:3:309:GLU:OE2 2.10 0.83
2:1:229:MET:H 2:1:229:MET:HE2 1.43 0.83
1:3:196:MET:H 1:3:196:MET:HE2 1.43 0.83
2:E:322:ASN:OD1 2:E:323:LYS:N 2.10 0.83
1:2:186:VAL:HG22 1:2:196:MET:HE3 1.61 0.83
2:A:452:ASP:N 3:0:139:TYR:OH 2.11 0.83
1:8:393:ASP:OD1 1:8:397:ASN:ND2 2.12 0.83
2:B:141:VAL:HG22 | 2:B:424:MET:HE1 1.60 0.83
2:J:521:GLU:N 2:J:521:GLU:OE2 2.12 0.83
2:K:359:GLN:NE2 2:K:396:ASP:0D2 2.12 0.83
4:1:48:GLN:OE1 4:1:52: ASN:ND2 2.12 0.83
1:8:386:ALA:O 1:8:389:ILE:HG22 1.79 0.82
2:G:520:GLU:OE1 2:G:524:ASN:ND2 2.12 0.82
4:b:220:ASP:0O 4:b:222:LYS:NZ 2.12 0.82
1:w:169:PRO:HG2 1:w:170:PHE:CD2 2.14 0.82
3:Q:276:SER:HB3 4:£:3:GLN:HG3 1.60 0.82
3:P:20:GLN:HE22 3:P:297:LEU:HD11 1.43 0.82
3:V:35:ARG:NH2 3:V:278:LEU:O 2.11 0.82
2:E:18:ALA:O 2:E:22:VAL:HG23 1.79 0.82
3:P:13:-MET:HA 3:P:13:MET:HE3 1.58 0.82
1:1:156:ILE:HG22 1:1:276:ILE:HG23 1.59 0.82
3:L:105:ASP:0D2 4:n:53:ARG:NH2 2.12 0.82
2:H:303:LEU:HD23 | 2:H:358:VAL:HG11 1.60 0.82
2:1:148:ASP:0OD2 2:1:421:1ILE:HD13 1.78 0.82
3:N:48:GLN:OE1 3:N:48:GLN:N 2.12 0.82
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1:x:294:1LE:O 1:x:358:ASN:ND2 2.12 0.82
3:M:207:ALA:HB2 | 3:M:232: THR:HG21 1.61 0.82
1:z:1:MET:SD 1:2z:5:GLN:NE2 2.53 0.82
2:G:119:THR:O 2:G:122:SER:OG 1.96 0.82
2:H:155:ASP:0OD1 2:H:159:ASN:ND2 2.13 0.81
3:S:303:THR:HA 3:5:306:ASP:0OD2 1.78 0.81
4:€:194:- THR:CG2 4:e:284:VAL:HG13 2.10 0.81
4:£:310:MET:HE2 4:£:310:MET:HA 1.62 0.81
1:8:389:ILE:HG21 1:w:402:LEU:HD22 1.62 0.81
2:G:540:GLN:O 2:G:543:ASN:OD1 1.99 0.81
2:J:439:GLU:N 2:J:439:GLU:OE2 2.13 0.81
3:T:8:MET:O 3:T:12:ASN:ND2 2.13 0.81
1:x:289:LEU:HD12 1:x:304:TYR:CD1 2.16 0.81
1:4:104:GLU:N 1:4:104:GLU:OE2 2.14 0.81
2:H:9:MET:HE2 2:H:9:MET:HA 1.62 0.81
2:A:310:ASN:HD21 2:A:328:PHE:HB2 1.46 0.80
2:H:475:ASN:OD1 2:H:476:ASP:N 2.14 0.80
2:C:35:THR:0OG1 2:C:200:ASP:0OD2 1.98 0.80
4:3:462:GLU:N 4:3:462:GLU:OE2 2.15 0.80
1:1:399:LEU:HD21 1:2:386:ALA:HB1 1.63 0.80
1:3:186:VAL:HG22 1:3:196:MET:CE 2.10 0.80
3:R:103:SER:OG 3:R:105:ASP:OD1 1.98 0.80
2:D:1:MET:SD 2:D:2:SER:N 2.54 0.80
2:G:330:ILE:N 2:G:423:ASP:0D2 2.15 0.80
3:L:129:ASP:0OD1 3:L:133:ARG:N 2.14 0.80
1:2:104:GLU:N 1:2:104:GLU:OE1 2.14 0.80
1:3:186:VAL:HG13 1:3:196:MET:HE3 1.61 0.80
1:x:160:SER:OG 1:x:270:ASN:O 1.98 0.80
3:M:216:GLU:OE1 3:M:217:GLY:N 2.15 0.80
1:6:186:VAL:HG13 1:6:196:MET:HE3 1.64 0.80
2:E:118:GLN:HA 2:E:121:VAL:HG12 1.64 0.80
3:Q:35:ARG:NH2 3:Q:42:ASP:0D2 2.14 0.80
4:2:310:MET:HA 4:a:310:MET:HE3 1.63 0.80
2:D:141:VAL:HG22 | 2:D:424:MET:HE2 1.63 0.80
3:M:148:GLN:OE1 3:M:148:GLN:N 2.14 0.80
2:B:229:MET:HE2 2:B:229:MET:HA 1.62 0.80
2:K:237:GLN:N 2:K:240:THR:0G1 2.14 0.80
4:e:4:VAL:HG12 4:e:4:VAL:O 1.82 0.80
2:C:156:LYS:HA 2:C:156:LYS:HE3 1.63 0.79
4:d:37:ARG:NH2 4:d:454:1LE:O 2.15 0.79
1:8:255: THR:HG23 1:9:234:GLU:HB2 1.64 0.79
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3:T:24:MET:O 3:T:27:GLY:N 2.16 0.79
1:7:27:SER:HA 1:7:366: VAL:HG21 1.64 0.79
4:£:101:ASN:OD1 4:¢:67:ASN:ND2 2.15 0.79
1:w:159:ASN:OD1 1:w:272:GLY:N 2.16 0.79
1:2:375:MET:SD 1:2:379:GLN:CG 2.71 0.79
2:F:201:GLN:OE1 2:F:201:GLN:N 2.15 0.79
2:J:540: GLN:HA 2:J:543:ASN:OD1 1.82 0.79
1:y:370:LYS:HE3 1:y:370:LYS:HA 1.63 0.79
1:2:79:GLN:O 1:2:96:ARG:NH2 2.15 0.79
2:J:526:GLN:O 2:J:530:GLN:NE2 2.16 0.79
4:3:493:LEU:O 4:3:495:ARG:NH2 2.16 0.79
2:A:195:PRO:HB2 | 2:A:198:LEU:HD22 1.63 0.79
4:b:291:GLU:OE1 4:b:291:GLU:N 2.16 0.79
1:w:144:MET:SD 1:w:284: TYR:CE1 2.76 0.79
1:2:307:GLU:OE1 1:2:307:GLU:O 1.99 0.78
1:7:128:ILE:O 1:7:128:ILE:HD12 1.83 0.78
2:G:473: THR:0G1 2:G:476:ASP:OD1 2.01 0.78
1:5:371:GLU:N 1:5:371:GLU:OE2 2.17 0.78
1:7:111:MET:N 1:7:111:MET:HE2 1.98 0.78
2:B:304:ALA:CB 2:B:468:VAL:HG22 2.14 0.78
2:G:19:LEU:HD22 | 2:G:525:LEU:HD12 1.65 0.78
1:3:191:GLY:O 1:4:270:ASN:ND2 2.16 0.78
1:6:164:VAL:HG13 | 1:6:203:THR:HG22 1.64 0.78
2:G:16:GLN:OE1 2:G:20:ASN:ND2 2.17 0.78
2:K:273:LYS:O 2:K:273:LYS:NZ 2.14 0.78
1:6:252:ASN:ND2 1:6:252:ASN:O 2.17 0.78
2:K:121:VAL:HG11 | 2:K:457:GLN:OE1 1.84 0.78
3:Q:7:MET:N 3:Q:7-MET:SD 2.56 0.78
2:B:45:ASN:ND2 2:B:46:SER:O 2.17 0.78
2:J:120:LEU:HD13 2:J:436: MET:HE3 1.65 0.78
4:d:289:LEU:HD21 | 4:d:307:VAL:HG23 1.64 0.78
1:w:312:LEU:HD12 1:w:312:LEU:O 1.84 0.78
2:B:95:1LE:HA 2:B:98:LEU:HD23 1.66 0.78
2:K:80:ASN:ND2 2:K:210:ASN:O 2.17 0.78
1:2:114:-MET:N 1:2:114:MET:SD 2.58 0.77
1:7:17:LEU:HD23 1:7:375:MET:HE1 1.65 0.77
1:2:130:GLN:N 1:2z:130:GLN:OE1 2.18 0.77
1:5:44:ALA:O 1:5:45:GLY:C 2.27 0.77
2:K:204:GLN:O 2:K:207:SER:OG 2.01 0.77
1:6:106:ARG:O 1:6:138: THR:0OG1 2.03 0.77
2:G:533:LEU:HD22 | 2:H:550:LEU:HD22 1.67 0.77
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3:T:13:MET:O 3:T:13:MET:HE3 1.84 0.77
2:H:98:LEU:HD12 2:H:99:LEU:HD22 1.64 0.77
3:Q:103:SER:OG 3:Q:106:ASP:OD2 2.02 0.77
4:1:203:PHE:CD2 4:£:217:ILE:HD11 2.20 0.77
4:1:29:1LE:CD1 4:1:466:MET:HE2 2.15 0.77
3:Q:16:1ILE:HD12 3:Q:300:SER:HB2 1.66 0.77
1:3:196:MET:HE2 1:3:196:MET:N 1.98 0.77
3:0:205:ASP:HA 3:0:208:ILE:CD1 2.14 0.77
4:1:233:LYS:HG2 4:1:245:TYR:CZ 2.19 0.77
4:e:488:GLN:OFE1 4:e:488:GLN:O 2.03 0.76
4:1:62:THR:O 4:1:65:SER:OG 2.03 0.76
2:J:441:LYS:NZ 2:J:449:GLY:O 2.18 0.76
4:e:105:SER:N 4:e:108:ASP:0OD2 2.19 0.76
3:N:66:ARG:NH1 3:N:165:ASP:0D2 2.18 0.76
3:0:284:ASN:OD1 3:0:285:SER:N 2.18 0.76
4:0:310:MET:HE2 4:0:310:MET:HA 1.66 0.76
3:0:205:ASP:HA 3:0:208:ILE:HG12 1.68 0.76
3:R:12:ASN:O 3:R:16:ILE:HG23 1.86 0.76
1:7:392: GLN:HE21 1:7:396:LEU:HD12 1.51 0.76
1:5:382: TYR:CE2 1:7:395:ILE:HG23 2.21 0.76
2:A:16:GLN:NE2 2:A:20:ASN:OD1 2.18 0.76
1:4:119:TYR:HB2 1:4:128:ILE:HD11 1.68 0.76
4:m:291:GLU:OE1 4:m:291:GLU:N 2.19 0.76
1:1:390:LYS:HB2 2:C:552:ILE:HG23 1.66 0.75
2:D:229:MET:HE2 2:D:229:MET:HA 1.68 0.75
4:£:3:GLN:HB3 4:£:6:ASN:H 1.48 0.75
1:1:66: THR:HB 2:D:47: THR:HG22 1.69 0.75
1:5:71:ARG:NH1 1:5:74:ASP:0OD1 2.19 0.75
2:E:314:THR:0G1 2:E:315:LYS:NZ 2.18 0.75
2:G:434:1ILE:HD12 2:G:434:ILE:O 1.87 0.75
4:b:68:ALA:HB3 4:b:437:ILE:HD11 1.67 0.75
1:w:168: THR:HG23 | 1:w:176:ASP:0OD2 1.83 0.75
4:£:293:LYS:O 4:£:297: THR:HG23 1.86 0.75
1:w:144:-MET:HE3 1:w:304: TYR:CE2 2.21 0.75
2:E:433:GLU:N 2:E:433:GLU:OE2 2.20 0.75
3:M:78:SER:O 3:M:81:SER:OG 2.02 0.75
1:y:97:ASN:OD1 1:y:98:GLY:N 2.19 0.75
2:J:120:LEU:HD22 2:J:436:MET:HE1 1.66 0.75
1:1:288:ASP:0OD1 1:1:289:LEU:N 2.19 0.75
4:1:198:LEU:O 4:1:280:LYS:NZ 2.19 0.75
2:A:121:VAL:HG21 | 2:A:460:LEU:HD11 1.66 0.75
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2:D:314:THR:OG1 2:D:323:LYS:NZ 2.20 0.75
3:5:34:LYS:C 3:S5:281:VAL:HG23 2.12 0.75
1:1:1:MET:HE2 1:1:3:PHE:HB3 1.69 0.75
1:4:1:MET:HE2 1:4:1:MET:HA 1.67 0.75
1:6:6:ALA:HB1 1:6:389:ILE:HG13 1.69 0.75
3:Q:272:LYS:O 3:Q:275:MET:HE3 1.86 0.75
3:U:120:GLN:O 3:U:123:ASN:ND2 2.19 0.75
1:8:43:PHE:CZ 1:8:48:VAL:HG22 2.22 0.74
3:U:3:ILE:HD11 3:U:7:-MET:CB 2.17 0.74
4:¢:88:ASN:O 4:¢:92:VAL:HG23 1.88 0.74
1:6:186:VAL:HG22 1:6:196:-MET:CE 2.17 0.74
2:B:423:ASP:N 2:B:423:ASP:0OD1 2.20 0.74
3:Q:99:ASN:ND2 4:£:70:ASP:0OD2 2.20 0.74
4:a:277:GLU:OE1 4:a:277:GLU:N 2.20 0.74
2:B:98:LEU:HD21 2:B:150: TYR:CZ 2.21 0.74
2:G:545:LEU:O 1:w:382:TYR:OH 2.03 0.74
4:e:4:VAL:O 4:e:6:ASN:N 2.20 0.74
1:5:10:LEU:HD11 1:5:382:TYR:HD1 1.53 0.74
2:D:27:ASN:OD1 2:D:28:ASN:ND2 2.20 0.74
2:F:75:LEU:HA 2:F:506:LEU:HD13 1.70 0.74
2:J:518:LEU:O 2:J:518:LEU:HD13 1.86 0.74
3:M:219:ASN:O 3:M:220:VAL:HG12 1.87 0.74
3:T:307:-MET:HE3 3:T:307:-MET:O 1.87 0.74
1:3:288:ASP:0OD1 1:3:289:LEU:N 2.20 0.74
1:6:172:VAL:HG12 1:6:199:TYR:CE1 2.23 0.74
2:K:64:GLN:NE2 2:K:65:ARG:O 2.21 0.74
1:y:63:ASP:0D2 1:y:79:GLN:N 2.20 0.74
3:T:263:LEU:HD11 | 3:T:267:ARG:NH2 2.02 0.74
4:m:387:GLU:N 4:n:387:GLU:OE2 2.20 0.74
1:4:327:ALA:HB3 1:4:335:ALA:HB3 1.70 0.74
1:8:111:MET:HE2 1:w:38:SER:OG 1.88 0.74
4:£:200:ASN:CG 4:£:217:1ILE:HD12 2.12 0.74
1:2:186:VAL:HG22 1:2:196:-MET:CE 2.18 0.74
1:5:375:MET:SD 1:7:391: THR:HG21 2.28 0.74
2:B:335:VAL:CG2 | 2:B:414:LEU:HD13 2.18 0.74
2:G:542:ALA:HB1 2:G:546:PHE:CZ 2.23 0.74
3:L:103:SER:OG 3:L:105:ASP:OD1 2.06 0.74
2:J:157:GLN:OE1 3:L:48:GLN:NE2 2.21 0.74
4:3:91:ARG:NH1 4:3:94:GLU:OE1 2.20 0.74
1:4:195:ASP:O 1:4:215:SER:OG 2.06 0.73
2:F:73:ASN:OD1 2:F:76:ARG:NH1 2.21 0.73
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2:1:148:ASP:OD1 2:1:149:GLN:N 2.21 0.73
3:L:261:ASP:OD1 3:L:262:SER:N 2.21 0.73
3:P:281:VAL:HG13 3:P:282:ASP:H 1.53 0.73
3:Q:273:LEU:CD2 4:£:5:1LE:HD12 2.16 0.73
3:R:267:ARG:NH2 3:S:128: THR:O 2.21 0.73
4:m:108:ASP:0OD1 4:m:108:ASP:N 2.21 0.73
1:2:26:ASN:ND2 1:3:41:ASP:0D2 2.22 0.73
2:B:281:GLY:O 2:B:285: THR:HG22 1.88 0.73
2:H:288:SER:OG 2:H:289:GLN:OE1 2.05 0.73
3:P:16:ILE:O 3:P:20:GLN:HG2 1.88 0.73
2:H:98:LEU:HD23 2:H:150:TYR:CD2 2.23 0.73
2:H:387:LYS:NZ 2:H:388:ASP:0O 2.20 0.73
3:R:20:GLN:HG3 3:R:24:MET:HE1 1.71 0.73
4:£:387:GLU:N 4:£:387:GLU:OE2 2.21 0.73
1:7:139:ILE:O 1:7:139:ILE:HG23 1.87 0.73
2:C:201:GLN:O 2:C:205:LEU:HD23 1.89 0.73
2:C:488:LYS:0O 2:C:492:LEU:HD13 1.88 0.73
2:F:186:MET:-HE3 2:F:195:PRO:HD3 1.70 0.73
2:A:310:ASN:HB3 2:A:326:ASP:HB2 1.70 0.73
2:C:376:ARG:O 2:C:380:ASN:N 2.20 0.73
2:F:429: THR:HG22 2:F:429:THR:O 1.89 0.73
3:P:261:ASP:0OD1 3:P:262:SER:N 2.22 0.73
3:Q:183:ILE:HD12 3:Q:183:ILE:O 1.87 0.73
1:7:43:PHE:O 1:7:45:GLY:N 2.21 0.73
2:C:196:ASN:O 2:C:199:LEU:N 2.20 0.73
3:L:53:SER:O 3:L:56:GLN:HG2 1.87 0.73
3:T:283:TRP:CZ2 4:k:5:ILE:HB 2.24 0.73
1:2:375:MET:HE3 1:2:375:MET:C 2.14 0.73
2:A:540:GLN:OE1 | 2:A:541:THR:HG23 1.88 0.73
2:C:516:VAL:HG23 | 2:C:521:GLU:OE1 1.89 0.73
3:T:82:GLN:OE1 3:T:82:GLN:O 2.07 0.73
3:U:216:GLU:OE1 3:U:216:GLU:N 2.21 0.73
4:b:116:ILE:HG21 4:b:173:LEU:CD1 2.19 0.73
4:b:224:ASP:0D2 4:b:274:THR:OG1 2.07 0.73
4:3:451:ARG:NE 4:3:455:GLU:OE1 2.21 0.73
2:A:149:GLN:NE2 2:A:153:ASP:0D2 2.21 0.73
4:1:18:LEU:CD2 4:1:473:GLN:OE1 2.36 0.73
1:5:20:ILE:HD13 1:5:374:ASN:HB2 1.70 0.72
1:7:24:1ILE:HD11 2:1:534:ALA:HB1 1.71 0.72
2:A:229:MET:SD 2:A:230:ALA:N 2.62 0.72
4:¢:292:ALA:O 4:¢:296:LEU:HD13 1.89 0.72
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Atom-1 Atom-2 distance (A) overlap (A)
1:4:182:GLY:N 1:4:198:VAL:O 2.21 0.72
3:N:283: TRP:HH?2 4:b:4:VAL:HB 1.54 0.72
3:U:275:MET:HE3 3:U:276:SER:N 2.04 0.72
1:x:289:LEU:HD11 1:x:303:ASN:N 2.04 0.72
1:3:186:VAL:HG22 1:3:196:MET:SD 2.29 0.72
1:2:112:GLN:OE1 1:2:112:GLN:N 2.22 0.72
2:C:112:SER:O 2:C:115:THR:OG1 2.06 0.72
2:K:441:LYS:HD2 2:K:441:LYS:C 2.14 0.72
3:L:165:ASP:0OD1 3:L:166:SER:N 2.21 0.72
4:d:485:GLN:HA 4:d:488:GLN:OE1 1.90 0.72
1:5:251:ILE:HG22 1:5:252:ASN:OD1 1.89 0.72
2:J:494:THR:O 2:J:498: THR:HG23 1.87 0.72
2:K:48:LEU:O 2:K:52:GLY:N 2.21 0.72
3:Q:36:VAL:HG12 | 3:Q:279:VAL:HG13 1.72 0.72
1:3:63:ASP:0O 2:B:52:GLY:N 2.21 0.72
1:7:375:-MET:HE2 1:7:375:-MET:HA 1.71 0.72
3:V:165:ASP:0OD1 3:V:166:SER:N 2.22 0.72
4:3:372:GLU:OE1 4:3:383:ALA:N 2.22 0.72
2:E:118:GLN:O 2:E:121:VAL:HG12 1.88 0.72
3:Q:103:SER:N 3:Q:106:ASP:OD2 2.23 0.72
1:3:154:MET:CE 1:3:276:ILE:HG23 2.19 0.72
2:G:166:VAL:HG13 | 2:G:244:LEU:HD11 1.72 0.72
4:1n:308:VAL:O 4:n:310:MET:HE1 1.90 0.72
2:D:126:ASP:0OD1 2:D:128:ALA:N 2.22 0.72
3:M:35:ARG:N 3:M:279:VAL:O 2.22 0.72
3:V:122:MET:HE?2 3:V:201:PHE:CZ 2.25 0.72
3:N:159:SER:O0G 3:N:178:GLN:OE1 2.07 0.71
4:b:37:ARG:NH2 4:b:454:1LE:O 2.23 0.71
1:8:77:ILE:HD11 1:8:83:PHE:CZ 2.25 0.71
3:L:113:ASP:O 3:L:117:ILE:HD12 1.89 0.71
1:5:379:GLN:NE2 1:7:391: THR:HG23 2.04 0.71
4:¢:108:ASP:OD1 4:¢:108:ASP:N 2.19 0.71
1:6:329:GLN:CB 1:6:335:ALA:HB2 2.20 0.71
2:E:131:GLN:NE2 2:E:131:GLN:O 2.24 0.71
2:E:537:GLN:O 2:E:541: THR:HG23 1.90 0.71
2:K:101:ASP:0OD2 2:K:104:SER:N 2.21 0.71
2:K:165:SER:O 2:K:168:GLN:NE2 2.23 0.71
1:3:154:MET:HE3 1:3:276:ILE:HG23 1.72 0.71
1:7:196:-MET:CE 1:7:198:VAL:HG22 2.19 0.71
3:T:300:SER:HB3 3:U:30:MET:HE1 1.73 0.71
4:¢:449:SER:O 4:¢:453:ARG:NH2 2.24 0.71
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Atom-1 Atom-2 distance (A) overlap (A)
4:m:296:LEU:HD13 | 4:m:301:VAL:HG21 1.72 0.71
2:J:387:LYS:HD2 2:J:387:LYS:C 2.16 0.71
1:8:43:PHE:CE2 1:8:48:VAL:CG2 2.73 0.71
3:R:298:GLN:OE1 3:R:299:ALA:N 2.24 0.71
3:S5:234:ARG:NH1 4:1:152:ASP:0OD2 2.23 0.71
4:3:353:ASP:0OD1 4:3:354:ASP:N 2.23 0.71
1:6:196:MET:H 1:6:196:MET:HE2 1.54 0.71
2:A:310:ASN:HD22 2:A:310:ASN:N 1.86 0.71
3:M:76:GLU:OE2 3:M:76:GLU:N 2.23 0.71
3:5:30:MET:HE1 3:S:283: TRP:HB2 1.72 0.71
2:C:306:ALA:HB1 2:C:328:PHE:CB 2.21 0.70
2:G:469:GLY:O 2:G:471:ASN:N 2.24 0.70
2:H:357:LYS:O 2:H:359:GLN:OE1 2.08 0.70
4:e:37:ARG:NH2 4:e:454:1LE:O 2.24 0.70
4:k:251:ASP:CG 4:k:253: THR:HG22 2.16 0.70
2:K:130:ARG:O 2:K:134:1ILE:HD12 1.91 0.70
2:K:362:ASP:0OD1 2:K:377:THR:0G1 2.09 0.70
3:R:129:ASP:0OD1 3:R:130:GLY:N 2.23 0.70
3:V:92:GLU:OE1 4:n:63:GLN:HB2 1.91 0.70
4:¢:296:LEU:HB3 4:¢:301:VAL:HG11 1.73 0.70
4:£:222:LYS:N 4:£:231:TYR:O 2.24 0.70
2:H:359:GLN:OE1 2:H:359:GLN:N 2.24 0.70
2:J:372: TRP:CE3 2:J:393:LEU:HD11 2.27 0.70
4:h:222:LYS:HD3 4:h:278:ASP:OD1 1.91 0.70
1:5:20:ILE:CD1 1:5:374:ASN:HB2 2.21 0.70
3:N:103:SER:N 3:N:106:ASP:0D2 2.25 0.70
3:5:35:ARG:N 3:5:281:VAL:HG23 2.05 0.70
2:D:19:LEU:HD13 2:D:528: TYR:HB2 1.73 0.70
2:H:358:VAL:C 2:H:359:GLN:OE1 2.34 0.70
3:U:292:MET:HE3 3:U:293:GLN:HG2 1.73 0.70
1:2:217:ASP:0OD1 1:2:218:PRO:HD2 1.92 0.70
2:F:276:ASN:OD1 2:F:285:THR:HG23 1.90 0.70
1:5:45:GLY:O 1:5:52:VAL:HG22 1.92 0.70
2:B:495:SER:HB3 2:C:142:ASN:OD1 1.92 0.70
2:E:484:ASP:0OD1 2:E:485:VAL:N 2.23 0.70
1:3:194:HIS:O 1:3:196:MET:HE1 1.92 0.70
1:4:16:ASN:O 1:4:19:VAL:CG2 2.39 0.70
3:Q:12:ASN:O 3:Q:16:1ILE:HD13 1.91 0.70
4:0:3:GLN:O 4:0:4:VAL:HG22 1.92 0.70
1:2z:112:GLN:HB3 1:2:114:MET:-HE2 1.73 0.70
2:H:9:MET:HE1 2:H:12:.LEU:HD23 1.74 0.70
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Atom-1 Atom-2 distance (A) overlap (A)
3:Q:233:ASN:ND2 4:£:152:ASP:0OD1 2.24 0.70
3:U:30:MET:HE2 3:U:283: TRP:CZ3 2.27 0.70
4:a:205:ALA:O 4:a:208:THR:0G1 2.09 0.70
4:1:3:GLN:HB2 4:1:6:ASN:CG 2.16 0.70
1:w:374:ASN:HA 1:w:377:VAL:CG1 2.22 0.70
1:1:309:GLU:N 1:1:309:GLU:OE2 2.25 0.70
1:9:206:ASN:OD1 1:9:268:GLN:NE2 2.25 0.70
2:A:117:-LEU:O 2:A:121:VAL:HG23 1.91 0.70
2:A:306:ALA:HB2 2:A:424:MET:SD 2.32 0.70
2:E:270:1LE:HG23 2:E:274.LEU:HG 1.73 0.70
2:G:65:ARG:NH1 2:G:196:ASN:O 2.24 0.70
3:R:23:TRP:HH2 4:£:486:VAL:HG22 1.57 0.70
4:£:79:GLU:O 4:£:83:ASN:OD1 2.09 0.70
2:E:353:VAL:HG11 2:E:399:LYS:HE3 1.72 0.69
4:b:105:SER:N 4:b:108:ASP:0D2 2.24 0.69
1:6:196:MET:HE2 1:6:196:MET:N 2.07 0.69
2:D:490:SER:OG 3:R:40:SER:O 2.09 0.69
2:K:431:GLU:N 2:K:431:GLU:OE2 2.26 0.69
3:5:30:MET:HE3 3:5:286:VAL:HG23 1.74 0.69
1:w:139:ILE:O 1:w:139:ILE:HG22 1.92 0.69
1:7:380:ARG:N 1:7:380:ARG:HD2 2.07 0.69
1:9:186:VAL:HG22 1:9:196:MET:HE3 1.71 0.69
2:C:529:GLN:O 2:C:533:LEU:HD23 1.93 0.69
1:7:286:PRO:HB3 1:8:267:-MET:HE3 1.73 0.69
2:C:493:LYS:0O 2:C:497: THR:HG23 1.92 0.69
3:T:314:GLN:C 3:T:314:GLN:OE1 2.36 0.69
4:3:451:ARG:HG2 4:3:455:GLU:OE1 1.92 0.69
1:x:122:THR:O 1:x:127:THR:N 2.25 0.69
2:G:71:ILE:O 2:G:75:LEU:HD23 1.91 0.69
3:0:307:MET:O 3:0:310:MET:HE3 1.93 0.69
4:e:324:LEU:H 4:e:324:LEU:HD23 1.57 0.69
4:¢:314:ASP:OD1 4:¢:316:ASN:N 2.26 0.69
4:h:488:GLN:C 4:h:488:GLN:OE1 2.36 0.69
4:3:450:ALA:O 4:3:454:1ILE:HD13 1.93 0.69
1:2:110:ASN:ND2 1:z:111:MET:SD 2.66 0.69
1:6:155:GLN:NE2 1:6:265:ASN:O 2.26 0.69
2:H:298:LEU:HD22 2:H:421:ILE:CD1 2.23 0.69
3:P:20:GLN:OE1 3:P:20:GLN:HA 1.92 0.69
1:y:1:MET:O 1:y:2:SER:OG 2.10 0.69
1:3:13:ALA:O 1:3:17:LEU:HD23 1.92 0.69
2:E:353:VAL:HG11 2:E:399:LYS:CE 2.23 0.69
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Atom-1 Atom-2 distance (A) overlap (A)
3:M:165:ASP:0D2 3:N:123:ASN:ND2 2.24 0.69
3:P:246:VAL:O 3:P:250:LEU:HD22 1.93 0.69
3:5:207:ALA:HB2 3:5:232:THR:HG21 1.73 0.69
3:U:3:ILE:HD11 3:U:7-MET:HB3 1.74 0.69
1:y:61:PHE:CZ 1:y:324:GLU:OE1 2.46 0.69
1:4:6:ALA:HB1 1:4:389:ILE:HG13 1.74 0.69
1:6:84:ARG:HE 1:6:92:VAL:HG13 1.57 0.69
1:9:277:VAL:HG23 1:9:277:VAL:O 1.92 0.69
2:B:228: THR:HG23 2:B:233:TYR:C 2.16 0.69
2:B:304:ALA:HB3 2:B:468:VAL:HG22 1.75 0.69
2:D:511:GLN:CB 3:R:7-MET:HE1 2.22 0.69
2:F:541: THR:HG21 1:y:375:MET:CE 2.22 0.69
2:J:36:ARG:NH2 2:J:66:GLU:OE1 2.26 0.69
2:K:471:ASN:OD1 2:K:472:LYS:HG3 1.92 0.69
3:R:20:GLN:CG 3:R:24:MET:HE1 2.23 0.69
3:R:234:ARG:NH1 4:h:152:ASP:0D2 2.26 0.69
3:V:6:GLN:HA 3:V:9:TYR:CE2 2.28 0.69
4:1:157:ASP:OD1 4:1:158:ILE:N 2.26 0.69
1:y:379:GLN:OE1 1:y:379:GLN:HA 1.92 0.69
2:G:267:ASN:C 2:G:268:ILE:HD12 2.18 0.69
3:M:26:LEU:C 3:M:30:MET:HE3 2.17 0.69
2:A:166:VAL:O 2:A:170:ASN:OD1 2.10 0.69
2:C:484:ASP:0OD1 2:C:485:VAL:N 2.25 0.69
2:H:195:PRO:HG2 | 2:H:198:LEU:HD12 1.73 0.69
4:1:296:LEU:HD22 4:1:301:VAL:HB 1.75 0.69
4:n:151:ASN:N 4:n:154:GLU:OE1 2.24 0.69
1:w:147:-LYS:NZ 1:w:284: TYR:CE2 2.60 0.69
1:w:368:LEU:CD1 1:w:372:LEU:HD13 2.23 0.69
2:D:134:ILE:O 2:D:138:GLU:OE2 2.10 0.68
2:E:229:MET:HE2 2:E:230:ALA:HB3 1.75 0.68
2:1:493:LYS:O 2:1:497:- THR:HG23 1.92 0.68
4:¢:99:SER:HB2 4:¢:175:VAL:HG21 1.75 0.68
2:C:516:VAL:CG2 2:C:521:GLU:OE1 2.41 0.68
3:L:8:MET:N 3:L:8:MET:SD 2.66 0.68
1:2:267:-MET:HE1 1:2:269:GLN:OE1 1.93 0.68
1:9:82:PHE:HB2 1:9:318:ALA:HB3 1.74 0.68
2:G:505:GLN:NE2 2:H:197:ASP:0OD1 2.26 0.68
2:1:338:ASN:OD1 2:1:340:ASN:N 2.26 0.68
3:L:200:LEU:HA 3:L:203:MET:HE3 1.73 0.68
3:P:260:LEU:HD21 | 3:Q:120:GLN:HE22 1.59 0.68
3:S5:129:ASP:0OD1 3:S5:133:ARG:N 2.26 0.68
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4:1:3:GLN:HG2 4:£:5:1ILE:CG2 2.23 0.68
4:n:225:ASP:0OD1 4:1:226:THR:N 2.27 0.68
1:y:269:GLN:OE1 1:y:269:GLN:N 2.27 0.68
3:T:157:GLU:OE1 3:T:157:GLU:N 2.26 0.68
4:d:10:LEU:H 4:d:10:LEU:HD12 1.58 0.68
1:w:374:ASN:HA 1:w:377:VAL:HG12 1.75 0.68
2:C:75:LEU:HD23 2:C:506:LEU:HB3 1.75 0.68
2:C:275:LEU:HD12 | 2:C:284:LEU:HD12 1.76 0.68
2:G:293:GLN:O 2:G:297:THR:HG23 1.93 0.68
2:G:519:ASP:OD1 2:G:520:GLU:N 2.25 0.68
4:0:125:ARG:NH1 4:0:129:GLN:OE1 2.26 0.68
1:4:26:ASN:OD1 1:5:52:VAL:HG13 1.93 0.68
2:G:125:GLU:OE1 2:G:125:GLU:N 2.26 0.68
2:1:213:VAL:O 2:1:215:VAL:HG23 1.92 0.68
3:Q:35:ARG:NH1 3:Q:42:ASP:0D2 2.26 0.68
4:1:372:GLU:OE1 4:1:372:GLU:N 2.27 0.68
2:A:162:ILE:O 2:A:166:VAL:HG23 1.94 0.68
3:L:250:LEU:HD12 3:L:251:GLY:N 2.09 0.68
3:N:276:SER:HB2 4:b:5:ILE:HG21 1.75 0.68
4:¢:108:ASP:N 4:¢:108:ASP:OD1 2.18 0.68
4:k:439:ASN:ND2 4:1:84:GLU:OE2 2.27 0.68
1:w:103:ASP:0OD1 1:w:106:ARG:N 2.27 0.68
2:B:2:SER:O 2:B:5:ILE:HD12 1.94 0.68
2:E:156:LYS:HE2 2:E:156:LYS:CA 2.19 0.68
2:C:436:MET:SD 2:C:437:ALA:N 2.67 0.68
2:G:130:ARG:CZ 2:G:434:1LE:HD11 2.24 0.68
3:N:312:LEU:HD13 3:N:313:PHE:N 2.09 0.68
4:1:29:1LE:HD13 4:1:466:MET:HE2 1.75 0.68
4:k:456:ASP:OD1 4:k:457:SER:N 2.27 0.68
4:n:451:ARG:HD3 4:n:455:GLU:OE2 1.94 0.68
2:F:531:TYR:O 2:F:535:ASN:ND2 2.27 0.67
4:b:10:LEU:HD12 4:b:483:ALA:CB 2.24 0.67
4:h:284:VAL:HG13 4:h:288:ASP:0D2 1.93 0.67
1:8:43:PHE:HA 1:8:49:GLY:HA2 1.75 0.67
2:H:335:VAL:HG22 | 2:H:414:LEU:HD23 1.76 0.67
4:¢:445:ASN:OD1 4:d:16:ASN:ND2 2.25 0.67
2:A:30:ASN:ND2 2:K:531:TYR:CE2 2.63 0.67
2:A:539:LEU:O 2:A:543:ASN:OD1 2.11 0.67
2:D:511:GLN:HB2 3:R:7-MET:HE1 1.75 0.67
2:G:96:ASP:OD1 2:G:97:ASN:ND2 2.28 0.67
2:1:99:LEU:HD12 2:1:485:VAL:HG21 1.76 0.67
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2:K:357:LYS:HG2 2:K:396:ASP:0OD1 1.94 0.67
3:P:20:GLN:OE1 3:P:20:GLN:CA 2.40 0.67
3:R:298:GLN:NE2 4:1:491:LEU:HD21 2.09 0.67
4:h:84:GLU:OE1 4:h:84:GLU:N 2.22 0.67
4:n:334:SER:C 4:n:346:ASN:OD1 2.37 0.67
4:1n:449:SER:O 4:n:452:SER:OG 2.10 0.67
1:1:1:MET:HE2 1:1:3:PHE:CB 2.23 0.67
3:0:216:GLU:OE1 3:0:217:GLY:N 2.27 0.67
3:V:122.MET:CE 3:V:201:PHE:CZ 2.77 0.67
1:w:5:GLN:OE1 1:w:6:ALA:N 2.28 0.67
1:5:10:LEU:HD11 1:5:382: TYR:CD1 2.30 0.67
2:C:135:GLY:O 2:C:138:GLU:HG2 1.94 0.67
2:D:20:ASN:OD1 3:Q:11:GLN:NE2 2.27 0.67
2:D:320:ASP:0D2 2:D:322:ASN:HB3 1.95 0.67
2:E:29:TYR:CE2 2:E:518:LEU:HD23 2.30 0.67
4:1:416:LEU:O 4:1:420:ASP:0OD1 2.12 0.67
4:m:406:GLU:OE2 4:m:406:GLU:N 2.27 0.67
1:3:77:ILE:O 1:3:96:ARG:NH2 2.28 0.67
1:6:329:GLN:HB3 1:6:335:ALA:HB2 1.74 0.67
3:0:205:ASP:HA 3:0:208:ILE:CG1 2.24 0.67
4:b:493:LEU:HD11 | 4:b:494:LEU:HD13 1.76 0.67
2:C:358:VAL:HG12 | 2:C:398:LEU:CD2 2.24 0.67
3:L:216:GLU:OE1 3:L:217:GLY:N 2.28 0.67
3:0:164:VAL:HG11 | 3:0:170:-MET:HG2 1.75 0.67
3:T:23:TRP:CZ2 3:T:294:GLN:NE2 2.63 0.67
3:U:3:ILE:HD11 3:U:7:MET:CG 2.25 0.67
1:w:191:GLY:O 1:w:192:ASN:ND2 2.27 0.67
1:2:30: TYR:CD1 1:z:361:LEU:HB3 2.29 0.67
1:w:253:GLY:HA3 1:x:234:GLU:C 2.20 0.67
1:x:17:LEU:HD12 1:y:2:SER:CB 2.24 0.67
1:3:156:ILE:HD12 1:3:276:ILE:HD11 1.76 0.67
1:6:60:ASP:O 1:6:365:ASN:ND2 2.27 0.67
2:1:304:ALA:CB 2:1:468:VAL:HG13 2.25 0.67
2:J:281:GLY:O 2:J:285:THR:N 2.27 0.67
2:K:12:LEU:HD22 2:K:532: TYR:CE2 2.30 0.67
3:M:30:MET:HE2 3:M:286:VAL:CG1 2.25 0.67
3:M:180:PHE:O 3:M:200:LEU:HD13 1.94 0.67
3:0:203:MET:HE1 3:0:235:GLY:C 2.19 0.67
3:P:24:MET:N 3:P:24:MET:SD 2.67 0.67
1:1:1:MET:CE 1:1:3:PHE:CB 2.73 0.67
1:3:332:ASN:HA 2:A:43:GLN:OE1 1.94 0.67
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Atom-1 Atom-2 distance (A) overlap (A)
1:9:324:GLU:OE2 1:9:324:GLU:N 2.27 0.67
2:G:169:ILE:HD11 2:G:212:1ILE:HG21 1.76 0.67
2:A:181:ASP:0OD1 2:A:185:ARG:NE 2.28 0.66
2:B:220:GLN:NE2 2:B:226:ASN:OD1 2.28 0.66
3:0:22:GLU:OE2 3:0:293:GLN:NE2 2.27 0.66
3:T:30:MET:HE3 4:1:479:VAL:HG12 1.77 0.66
3:V:122:MET:HE?2 3:V:201:PHE:CE1 2.30 0.66
4:b:443:THR:O 4:b:447.-LEU:HD22 1.95 0.66
4:f:18:LEU:HD22 4:1:473:GLN:OE1 1.94 0.66
4:f:117:THR:O 4:1:121:ASN:ND2 2.27 0.66
1:x:185:THR:OG1 1:x:195:ASP:0OD1 2.09 0.66
1:y:19:VAL:O 1:y:23:ASN:ND2 2.28 0.66
1:3:290:VAL:HG12 2:A:70:PHE:CZ 2.30 0.66
2:E:88:ARG:NH1 2:E:290:ASP:0OD2 2.27 0.66
3:Q:60:SER:O 3:Q:64:LEU:HD12 1.95 0.66
1:w:135:ALA:HB1 1:w:136:PRO:CD 2.25 0.66
1:5:277:VAL:HG23 1:5:277:VAL:O 1.94 0.66
1:6:184:VAL:O 1:6:196:MET:HE2 1.95 0.66
2:E:545:LEU:HD23 1:y:379:GLN:OE1 1.94 0.66
2:F:75:LEU:-HB2 2:F:506:LEU:HD22 1.75 0.66
4:m:32:LEU:HD23 4:m:459:TYR:CE1 2.30 0.66
1:1:375:MET:SD 2:C:541: THR:HG21 2.36 0.66
2:C:253:PRO:O 2:C:254: THR:HG23 1.95 0.66
3:N:226:ALA:O 3:N:229:ILE:HG22 1.94 0.66
4:¢:473:GLN:O 4:c:477: THR:HG23 1.96 0.66
4:n:417:ALA:O 4:n:420:ASP:0OD1 2.13 0.66
1:x:289:LEU:CD1 1:x:304:TYR:CE1 2.79 0.66
1:7:53:LYS:HZ1 1:7:55:ALA:HB2 1.60 0.66
4:1:406:GLU:O 4:£:411:LYS:NZ 2.29 0.66
1:x:289:LEU:HD13 1:x:304:TYR:CE1 2.30 0.66
1:4:20:ILE:HB 1:4:375:MET:HE2 1.78 0.66
2:A:4:LEU:O 2:A:7:HIS:ND1 2.26 0.66
2:H:298:LEU:HD22 | 2:H:421:ILE:HD11 1.77 0.66
2:K:406:ALA:HB1 2:K:410:ASP:HB2 1.78 0.66
3:0:30:MET:SD 3:0:283: TRP:CZ3 2.89 0.66
3:U:289:SER:HA 3:U:292:MET:HE2 1.78 0.66
4:¢:223:PHE:N 4:¢:277:GLU:O 2.29 0.66
2:E:93:SER:O 2:E:97:ASN:ND2 2.28 0.66
2:1:304:ALA:HB1 2:1:468:VAL:HG22 1.78 0.66
3:Q:168:ARG:CG 3:Q:170:MET:HE2 2.26 0.66
4:¢:494:LEU:HD13 4:¢:495:ARG:N 2.11 0.66
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2:1:362:ASP:OD1 2:1:377: THR:HG21 1.94 0.66
1:2:375:-MET:SD 1:3:391: THR:HG21 2.36 0.66
2:H:186:MET:C 2:H:186:MET:SD 2.79 0.66
3:0:105:ASP:0OD1 4:b:53:ARG:NH2 2.29 0.66
4:a:236:VAL:HG21 4:a:242:LYS:HB3 1.77 0.66
1:y:103:ASP:OD1 1:y:107:ASN:N 2.28 0.66
1:3:290:VAL:O 1:3:291:SER:OG 2.12 0.66
1:3:399:LEU:HA 1:3:402:LEU:HD21 1.77 0.66
1:5:104:GLU:OE1 1:7:341:GLY:N 2.29 0.66
4:0:338:ASN:ND2 4:0:342:SER:OG 2.28 0.66
1:w:202:LYS:HD2 1:w:202:LYS:C 2.21 0.66
2:A:453:ASN:O 2:A:457:GLN:NE2 2.29 0.65
2:1:164:SER:O 2:1:168:GLN:NE2 2.22 0.65
3:M:164:VAL:H 3:M:170:-MET:HE3 1.60 0.65
3:M:265:SER:O 3:M:269:LEU:HD13 1.96 0.65
3:M:314:GLN:O 3:N:301: TYR:OH 2.11 0.65
1:1:101:LYS:HB3 1:1:111:MET:HE1 1.78 0.65
1:1:156:ILE:HG22 1:1:276:ILE:CG2 2.26 0.65
1:3:399:LEU:HA 1:3:402:LEU:CD2 2.26 0.65
1:7:373:VAL:HG21 2:K:9:-MET:HE3 1.78 0.65
3:M:36:VAL:HG21 3:M:42:ASP:0OD1 1.96 0.65
3:R:72:LYS:O 3:R:74:SER:N 2.28 0.65
3:R:287:ILE:HG21 4:h:494:.LEU:HD21 1.79 0.65
4:¢:57:ASN:O 4:¢:61:LEU:HG 1.96 0.65
4:1:233:LYS:HG2 4:1:245:TYR:CE1 2.31 0.65
1:w:294:1LE:HD12 1:w:294:ILE:O 1.97 0.65
1:w:399:LEU:HD13 | 1:w:402:LEU:HD12 1.76 0.65
1:1:202:LYS:NZ 1:1:205:ASP:OD1 2.27 0.65
2:A:121:VAL:HG21 | 2:A:460:LEU:CD1 2.26 0.65
2:F:40:1ILE:HD12 2:F:40:1LE:O 1.96 0.65
3:5:30:MET:CE 3:5:286:VAL:HG23 2.25 0.65
4:d:289:LEU:HD21 4:d:307:VAL:CG2 2.26 0.65
4:1:406:GLU:N 4:1:406:GLU:OE2 2.30 0.65
4:1n:57:ASN:O 4:n:61:LEU.HD22 1.96 0.65
2:E:390:ASP:O 2:E:392:LYS:HD2 1.96 0.65
3:P:31:SER:O 4:¢c:17:ASN:ND2 2.28 0.65
1:5:42:MET:HG3 1:5:47:LYS:HE3 1.79 0.65
3:V:313:PHE:HA 3:V:316:ASN:HB2 1.79 0.65
4:n:310:MET:SD 4:n:325:ALA:HB3 2.36 0.65
4:0:416:LEU:O 4:0:420:ASP:0OD1 2.14 0.65
2:G:548:ALA:O 2:G:551:ASN:ND2 2.29 0.65
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Atom-1 Atom-2 distance (A) overlap (A)
2:H:526:GLN:N 2:H:526:GLN:OE1 2.30 0.65
3:V:230:ASP:0D2 3:V:234:ARG:NH1 2.27 0.65
4:1:105:SER:N 4:1:108:ASP:0OD2 2.30 0.65
4:1:202: THR:OG1 4:1:257:VAL:O 2.14 0.65
1:x:22: ASN:ND2 1:y:48:VAL:O 2.30 0.65
1:2:86:VAL:HG13 1:z:117:THR:HG21 1.79 0.65
1:3:237:1ILE:HD11 2:C:253:PRO:HB2 1.78 0.65
1:5:143:LEU:HD23 1:5:143:LEU:H 1.61 0.65
1:6:368:LEU:HD13 1:8:380:ARG:HG2 1.79 0.65
2:FE:541:THR:HG21 | 1:y:375:MET:HE1 1.77 0.65
2:G:182:GLN:OE1 2:G:185:ARG:NH2 2.26 0.65
2:H:5:ILE:HD13 2:H:546:PHE:HE2 1.62 0.65
3:T:23: TRP:HZ2 3:T:294:GLN:NE2 1.93 0.65
3:U:78:SER:O 3:U:82:GLN:NE2 2.29 0.65
3:V:135:ILE:HD12 3:V:136:PHE:N 2.11 0.65
1:3:330:GLY:O 2:A:43:GLN:NE2 2.29 0.65
1:6:95:SER:HB2 1:6:333:VAL:HG13 1.79 0.65
3:Q:84:THR:O 3:Q:87:ILE:HD12 1.97 0.65
4:b:13:LEU:C 4:b:13:LEU:HD23 2.22 0.65
4:e:200:ASN:HB3 4:e:204:LYS:HZ3 1.62 0.65
4:h:194:THR:HG21 | 4:h:284:VAL:HG23 1.79 0.65
4:m:485:GLN:NE2 4:m:485:GLN:HA 2.11 0.65
1:w:165:PRO:HB2 1:w:168: THR:OG1 1.97 0.65
1:1:399:LEU:HD12 1:2:382:TYR:CZ 2.32 0.65
1:4:87:ASP:OD1 1:4:91:SER:N 2.30 0.65
3:N:66:ARG:O 3:N:70:THR:O0G1 2.14 0.65
3:5:6:GLN:N 3:5:8:MET:SD 2.69 0.65
3:5:223:GLU:N 3:5:223:GLU:OE1 2.30 0.65
4:b:4:VAL:O 4:b:8:ASN:N 2.29 0.65
4:1:210:LEU:HD23 4:1:264: THR:HA 1.78 0.65
1:8:196:-MET:HE1 1:8:214:ASP:HB2 1.79 0.65
2:1:250:SER:OG 2:1:340:ASN:ND2 2.30 0.65
2:J:436:MET:O 2:J:455:ASN:N 2.30 0.65
1:1:101:LYS:CB 1:1:111:MET:HE1 2.26 0.64
2:1:450:ASP:0OD2 3:1:142:GLU:N 2.28 0.64
3:N:111:ALA:O 3:N:208:ILE:HD11 1.97 0.64
3:T:13:-MET:HE2 3:T:17:THR:CG2 2.25 0.64
4:1:44:ASP:0OD1 4:1:45:ALA:N 2.30 0.64
4:1:245:TYR:CD2 4:1:271:LEU:N 2.65 0.64
4:m:32:LEU:HD23 4:m:459:TYR:CD1 2.32 0.64
2:C:423:ASP:O 2:C:425:ASN:ND2 2.29 0.64
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2:H:443:ASP:0OD1 2:H:445:ASP:N 2.31 0.64
2:K:35:THR:O 2:K:37:GLN:NE2 2.30 0.64
3:V:310:MET:HB3 3:V:313:PHE:CE2 2.33 0.64
1:3:106:ARG:NE 1:3:139:ILE:O 2.30 0.64
4:d:494:LEU:O 4:d:495:ARG:NE 2.30 0.64
4:1:108:ASP:N 4:1:108:ASP:OD1 2.28 0.64
1:2:12:ALA:O 1:z:15:THR:0G1 2.16 0.64
1:6:208: TRP:O 1:6:230:LEU:HD23 1.98 0.64
2:E:118:GLN:CA 2:E:121:VAL:HG12 2.27 0.64
3:5:106:ASP:0OD1 4:h:53:ARG:NH1 2.30 0.64
4:0:480:LEU:C 4:0:480:LEU:HD13 2.21 0.64
1:w:320:PHE:CE2 1:w:326:LEU:HD21 2.32 0.64
1:9:182:GLY:N 1:9:198:VAL:O 2.29 0.64
3:P:20:GLN:OE1 3:P:297.LEU:CD2 2.45 0.64
1:w:87:ASP:OD1 1:w:90:GLY:N 2.28 0.64
1:w:319:ASN:C 1:w:320:PHE:HD1 2.06 0.64
1:3:111:MET:SD 1:3:112:GLN:N 2.71 0.64
1:6:372:LEU:HD13 1:7:399:LEU:HD11 1.79 0.64
2:1:310:ASN:O 2:1:311:ALA:C 2.36 0.64
2:1:371:ASP:0OD2 2:1:384: THR:HG23 1.97 0.64
4:b:10:LEU:HD12 4:b:483:ALA:HB1 1.80 0.64
4:b:120:LEU:O 4:b:124:ASP:0D1 2.16 0.64
1:2z:156:1ILE:HG23 1:2:158:LEU:HD11 1.79 0.64
1:2:156:ILE:CD1 1:2:158:LEU:HD21 2.27 0.64
1:3:64:GLY:HA3 1:3:362: GLU:HB2 1.79 0.64
2:C:15:ALA:O 2:C:19:LEU:HD23 1.98 0.64
2:J:121:VAL:O 2:J:453:ASN:ND2 2.30 0.64
3:N:287:1ILE:HG21 4:b:494:LEU:HG 1.79 0.64
3:P:248:ALA:O 3:P:252: THR:HG23 1.98 0.64
4:1:434:ASN:O 4:1:437:1LE:HG22 1.98 0.64
1:6:375:MET:HE1 1:8:388: THR:HA 1.80 0.64
2:A:181:ASP:0OD2 2:A:185:ARG:NH2 2.31 0.64
2:B:141:VAL:HG22 2:B:424:MET:CE 2.28 0.64
2:F:116:SER:O 2:F:119:THR:HG22 1.98 0.64
2:H:359:GLN:OE1 2:H:396:ASP:HB3 1.98 0.64
2:1:423:ASP:OD1 2:1:423:ASP:N 2.31 0.64
3:Q:87:ILE:HD12 3:Q:88:GLN:N 2.13 0.64
3:U:34:LYS:NZ 3:U:279:VAL:HG22 2.13 0.64
1:y:217:ASP:0D2 1:y:250: THR:N 2.28 0.64
1:2:116:LEU:HG 1:2:137:ILE:CD1 2.27 0.64
2:A:165:SER:HB2 | 2:A:280:LEU:HD21 1.79 0.64
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2:B:98:LEU:CD2 2:B:150: TYR:CZ 2.81 0.64
2:E:494:THR:O 2:E:497:THR:OG1 2.15 0.64
3:R:216:GLU:OE1 3:R:217:GLY:N 2.31 0.64
4:a:422:LEU:O 4:a:426:LEU:HD23 1.97 0.64
4:1:230: TYR:HB2 4:n:248:VAL:HG23 1.78 0.64
4:n:462:GLU:OE1 4:n:462:GLU:N 2.31 0.64
1:x:17:LEU:CD1 1:y:2:SER:CB 2.75 0.64
4:m:485:GLN:HA | 4:m:485:GLN:HE21 1.63 0.63
1:w:318:ALA:HBI1 1:w:320:PHE:HE1 1.63 0.63
1:1:156:ILE:HD12 1:1:156:ILE:O 1.98 0.63
4:e:5:ILE:HD12 4:e:487:PRO:HA 1.79 0.63
1:8:202:LYS:HE2 1:8:204:LYS:H 1.63 0.63
2:A:165:SER:CB 2:A:280:LEU:HD21 2.28 0.63
2:D:175:GLN:OE1 2:D:175:GLN:HA 1.96 0.63
3:L:22:GLU:C 3:L:22:GLU:OE2 2.42 0.63
3:L:28:GLU:OE2 3:L:34:LYS:NZ 2.31 0.63
3:M:28:GLU:OE1 3:M:32: THR:HG21 1.98 0.63
3:M:50:VAL:O 3:M:53:SER:OG 2.16 0.63
4:k:224:ASP:N 4:k:229:LYS:O 2.32 0.63
1:1:3:PHE:CZ 1:1:7:VAL:HG21 2.32 0.63
2:B:7:HIS:NE2 2:B:55:GLY:O 2.30 0.63
2:D:9:MET:HA 2:D:9:MET:CE 2.26 0.63
2:H:479:ALA:HB2 3:V:50:VAL:HG21 1.80 0.63
2:1:201:GLN:O 2:1:205:LEU:HD23 1.97 0.63
3:L:197:GLU:OE1 3:L:197:GLU:N 2.31 0.63
3:T:301:TYR:CE2 4:1:493:LEU:HD21 2.33 0.63
4:£:3:GLN:HB2 4:f:6:ASN:HB3 1.81 0.63
4:¢:354:ASP:OD1 4:¢:355:GLY:N 2.32 0.63
4:1:245: TYR:HD2 4:1:271:LEU:N 1.96 0.63
1:1:17:LEU:HB3 2:C:4:LEU:HD21 1.80 0.63
1:3:184:VAL:O 1:3:196:MET:HE2 1.99 0.63
1:9:18:ASP:0OD1 1:x:2:SER:N 2.31 0.63
3:S:248:ALA:HB1 4:1:45:ALA:HB1 1.80 0.63
1:2:94:TYR:O 1:2:334: TRP:N 2.31 0.63
2:1:82:SER:O 2:1:86: THR:OG1 2.13 0.63
3:N:8&:MET:HE1 3:N:307:-MET:HE1 1.81 0.63
3:V:30:MET:SD 3:V:283: TRP:CZ3 2.92 0.63
3:V:54:GLN:OE1 3:V:55:ALA:N 2.32 0.63
3:V:301:TYR:OH 4:1:490:VAL:HG22 1.99 0.63
1:w:160:SER:OG 1:w:206:ASN:N 2.31 0.63
1:7:85:LEU:HD11 1:7:110:ASN:HD21 1.63 0.63
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2:C:175:GLN:O 2:C:179:LEU:HG 1.99 0.63
2:C:275:LEU:O 2:C:275:LEU:HD13 1.98 0.63
2:K:90:GLU:OE1 2:K:91:GLN:NE2 2.32 0.63
3:L:42:ASP:0D2 3:L:46:ALA:N 2.32 0.63
4:¢:350: TYR:CZ 4:¢:352:ALA:HB2 2.34 0.63
4:h:79:GLU:OE2 4:h:79:GLU:O 2.17 0.63
1:2:288:ASP:0O 1:2:305:SER:N 2.32 0.63
1:9:84:ARG:HG2 1:9:318:ALA:HB2 1.81 0.63
1:9:290:VAL:HG13 1:9:290:VAL:O 1.97 0.63
1:9:319:ASN:O 1:9:344:LEU:N 2.28 0.63
2:D:178:ASN:O 2:D:181:ASP:OD1 2.17 0.63
2:D:379:ASP:0OD1 2:D:380:ASN:N 2.32 0.63
3:L:117:ILE:HD12 3:L:117:ILE:H 1.64 0.63
3:Q:103:SER:CB 3:Q:106:ASP:OD2 2.47 0.63
3:Q:282:ASP:CG 4:1:2:ALA:HA 2.24 0.63
3:T:19:SER:O 3:T:293:GLN:NE2 2.32 0.63
3:V:13:MET:HA 3:V:13:MET:HE3 1.80 0.63
2:B:201:GLN:O 2:B:205:LEU:HD23 1.98 0.62
2:C:473: THR:HG22 2:C:474:PHE:H 1.64 0.62
2:D:250:SER:O 2:D:344:LYS:NZ 2.32 0.62
2:D:386:THR:OG1 2:D:394:GLU:O 2.15 0.62
3:0:10:GLU:OE2 3:0:10:GLU:C 2.43 0.62
3:P:183:ILE:HD12 3:P:183:ILE:O 1.99 0.62
3:Q:283: TRP:CH2 4:1:4:VAL:HG23 2.34 0.62
1:1:176:ASP:O 1:1:176:ASP:OD1 2.17 0.62
1:4:97:ASN:OD1 1:4:98:GLY:N 2.32 0.62
1:7:381:ASN:O 1:7:385:ASN:OD1 2.17 0.62
2:K:455:ASN:O 2:K:455:ASN:ND2 2.30 0.62
4:b:116:ILE:HG21 4:b:173:LEU:HD12 1.81 0.62
4:b:443: THR:HG22 4:b:447:LEU:CD2 2.29 0.62
1:y:61:PHE:CE2 1:y:323:ASN:HB3 2.34 0.62
1:z:1:MET:SD 1:z:5:GLN:OE1 2.57 0.62
1:4:21:GLY:C 1:5:45:GLY:HA2 2.24 0.62
2:D:141:VAL:HA 2:D:424:MET:HE2 1.82 0.62
2:F:237:GLN:OE1 2:F:237:GLN:N 2.31 0.62
2:F:307:ASP:O 2:F:311:ALA:N 2.32 0.62
2:H:39: THR.:C 2:H:40:1LE:HD12 2.24 0.62
2:J:502:VAL:HG11 2:K:150: TYR:HE2 1.64 0.62
4:n:189:THR:O 4:n:286:ASN:ND2 2.32 0.62
1:2z:312:.LEU:O 1:2:312:LEU:HD12 1.98 0.62
1:5:167:LYS:CB 1:5:177:SER:HB3 2.29 0.62
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2:B:436:MET:N 2:B:436:MET:SD 2.64 0.62
2:C:134:1ILE:HD12 2:C:135:GLY:N 2.14 0.62
2:C:306:ALA:HB1 2:C:328:PHE:HB2 1.81 0.62
3:S:8:MET:HB2 3:5:307:-MET:HE3 1.81 0.62
4:¢:53:ARG:O 4:¢:57:ASN:ND2 2.32 0.62
2:C:156:LYS:HA 2:C:156:LYS:CE 2.30 0.62
2:E:275:LEU:HD12 | 2:E:284:LEU:HD12 1.81 0.62
2:F:68:ASP:O 2:F:72: THR:OG1 2.17 0.62
3:S:38:ASN:OD1 3:5:40:SER:N 2.32 0.62
4:¢:429:VAL:HG12 4:c:433:PHE:CE2 2.34 0.62
4:e:387:GLU:OFE1 4:e:387:GLU:C 2.42 0.62
4:k:151:ASN:N 4:k:154:GLU:OFE1 2.32 0.62
2:C:303:LEU:HD23 2:C:304:ALA:N 2.15 0.62
4:b:10:LEU:CD1 4:¢:29:ILE:HG21 2.27 0.62
1:w:79:GLN:O 1:w:96:ARG:NH2 2.31 0.62
1:w:168: THR:O 1:w:177:SER:CB 2.42 0.62
1:w:373:VAL:HA 1:w:376:1LE:HG22 1.80 0.62
1:2:375:-MET:-HE3 1:2:376:ILE:N 2.13 0.62
1:3:156:ILE:HD11 1:3:158:LEU:HD21 1.81 0.62
1:5:114:MET:N 1:5:114:MET:HE3 2.13 0.62
1:5:196:MET:HE1 1:5:214:ASP:HB2 1.82 0.62
1:7:10:LEU:HD22 1:7:382:TYR:CE1 2.35 0.62
2:C:275:LEU:HD12 2:C:284:LEU:CD1 2.29 0.62
3:R:298:GLN:CD 4:1:491:LEU:HD21 2.24 0.62
4:¢:310:MET:HE2 4:e:310:MET:N 2.15 0.62
1:y:202:LYS:HE3 1:y:208: TRP:CZ3 2.35 0.62
1:5:296:ASN:OD1 1:5:356:LEU:N 2.33 0.62
2:B:235:LEU:O 2:B:242:ARG:NH1 2.30 0.62
2:F:519:ASP:HB3 3:T:314:GLN:HE21 1.64 0.62
3:0:308:GLN:OE1 3:0:308:GLN:C 2.43 0.62
3:T:10:GLU:OE1 3:T:10:GLU:N 2.33 0.62
3:U:30:MET:HG2 3:U:283:TRP:HZ3 1.64 0.62
4:a:488:GLN:OE1 4:0:471:1ILE:HG21 1.99 0.62
4:1:29:ILE:HD11 4:1:466:MET:HE2 1.81 0.62
4:n:473:GLN:OE1 4:n:473:GLN:HA 1.99 0.62
1:w:139:ILE:HG21 1:w:292:TYR:HB3 1.82 0.62
1:2:116:LEU:HG 1:2:137:ILE:HD11 1.81 0.62
2:B:29:TYR:CG 2:B:518:LEU:HD11 2.34 0.62
2:G:436:MET:HE2 2:G:436:MET:HA 1.82 0.62
2:G:475:ASN:ND2 3:U:54:GLN:OE1 2.32 0.62
2:G:542:ALA:HB1 2:G:546:PHE:HZ 1.65 0.62
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Atom-1 Atom-2 distance (A) overlap (A)
2:1:.92.2MET:HE1 2:1:488:LYS:HB2 1.82 0.62
2:K:543:ASN:O 2:K:547:ASP:0OD1 2.18 0.62
3:M:65:ALA:HB1 3:M:164:VAL:CG1 2.30 0.62
3:0:82:GLN:OE1 3:0:82:GLN:HA 2.00 0.62
3:P:49:ALA:HB1 3:P:275:MET:HE1 1.81 0.62
4:a:491:LEU:C 4:a:491:LEU:HD13 2.24 0.62
4:h:396:ASP:0OD1 4:h:396:ASP:N 2.33 0.62
4:1:155:THR:O 4:1:156:1ILE:HD12 2.00 0.62
4:m:10:LEU:HD21 4:1:29:1LE:HG21 1.81 0.62
1:6:367:ASP:0OD2 1:6:369:SER:OG 2.17 0.62
2:A:453:ASN:ND2 2:A:457:GLN:OE1 2.33 0.62
3:0:163:GLN:OE1 3:0:163:GLN:C 2.43 0.62
3:0:308:GLN:HE22 | 3:0:312:LEU:HD11 1.64 0.62
4:1:4:VAL:HB 4:1:9:SER:HB2 1.82 0.62
4:k:5:1ILE:HD11 4:k:490:VAL:HG21 1.81 0.62
4:k:485:GLN:O 4:k:488:GLN:HG3 2.00 0.62
1:z:1:MET:CE 1:2:5:GLN:HE22 2.12 0.62
2:C:396:ASP:OD1 2:C:397:GLY:N 2.32 0.61
2:E:534:ALA:O 2:E:538:VAL:HG13 2.00 0.61
2:H:9:MET:HE1 2:H:12.LEU:CD2 2.29 0.61
2:J:4:LEU:H 2:J:4:.LEU:HD12 1.65 0.61
3:Q:84:THR:HA 3:Q:87:ILE:HD11 1.82 0.61
3:Q:157:GLU:OE1 3:Q:157:GLU:N 2.32 0.61
4:e:224:ASP:HB2 4:e:275:ALA:HB2 1.81 0.61
4:£:225:ASP:0OD1 4:£:226: THR:N 2.33 0.61
4:3:280:LYS:HE2 4:3:280:LYS:N 2.15 0.61
1:w:87:ASP:OD1 1:w:91:SER:N 2.32 0.61
1:4:164:VAL:HG23 1:4:202:LYS:0O 1.99 0.61
1:9:314:GLN:C 1:9:315:ILE:HD13 2.25 0.61
3:0:276:SER:HA 4:c:5:ILE:HD11 1.81 0.61
4:b:301:VAL:O 4:b:301:VAL:HG13 2.00 0.61
1:y:104:GLU:N 1:y:104:GLU:OE2 2.34 0.61
1:y:157:ASN:OD1 1:y:275:ASN:N 2.32 0.61
1:5:10:LEU:HD13 1:5:385:ASN:HB2 1.82 0.61
1:6:230:LEU:HD12 1:6:238:LEU:CD1 2.30 0.61
1:1:114:MET:HE2 1:1:114:MET:N 2.16 0.61
1:2:277:VAL:HG23 1:2:277:VAL:O 2.00 0.61
2:B:300:GLN:HB2 2:B:360:ALA:HA 1.83 0.61
1:2:156:1ILE:HD13 1:2:158:LEU:HD21 1.81 0.61
2:B:305:PHE:O 2:B:306:ALA:C 2.44 0.61
2:C:467:-VAL:HG23 | 2:C:468:VAL:HG23 1.82 0.61
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Atom-1 Atom-2 distance (A) overlap (A)
2:G:306:ALA:HB1 2:G:328:PHE:HB2 1.81 0.61
3:V:54:GLN:OE1 3:V:54:GLN:C 2.44 0.61
4:b:321:ASP:OD1 4:b:322:GLY:N 2.33 0.61
4:b:336: THR:HG23 4:b:344:SER:OG 2.00 0.61
1:x:114:MET:N 1:x:114:MET:-HE3 2.16 0.61
2:G:166:VAL:HG13 | 2:G:244:LEU:CD1 2.30 0.61
2:J:235:LEU:O 2:J:242:ARG:NH1 2.31 0.61
3:0:66:ARG:NE 3:0:261:ASP:0OD1 2.33 0.61
3:Q:6:GLN:N 3:Q:8:MET:SD 2.74 0.61
3:T:195:ASP:0OD1 3:T:196:SER:N 2.34 0.61
1:x:289:LEU:HG 1:x:303:ASN:O 1.99 0.61
1:2:288:ASP:0OD1 1:2:289:LEU:N 2.33 0.61
1:3:234:GLU:OE2 1:3:234:GLU:N 2.27 0.61
1:7:271:THR:HG21 | 2:K:254: THR:HG23 1.83 0.61
1:9:281:GLN:NE2 1:9:283:GLY:O 2.33 0.61
2:H:98:LEU:CD1 2:H:99:LEU:HD22 2.31 0.61
3:L:302:LYS:HE2 3:M:315:LEU:HD12 1.83 0.61
4:£:3:GLN:HB2 4:£:6:ASN:HD22 1.63 0.61
1:w:161: THR:C 1:w:162:ASP:CG 2.68 0.61
1:1:111:MET:HE2 1:1:111:MET:N 2.15 0.61
1:2:193:ALA:N 1:2:285:LYS:HZ2 1.99 0.61
2:A:195:PRO:O 2:A:198:LEU:CD2 2.49 0.61
3:M:120:GLN:O 3:M:124:LEU:CD2 2.49 0.61
3:M:183:ILE:C 3:M:183:ILE:HD12 2.26 0.61
3:P:44:.1LE:H 3:P:44:.1LE:HD12 1.65 0.61
3:S:16:ILE:HD13 3:5:301:TYR:HE1 1.65 0.61
4:1:38:ILE:O 4:1:38:1ILE:HG23 1.99 0.61
4:1:345:1LE:HD11 4:1:361:LEU:HD22 1.82 0.61
4:m:171:ASP:OD1 4:m:172: THR:N 2.33 0.61
4:n:110:ASP:OD1 4:n:176:GLN:NE2 2.33 0.61
1:x:36: THR:O 1:x:58: THR:N 2.29 0.61
1:3:186:VAL:H 1:3:196:MET:HE1 1.65 0.61
2:B:26:ILE:HG21 3:0:303:THR:HG21 1.82 0.61
2:B:533:LEU:HD21 | 3:0:313:PHE:CE2 2.36 0.61
3:N:223:GLU:OE1 3:N:223:GLU:C 2.44 0.61
4:b:3:GLN:HB2 4:b:6:ASN:HB2 1.82 0.61
4:1:3:GLN:HB2 4:1:6:ASN:CB 2.31 0.61
4:1:468:ARG:O 4:1:472:LEU:HD12 2.01 0.61
1:z:77:ILE:HD13 1:2:96:ARG:HD3 1.81 0.61
1:3:154:MET:HE1 1:3:156:ILE:HB 1.82 0.61
1:4:22:ASN:N 1:5:45:GLY:HA2 2.16 0.61
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1:7:101:LYS:NZ 1:7:102:LEU:O 2.33 0.61
2:F:446:VAL:O 2:F:446:VAL:HG12 2.00 0.61
2:F:537:GLN:O 2:F:541: THR:HG23 2.01 0.61
2:H:36:ARG:NH1 2:H:515:GLY:O 2.34 0.61
3:0:165:ASP:0OD1 3:0:166:SER:N 2.34 0.61
4:¢:330:ASP:C 4:¢:330:ASP:OD1 2.43 0.61
2:G:162:ILE:O 2:G:166:VAL:HG23 2.01 0.60
2:K:43:GLN:OE1 2:K:43:GLN:N 2.34 0.60
3:V:289:SER:O 3:V:293:GLN:NE2 2.34 0.60
4:1:471:ILE:HD11 4:k:5:ILE:HD12 1.83 0.60
1:2:280:ASN:OD1 1:2:281:GLN:N 2.35 0.60
1:4:154:MET:HE1 1:4:183: THR:H 1.66 0.60
1:4:206:ASN:ND2 1:4:232:PHE:O 2.34 0.60
2:H:551:ASN:OD1 2:H:552:ILE:N 2.35 0.60
3:0:80:LEU:HB3 3:0:247:ARG:HD3 1.83 0.60
3:V:103:SER:0OG 3:V:105:ASP:0OD1 2.17 0.60
4:e:4:VAL:O 4:e:5:1LE:C 2.44 0.60
4:1:321:ASP:OD1 4:1:322:GLY:N 2.34 0.60
1:5:167:LYS:HB3 1:5:177:SER:HB3 1.82 0.60
1:6:77:ILE:HD13 1:6:96:ARG:HG2 1.84 0.60
1:8:69: THR:OG1 1:8:74:ASP:0D2 2.14 0.60
2:E:68:ASP:0OD2 2:E:71:ILE:HD12 2.00 0.60
2:E:118:GLN:HA 2:E:121:VAL:CG1 2.30 0.60
2:1:95:1ILE:HD13 2:1:150: TYR:OH 2.01 0.60
1:w:368:LEU:HD11 | 1:w:372:LEU:HD13 1.83 0.60
1:3:17:LEU:HA 1:3:20:ILE:HG22 1.82 0.60
1:3:200:PHE:CD2 1:3:210: VAL:HG22 2.36 0.60
2:A:310:ASN:ND2 2:A:328:PHE:HB2 2.14 0.60
2:C:467:VAL:HG23 2:C:468:VAL:N 2.16 0.60
3:V:287:ILE:HG21 4:1n:494:LEU:CD1 2.25 0.60
3:V:289:SER:C 3:V:293:GLN:HE22 2.09 0.60
4:n:10:LEU:H 4:n:10:LEU:HD12 1.66 0.60
4:n:180:LYS:HZ2 4:n:180:LYS:HB3 1.66 0.60
1:z:1:MET:SD 1:2:5:GLN:CD 2.84 0.60
1:8:373:VAL:O 1:8:376:ILE:HG22 2.00 0.60
2:C:303:LEU:HD22 | 2:C:358:VAL:HG21 1.83 0.60
2:J:520:GLU:OE2 2:J:524:ASN:ND2 2.35 0.60
4:1:451:ARG:NH1 4:1:455:GLU:OE2 2.33 0.60
4:n:310:MET:HE2 4:n:310:-MET:H 1.66 0.60
1:y:370:LYS:HE3 1:y:370:LYS:CA 2.29 0.60
2:1:35:THR:HG21 2:I.67'TYR:HB3 1.81 0.60
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2:J:113:PHE:O 2:J:116:SER:OG 2.18 0.60
3:M:65:ALA:HB1 3:M:164:VAL:HG11 1.84 0.60
3:N:301:TYR:O 3:N:305: THR:HG23 2.00 0.60
4:¢:175:VAL:O 4:¢:175:VAL:HG22 2.02 0.60
2:B:2:SER:O 2:B:5:ILE:CD1 2.50 0.60
2:E:271:PRO:HD2 2:E:274:.LEU.-HB3 1.84 0.60
2:G:533:LEU:HD23 2:G:533:LEU:C 2.25 0.60
2:G:540:GLN:HE21 | 2:G:541:THR:CG2 2.14 0.60
3:M:15:GLY:HA2 3:M:18:ASN:OD1 2.02 0.60
3:N:8&:MET:HE1 3:N:307:-MET:CE 2.31 0.60
3:R:8:MET:HE1 3:R:9:TYR:CE1 2.36 0.60
3:5:287:ILE:HD12 3:5:290:TYR:CD1 2.37 0.60
1:x:289:LEU:HB2 1:x:304:TYR:CE2 2.36 0.60
1:3:62: THR:O 2:B:51:GLY:N 2.34 0.60
1:5:358:ASN:OD1 1:5:359:GLY:N 2.34 0.60
1:8:10:LEU:HD22 1:8:382: TYR:CE1 2.37 0.60
2:B:82:SER:O 2:B:86: THR:HG23 2.01 0.60
2:E:118:GLN:C 2:E:121:VAL:HG12 2.26 0.60
2:1:98:LEU:HD22 2:I:150: TYR:CE2 2.37 0.60
3:0:168:ARG:NE 3:0:170:MET:HE1 2.17 0.60
1:8:231:LYS:O 1:8:238:LEU:HD23 2.02 0.60
2:A:453:ASN:CG 2:A:457:GLN:OE1 2.45 0.60
2:F:124:ALA:HA 2:F:436:MET:HE1 1.83 0.60
3:M:259:THR:O 3:M:262:SER:OG 2.19 0.60
1:5:289:LEU:C 1:5:289:LEU:HD23 2.27 0.60
1:6:32:PHE:HE2 1:8:43:PHE:CZ 2.19 0.60
1:7:104:GLU:OE2 1:7:104:GLU:N 2.35 0.60
2:G:476:ASP:OD1 2:G:476:ASP:N 2.22 0.60
3:M:164:VAL:HG22 | 3:M:170:MET:HE3 1.84 0.60
3:M:284:ASN:HA 3:M:287:1LE:HG22 1.84 0.60
3:N:312:LEU:HD22 3:N:312:LEU:C 2.26 0.60
3:P:20:GLN:OE1 3:P:297.LEU:HG 2.01 0.60
3:P:157:GLU:OE1 3:P:157:GLU:N 2.31 0.60
3:P:219:ASN:O 3:P:221:GLU:N 2.34 0.60
4:a:331:ASP:0D2 4:2:363:LYS:NZ 2.34 0.60
4:1:494:LEU:O 4:1:494:LEU:HD12 2.02 0.60
4:k:289:LEU:HD11 | 4:k:307:VAL:HG23 1.83 0.60
1:6:331:ASP:O 1:6:333:VAL:HG23 2.01 0.59
1:7:112:GLN:OE1 1:7:112:GLN:O 2.20 0.59
1:7:357:- THR:HG21 2:J:45:ASN:ND2 2.16 0.59
2:D:239:SER:O 2:D:239:SER:OG 2.15 0.59
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2:E:229:MET:HG2 2:E:230:ALA:H 1.66 0.59
3:M:187:ALA:HB1 3:M:238:ASN:ND2 2.17 0.59
3:N:287:ILE:HD12 4:b:494:LEU:HD23 1.83 0.59
3:S:181:ASN:OD1 3:5:199:ASN:ND2 2.33 0.59
4:£:5:ILE:HA 4:£:8:ASN:ND2 2.17 0.59
4:1:82:LEU:HD11 4:£:422:LEU:HD12 1.83 0.59
1:w:94:TYR:O 1:w:334: TRP:N 2.33 0.59
1:w:171:SER:CB 1:w:174:ASP:HB2 2.32 0.59
1:1:42:MET:CG 1:1:42:MET:O 2.49 0.59
2:B:297: THR:HA 2:B:360:ALA:HB1 1.83 0.59
2:D:314: THR:HG23 2:D:314:THR:O 2.01 0.59
2:F:447:ASP:0OD2 3:T:140:LYS:NZ 2.33 0.59
2:G:250:SER:N 2:G:269:GLU:OE2 2.34 0.59
3:M:200:LEU:HA 3:M:203:MET:SD 2.42 0.59
4:b:4:VAL:HG22 4:h:8:ASN:ND2 2.17 0.59
1:3:250: THR:OG1 1:3:255:THR:O 2.17 0.59
2:A:121:VAL:HG21 2:A:460:LEU:.CG 2.33 0.59
2:E:326:ASP:0D2 2:E:427:-LYS:NZ 2.33 0.59
2:E:476:ASP:O 2:E:480: THR:HG23 2.02 0.59
2:H:158:VAL:O 2:H:162:ILE:HD13 2.02 0.59
2:J:143:GLN:HA 2:J:143:GLN:OE1 2.01 0.59
2:K:546:PHE:CZ 2:K:550:LEU:HD21 2.38 0.59
3:T:315:LEU:O 3:T:315:LEU:HD13 2.01 0.59
4:a:10:LEU:H 4:a:10:LEU:HD22 1.68 0.59
4:¢:183:ASP:HB3 4:2:310:MET:HE1 1.84 0.59
4:1:490:VAL:HG13 4:1:494:LEU:HD21 1.84 0.59
4:0:91:ARG:NH1 4:0:94:GLU:QOFE1 2.33 0.59
2:B:487:ASN:ND2 2:C:131:GLN:HG3 2.18 0.59
3:Q:22:GLU:C 3:Q:22:GLU:OE1 2.45 0.59
3:R:38:ASN:O 3:R:40:SER:N 2.36 0.59
4:1:21:SER:OG 4:1:473:GLN:NE2 2.34 0.59
4:m:101:ASN:ND2 4:m:103: THR:OG1 2.36 0.59
1:w:297:ASP:O 1:w:314:GLN:NE2 2.36 0.59
1:2:159:ASN:OD1 1:2:161: THR:OG1 2.18 0.59
1:6:331:ASP:HB3 1:8:40:ALA:HB1 1.84 0.59
2:A:169:1LE:CG1 2:A:212:1LE:HG21 2.32 0.59
2:C:9:MET:SD 2:C:9:MET:C 2.86 0.59
2:C:351:LYS:O 2:C:399:LYS:N 2.34 0.59
2:H:118:GLN:C 2:H:118:GLN:OE1 2.46 0.59
2:1:354:ASP:OD1 2:1:355:SER:N 2.35 0.59
3:Q:35:ARG:CZ 3:Q:42:ASP:0D2 2.50 0.59
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3:Q:168:ARG:HG2 | 3:Q:170:MET:HE2 1.84 0.59
4:3:151:ASN:N 4:j:154:GLU:OE1 2.35 0.59
1:2:154:MET:HE2 1:z:276:1LE:CD1 2.33 0.59
1:8:18:ASP:0D2 1:w:48:VAL:HG11 2.03 0.59
2:D:1:MET:SD 2:D:3:SER:N 2.75 0.59
2:J:120:LEU:HD22 2:J:436:MET:CE 2.32 0.59
2:K:537:GLN:O 2:K:541: THR:HG23 2.03 0.59
3:R:30:MET:HE1 3:R:283: TRP:CZ3 2.36 0.59
3:5:251:GLY:HA3 4:1:41:ALA:HB1 1.84 0.59
3:T:170:MET:HE1 3:T:253:GLN:HB3 1.85 0.59
3:U:289:SER:CA 3:U:292:MET:HE2 2.33 0.59
4:m:105:SER:OG 4:m:108:ASP:0OD1 2.19 0.59
4:1n:309:LYS:NZ 4:n:322:GLY:O 2.30 0.59
4:1n:494:LEU:HD13 4:n:494:LEU:C 2.27 0.59
4:0:422:LEU:HD13 | 4:0:426:LEU:HD23 1.85 0.59
1:w:385:ASN:O 1:w:388: THR:OG1 2.15 0.59
1:7:184:VAL:HG13 1:7:196:MET:HB3 1.84 0.59
2:B:518:LEU:O 2:B:521:GLU:N 2.34 0.59
2:E:216:GLU:OE2 2:E:218:SER:N 2.35 0.59
2:1:97:ASN:OD1 2:1:98:LEU:N 2.35 0.59
2:J:186:MET:N 2:J:186:MET:HE3 2.18 0.59
3:0:103:SER:OG 3:0:105:ASP:0D1 2.21 0.59
3:S:16:ILE:HD12 3:5:16:1LE:O 2.03 0.59
1:5:206:ASN:ND2 1:5:232:PHE:O 2.35 0.59
2:C:150:TYR:CE1 2:C:154:GLN:OE1 2.55 0.59
2:C:150: TYR:O 2:C:154:GLN:HG2 2.02 0.59
2:H:48:LEU:HB3 2:I:186:MET:HE1 1.83 0.59
4:¢:463:VAL:HG11 | 4:d:493:LEU:HD11 1.85 0.59
4:1:468:ARG:HG2 4:1:472:LEU:CD1 2.32 0.59
4:n:108:ASP:N 4:n:108:ASP:0OD1 2.34 0.59
1:2:375:MET:CE 1:2:379:GLN:HG3 2.33 0.59
2:A:352:VAL:HG22 | 2:A:398:LEU:CD1 2.33 0.59
2:B:387:LYS:NZ 2:B:389:ALA:O 2.35 0.59
2:H:298:LEU:HD23 2:H:298:LEU:O 2.03 0.59
2:J:124:ALA:HB1 2:J:436:MET:SD 2.43 0.59
3:L:114:LEU:HA 3:L:117:ILE:HD13 1.85 0.59
3:L:118:ARG:NH2 3:L:148:GLN:O 2.36 0.59
3:L:269:LEU:O 3:L:273:LEU:HD13 2.03 0.59
3:P:20:GLN:NE2 3:P:301:TYR:OH 2.35 0.59
3:S:16:ILE:HD13 3:5:301:TYR:CE1 2.38 0.59
4:1:453:ARG:NE 4:£:453:ARG:HA 2.17 0.59
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1:2:278:ALA:O 1:2:279:THR:HG23 2.03 0.59
1:3:87:ASP:0OD1 1:3:91:SER:N 2.36 0.59
1:6:278:ALA:O 1:6:279: THR:OG1 2.17 0.59
1:9:186:VAL:HG22 1:9:196:MET:HE1 1.84 0.59
3:0:263:LEU:O 3:0:263:LEU:HD22 2.02 0.59
3:U:289:SER:O 3:U:292:MET:HE2 2.03 0.59
4:e:225:ASP:0OD1 4:e:226: THR:N 2.36 0.59
4:0:491:LEU:O 4:0:494:LEU:N 2.33 0.59
1:x:182:GLY:O 1:x:198:VAL:N 2.36 0.59
1:y:285:LYS:NZ 1:y:286:PRO:O 2.35 0.59
1:6:375:-MET:CE 1:8:388: THR:HA 2.33 0.58
2:A:30:ASN:ND2 2:K:531:TYR:HE2 2.01 0.58
2:B:214:GLY:O 2:B:229:MET:HE1 2.03 0.58
2:F:541: THR:HG21 1:y:375:MET:SD 2.43 0.58
2:1:357:LYS:0O 2:1:359:GLN:NE2 2.36 0.58
2:K:134:1ILE:HD11 2:K:434:.1LE:HD11 1.84 0.58
3:L:83:VAL:HG23 3:L:124:LEU:HD23 1.84 0.58
3:M:14:SER:O 3:M:18:ASN:OD1 2.21 0.58
3:R:122:MET:SD 3:R:148:GLN:HA 2.42 0.58
3:5:274:GLN:O 3:5:278:LEU:CD2 2.50 0.58
4:d:351:THR:HB 4:d:390:ASN:HA 1.84 0.58
1:1:101:LYS:HG2 1:1:111:MET:HE1 1.84 0.58
1:3:87:ASP:OD1 1:3:91:SER:CB 2.51 0.58
1:5:380:ARG:HA 1:5:380:ARG:NE 2.18 0.58
2:D:25:ASN:HD21 2:D:516:VAL:HG22 1.68 0.58
2:J:540:GLN:CD 2:J:540:GLN:C 2.70 0.58
3:N:76:GLU:OE1 3:N:250:LEU:HD21 2.02 0.58
3:R:274:GLN:O 3:R:278:LEU:HD22 2.03 0.58
4:k:348:THR:C 4:k:349:LYS:HZ2 2.10 0.58
1:2:159:ASN:ND2 1:z:271:THR:O 2.36 0.58
1:7:17:LEU:CD2 1:7:375:MET:HE1 2.32 0.58
2:C:304:ALA:HB3 | 2:C:468:VAL:HG22 1.85 0.58
2:F:40:ILE:HD12 2:F:40:1LE:C 2.29 0.58
2:J:37:GLN:OE1 2:J:196:ASN:ND2 2.36 0.58
2:J:169:ILE:HD11 2:J:212:1ILE:HG21 1.86 0.58
3:M:301:TYR:HE1 4:0:493:LEU:HD22 1.68 0.58
3:Q:272:LYS:HB3 4:£:5:1ILE:HG13 1.85 0.58
3:Q:275:MET:SD 3:Q:276:SER:N 2.76 0.58
3:R:16:ILE:HG22 3:R:300:SER:HB3 1.84 0.58
4:1:32:LEU:CD2 4:1:466:MET:HE1 2.33 0.58
1:4:30:TYR:CG 1:4:361:LEU:HD13 2.38 0.58
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Atom-1 Atom-2 distance (A) overlap (A)
1:5:34:SER:HB3 1:5:366: VAL:HG22 1.85 0.58
2:F:75:LEU:CA 2:F:506:LEU:HD13 2.32 0.58
2:1:122:SER:OG 3:L:162:GLN:NE2 2.36 0.58
4:m:32:LEU:CD2 4:m:459:TYR:CD1 2.86 0.58
4:n:482:GLN:O 4:n:486:VAL:HG13 2.03 0.58
1:6:6:ALA:HB2 1:6:388: THR:HB 1.86 0.58
2:C:473: THR:HG22 2:C:474:PHE:N 2.19 0.58
2:K:90:GLU:OE2 2:K:94:LYS:NZ 2.35 0.58
3:M:24:MET:HA 4:0:10:LEU:HD12 1.85 0.58
3:5:45:ALA:O 3:S:49:ALA:N 2.37 0.58
3:T:118:ARG:NH1 3:T:205:ASP:OD1 2.36 0.58
4:3:406:GLU:OE2 4:3:406:GLU:N 2.29 0.58
4:k:458:ASP:0D2 4:k:461: THR:OG1 2.19 0.58
1:4:159:ASN:HA 1:4:272:GLY:HA2 1.86 0.58
1:6:230:LEU:HD12 | 1:6:238:LEU:HD13 1.86 0.58
1:8:43:PHE:CG 1:8:48:VAL:O 2.57 0.58
2:D:47:THR:O 2:D:56:ASN:ND2 2.27 0.58
2:D:434:1LE:H 2:D:434:1LE:HD12 1.68 0.58
2:F:431:GLU:OE1 3:5:185:SER:OG 2.08 0.58
3:N:186:ASN:CG 3:N:186:ASN:O 2.46 0.58
3:R:298:GLN:OE1 4:1:491:LEU:HD21 2.03 0.58
4:¢:86:ASN:ND2 4:d:52:ASN:OD1 2.36 0.58
1:x:17:LEU:HD12 1:y:2:SER:HB3 1.84 0.58
1:1:3:PHE:O 1:1:7:VAL:HG23 2.03 0.58
1:1:399:LEU:CD2 1:2:386:ALA:HB1 2.31 0.58
1:6:32:PHE:HE2 1:8:43:PHE:HZ 1.52 0.58
1:6:154:-MET:SD 1:6:279:- THR:HG23 2.43 0.58
1:6:186:VAL:HG22 1:6:196:MET:SD 2.44 0.58
2:D:423:ASP:O 2:D:425:ASN:ND2 2.37 0.58
2:F:9:MET:CE 2:F:13:ASN:OD1 2.51 0.58
2:F:36:ARG:NH1 2:F:515:GLY:O 2.37 0.58
2:G:262:ASP:0D2 2:G:266:GLY:N 2.36 0.58
3:N:289:SER:O 3:N:292:MET:HE2 2.03 0.58
3:R:298:GLN:HE22 | 4:1:491:LEU:HD21 1.68 0.58
3:S:122:MET:HE1 3:5:146:PHE:HB3 1.86 0.58
3:5:269:LEU:O 3:5:273:LEU:HD13 2.03 0.58
3:V:16:1LE:HD11 3:V:20:GLN:NE2 2.19 0.58
3:V:269:LEU:O 3:V:273:LEU:HD13 2.03 0.58
4:3:171:ASP:OD1 4:3:172: THR:N 2.37 0.58
4:1:57:ASN:O 4:1:61:LEU:HD23 2.03 0.58
4:m:364:LEU:O 4:m:364:LEU:HD23 2.04 0.58
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1:y:130:GLN:OE1 1:y:130:GLN:O 2.20 0.58
1:1:42:MET:SD 1:1:50:LEU:HB2 2.43 0.58
1:7:94:TYR:O 1:7:334:TRP:N 2.34 0.58
2:E:156:LYS:HA 2:E:156:LYS:CE 2.25 0.58
2:E:311:ALA:O 2:E:315:LYS:NZ 2.35 0.58
2:1:179:LEU:O 2:1:183:ILE:HG23 2.04 0.58
2:1:308:ALA:O 2:1:311:ALA:HB3 2.04 0.58
3:P:283: TRP:N 4:e:2:ALA:O 2.37 0.58
4:¢:69:ASN:O 4:c:72:1LE:HG22 2.03 0.58
4:¢:79:GLU:OE1 4:¢:83:ASN:ND2 2.35 0.58
4:£:368:ASP:0OD1 4:1:368:ASP:N 2.34 0.58
4:n:280:LYS:HE3 4:n:280:LYS:HA 1.85 0.58
1:4:74:ASP:HB2 1:4:361:LEU:HD21 1.86 0.58
2:B:368:ASP:0OD2 2:B:373:GLN:NE2 2.33 0.58
2:C:290:ASP:0OD2 2:C:488:LYS:NZ 2.30 0.58
2:F:106:LEU:CD2 2:F:143:GLN:HG3 2.33 0.58
3:5:284:ASN:O 3:5:287:ILE:HG22 2.04 0.58
4:a:189:THR:O 4:a:286:ASN:ND2 2.34 0.58
4:f:3:GLN:CB 4:£:6:ASN:CB 2.82 0.58
4:m:256:GLU:N 4:m:256:GLU:OE2 2.37 0.58
1:w:144:MET:SD 1:w:284:TYR:HE1 2.25 0.58
1:3:71:ARG:NH2 1:3:74:ASP:0OD1 2.37 0.58
1:4:19:VAL:HG23 1:4:20:ILE:N 2.18 0.58
1:6:330:GLY:O 1:8:43:PHE:HB2 2.03 0.58
1:8:255: THR:HG23 1:9:234:GLU:CB 2.33 0.58
1:9:382: TYR:CE1 1:x:399:LEU:HD22 2.39 0.58
2:A:120:LEU:HG 2:A:436:MET:HE2 1.85 0.58
2:F:26:1LE:HD11 3:5:299:ALA:CB 2.24 0.58
3:N:281:VAL:O 3:N:282:ASP:C 2.43 0.58
3:Q:230:ASP:OD2 | 3:Q:234:ARG:NH2 2.36 0.58
3:R:20:GLN:HG3 3:R:24:MET:CE 2.34 0.58
3:V:289:SER:C 3:V:293:GLN:NE2 2.61 0.58
4:2:188:VAL:HG13 4:a:188:VAL:O 2.04 0.58
4:¢:194:- THR:HG21 | 4:e:284:VAL:HG13 1.86 0.58
4:£:5:1ILE:O 4:1:9:SER:N 2.37 0.58
4:1:225:ASP:0OD1 4:1:226: THR:N 2.37 0.58
2:A:195:PRO:HG3 2:K:47:THR:HG23 1.84 0.57
2:B:304:ALA:HB1 2:B:468:VAL:HG22 1.83 0.57
2:C:341:ASN:CG 2:C:410:ASP:OD1 2.46 0.57
2:D:141:VAL:HG22 2:D:424:MET:CE 2.32 0.57
3:0:26:LEU:HD13 3:0:290: TYR:HA 1.84 0.57
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3:Q:282:ASP:OD1 4:1:2:ALA:CA 2.46 0.57
3:S:8:MET:SD 3:S:8:MET:N 2.67 0.57
4:e:152:ASP:0OD1 4:e:152:ASP:N 2.37 0.57
4:h:485:GLN:OE1 4:h:485:GLN:HA 2.04 0.57
4:1n:203:PHE:CZ 4:n:234:VAL:HG21 2.39 0.57
2:B:518:LEU:H 2:B:518:LEU:HD22 1.69 0.57
2:1:112:SER:O 2:I:115: THR:OG1 2.20 0.57
3:L:122:MET:O 3:L:122:MET:HE3 2.04 0.57
3:0:299:ALA:0O 3:0:303:THR:HG23 2.03 0.57
4:1:399:GLU:N 4:1:399:GLU:OE2 2.37 0.57
4:m:354:ASP:0OD1 4:n:355:GLY:N 2.36 0.57
1:3:375:MET:CE 2:A:541: THR:HB 2.34 0.57
2:F:527:ARG:CZ 2:G:29:TYR:CZ 2.87 0.57
2:G:333:PRO:HG2 | 2:G:398:LEU:HD11 1.86 0.57
2:G:540:GLN:HE21 | 2:G:541: THR:HG23 1.69 0.57
2:H:153:ASP:0O 2:H:157:GLN:OE1 2.22 0.57
2:1:130:ARG:NH1 2:1:431:GLU:O 2.36 0.57
3:M:65:ALA:CB 3:M:164:VAL:CG1 2.83 0.57
3:0:203:MET:HE1 3:0:235:GLY:HA3 1.86 0.57
4:b:68:ALA:O 4:b:72:1ILE:HD12 2.04 0.57
4:£:171:ASP:N 4:£:171:ASP:OD1 2.37 0.57
4:0:31:ARG:NE 4:0:462:GLU:OE2 2.38 0.57
2:B:65:ARG:NH2 2:B:67:TYR:CD1 2.72 0.57
2:E:29:TYR:OH 2:E:516:VAL:O 2.15 0.57
2:F:516:VAL:N 3:T:4:SER:OG 2.38 0.57
2:1:169:1ILE:HD11 2:1:280:LEU:HD11 1.86 0.57
2:I:518:LEU:HD22 2:I:518:LEU:H 1.69 0.57
2:J:301:LEU:HD11 2:J:477:ALA:HB3 1.86 0.57
3:M:14:SER:O 3:M:17:THR:HG22 2.03 0.57
3:Q:87:ILE:HD13 | 3:Q:240:LEU:HD13 1.85 0.57
3:5:24:MET:C 3:5:24:MET:SD 2.87 0.57
3:S5:219:ASN:O 3:5:221:GLU:N 2.37 0.57
3:5:284:ASN:HA 3:5:287:ILE:HG22 1.85 0.57
3:V:106:ASP:O 3:V:109:SER:OG 2.19 0.57
4:£:475:ALA:O 4:£:479:VAL:HG12 2.05 0.57
4:1n:494:LEU:HD13 4:1:494:LEU:O 2.05 0.57
1:x:67:-THR:N 1:x:361:LEU:O 2.38 0.57
1:x:250: THR:C 1:x:251:ILE:HD12 2.29 0.57
1:5:1:MET:SD 1:5:2:SER:N 2.77 0.57
1:5:5:GLN:NE2 1:5:385:ASN:OD1 2.33 0.57
1:5:45:GLY:O 1:5:52:VAL:CG2 2.52 0.57
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1:6:170:PHE:C 1:6:170:PHE:CD2 2.82 0.57
2:H:419:ASN:O 2:H:422:VAL:HG12 2.05 0.57
2:1:450:ASP:CG 3:L:142:GLU:OE2 2.48 0.57
2:J:173:ALA:HB1 2:J:241:ALA:HB1 1.87 0.57
3:M:142:GLU:OE1 3:M:142:GLU:N 2.33 0.57
3:0:85:THR:O 3:0:89:THR:HG23 2.05 0.57
4:d:493:LEU:O 4:d:493:LEU:HD13 2.03 0.57
4:£:6:ASN:O 4:£:7:THR:C 2.47 0.57
4:1:488:GLN:OE1 4:1:488:GLN:HA 2.04 0.57
4:3:91:ARG:0O 4:5:95:LEU:HD23 2.05 0.57
1:2:208: TRP:N 1:2:230:LEU:O 2.35 0.57
2:E:395:1LE:HD13 | 2:E:400:VAL:HG21 1.87 0.57
2:J:210:ASN:HA 2:J:215:VAL:HG12 1.86 0.57
2:J:543:ASN:HA 2:J:546:PHE:CZ 2.39 0.57
2:K:519:ASP:N 2:K:519:ASP:0OD1 2.33 0.57
3:P:20:GLN:OE1 3:P:297:.LEU:HD21 2.04 0.57
4:1:399:GLU:N 4:1:399:GLU:OE2 2.37 0.57
4:1:296:LEU:HD22 4:1:301:VAL:CB 2.34 0.57
1:5:111:MET:SD 1:5:112:GLN:N 2.77 0.57
1:5:368:LEU:O 1:5:372:LEU:HD22 2.05 0.57
2:B:301:LEU:HD22 2:B:477:ALA:CB 2.35 0.57
2:D:301:LEU:HD23 2:D:301:LEU:C 2.29 0.57
2:F:26:1LE:CD1 3:5:299:ALA:HB1 2.25 0.57
2:1:124:ALA:O 2:1:436:MET:HE1 2.04 0.57
3:0:35:ARG:NH1 3:0:278:LEU:O 2.34 0.57
3:Q:16:1LE:CD1 3:Q:300:SER:HB2 2.33 0.57
3:S5:83:VAL:O 3:5:87:ILE:HD12 2.05 0.57
3:T:275:MET:HE2 3:T:279:VAL:CG1 2.34 0.57
3:V:92:GLU:CD 4:n:63:GLN:HB2 2.29 0.57
4:1:3:GLN:CB 4:1:6:ASN:HB3 2.34 0.57
4:1:475:ALA:O 4:1:479:VAL:HG13 2.05 0.57
4:m:10:LEU:CG 4:n:29:ILE:HG21 2.34 0.57
1:w:154:MET:SD 1:w:278:ALA:O 2.62 0.57
1:w:156:1LE:HG12 | 1:w:158:LEU:HD12 1.86 0.57
1:5:42:MET:HG3 1:5:47:LYS:HB3 1.86 0.57
1:6:82:PHE:CE2 1:6:334: TRP:CD1 2.92 0.57
1:8:71:ARG:HD2 1:8:74:ASP:OD1 2.04 0.57
2:D:441:LYS:O 2:D:441:LYS:HD2 2.04 0.57
2:E:473:THR:HB 2:E:476:ASP:0OD1 2.05 0.57
2:H:42:ALA:O 2:H:59:TYR:N 2.35 0.57
2:H:365:1LE:O 2:H:412:PHE:N 2.37 0.57
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3:P:170:MET:HE3 3:P:253:GLN:CG 2.35 0.57
4:¢:314:ASP:OD1 4:¢:314:ASP:C 2.48 0.57
4:3:314:ASP:OD1 4:3:318:LYS:N 2.37 0.57
4:n:180:LYS:HE3 4:n:313:THR:HB 1.86 0.57
1:y:43:PHE:HA 1:y:49:GLY:HA2 1.87 0.57
1:y:59:GLN:HB2 1:y:61:PHE:CE1 2.40 0.57
1:1:399:LEU:HD21 1:2:386:ALA:CB 2.32 0.57
1:5:20:ILE:HD11 1:5:371:GLU:HA 1.87 0.57
1:7:399:LEU:HD13 1:7:399:LEU:C 2.30 0.57
2:A:392:LYS:HE3 2:A:401: THR:HG23 1.87 0.57
2:C:65:ARG:NE 2:C:196:ASN:ND2 2.53 0.57
2:E:92:2MET:HE1 2:E:290:ASP:HB3 1.86 0.57
2:1:303:LEU:HD23 2:1:303:LEU:C 2.30 0.57
2:J:170:ASN:C 2:J:174:LYS:HZ3 2.13 0.57
3:N:77:GLU:OE1 3:N:77:GLU:O 2.23 0.57
3:P:223:GLU:OE2 3:P:223:GLU:N 2.30 0.57
4:e:169:GLY:C 4:e:170:LEU:HD12 2.30 0.57
4:h:415:ALA:O 4:h:419:VAL:HG23 2.05 0.57
1:2:192:ASN:HA 1:2:285:LYS:HZ1 1.70 0.57
2:G:187:THR:HA 2:G:194:SER:OG 2.04 0.57
2:H:237:GLN:OE1 1:w:185:THR:OG1 2.22 0.57
2:J:258:VAL:HG22 2:J:270:ILE:O 2.04 0.57
3:0:186:ASN:CG 3:0:186:ASN:O 2.48 0.57
3:P:273:LEU:HD23 3:P:273:LEU:C 2.30 0.57
4:b:152:ASP:0OD1 4:b:152:ASP:N 2.38 0.57
4:¢:429:VAL:HG12 4:¢c:433:PHE:HE2 1.68 0.57
4:h:468:ARG:HD2 4:h:472:LEU:HD12 1.86 0.57
1:w:170:PHE:O 1:w:171:SER:CB 2.53 0.57
1:w:347:THR:HG23 1:w:350:SER:OG 2.05 0.57
1:x:17:LEU:HD13 1:x:17:LEU:C 2.30 0.57
1:3:116:LEU:HD11 1:3:315:ILE:HG13 1.87 0.56
1:4:169:PRO:HG2 1:4:224:- THR:HG22 1.87 0.56
2:C:131:GLN:OE1 2:C:134:ILE:HD11 2.04 0.56
2:E:215:VAL:HG23 2:E:215:VAL:O 2.05 0.56
2:K:98:LEU:HD21 2:K:150: TYR:HD2 1.70 0.56
2:K:125:GLU:OE1 2:K:125:GLU:N 2.35 0.56
2:K:363:TYR:O 2:K:413:LEU:HD12 2.05 0.56
3:M:179:ILE:O 3:M:242:ASN:ND2 2.38 0.56
3:T:23:TRP:NE1 3:T:294:GLN:HE21 2.02 0.56
4:d:480:LEU:O 4:d:484:ASN:OD1 2.23 0.56
2:B:94:LYS:O 2:B:98:LEU:HD22 2.05 0.56
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2:B:220:GLN:OE1 2:B:224: THR:0G1 2.23 0.56
2:B:541: THR:O 2:B:545:LEU:HD23 2.06 0.56
2:F:363: TYR:HB2 2:F:414:LEU:HB3 1.87 0.56
2:G:304:ALA:CB 2:G:468:VAL:HB 2.35 0.56
2:G:542:ALA:C 2:G:546:PHE:CE2 2.82 0.56
2:H:54:.1LE:HG23 2:H:55:GLY:H 1.70 0.56
2:1:271:PRO:HB2 2:1:273:LYS:HE2 1.88 0.56
3:P:20:GLN:CD 3:P:297.LEU:HD21 2.30 0.56
3:P:246:VAL:HG12 | 3:P:250:LEU:HD21 1.87 0.56
4:1:486:VAL:HB 4:1:487:PRO:HD3 1.87 0.56
4:1:8:ASN:O 4:1:10:LEU:N 2.39 0.56
1:w:144:MET:HA 1:w:144:MET:CE 2.19 0.56
1:x:325:GLY:O 1:x:326:LEU:C 2.49 0.56
1:3:264:LEU:O 1:3:265:ASN:ND2 2.38 0.56
1:5:47:-LYS:N 1:5:51:GLY:HA2 2.20 0.56
1:6:210: VAL:HG21 1:6:263:PHE:HE?2 1.70 0.56
1:7:331:ASP:O 1:7:333:VAL:N 2.38 0.56
1:8:149:THR:HG21 | 1:8:186:VAL:HG12 1.87 0.56
1:9:1:MET:N 1:9:49:GLY:O 2.35 0.56
2:A:19:LEU:CD1 2:K:545:LEU:HD21 2.33 0.56
2:A:310:ASN:N 2:A:310:ASN:ND2 2.53 0.56
2:C:476:ASP:N 2:C:476:ASP:OD1 2.35 0.56
2:D:138:GLU:OE1 2:D:426:VAL:CG2 2.42 0.56
2:E:118:GLN:O 2:E:121:VAL:CG1 2.53 0.56
2:F:64:GLN:NE2 2:F:65:ARG:O 2.37 0.56
2:F:519:ASP:N 2:F:519:ASP:OD1 2.38 0.56
2:G:521:GLU:N 2:G:521:GLU:OE2 2.33 0.56
2:H:460:LEU:O 2:H:463:GLN:CG 2.54 0.56
2:H:539:LEU:HD13 2:H:539:LEU:C 2.30 0.56
2:1:181:ASP:HB2 2:1:239:SER:HB3 1.87 0.56
3:L:234:ARG:O 3:L:238:ASN:ND2 2.38 0.56
3:M:236:LEU:HD23 3:M:236:LEU:C 2.29 0.56
3:0:47:SER:OG 3:0:48:GLN:OE1 2.23 0.56
3:R:269:LEU:HD12 4:h:16:ASN:ND2 2.20 0.56
3:U:76:GLU:OE2 3:U:250:LEU:HD22 2.04 0.56
3:U:207:ALA:HB2 | 3:U:232: THR:HG21 1.87 0.56
3:V:179:ILE:HG22 3:V:180:PHE:CD1 2.40 0.56
4:¢:22:GLN:OE1 4:¢:22:GLN:O 2.23 0.56
4:d:318:LYS:HES3 4:d:318:LYS:O 2.05 0.56
4:n:331:ASP:0OD1 4:n:363:LYS:NZ 2.38 0.56
4:n:495:ARG:NE 4:n:495:ARG:HA 2.20 0.56
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4:0:321:ASP:0OD1 4:0:321:ASP:N 2.34 0.56
1:y:301:VAL:HG13 1:y:309:GLU:OE2 2.06 0.56
1:2:106:ARG:NH1 1:2z:139:ILE:O 2.37 0.56
1:4:60:ASP:0D2 1:4:365:ASN:ND2 2.39 0.56
1:6:194:HIS:O 1:6:196:MET:HE1 2.05 0.56
1:7:267:-MET:SD 1:7:267:-MET:C 2.89 0.56
1:7:291:SER.:C 1:7:292: TYR:CD1 2.83 0.56
2:E:125:GLU:OE1 3:S:133:ARG:NH1 2.38 0.56
3:0:28:GLU:OE1 3:0:37:THR:HG21 2.05 0.56
3:Q:109:SER:O 3:Q:113:ASP:OD1 2.22 0.56
3:V:30:MET:SD 3:V:283:TRP:HZ3 2.27 0.56
4:a:136:LYS:HB3 4:a:139:ALA:HB3 1.88 0.56
4:¢:170:LEU:HD22 4:¢:173:LEU:HB2 1.87 0.56
4:h:151:ASN:HB2 4:h:154:GLU:OE1 2.05 0.56
1:x:101:LYS:HE3 1:x:111:MET:HA 1.88 0.56
1:5:170:PHE:CE2 1:5:211:TYR:HB3 2.40 0.56
2:A:461:ASP:O 2:A:465:SER:N 2.37 0.56
2:D:59:TYR:C 2:D:59:TYR:CD1 2.83 0.56
2:H:123:ASN:HD22 | 3:V:133:ARG:NH2 2.02 0.56
3:L:299:ALA:O 3:L:302:LYS:HE3 2.06 0.56
3:L:302:LYS:HD2 3:L:303: THR:N 2.19 0.56
3:P:295:ALA:HB2 4:1:488: GLN:HE22 1.71 0.56
3:Q:8:MET:CG 3:Q:307:-MET:HE1 2.35 0.56
3:Q:103:SER:O 3:Q:106:ASP:N 2.39 0.56
4:¢:289:LEU:HD13 4:¢:307:VAL:HG21 1.88 0.56
4:£:175:VAL:O 4:£:175:VAL:HG22 2.06 0.56
1:w:144:-MET:HE1 1:w:310:GLN:OE1 2.05 0.56
1:w:368:LEU:CD1 1:w:372:LEU:HD22 2.35 0.56
1:1:111:MET:HE2 1:1:111:MET:CA 2.36 0.56
1:3:290:VAL:HG12 2:A:70:PHE:CE2 2.41 0.56
1:5:33:LYS:NZ 1:5:362:GLU:OE1 2.35 0.56
1:7:69:THR:OG1 1:7:71:ARG:HD3 2.05 0.56
1:8:19:VAL:HA 1:w:48:VAL:HG23 1.87 0.56
2:A:78:ALA:O 2:A:82:SER:OG 2.20 0.56
2:D:395:1LE:O 2:D:398:LEU:HD23 2.04 0.56
3:T:263:LEU:HD11 | 3:T:267:ARG:HH21 1.67 0.56
3:U:66:ARG:NE 3:U:261:ASP:OD1 2.37 0.56
4::459:TYR:OH 4:¢:494:LEU:HB2 2.06 0.56
1:8:34:SER:HB3 1:8:366:VAL:HG22 1.87 0.56
2:A:182:GLN:OE1 2:A:185:ARG:NH2 2.39 0.56
2:B:198:LEU:O 2:B:198:LEU:HD23 2.06 0.56
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2:C:300:GLN:OE1 2:C:360:ALA:N 2.39 0.56
2:F:476:ASP:0OD1 2:F:477:ALA:N 2.39 0.56
2:F:541: THR:O 2:F:545:LEU:HD23 2.05 0.56
2:G:413:LEU:HD13 2:G:414:LEU:N 2.21 0.56
2:H:270:1ILE:HG21 2:H:275:LEU:CD1 2.36 0.56
2:1:546:PHE:CE2 1:w:380:ARG:HD2 2.40 0.56
3:P:246:VAL:HG12 3:P:250:LEU:CD2 2.36 0.56
3:T:269:LEU:HD12 3:T:269:LEU:O 2.06 0.56
4:h:10:LEU:HG 4:1:29:1LE:HG21 1.87 0.56
4:h:460:ALA:O 4:h:463:VAL:HG22 2.05 0.56
4:1:336: THR:N 4:1:344:SER:O 2.38 0.56
1:3:20:ILE:HD11 1:3:371:GLU:CA 2.36 0.56
1:6:186:VAL:H 1:6:196:MET:HE1 1.71 0.56
1:7:139:ILE:O 1:7:139:ILE:CG2 2.54 0.56
2:D:303:LEU:O 2:D:307:ASP:HB3 2.05 0.56
2:J:440:SER:OG 2:J:443:ASP:CG 2.49 0.56
3:M:267:ARG:O 3:M:271:GLN:OE1 2.23 0.56
3:P:282:ASP:0OD1 3:P:284:ASN:N 2.38 0.56
4:b:5:ILE:O 4:b:9:SER:N 2.37 0.56
4:1:368:ASP:OD1 4:1:368:ASP:N 2.36 0.56
1:w:403:ARG:OXT 1:w:403:ARG:NE 2.38 0.56
1:x:152:ALA:N 1:x:260:SER:O 2.39 0.56
1:y:310:GLN:OE1 1:y:312:LEU:N 2.38 0.56
1:2:92:VAL:O 1:2:92:VAL:HG13 2.05 0.56
1:2:187:TYR:HD2 1:2:285:LYS:HD2 1.70 0.56
1:3:390:LYS:HD3 2:A:552:1LE:HG21 1.88 0.56
1:4:159:ASN:C 1:4:159:ASN:HD22 2.14 0.56
1:7:133:ASN:OD1 1:7:133:ASN:O 2.24 0.56
2:C:81:GLN:O 2:C:85:LEU:HD23 2.06 0.56
2:D:326:ASP:0OD1 2:D:427:LYS:NZ 2.38 0.56
2:1:312: GLN:HB3 2:1:462:LEU:HD11 1.88 0.56
2:1:348:LEU:HD11 2:1:372: TRP:CZ2 2.40 0.56
2:1:498:THR:O 2:1:502: VAL:HG23 2.05 0.56
2:J:439:GLU:CD 2:J:448: THR:HG21 2.31 0.56
3:M:120:GLN:O 3:M:124:LEU:HD22 2.06 0.56
3:P:260:LEU:CD2 | 3:Q:120:GLN:HE22 2.18 0.56
3:Q:200:LEU:HA 3:Q:203:MET:HE3 1.88 0.56
3:5:30:MET:CE 3:5:286:VAL:CG2 2.83 0.56
3:S:165:ASP:0OD1 3:S5:168:ARG:N 2.35 0.56
3:5:274:GLN:O 3:5:278:LEU:HD23 2.05 0.56
3:U:7:-MET:SD 3:U:7:MET:C 2.89 0.56
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1:2:165:PRO:HG2 1:z:168: THR:HA 1.88 0.56
1:4:20:1ILE:CG2 1:4:375:MET:HE2 2.36 0.56
2:C:134:1ILE:HD12 2:C:134:1LE:C 2.31 0.56
3:M:52:LEU:HD12 3:M:274:GLN:NE2 2.21 0.56
3:Q:172:ILE:CD1 3:Q:172:ILE:O 2.54 0.56
3:V:135:ILE:HD12 3:V:136:PHE:H 1.70 0.56
4:e:249:SER:O 4:e:258: THR:N 2.35 0.56
1:y:188:ASP:OD1 1:y:190:GLN:N 2.39 0.56
2:A:306:ALA:HB1 2:A:330:ILE:HB 1.86 0.55
2:B:220:GLN:N 2:B:224:THR:O 2.39 0.55
2:D:520:GLU:OE1 2:D:520:GLU:N 2.37 0.55
2:H:48:LEU:CB 2:1:186:MET:HE1 2.35 0.55
2:1:4:LEU:HD23 2:I:4:.LEU:C 2.30 0.55
2:1:125:GLU:OE2 2:1:436:MET:HE3 2.06 0.55
3:0:164:VAL:CG1 3:0:170:MET:HG2 2.36 0.55
3:U:76:GLU:HG2 3:U:250:LEU:HD13 1.87 0.55
4:¢:296:LEU:C 4:¢:301:VAL:HG12 2.31 0.55
4:n:252:LYS:HA 4:n:282:VAL:HG11 1.88 0.55
1:w:169:PRO:HD2 1:w:170:PHE:CZ 2.42 0.55
1:w:222:ALA:O 1:w:224: THR:N 2.37 0.55
1:6:95:SER:HA 1:6:334: TRP:CD1 2.40 0.55
2:A:437:ALA:HB2 2:A:449:GLY:O 2.06 0.55
2:B:439:GLU:OE1 2:B:439:GLU:N 2.40 0.55
2:C:337:SER:O 2:C:338:ASN:HB3 2.06 0.55
3:M:271:GLN:OE1 3:M:271:GLN:N 2.39 0.55
3:R:237:LYS:NZ 4:h:151:ASN:OD1 2.39 0.55
3:V:289:SER:O 3:V:293:GLN:CD 2.49 0.55
4:b:406:GLU:O 4:b:411:LYS:NZ 2.35 0.55
4:d:326:VAL:N 4:d:333:TYR:O 2.37 0.55
4:e:25:LEU:O 4:e:29:ILE:HG23 2.07 0.55
4:m:183:ASP:0OD1 4:m:183:ASP:N 2.39 0.55
1:w:104:GLU:N 1:w:104:GLU:OE1 2.39 0.55
1:w:196:MET:HE2 1:w:246:1LE:HG21 1.86 0.55
1:w:231:LYS:HE3 1:w:232:PHE:O 2.06 0.55
1:x:330:GLY:O 1:x:333:VAL:HB 2.05 0.55
1:2z:182:GLY:O 1:2z:198:VAL:N 2.36 0.55
1:3:381:ASN:OD1 1:3:385:ASN:ND2 2.39 0.55
2:A:479:ALA:HB2 3:0:50:VAL:HG11 1.87 0.55
2:C:323:LYS:NZ 2:C:324:GLY:O 2.37 0.55
2:C:351:LYS:N 2:C:399:LYS:0O 2.39 0.55
2:C:535:ASN:HA 2:C:538:VAL:HG12 1.88 0.55
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2:E:70:PHE:CZ 2:E:71:ILE:HD11 2.40 0.55
2:E:84:GLY:HA2 2:E:278:GLY:0O 2.06 0.55
3:V:297:LEU:HD21 3:V:301:TYR:CE2 2.41 0.55
4:¢:310:MET:HE2 4:¢:310:MET:N 2.21 0.55
4:¢:310:MET:HE2 4:e:310:MET:H 1.69 0.55
4:e:425:ASP:C 4:e:425:ASP:0OD1 2.48 0.55
4:m:10:LEU:CD2 4:n:29:1LE:HG21 2.36 0.55
1:z:375:MET:HE1 1:2:379:GLN:HG3 1.89 0.55
1:4:165:PRO:HD2 1:4:177:SER:HA 1.89 0.55
2:A:525:LEU:HD21 | 2:K:541: THR:HG21 1.89 0.55
2:D:253:PRO:O 2:D:254: THR:HG23 2.05 0.55
2:F:107:SER:O 2:F:111:GLN:NE2 2.39 0.55
2:F:143:GLN:OE1 2:F:143:GLN:O 2.24 0.55
2:G:147:THR:O 2:G:151:LEU:HD13 2.06 0.55
2:I:117:LEU:HD23 2:1:460:LEU:HD13 1.87 0.55
2:K:71:ILE:O 2:K:75:LEU:HD23 2.06 0.55
3:P:281:VAL:HG13 3:P:282:ASP:N 2.21 0.55
3:Q:279:VAL:HG12 3:QQ:280:ASP:H 1.69 0.55
3:R:310:MET:HE3 3:R:311:SER:HA 1.88 0.55
3:S5:261:ASP:OD1 3:5:262:SER:N 2.40 0.55
3:V:23: TRP:CZ3 4:1:486:VAL:HG22 2.42 0.55
4:¢:105:SER:OG 4:¢:108:ASP:OD1 2.24 0.55
4:¢:177:GLN:OE1 4:¢:178:LYS:O 2.25 0.55
4:h:222:LYS:CD 4:h:278:ASP:OD1 2.54 0.55
1:w:171:SER:HB2 1:w:174:ASP:CB 2.35 0.55
1:x:36: THR:N 1:x:58: THR:O 2.38 0.55
2:A:195:PRO:CB 2:A:198:LEU:HD22 2.35 0.55
2:A:306:ALA:CB 2:A:424:MET:SD 2.94 0.55
2:B:229:MET:O 2:B:232:GLY:N 2.40 0.55
2:E:307:ASP:HB2 2:E:355:SER:CB 2.37 0.55
3:N:226:ALA:O 3:N:229:ILE:CG2 2.54 0.55
3:Q:29:GLN:NE2 3:Q:34:LYS:O 2.40 0.55
4:3:280:LYS:HE2 4:3:280:LYS:H 1.70 0.55
1:y:188:ASP:OD1 1:y:191:GLY:N 2.39 0.55
1:7:195:ASP:OD1 1:7:195:ASP:N 2.38 0.55
1:8:48:VAL:HG13 1:8:49:GLY:N 2.22 0.55
2:B:137:ALA:O 2:B:141:VAL:HG23 2.05 0.55
2:F:90:GLU:O 2:F:93:SER:O0G 2.23 0.55
2:F:364:LYS:C 2:F:365:ILE:HD12 2.32 0.55
2:1:4:LEU:HD22 2:1:542:ALA:HB2 1.89 0.55
2:1:101:ASP:O 2:1:104:SER:OG 2.25 0.55
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2:J:372: TRP:CZ3 2:J:393:LEU:HD11 2.42 0.55
3:M:253:GLN:OE1 3:M:253:GLN:HA 2.07 0.55
3:T:28:GLU:OE2 3:T:28:GLU:N 2.37 0.55
4:¢:296:LEU:O 4:¢:301:VAL:HG12 2.07 0.55
4:f:3:GLN:CB 4:£:6:ASN:CG 2.79 0.55
4:£:63:GLN:NE2 4:£:67:ASN:OD1 2.39 0.55
4:1n:491:LEU:HD12 4:n:491:LEU:O 2.07 0.55
1:2:99:GLN:HB2 1:z:111:MET:HE1 1.87 0.55
1:3:18:ASP:HA 2:A:4:LEU:HD22 1.89 0.55
1:5:42:MET:SD 1:5:43:PHE:N 2.77 0.55
1:8:171:SER:HB2 1:8:224: THR:HG22 1.89 0.55
1:9:390:LYS:HE3 1:x:402:LEU:HB3 1.88 0.55
2:E:166:VAL:O 2:E:170:ASN:ND2 2.40 0.55
3:N:282:ASP:0O 3:N:283: TRP:C 2.50 0.55
3:P:20:GLN:OE1 3:P:297:LEU:CG 2.55 0.55
3:Q:37:THR:OG1 3:Q:41:ASP:0D2 2.25 0.55
4:¢:492:SER:O 4:¢:495:ARG:NH2 2.40 0.55
4:1:30:GLU:O 4:1:30:GLU:OE2 2.24 0.55
4:h:310:MET:HE1 4:h:332:TYR:CD2 2.41 0.55
4:1:456:ASP:OD1 4:1:456:ASP:N 2.40 0.55
4:k:3:GLN:HE21 4:k:490:VAL:HG23 1.72 0.55
4:1:8:ASN:OD1 4:1:8:ASN:O 2.25 0.55
4:n:141:ASP:OD1 4:n:161:LYS:HA 2.05 0.55
1:2:188:ASP:0OD1 1:2:194:HIS:NE2 2.33 0.55
1:1:166:SER:OG 1:1:176:ASP:CG 2.49 0.55
1:7:84:ARG:C 1:7:85:LEU:HD23 2.32 0.55
2:B:519:ASP:0OD1 2:B:519:ASP:N 2.38 0.55
2:F:19:LEU:HG 3:S:310:MET:HE2 1.89 0.55
2:G:303:LEU:HD23 | 2:G:358:VAL:HG21 1.88 0.55
3:M:282:ASP:0OD1 4:a:3:GLN:N 2.40 0.55
3:U:3:ILE:HD11 3:U:7:-MET:HG3 1.88 0.55
4:a:222:LYS:O 4:a:231:TYR:N 2.37 0.55
4:3:481:ALA:O 4:3:485:GLN:NE2 2.40 0.55
1:1:42:MET:SD 1:1:50:LEU:HD12 2.47 0.55
1:1:42:MET:HG2 1:1:50:LEU:HB2 1.89 0.55
1:8:296:ASN:OD1 1:8:356:LEU:O 2.24 0.55
2:J:28:ASN:O 2:J:30:ASN:N 2.40 0.55
2:J:257:THR:HB 2:J:271:PRO:CB 2.37 0.55
3:P:283: TRP:CE2 4:e:2:ALA:N 2.75 0.55
3:S:16:ILE:HD12 3:5:16:1LE:C 2.31 0.55
4:3:263:ALA:O 4:3:265:SER:N 2.39 0.55
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4:k:161:LYS:HB2 4:k:163:ILE:HD11 1.89 0.55
4:k:406:GLU:O 4:k:411:LYS:NZ 2.40 0.55
1:2:193:ALA:N 1:2:285:LYS:NZ 2.54 0.55
1:3:65: THR:HB 1:3:363:ALA:HB3 1.89 0.55
1:3:296:ASN:OD1 1:3:296:ASN:N 2.39 0.55
1:4:22:ASN:HB2 1:5:44:ALA:C 2.32 0.55
1:5:17:LEU:O 1:5:20:ILE:HG22 2.06 0.55
1:6:372:LEU:CD1 1:7:399:LEU:HD11 2.36 0.55
2:H:463:GLN:HA 2:H:474:PHE:HE1 1.72 0.55
2:1:300: GLN:OE1 2:1:301:LEU:HD22 2.06 0.55
2:J:124:ALA:HA 2:J:436:MET:HE1 1.88 0.55
2:K:4:LEU:HA 2:K:7:HIS:CE1 2.42 0.55
3:0:137:ALA:HA 3:0:145:PRO:HB3 1.89 0.55
3:T:275:-MET:HE2 | 3:T:279:VAL:HG13 1.88 0.55
4:h:296:LEU:HD11 4:h:345:1ILE:HD12 1.89 0.55
4:3:372:GLU:CG 4:3:383:ALA:HB3 2.36 0.55
4:1:326:VAL:N 4:1:333:TYR:O 2.35 0.55
4:n:490:VAL:HG12 | 4:0:477:-THR:HG21 1.89 0.55
1:x:176:ASP:0OD1 1:x:176:ASP:N 2.40 0.55
1:x:289:LEU:HD11 1:x:302:GLY:C 2.32 0.55
1:5:21:GLY:O 1:5:24:1LE:HG22 2.06 0.54
1:8:179:ASN:HD22 1:8:208: TRP:HZ3 1.55 0.54
2:B:98:LEU:HD22 2:B:98:LEU:H 1.72 0.54
2:F:520:GLU:OE1 2:F:520:GLU:HA 2.08 0.54
2:H:272:GLU:HB3 | 2:H:284:LEU:HD22 1.88 0.54
3:L:240:LEU:O 3:L:240:LEU:HD13 2.06 0.54
3:U:170:MET:HE3 3:U:253:GLN:OE1 2.07 0.54
3:V:54:GLN:C 3:V:54:GLN:CD 2.75 0.54
4:¢:30:GLU:OE1 4:¢:30:GLU:O 2.24 0.54
4:d:13:LEU:HD13 4:d:13:LEU:C 2.31 0.54
4:e:13:LEU:HD11 4:1:30:GLU:OE1 2.07 0.54
4:f:18:LEU:HD21 4:£:476:GLY:HA3 1.90 0.54
4:3:91:ARG:O 4:3:95:LEU:CD2 2.55 0.54
4:1:220:ASP:O 4:1:222:LYS:NZ 2.41 0.54
4:m:443:THR:O 4:m:447.-LEU:HD23 2.07 0.54
1:7:112:GLN:OE1 1:7:114:MET:HE2 2.07 0.54
1:7:121:ALA:O 1:7:122: THR:HG23 2.06 0.54
1:9:202:LYS:HG3 1:9:208: TRP:CG 2.42 0.54
2:B:549:LEU:HD13 2:B:549:LEU:C 2.33 0.54
2:D:320:ASP:0D2 2:D:322:ASN:CB 2.56 0.54
2:D:516:VAL:O 3:R:4:SER:N 2.39 0.54
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2:G:66:GLU:OE2 3:U:1:MET:HE2 2.08 0.54
2:G:96:ASP:OD1 2:G:97:ASN:N 2.40 0.54
2:1:367:PHE:O 2:1:409:ASN:N 2.40 0.54
2:1:548:ALA:O 2:1:551: ASN:ND2 2.40 0.54
2:K:445:ASP:0OD1 2:K:445:ASP:N 2.40 0.54
3:N:276:SER:O0G 4:b:5:ILE:HB 2.07 0.54
3:Q:76:GLU:C 3:Q:76:GLU:CD 2.76 0.54
3:Q:84:THR:O 3:Q:87:ILE:CD1 2.55 0.54
3:R:28:GLU:CD 3:R:28:GLU:C 2.76 0.54
3:5:29:GLN:NE2 3:5:286:VAL:HG11 2.22 0.54
3:V:162:GLN:HG3 3:V:172:1ILE:HD11 1.88 0.54
4:¢:310:MET:HE3 4:¢:310:MET:CA 2.35 0.54
4:3:446:ASN:O 4:3:449:SER:OG 2.25 0.54
1:2:178:TYR:OH 1:2:181:LYS:HD2 2.07 0.54
1:2:31:GLY:N 1:2:362:GLU:O 2.39 0.54
1:5:380:ARG:HA 1:5:380:ARG:HE 1.71 0.54
1:7:84:ARG:O 1:7:85:LEU:HD23 2.07 0.54
2:H:355:SER:O 2:H:358:VAL:HG12 2.07 0.54
4:¢:8:ASN:O 4:¢:9:SER:C 2.50 0.54
4:¢:177:GLN:CD 4:¢:178:LYS:N 2.65 0.54
4:e:106:GLN:N 4:e:106:GLN:HE21 2.05 0.54
4:3:310:MET:HE3 4:3:310:MET:CA 2.33 0.54
4:1n:25:-LEU:HD12 4:n:25:LEU:O 2.07 0.54
1:1:119:TYR:HB3 1:1:128:ILE:HD11 1.89 0.54
1:7:73:LEU:HD21 1:7:101:LYS:HA 1.88 0.54
1:7:373:VAL:HG11 2:K:9:MET:SD 2.47 0.54
1:9:202:LYS:CB 1:9:208: TRP:CE3 2.90 0.54
2:A:455:ASN:O 2:A:459:LEU:HD12 2.07 0.54
2:G:38: THR:HB 2:G:64:GLN:HG3 1.90 0.54
2:H:270:1LE:HG21 | 2:H:275:LEU:HD11 1.88 0.54
2:J:440:SER:HG 2:J:443:ASP:CG 2.15 0.54
2:K:130:ARG:O 2:K:134:ILE:CD1 2.54 0.54
3:N:22:GLU:OE1 3:N:25:LYS:HD2 2.06 0.54
3:Q:105:ASP:OD1 3:Q:106:ASP:N 2.40 0.54
4:3:188:VAL:HG23 4:3:287:ALA:HB2 1.89 0.54
1:y:370:LYS:HA 1:y:370:LYS:CE 2.35 0.54
1:1:2:SER:HB3 1:z:18:ASP:HA 1.90 0.54
1:1:5:GLN:HG2 1:2:22:ASN:CA 2.37 0.54
1:4:154:MET:HE2 1:4:276:ILE:HD11 1.89 0.54
1:5:36:THR:O 1:5:58: THR:N 2.40 0.54
1:8:77:ILE:HD13 1:8:96:ARG:NH2 2.22 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
3:5:269:LEU:O 3:5:273:LEU:CD1 2.56 0.54
3:V:13:MET:HE3 3:V:13:-MET:CA 2.37 0.54
4:1:99:SER:HB2 4:£:175:VAL:HG21 1.88 0.54
1:z:30:TYR:CE1 1:z:67:-THR:HG21 2.42 0.54
1:2:24:1LE:HG23 1:2:371:GLU:OE1 2.07 0.54
1:2:46:SER:O 1:2:49:GLY:N 2.39 0.54
2:E:2:SER:HA 2:E:5:ILE:HD13 1.88 0.54
2:E:320:ASP:0OD1 2:E:321:GLY:N 2.41 0.54
2:1:229:MET:HE2 2:1:229:MET:N 2.18 0.54
2:K:395:ILE:N 2:K:398:LEU:O 2.34 0.54
3:0:23:TRP:HZ2 3:0:294:GLN:HB2 1.73 0.54
3:0:263:LEU:HA 3:0:266:ASP:0D2 2.08 0.54
3:P:295:ALA:HB2 4:1:488:GLN:NE2 2.22 0.54
4:1:3:GLN:HG3 4:1:5:1LE:HG23 1.89 0.54
1:6:366: VAL:HG13 1:6:371:GLU:OE1 2.07 0.54
1:7:65:THR:HG21 2:J:3:SER:HA 1.90 0.54
2:A:99:LEU:HD21 2:A:482:VAL:HG22 1.90 0.54
2:B:92:MET:-HE2 2:B:92:MET:HA 1.90 0.54
2:D:296:ASN:ND2 2:D:362:ASP:0OD1 2.40 0.54
2:D:388:ASP:N 2:D:392:LYS:O 2.33 0.54
2:E:349:THR:HB 2:E:401:THR:OG1 2.07 0.54
2:F:229:MET:SD 2:F:231:ASN:ND2 2.81 0.54
2:H:35:THR:HG21 2:H:65:ARG:HD2 1.88 0.54
2:I:92.2MET:HE3 2:1:489: THR:N 2.23 0.54
3:M:124:LEU:HD22 3:M:124:LEU:H 1.72 0.54
1:x:267:-MET:HE1 1:x:269:GLN:HA 1.90 0.54
1:3:396:LEU:HD22 1:4:380:ARG:HG2 1.90 0.54
1:4:289:LEU:HD12 1:4:303:ASN:O 2.08 0.54
1:7:143:LEU:HD22 1:7:143:LEU:H 1.72 0.54
1:8:312:LEU:HD12 1:8:312:LEU:O 2.08 0.54
2:H:300:GLN:OE1 2:H:301:LEU:N 2.41 0.54
2:1:502: VAL:O 2:1:506:LEU:HD13 2.07 0.54
2:J:303:LEU:HD23 2:J:303:LEU:C 2.33 0.54
3:L:192:ASP:OD1 3:L:192:ASP:O 2.26 0.54
3:N:22:GLU:OE1 3:N:22:GLU:HA 2.07 0.54
3:0:212:LYS:O 3:0:212:LYS:HD3 2.08 0.54
3:V:108:ALA:O 3:V:112:THR:HG23 2.08 0.54
3:V:129:ASP:0OD1 3:V:133:ARG:N 2.39 0.54
4:e:482:GLN:OFE1 4:e:482:GLN:HA 2.07 0.54
4:£:5:ILE:O 4:f:5:ILE:HD13 2.08 0.54
4:1:495:ARG:HA 4:1:495:ARG:NE 2.23 0.54
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1:2:116:LEU:C 1:2:137:ILE:HD12 2.33 0.54
1:3:192:ASN:OD1 1:4:271: THR:N 2.40 0.54
1:7:25:ALA:HB2 2:1:7:HIS:NE2 2.23 0.54
2:A:493:LYS:NZ 2:A:497:THR:HG21 2.23 0.54
2:B:45:ASN:HD21 2:C:186:MET:HE2 1.72 0.54
2:B:150: TYR:HH 2:B:154:GLN:CD 2.15 0.54
2:C:467:-VAL:CG2 2:C:468:VAL:N 2.71 0.54
2:F:226:ASN:C 2:F:227.LEU:HD22 2.33 0.54
2:F:388:ASP:0D2 2:F:392:LYS:NZ 2.41 0.54
2:H:460:LEU:O 2:H:463:GLN:HG2 2.07 0.54
2:1:98:LEU:CD2 2:1:150: TYR:CE2 2.91 0.54
2:J:372: TRP:CH2 2:J:402:VAL:HG12 2.43 0.54
3:0:140:LYS:NZ 3:0:154:HIS:0 2.41 0.54
3:Q:284:ASN:HD21 3:R:16:ILE:HD11 1.73 0.54
3:T:182:SER:O 3:T:242: ASN:ND2 2.41 0.54
3:T:249:GLU:OE2 3:T:253:GLN:HG2 2.07 0.54
3:T:301:TYR:CD1 3:T:301:TYR:C 2.85 0.54
3:V:190:GLU:OE1 3:V:234:ARG:NH2 2.38 0.54
4:a:204:LYS:HA 4:a:207:ALA:HB3 1.89 0.54
4:¢:177:GLN:CD 4:¢:177:GLN:C 2.76 0.54
4:¢:326:VAL:N 4:¢:333: TYR:O 2.40 0.54
4:m:296:LEU:HD21 4:m:345:1LE:CD1 2.38 0.54
1:x:328:SER:HA 1:x:334:TRP:CG 2.43 0.54
1:y:392:GLN:HA 1:y:392:GLN:OE1 2.08 0.54
1:2:369:SER:O 1:2:373:VAL:HG23 2.07 0.54
1:6:329:GLN:HB3 1:6:335:ALA:CB 2.37 0.54
1:8:16:ASN:O 1:8:19:VAL:HG12 2.08 0.54
2:B:65:ARG:NH2 2:B:67:TYR:CG 2.76 0.54
2:B:204:GLN:HG3 | 2:B:205:LEU:HD22 1.90 0.54
2:B:508:LYS:HD?2 2:B:508:LYS:C 2.33 0.54
2:F:117:LEU:HD13 | 2:F:460:LEU:HD13 1.90 0.54
3:0:28:GLU:CD 3:0:28:GLU:C 2.76 0.54
3:Q:8:MET:SD 3:Q:8:MET:N 2.81 0.54
3:V:304:PHE:CD1 3:V:304:PHE:C 2.84 0.54
4:d:171:ASP:0OD1 4:d:172: THR:HG23 2.07 0.54
4:¢:58:1LE:HA 4:¢:61:LEU:HD12 1.90 0.54
4:3:340:ASP:OD1 4:3:340:ASP:N 2.40 0.54
4:n:203:PHE:O 4:m:207:ALA:N 2.40 0.54
1:w:143:LEU:HD12 1:w:287:GLY:O 2.08 0.54
1:4:289:LEU:HB2 1:4:304:TYR:CD2 2.44 0.53
1:7:280:ASN:OD1 1:7:281:GLN:N 2.40 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
2:B:12:LEU:HD22 2:B:532: TYR:CE1 2.44 0.53
2:D:322:ASN:OD1 2:D:323:LYS:N 2.40 0.53
2:D:546:PHE:O 2:D:550:LEU:HD13 2.08 0.53
2:J:393:LEU:O 2:J:399:LYS:HA 2.09 0.53
3:M:37:THR:HG23 3:M:38:ASN:CG 2.34 0.53
3:P:234:ARG:NH1 4:e:152:ASP:0OD2 2.38 0.53
3:Q:285:SER:O 3:Q:286:VAL:C 2.50 0.53
3:R:297:LEU:O 3:R:297:LEU:HD23 2.09 0.53
3:T:24:-MET:HE1 4:1:4:VAL:CG2 2.36 0.53
3:V:102:LEU:N 3:V:102:LEU:HD23 2.23 0.53
4:b:122:GLU:OE2 4:b:125:ARG:NH2 2.40 0.53
4:f:5:ILE:O 4:£:5:ILE:HG23 2.08 0.53
4:£:222:LYS:O 4:£:231:TYR:N 2.36 0.53
4:¢:150:ALA:N 4:¢:154:GLU:OE1 241 0.53
1:2:85:LEU:O 1:2:93:PHE:N 2.41 0.53
1:4:20:ILE:HB 1:4:375:-MET:CE 2.38 0.53
2:B:342:ALA:HB2 2:B:407:GLN:HB2 1.89 0.53
2:1:368:ASP:0OD2 2:1:373:GLN:NE2 2.33 0.53
2:J:111:GLN:CD 2:J:111:GLN:N 2.67 0.53
4:1n:296:LEU:HD21 4:n:345:ILE:HD13 1.89 0.53
1:2:31:GLY:N 1:2:362:GLU:O 2.37 0.53
1:2:53:LYS:O 1:2:53:LYS:HG2 2.08 0.53
1:3:317:LEU:HD12 1:3:317:LEU:N 2.24 0.53
1:6:82:PHE:CZ 1:6:334: TRP:CD1 2.95 0.53
1:6:144:-MET:O 1:6:286:PRO:HA 2.09 0.53
2:A:499:GLN:HA 2:A:502:VAL:HG12 1.90 0.53
2:B:89:TYR:CZ 2:B:493:LYS:HE3 2.42 0.53
2:C:123:ASN:OD1 3:Q:133:ARG:NH1 2.33 0.53
2:D:398:LEU:HD11 | 2:D:414:LEU:HD21 1.90 0.53
2:F:539:LEU:O 2:F:543:ASN:OD1 2.27 0.53
2:J:450:ASP:N 3:M:141: THR:OG1 2.42 0.53
3:M:284:ASN:OD1 3:M:285:SER:N 2.40 0.53
4:0:184:THR:0G1 4:0:309:LYS:NZ 2.40 0.53
1:w:368:LEU:C 1:w:368:LEU:HD13 2.34 0.53
1:z:6:ALA:HB1 1:2:389:ILE:HG13 1.91 0.53
2:D:134:1LE:HG22 2:D:138:GLU:OE2 2.08 0.53
2:E:4:LEU:HD11 2:E:542:ALA:HA 1.89 0.53
2:G:165:SER:O 2:G:169:ILE:HD13 2.09 0.53
2:1:467:VAL:HG13 2:1:468:VAL:N 2.23 0.53
2:1:469:GLY:O 2:1:471:ASN:N 2.42 0.53
3:Q:282:ASP:C 3:Q:284:ASN:H 2.17 0.53
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3:S5:69:ALA:O 3:5:73:VAL:HG23 2.07 0.53
3:T:275:-MET:HA 3:T:275:-MET:HE3 1.91 0.53
3:V:304:PHE:HE2 4:1:494:LEU:HD12 1.74 0.53
4:e:249:SER:N 4:€:258: THR:O 2.31 0.53
4:£:361:LEU:C 4:£:361:LEU:HD12 2.34 0.53
4:h:189:THR:O 4:h:286:ASN:ND2 2.37 0.53
4:3:372:GLU:O 4:3:372:GLU:CD 2.52 0.53
4:m:157:ASP:C 4:m:157:ASP:0OD1 2.51 0.53
1:w:48:VAL:HG22 1:w:48:VAL:O 2.07 0.53
1:w:331:ASP:O 1:w:332:ASN:ND2 2.41 0.53
1:w:399:LEU:CD1 1:w:402:LEU:HD12 2.38 0.53
1:y:41:ASP:HB2 1:y:43:PHE:CD1 2.43 0.53
1:2:117:THR:O 1:2:137:ILE:HD11 2.08 0.53
1:3:186:VAL:CG1 1:3:196:MET:HE3 2.37 0.53
1:9:202:LYS:HB2 1:9:208: TRP:CE3 2.43 0.53
2:C:148:ASP:0OD1 2:C:152:ARG:NE 2.28 0.53
2:F:429:THR:O 2:F:429:THR:CG2 2.56 0.53
3:M:65:ALA:CB 3:M:164:VAL:HG12 2.39 0.53
3:T:289:SER:O 3:T:292:MET:-HE3 2.08 0.53
3:U:24:MET:O 3:U:28:GLU:HG2 2.09 0.53
4:¢:131:GLN:CD 4:¢:131:GLN:C 2.77 0.53
4:k:461:THR:O 4:k:464:SER:OG 2.24 0.53
4:1:37:ARG:NH2 4:1:454:ILE:O 2.41 0.53
4:m:236:VAL:HG21 4:m:242:LYS:HB2 1.90 0.53
4:n:5:ILE:CG2 4:1n:491:LEU:HD23 2.38 0.53
1:x:327:ALA:HB2 1:x:337:THR:HG21 1.89 0.53
1:x:379:GLN:C 1:x:379:GLN:CD 2.77 0.53
1:5:40:ALA:HB3 1:5:53:LYS:HB2 1.90 0.53
2:B:47:THR:HG22 2:B:48:LEU:N 2.24 0.53
2:B:303:LEU:HD23 2:B:303:LEU:O 2.09 0.53
2:E:65:ARG:NH2 2:E:200:ASP:OD1 2.34 0.53
2:H:145:LYS:HE3 2:H:422:VAL:HA 1.89 0.53
2:1:376:ARG:NH1 2:1:396:ASP:0OD2 2.42 0.53
2:J:457:GLN:OE1 2:J:457:GLN:O 2.27 0.53
3:0:203:MET:HE1 3:0:235:GLY:CA 2.39 0.53
3:Q:20:GLN:OE1 3:Q:20:GLN:C 2.52 0.53
3:U:106:ASP:OD1 3:U:106:ASP:N 2.41 0.53
4:k:225:ASP:0OD1 4:k:226:THR:N 2.41 0.53
4:1:210:LEU:HD11 4:1:259:LEU:HD21 1.90 0.53
1:y:380:ARG:HD2 1:y:383:GLN:NE2 2.24 0.53
1:5:20:1ILE:HD11 1:5:371:GLU:O 2.08 0.53
Continued on next page...
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Atom-1 Atom-2 distance (A) overlap (A)
1:5:160:SER:OG 1:5:270:ASN:HA 2.09 0.53
1:8:196:MET:HE1 1:8:214:ASP:CB 2.38 0.53
2:A:30:ASN:CG 2:K:531:TYR:HH 2.15 0.53
2:B:45:ASN:ND2 2:C:186:MET:HE2 2.24 0.53
2:C:221:ASP:OD1 2:C:222:GLY:N 2.42 0.53
2:E:149:GLN:NE2 2:E:153:ASP:0OD1 2.41 0.53
2:1:145:LYS:0O 2:1:148:ASP:OD1 2.25 0.53
2:K:546:PHE:CE2 | 2:K:550:LEU:HD21 2.43 0.53
3:S5:316:ASN:OD1 3:S:317:ARG:N 2.42 0.53
3:V:68:PHE:O 3:V:71:GLN:OE1 2.27 0.53
4:b:10:LEU:C 4:b:10:LEU:HD13 2.33 0.53
4:b:296:LEU:CD2 4:b:301:VAL:HG11 2.32 0.53
4:e:340:ASP:OD1 4:¢:340:ASP:N 2.38 0.53
4:0:420:ASP:0OD1 4:0:420:ASP:N 2.42 0.53
1:x:201:VAL:O 1:x:209:ALA:N 2.31 0.53
1:2:375:MET:C 1:2:375:MET:CE 2.82 0.53
1:6:87:ASP:C 1:6:87:ASP:OD1 2.52 0.53
2:B:5:ILE:HD12 2:B:6:ASN:N 2.24 0.53
2:B:153:ASP:O 2:B:156:LYS:HG3 2.08 0.53
2:D:145:LYS:NZ 2:D:422:VAL:O 2.42 0.53
2:H:142:ASN:ND2 3:U:168:ARG:HD2 2.24 0.53
2:H:229:MET:HE2 2:H:275:LEU:HG 1.89 0.53
2:1:177:ALA:HB1 2:1:239:SER.:C 2.33 0.53
2:1:362:ASP:OD1 2:1:377: THR:CG2 2.56 0.53
3:T:170:-MET:CE 3:T:253:GLN:HB3 2.39 0.53
3:U:200:LEU:O 3:U:203:MET:HG3 2.09 0.53
3:V:219:ASN:O 3:V:220:VAL:HB 2.09 0.53
4:a:254:ASN:ND2 4:a:256:GLU:OE2 2.42 0.53
4:c:4:VAL:O 4:c:5:1LE:C 2.51 0.53
4:e:254:ASN:OD1 4:€:255:GLY:N 2.42 0.53
4:k:131:GLN:OE1 4:k:134:GLY:N 2.35 0.53
1:x:40:ALA:N 1:x:53:LYS:O 2.42 0.53
1:x:162:ASP:C 1:x:162:ASP:0OD1 2.52 0.53
1:y:175:ALA:O 1:y:177:SER:N 2.38 0.53
1:1:34:SER:HB3 1:1:366: VAL:HG22 1.90 0.53
1:4:17:LEU:HA 1:4:375:-MET:CE 2.39 0.53
1:5:176:ASP:OD1 1:5:176:ASP:N 2.41 0.53
1:6:93:PHE:CD1 1:6:329:GLN:CD 2.87 0.53
1:6:167:LYS:HB3 1:6:177:SER:HB3 1.91 0.53
1:6:375:-MET:SD 1:8:391: THR:OG1 2.66 0.53
1:8:17:LEU:C 1:8:17:LEU:HD13 2.34 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
2:E:363:TYR:HD2 | 2:E:414:LEU:HD13 1.74 0.53
2:E:388:ASP:C 2:E:390:ASP:N 2.60 0.53
2:G:441:LYS:O 2:G:441:LYS:HD3 2.09 0.53
2:H:54:.1LE:HG23 2:H:55:GLY:N 2.24 0.53
3:Q:61:GLN:HA 3:Q:64:LEU:HD12 1.90 0.53
3:T:292:MET:SD 3:T:292:MET:C 2.92 0.53
4:£:183:ASP:0OD2 4:£:327:-LYS:NZ 2.35 0.53
4:k:5:1ILE:HD11 4:k:490:VAL:CB 2.38 0.53
1:w:374:ASN:CA 1:w:377:VAL:HG12 2.39 0.53
1:y:188:ASP:OD1 1:y:188:ASP:C 2.51 0.53
1:3:186:VAL:N 1:3:196:MET:HE1 2.24 0.53
2:A:1:MET:O 2:A:4:LEU:N 2.42 0.53
2:B:106:LEU:O 2:B:109:SER:N 2.42 0.53
2:C:171:ASN:OD1 2:C:175:GLN:NE2 2.41 0.53
2:C:361: THR:HG21 | 2:C:376:ARG:HB3 1.91 0.53
2:H:148:ASP:0D2 2:H:152:ARG:NH2 2.39 0.53
2:1:99:LEU:CD1 2:1:485:VAL:HG21 2.39 0.53
2:K:130:ARG:HB3 2:K:434:.1ILE:HD13 1.91 0.53
3:M:30:MET:HE2 | 3:M:286:VAL:HG12 1.91 0.53
3:T:307:MET:HE2 3:T:311:SER:HB2 1.91 0.53
4:b:453:ARG:HD2 4:¢:69:ASN:HB3 1.91 0.53
4:¢:151:ASN:N 4:¢:154:GLU:OE1 2.41 0.53
4:3:419:VAL:HG13 4:3:420:ASP:OD1 2.08 0.53
4:n:252:LYS:HD2 4:n:252:LYS:N 2.23 0.53
2:D:377:THR:O 2:D:380:ASN:ND2 2.41 0.52
2:E:185:ARG:O 2:E:189:VAL:HG23 2.09 0.52
2:G:169:ILE:HD11 2:G:212:ILE:CG2 2.39 0.52
2:H:348:.LEU:HD12 2:H:402:VAL:HA 1.90 0.52
2:H:365:1LE:HG22 2:H:372: TRP:CE3 2.44 0.52
2:1:305:PHE:CD2 2:1:306:ALA:N 2.77 0.52
2:J:508:LYS:HG2 3:M:7-MET:HE3 1.91 0.52
2:K:303:LEU:CD1 2:K:355:SER:CB 2.87 0.52
3:M:52:LEU:CD1 3:M:274:GLN:NE2 2.72 0.52
3:M:203:MET:CE 3:M:235:GLY:C 2.82 0.52
3:N:30:MET:HE3 3:N:30:MET:O 2.09 0.52
3:V:122:MET:HE1 3:V:201:PHE:CE2 2.44 0.52
4:¢:486:VAL:HB 4:¢:487:PRO:HD3 1.91 0.52
4:d:225:ASP:0OD1 4:d:225:ASP:N 2.41 0.52
4:n:288:ASP:O 4:n:293:LYS:NZ 2.34 0.52
4:0:184:THR:O 4:0:309:LYS:N 2.39 0.52
1:w:368:LEU:HD13 | 1:w:372:LEU:HD13 1.91 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
1:2:358:ASN:OD1 1:2:358:ASN:N 2.42 0.52
1:4:25:ALA:CB 1:5:52:VAL:HG21 2.40 0.52
1:6:170:PHE:CE2 1:6:211:TYR:CG 2.97 0.52
1:7:204:LYS:HG3 1:7:207:GLU:HB2 1.92 0.52
2:E:70:PHE:CE1 2:E:71:ILE:CD1 2.92 0.52
2:G:58:VAL:HG22 1:w:26:ASN:OD1 2.10 0.52
2:H:9:MET:SD 2:H:9:MET:O 2.67 0.52
2:H:117:-LEU:O 2:H:121:VAL:HG22 2.09 0.52
2:H:123:ASN:OD1 2:H:123:ASN:O 2.27 0.52
2:J:387:LYS:HD2 2:J:387:LYS:O 2.09 0.52
3:L:22:GLU:OE2 3:L:293:GLN:HG2 2.09 0.52
3:R:6:GLN:CD 3:R:6:GLN:H 2.17 0.52
4:d:310:MET:HA 4:d:310:MET:HE3 1.92 0.52
4:3:451:ARG:O 4:3:455:GLU:HG3 2.09 0.52
4:m:326:VAL:N 4:m:333:TYR:O 2.34 0.52
1:x:289:LEU:HD12 1:x:304:TYR:CE1 2.43 0.52
1:1:387:GLN:O 1:1:391: THR:HG22 2.09 0.52
2:A:30:ASN:HD21 2:K:527:ARG:HD3 1.74 0.52
2:A:546:PHE:C 2:A:546:PHE:CD1 2.86 0.52
2:H:359:GLN:NE2 2:H:396:ASP:CG 2.68 0.52
2:1:183:ILE:C 2:1:183:ILE:HD12 2.34 0.52
2:J:364:LYS:C 2:J:365:1ILE:HD12 2.35 0.52
2:K:168:GLN:HE22 | 2:K:212:ILE:HG21 1.75 0.52
2:K:256:THR:O 2:K:287:ARG:NH1 2.35 0.52
3:P:86:ALA:O 3:P:89: THR:HG22 2.09 0.52
3:T:283: TRP:N 3:T:283: TRP:CD1 2.75 0.52
4:2:236:VAL:HG21 4:a:242:LYS:CB 2.38 0.52
4:2:493:LEU:O 4:a:495:ARG:NH2 2.42 0.52
4:m:32:LEU:CD2 4:m:459:TYR:HD1 2.23 0.52
1:1:399:LEU:HD12 1:2:382:TYR:OH 2.10 0.52
1:2:154:MET:HE1 1:2:280:ASN:H 1.73 0.52
1:3:156:ILE:CD1 1:3:158:LEU:HD21 2.38 0.52
1:6:263:PHE:N 1:6:263:PHE:CD1 2.76 0.52
1:6:375:MET:HE1 1:8:388: THR:CA 2.40 0.52
1:7:397:ASN:OD1 1:8:380:ARG:NH2 2.42 0.52
1:8:182:GLY:O 1:8:198:VAL:N 2.39 0.52
1:8:288:ASP:C 1:8:288:ASP:0OD1 2.52 0.52
1:9:165:PRO:HD2 1:9:201:VAL:HG13 1.92 0.52
2:G:231:ASN:O 1:x:180:LYS:NZ 2.38 0.52
2:H:156:LYS:HB3 2:H:157:GLN:OE1 2.10 0.52
3:R:73:VAL:HG13 | 3:R:250:LEU:HD13 1.91 0.52
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4:b:116:ILE:CG2 4:b:173:LEU:HD12 2.40 0.52
4:1:82:LEU:CD1 4:1:422:LEU:HD12 2.38 0.52
4:3:310:MET:HA 4:3:310:MET:CE 2.30 0.52
1:2z:76:ALA:HB1 1:2:362:GLU:HG2 1.91 0.52
1:2z:232:PHE:CZ 1:2:238:LEU:HD13 2.44 0.52
1:1:156:ILE:HD12 1:1:156:ILE:C 2.34 0.52
1:1:373:VAL:HG21 2:E:9:-MET:CE 2.40 0.52
1:3:20:ILE:HD11 1:3:371:GLU:HB3 1.91 0.52
1:4:93:PHE:CD1 1:4:335:ALA:HB2 2.45 0.52
1:6:99:GLN:HG3 1:6:111:MET:HG2 1.92 0.52
2:A:302:ALA:O 2:A:306:ALA:N 2.40 0.52
2:C:325:LYS:NZ 2:C:433:GLU:OE2 2.35 0.52
2:E:5:ILE:HD12 2:E:542:ALA:HB1 1.92 0.52
2:E:91:GLN:O 2:E:95:ILE:HD13 2.09 0.52
2:F:367:PHE:HE2 2:F:407:GLN:HA 1.73 0.52
2:G:19:LEU:HD21 2:G:528: TYR:HB2 1.91 0.52
2:J:367:PHE:CE2 2:J:407:GLN:HA 2.44 0.52
2:K:36:ARG:NH1 2:K:521:GLU:OE1 2.41 0.52
2:K:392:LYS:HE3 2:K:400:VAL:C 2.34 0.52
3:M:28:GLU:O 3:M:32:THR:0G1 2.27 0.52
3:S:275:MET:O 3:5:279:VAL:HG12 2.10 0.52
3:V:315:LEU:HD22 3:V:316:ASN:N 2.23 0.52
4:b:10:LEU:CD1 4:b:10:LEU:C 2.82 0.52
1:2:290:VAL:HG21 1:3:351:GLY:C 2.34 0.52
1:9:290:VAL:O 1:9:290:VAL:CG1 2.57 0.52
2:C:275:LEU:CD1 2:C:284:LEU:HD12 2.40 0.52
2:C:330:ILE:HD12 2:C:330:ILE:O 2.09 0.52
2:D:46:SER:C 2:D:47:THR:HG23 2.35 0.52
2:D:367:PHE:CD2 2:D:406:ALA:HB3 2.44 0.52
2:E:150:TYR:CZ 2:E:154:GLN:NE2 2.78 0.52
2:K:117:.LEU:HD23 2:K:117:LEU:C 2.34 0.52
3:L:49:ALA:O 3:L:275:MET:HE1 2.10 0.52
3:N:226:ALA:C 3:N:229:ILE:HG22 2.34 0.52
3:P:170:MET:HE3 3:P:253:GLN:CB 2.40 0.52
4:£:200:ASN:OD1 4:£:217:ILE:HD12 2.09 0.52
4:1:224:ASP:0D2 4:1:274: THR:0G1 2.23 0.52
4:¢:417:ALA:O 4:¢:420:ASP:0OD1 2.28 0.52
4:1:3:GLN:CG 4:1:5:ILE:HG23 2.40 0.52
4:n:452:SER:HA 4:m:456:ASP:0D1 2.09 0.52
4:0:152:ASP:N 4:0:152:ASP:0OD1 2.41 0.52
4:0:171:ASP:0OD1 4:0:171:ASP:N 2.42 0.52
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1:w:368:LEU:HD13 1:w:368:LEU:O 2.10 0.52
1:2z:157:ASN:C 1:z:158:LEU:HD12 2.35 0.52
1:4:128:ILE:HD13 1:4:314:GLN:HB2 1.91 0.52
1:7:307:GLU:O 1:7:308:GLN:NE2 2.37 0.52
1:9:202:LYS:HG2 1:9:203: THR:N 2.24 0.52
2:D:148:ASP:0O 2:D:152:ARG:HG3 2.10 0.52
2:G:508:LYS:HE3 3:U:3:ILE:HD13 1.92 0.52
2:H:7:HIS:NE2 2:H:56:ASN:O 2.43 0.52
2:H:92:MET:HA 2:H:92:.MET:HE3 1.92 0.52
2:1:15:ALA:HB2 2:1:531:TYR:CE2 2.45 0.52
2:K:290:ASP:0OD1 2:K:488:LYS:NZ 2.37 0.52
2:K:394:GLU:OE2 2:K:398:LEU:N 2.43 0.52
3:R:269:LEU:HD23 3:R:269:LEU:C 2.34 0.52
3:U:76:GLU:OE2 3:U:250:LEU:CD2 2.58 0.52
4:h:310:MET:HE1 4:h:332:TYR:CE2 2.45 0.52
4:m:53:ARG:CZ 4:m:53:ARG:HB2 2.40 0.52
1:5:48:VAL:HG13 1:5:49:GLY:N 2.25 0.52
1:7:328:SER:HA 2:1:46:SER:HA 1.92 0.52
1:9:167:LYS:O 1:9:167:LYS:HD3 2.10 0.52
1:9:186:VAL:HG13 1:9:196:MET:HE3 1.91 0.52
2:A:379:ASP:OD1 2:A:380:ASN:N 2.43 0.52
2:B:300: GLN:C 2:B:300:GLN:CD 2.77 0.52
2:E:76:ARG:HD3 2:E:217:VAL:HG21 1.91 0.52
2:F:446:VAL:O 2:F:446:VAL:CG1 2.57 0.52
2:F:464:ASN:C 2:F:464:ASN:OD1 2.52 0.52
2:1:215:VAL:HG11 2:1:227.:LEU:HD21 1.91 0.52
2:J:539:LEU:HD13 2:J:543:ASN:OD1 2.10 0.52
2:K:365:1LE:O 2:K:411:SER:OG 2.22 0.52
2:K:367:PHE:O 2:K:409:ASN:N 2.36 0.52
2:K:509:GLN:C 2:K:509:GLN:OE1 2.53 0.52
3:L:30:MET:HA 3:L:30:MET:-HE3 1.92 0.52
3:Q:164:VAL:HG21 | 3:Q:170:MET:HE3 1.92 0.52
3:5:316:ASN:O 3:5:317:ARG:C 2.53 0.52
3:T:230:ASP:OD1 3:T:234:ARG:NH1 2.42 0.52
3:T:249:GLU:C 3:T:249:GLU:CD 2.77 0.52
4:e:321:ASP:C 4:e:321:ASP:OD1 2.53 0.52
4:¢:494:LEU:HD13 4:¢:494:LEU:C 2.35 0.52
4:3:183:ASP:C 4:3:183:ASP:OD1 2.52 0.52
1:1:182:GLY:O 1:1:198:VAL:N 2.40 0.52
1:1:187:TYR:HB3 1:1:191:GLY:HA2 1.91 0.52
1:3:402:LEU:HD12 1:3:403:ARG:N 2.24 0.52
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2:F:53: TRP:CZ3 2:G:194:SER:HB2 2.45 0.52
2:1:439:GLU:HG3 2:1:448: THR:HG22 1.92 0.52
2:K:220:GLN:OE1 2:K:226:ASN:ND2 2.35 0.52
3:L:128: THR:OG1 3:L:132:GLY:HA2 2.10 0.52
3:N:73:VAL:HG13 3:N:250:LEU:HD22 1.92 0.52
4:b:288:ASP:0O 4:b:293:LYS:NZ 2.36 0.52
4:¢:15:GLN:O 4:¢:16:ASN:C 2.51 0.52
4:¢:211:GLY:O 4:¢:215:GLN:NE2 2.40 0.52
4:d:205:ALA:O 4:d:208: THR:OG1 2.28 0.52
4:3:372:GLU:HG2 4:3:383:ALA:CB 2.39 0.52
4:m:101:ASN:C 4:m:101:ASN:OD1 2.53 0.52
1:w:118:GLY:O 1:w:134:PRO:HA 2.09 0.52
1:w:206:ASN:O 1:w:231:LYS:HD2 2.10 0.52
1:x:281:GLN:OE1 1:x:283:GLY:N 2.35 0.52
1:z:196:MET:HE3 1:2:214:ASP:0OD1 2.10 0.52
1:1:111:MET:HE2 1:1:111:MET:HA 1.91 0.52
1:2:231:LYS:HB2 1:2:239:GLU:OE1 2.10 0.52
1:7:294:1ILE:N 1:7:294:1ILE:HD12 2.24 0.52
2:A:453:ASN:C 2:A:457:GLN:NE2 2.68 0.52
2:A:521:GLU:C 2:A:521:GLU:OE1 2.54 0.52
2:B:36:ARG:NH1 2:B:66:GLU:OE1 2.34 0.52
2:B:300:GLN:HE21 | 2:B:358:VAL:HG23 1.75 0.52
2:C:196:ASN:O 2:C:197:ASP:C 2.53 0.52
2:F:12:LEU:HD23 2:F:535:ASN:OD1 2.10 0.52
2:K:220:GLN:NE2 2:K:224:THR:0G1 2.42 0.52
3:L:200:LEU:CA 3:L:203:MET:HE3 2.40 0.52
3:M:251:GLY:HA2 | 3:M:254:LEU:HD12 1.91 0.52
3:N:269:LEU:O 3:N:273:LEU:HD23 2.10 0.52
3:Q:36:VAL:HG13 | 3:Q:279:VAL:HG13 1.88 0.52
3:5:302:LYS:O 3:5:306:ASP:0OD2 2.28 0.52
3:U:256:GLU:O 3:U:260:LEU:HD22 2.10 0.52
4:1:204:LYS:HA 4:1:207:ALA:HB3 1.92 0.52
1:w:289:LEU:HB2 1:w:304: TYR:CE2 2.45 0.52
1:4:19:VAL:HG23 1:4:20:ILE:H 1.74 0.51
1:4:99:GLN:NE2 1:4:99:GLN:O 2.43 0.51
1:8:289:LEU:HD12 1:8:303:ASN:O 2.11 0.51
1:9:111:MET:C 1:9:111:MET:SD 2.93 0.51
2:E:511:GLN:O 2:E:515:GLY:N 2.40 0.51
2:H:517:ASN:N 2:H:521:GLU:OE1 2.42 0.51
2:J:281:GLY:O 2:J:285: THR:OG1 2.25 0.51
3:0:24:MET:SD 3:0:24:-MET:C 2.93 0.51
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3:0:255:SER:OG 4:¢:42:LYS:HB3 2.11 0.51
3:Q:106:ASP:OD1 4:e:53:ARG:NH1 2.42 0.51
3:R:30:MET:HE1 3:R:283: TRP:HZ3 1.75 0.51
3:V:306:ASP:O 3:V:310: MET:HG2 2.10 0.51
4:a:147:GLN:NE2 4:a:151:ASN:O 2.35 0.51
4:e:224:ASP:N 4:€:229:LYS:O 2.38 0.51
4:h:417:ALA:O 4:h:420:ASP:0OD1 2.28 0.51
4:3:289:LEU:HD13 | 4:3:307:VAL:HG23 1.91 0.51
1:y:161: THR:O 1:y:161: THR:HG22 2.09 0.51
1:6:27:SER:OG 1:6:366: VAL:HG11 2.11 0.51
1:6:114:MET:N 1:6:114:MET:HE3 2.25 0.51
1:6:186:VAL:HG22 1:6:196:MET:HE3 1.91 0.51
1:7:230:LEU:HD21 1:7:238:LEU:HD12 1.92 0.51
2:A:44:ALA:HB3 2:A:56:ASN:OD1 2.10 0.51
2:C:331:GLY:N 2:C:423:ASP:0OD1 2.43 0.51
2:E:212:ILE:HA 2:E:279:SER:HB3 1.93 0.51
2:E:307:ASP:CB 2:E:355:SER:CB 2.89 0.51
3:L:46:ALA:O 3:L:50:VAL:HG23 2.10 0.51
3:P:103:SER:N 3:P:106:ASP:0OD2 2.42 0.51
3:P:297:LEU:C 3:P:297:LEU:HD13 2.35 0.51
3:Q:83:VAL:O 3:Q:87:ILE:HG13 2.11 0.51
3:S5:119:ASP:N 3:5:119:ASP:OD1 2.42 0.51
3:T:195:ASP:0D2 3:T:198:LYS:NZ 2.43 0.51
4:b:326:VAL:N 4:b:333:TYR:O 2.41 0.51
4:d:489:ASN:ND2 4:e:474:GLN:HG3 2.25 0.51
4:£:480:LEU:HD12 4:£:480:LEU:O 2.10 0.51
4:h:194:THR:CG2 4:h:284:VAL:HG23 2.38 0.51
4:m:101:ASN:OD1 4:m:102:SER:N 2.43 0.51
1:w:88:SER:HA 1:w:114:MET:CE 2.40 0.51
1:x:85:LEU:HD13 1:x:114:MET:HB2 1.92 0.51
1:6:48:VAL:O 1:6:48:VAL:HG12 2.11 0.51
1:6:375:-MET:HG2 1:8:391: THR:OG1 2.11 0.51
1:7:110:ASN:C 1:7:111:MET:HE2 2.36 0.51
1:9:110:ASN:OD1 1:9:114:MET:HG3 2.10 0.51
2:C:453:ASN:ND2 2:C:457:GLN:OE1 2.43 0.51
2:D:181:ASP:0OD1 2:D:182:GLN:N 2.43 0.51
2:E:8:ALA:O 2:E:9:-MET:C 2.53 0.51
2:E:156:LYS:HD3 2:E:160:ILE:HG13 1.91 0.51
2:G:419:ASN:O 2:G:422:VAL:HG12 2.10 0.51
2:H:71:1ILE:HD13 2:H:75:LEU:HD12 1.93 0.51
2:H:430:ASN:OD1 2:H:431:GLU:OE2 2.28 0.51
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3:M:52:LEU:HG 3:M:274:GLN:NE2 2.25 0.51
3:M:168:ARG:NH1 3:N:119:ASP:O 2.43 0.51
3:N:271:GLN:HA 3:N:271:GLN:OE1 2.11 0.51
3:P:183:ILE:HD12 3:P:183:ILE:C 2.35 0.51
3:Q:103:SER:OG 3:Q:106:ASP:CG 2.52 0.51
3:Q:301:TYR:O 3:Q:305:THR:HG23 2.11 0.51
3:R:275:MET:HA 3:R:278:LEU:HD23 1.91 0.51
3:U:57:ALA:O 3:U:61:GLN:HG2 2.10 0.51
4:1:200:ASN:CB 4:1:217:1ILE:HD12 2.40 0.51
1:x:101:LYS:HZ1 1:x:111:MET:HE3 1.75 0.51
1:2:229:THR:C 1:2:230:LEU:HD12 2.35 0.51
1:5:80:ASN:OD1 1:5:354:GLY:N 2.43 0.51
2:C:98:LEU:HD13 2:C:98:LEU:C 2.36 0.51
2:G:55:GLY:O 1:w:22:ASN:ND2 2.42 0.51
2:G:343:ASP:0OD2 | 2:G:346:VAL:HG13 2.10 0.51
2:H:67:TYR:CE2 2:H:69:ALA:HA 2.46 0.51
3:N:226:ALA:HA 3:N:229:1LE:HG22 1.91 0.51
3:P:75:LEU:O 3:P:79:VAL:HG23 2.09 0.51
3:Q:263:LEU:O 3:Q:266:ASP:OD1 2.29 0.51
3:R:44:1LE:H 3:R:44:1LE:HD12 1.76 0.51
3:R:162:GLN:OE1 3:R:163:GLN:N 2.43 0.51
3:V:304:PHE:O 3:V:307:MET:HG3 2.10 0.51
4:c:471:ILE:HG23 4:e:491:LEU:HD22 1.92 0.51
4:1:6:ASN:CG 4:1:7:THR:N 2.68 0.51
4:m:6:ASN:OD1 4:m:6:ASN:N 2.43 0.51
1:w:135:ALA:HB1 1:w:136:PRO:HD2 1.91 0.51
1:w:246:.1LE:HG22 1:w:247:THR:N 2.24 0.51
1:2:306:ASN:O 1:2:307:GLU:HG3 2.11 0.51
1:9:324:GLU:N 1:9:324:GLU:CD 2.69 0.51
2:B:487:ASN:HD21 | 2:C:131:GLN:HG3 1.75 0.51
2:F:219:VAL:HG12 2:F:220:GLN:N 2.26 0.51
2:F:519:ASP:HB3 3:T:314:GLN:NE2 2.25 0.51
2:G:28:ASN:O 2:G:30:ASN:N 2.43 0.51
3:L:223:GLU:OE1 3:L:223:GLU:N 2.40 0.51
3:M:164:VAL:CG2 3:M:170:MET:CE 2.88 0.51
3:R:203:MET:CE 3:R:235:GLY:C 2.84 0.51
3:T:106:ASP:0OD1 4:3:53:ARG:NH2 2.39 0.51
3:V:179:ILE:CG2 3:V:180:PHE:CE1 2.94 0.51
3:V:273:LEU:HD11 4:n:9:SER:OG 2.10 0.51
4:£:416:LEU:O 4:£:419:VAL:HG12 2.11 0.51
4:3:337:GLN:OE1 4:3:343:ILE:HD13 2.10 0.51
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1:y:86:VAL:HG22 | 1:y:117:THR:HG22 1.93 0.51
1:y:202:LYS:CE 1:y:208: TRP:CZ3 2.94 0.51
1:4:70:GLY:N 1:4:359:GLY:O 2.40 0.51
1:4:74:ASP:HA 1:4:98:GLY:O 2.11 0.51
1:5:382:TYR:CD1 1:5:382: TYR:C 2.86 0.51
2:C:43:GLN:HG3 2:C:58:VAL:HA 1.92 0.51
2:H:98:LEU:HD13 2:H:98:LEU:C 2.36 0.51
2:J:18:ALA:O 2:J:22:VAL:HG22 2.11 0.51
2:J:170:ASN:O 2:J:174:LYS:HD3 2.11 0.51
3:M:157:GLU:O 3:M:157:GLU:OE2 2.27 0.51
3:T:315:LEU:HD13 3:T:315:LEU:C 2.35 0.51
3:V:313:PHE:O 3:V:314:GLN:C 2.53 0.51
4:a:494:LEU:O 4:a:495:ARG:HB2 2.11 0.51
4:b:301:VAL:O 4:b:301:VAL:CG1 2.57 0.51
4:1:9:SER:O 4:£:10:LEU:C 2.52 0.51
4:3:39:ASN:N 4:3:43:ASP:0OD2 2.42 0.51
4:1:483:ALA:O 4:1:486:VAL:HB 2.10 0.51
1:w:108:LEU:HD23 | 1:w:116:LEU:HD23 1.93 0.51
1:w:368:LEU:HD11 1:w:372:LEU:CD1 2.40 0.51
1:2:83:PHE:O 1:2:94:TYR:HA 2.11 0.51
1:2:154:MET:SD 1:2:278:ALA:HB1 2.50 0.51
1:3:196:MET:CE 1:3:196:MET:N 2.72 0.51
1:4:18:ASP:O 1:5:45:GLY:N 2.44 0.51
1:4:77:ILE:N 1:4:77:ILE:HD12 2.25 0.51
1:6:196:-MET:CE 1:6:196:MET:N 2.74 0.51
2:A:231:ASN:HB2 | 2:A:274:LEU:HD23 1.92 0.51
2:B:90:GLU:C 2:B:90:GLU:CD 2.78 0.51
2:B:229:MET:HA 2:B:229:MET:CE 2.39 0.51
2:B:483:SER:O 2:B:487:ASN:ND2 2.44 0.51
2:D:104:SER:OG 3:Q:263:LEU:HD12 2.09 0.51
2:E:519:ASP:OD1 3:5:314:GLN:HG2 2.10 0.51
2:E:550:LEU:O 1:y:390:LYS:NZ 2.44 0.51
2:F:12:LEU:HD22 2:F:532:TYR:CE1 2.45 0.51
2:H:312:GLN:NE2 2:H:458:ALA:HB3 2.25 0.51
3:P:33:GLY:O 3:P:34:LYS:HD3 2.11 0.51
3:S:122:-MET:HE1 3:5:146:PHE:CB 2.40 0.51
4:¢:491:LEU:HA 4:c:494:LEU:HB3 1.91 0.51
4:£:468:ARG:HG2 4:1:472:LEU:HD11 1.90 0.51
4:1:482:GLN:O 4:£:486:VAL:HG23 2.10 0.51
4:£:492:SER:O 4:£:495:ARG:NH2 2.42 0.51
4:m:48:GLN:OE1 4:m:52:ASN:ND2 2.43 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
1:w:178:TYR:O 1:w:178:TYR:CD1 2.63 0.51
1:5:110:ASN:C 1:5:110:ASN:OD1 2.53 0.51
1:6:210: VAL:HG21 1:6:263:PHE:CE2 2.46 0.51
1:7:121:ALA:HB2 1:7:313:GLY:HA2 1.93 0.51
2:C:314:THR:HG22 | 2:C:326:ASP:OD1 2.10 0.51
2:E:106:LEU:O 2:E:106:LEU:HD13 2.11 0.51
2:F:68:ASP:0D2 2:F:71.ILE:HG22 2.11 0.51
2:G:549:LEU:HG 1:w:382:TYR:OH 2.11 0.51
2:1:235:LEU:HD23 2:1:235:LEU:O 2.11 0.51
2:1:546:PHE:CZ 1:w:380:ARG:HD2 2.46 0.51
2:J:257:THR:HB 2:J:271:PRO:HB3 1.93 0.51
2:J:479:ALA:HB2 3:M:50:VAL:HG11 1.91 0.51
3:T:310:MET:HE1 3:U:294:GLN:HG3 1.91 0.51
4:e:349:LYS:NZ 4:e:357:SER:OG 2.37 0.51
4:¢:296:LEU:HD11 4:¢:345:1LE:CD1 2.41 0.51
4:1:32:LEU:HD22 4:1:466:MET:CE 2.41 0.51
4:m:203:PHE:C 4:m:203:PHE:CD1 2.88 0.51
4:n:310:MET:HE2 4:n:323:GLY:O 2.11 0.51
4:n:385:LYS:HA 4:1n:385:LYS:HE2 1.93 0.51
1:y:162:ASP:0OD2 1:y:208: TRP:CZ2 2.64 0.51
1:1:143:LEU:HD23 1:1:143:LEU:H 1.74 0.51
1:3:396:LEU:O 1:3:400:VAL:HG23 2.10 0.51
1:4:18:ASP:HB3 1:5:44:ALA:CB 2.41 0.51
1:6:328:SER:HB2 1:8:43:PHE:HB3 1.92 0.51
1:8:121:ALA:HB3 1:8:312:LEU:HA 1.92 0.51
2:1:309:PHE:O 2:1:310:ASN:C 2.53 0.51
2:J:462:LEU:HD12 2:J:463:GLN:N 2.26 0.51
2:K:408:LYS:HD2 2:K:408:LYS:O 2.11 0.51
2:K:539:LEU:HD12 2:K:539:LEU:O 2.10 0.51
3:T:42:ASP:OD1 3:T:45:ALA:HB3 2.11 0.51
4:£:422:LEU:O 4:1:422:LEU:HD13 2.11 0.51
4:1:321:ASP:OD1 4:1:321:ASP:N 2.43 0.51
4:1:471:ILE:CD1 4:k:5:1ILE:HD12 2.40 0.51
4:1n:491:LEU:O 4:1n:494:LEU:N 2.43 0.51
1:1:101:LYS:CG 1:1:111:MET:HE1 2.41 0.51
1:6:2:SER:N 1:6:5:GLN:OE1 2.44 0.51
1:6:137:ILE:HD12 1:6:313:GLY:HA2 1.93 0.51
1:6:307:GLU:O 1:6:308:GLN:NE2 2.37 0.51
2:B:75:LEU:HD13 2:B:75:LEU:C 2.36 0.51
2:B:304:ALA:HB2 | 2:B:468:VAL:HG13 1.92 0.51
2:C:7:HIS:CE1 2:C:55:GLY:HA3 2.46 0.51
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2:F:47'THR:OG1 1:y:63:ASP:O 2.29 0.51
2:1:243:GLN:C 2:1:244:LEU:HD22 2.36 0.51
2:K:3:SER:O 2:K:6:ASN:OD1 2.28 0.51
2:K:307:ASP:O 2:K:308:ALA:C 2.54 0.51
3:N:38:ASN:HB2 3:N:39:PRO:HD2 1.93 0.51
4:e:308:VAL:O 4:e:310:MET:HE1 2.11 0.51
4:¢:368:ASP:0D2 4:¢:370:LYS:HG2 2.11 0.51
4:h:332:TYR:O 4:h:363:LYS:NZ 2.44 0.51
4:1:9:SER:O 4:1:10:LEU:C 2.52 0.51
4:0:480:LEU:HD13 4:0:480:LEU:O 2.11 0.51
1:w:99:GLN:OE1 1:w:111:MET:HG3 2.10 0.51
1:w:185: THR:HG21 1:w:285:LYS:NZ 2.25 0.51
1:1:17:LEU:C 2:C:4:LEU:HD21 2.35 0.50
1:2:156:ILE:HG22 1:2:276:ILE:HG23 1.93 0.50
1:4:17:LEU:HA 1:4:375:-MET:HE1 1.93 0.50
1:5:58: THR:HG23 1:5:324:GLU:OE2 2.10 0.50
1:7:144:MET:HB3 1:7:287:GLY:HA3 1.94 0.50
1:8:60:ASP:0O 1:8:365:ASN:ND2 2.43 0.50
2:A:441:LYS:HA 2:A:441:LYS:HE2 1.93 0.50
2:B:88:ARG:HD2 2:B:285: THR:HG23 1.93 0.50
2:C:358:VAL:HG12 | 2:C:398:LEU:HD22 1.92 0.50
2:F:235:LEU:CD1 2:F:236:VAL:HG23 2.41 0.50
2:1:374:VAL:O 2:1:382: THR:HG23 2.11 0.50
2:J:45:ASN:OD1 2:J:46:SER:N 2.45 0.50
2:K:323:LYS:O 2:K:324:GLY:C 2.53 0.50
2:K:326:ASP:C 2:K:326:ASP:0OD1 2.54 0.50
3:L:240:LEU:O 3:1:243:VAL:HG12 2.11 0.50
3:N:275:MET:O 3:N:279:VAL:HG22 2.12 0.50
3:P:302:LYS:NZ 3:P:306:ASP:0OD1 2.42 0.50
4:e:321:ASP:OD1 4:e:321:ASP:O 2.29 0.50
4:1:5:ILE:O 4:1:9:SER:HB2 2.11 0.50
4:1:38:ILE:HD11 4:1:44:ASP:HB3 1.91 0.50
4:3:21:SER:HG 4:3:473:GLN:CD 2.18 0.50
1:w:147:LYS:NZ 1:w:284: TYR:CD2 2.80 0.50
1:1:10:LEU:HD22 1:1:389:ILE:HD12 1.92 0.50
1:3:33:LYS:HE3 2:B:50:ALA:O 2.12 0.50
1:5:42:MET:HB2 1:5:53:LYS:HD3 1.92 0.50
1:5:368:LEU:O 1:5:371:GLU:N 2.44 0.50
1:6:111:MET:HE2 1:6:111:MET:N 2.27 0.50
1:9:86:VAL:HG11 1:9:136:PRO:HG3 1.93 0.50
2:A:372:TRP:CH2 | 2:A:402:VAL:HG12 2.45 0.50

EMD-51493, 9GO6

Continued on next page...



Page 95

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:B:237:GLN:OE1 2:B:237:GLN:N 2.44 0.50
2:C:436:MET:SD 2:C:452:ASP:O 2.69 0.50
2:F:341:ASN:O 2:F:344:LYS:NZ 2.37 0.50
2:H:409:ASN:C 2:H:409:ASN:OD1 2.53 0.50
2:1:143:GLN:CD 2:1:143:GLN:N 2.68 0.50
3:M:273:LEU:HA 3:M:276:SER:OG 2.11 0.50
3:M:292:MET:SD 3:M:293:GLN:N 2.85 0.50
3:0:205:ASP:0O 3:0:208:ILE:HG12 2.12 0.50
4:b:10:LEU:HD12 4:b:483:ALA:HB2 1.93 0.50
4:¢:326:VAL:O 4:¢:333:TYR:N 2.41 0.50
4:£:6:ASN:C 4:1f:8:ASN:N 2.61 0.50
4:n:436:ALA:O 4:n:440:LEU:HD12 2.11 0.50
4:1n:486:VAL:HG23 4:1n:487:PRO:N 2.26 0.50
1:w:143:LEU:HD12 1:w:144:-MET:N 2.25 0.50
1:x:84:ARG:HD3 1:x:92:VAL:HG13 1.93 0.50
1:x:267:-MET:HE2 1:x:268:GLN:O 2.11 0.50
1:y:61:PHE:N 1:y:61:PHE:CD1 2.79 0.50
1:5:103:ASP:OD1 1:5:105:ASN:N 2.45 0.50
1:7:185:THR:HG23 1:7:194:HIS:O 2.12 0.50
2:A:111:GLN:OE1 2:A:111:GLN:N 2.41 0.50
3:M:13:MET:SD 3:M:14:SER:N 2.84 0.50
3:M:164:VAL:HG22 | 3:M:170:MET:CE 2.41 0.50
3:Q:61:GLN:HA 3:Q:64:LEU:CD1 2.41 0.50
3:Q:87:1ILE:HD12 3:Q:88:GLN:H 1.76 0.50
3:R:8:MET:SD 3:R:8:MET:C 2.95 0.50
3:R:203:MET:HE1 3:R:235:GLY:0O 2.11 0.50
3:U:10:GLU:C 3:U:10:GLU:CD 2.79 0.50
3:V:87:ILE:O 3:V:91:GLN:HG3 2.12 0.50
4:b:236:VAL:HG21 4:b:242:1.YS:HB2 1.93 0.50
4:e:474:GLN:OE1 4:g:491:LEU:HD21 2.12 0.50
4:1:6:ASN:C 4:f:7:-THR:HG1 2.18 0.50
4:£:35:GLY:C 4:f:36:LEU:HD12 2.36 0.50
4:¢:310:MET:HA 4:¢:310:MET:CE 2.37 0.50
4:3:32:LEU:HD12 4:3:459:TYR:CE1 2.45 0.50
4:1:308:VAL:HG23 4:n:310:MET:SD 2.50 0.50
1:w:16:ASN:O 1:w:20:ILE:HG12 2.12 0.50
1:1:16:ASN:O 1:1:19:VAL:HG12 2.10 0.50
1:1:91:SER:HB2 1:1:93:PHE:CZ 2.47 0.50
1:1:144:MET:HE1 1:1:306:ASN:OD1 2.11 0.50
1:9:165:PRO:HG2 1:9:201:VAL:HG13 1.93 0.50
2:A:405:GLY:O 2:A:407:GLN:NE2 2.45 0.50
Continued on next page...
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Atom-1 Atom-2 distance (A) overlap (A)
2:A:453:ASN:C 2:A:457:GLN:HE22 2.20 0.50
2:E:80:ASN:ND2 2:F:210:ASN:O 2.40 0.50
2:H:423:ASP:0OD1 2:H:423:ASP:0O 2.29 0.50
2:H:549:LEU:HD13 2:H:549:LEU:C 2.37 0.50
2:1:197:ASP:N 2:1:197:ASP:OD1 2.43 0.50
2:K:486:GLY:O 2:K:489: THR:HG22 2.10 0.50
3:0:21:ALA:O 3:0:24:MET:HE3 2.12 0.50
3:Q:279:VAL:HG12 3:Q:280:ASP:N 2.27 0.50
3:5:68:PHE:O 3:S:71:GLN:HG2 2.12 0.50
4:b:331:ASP:0D2 4:b:363:LYS:NZ 2.44 0.50
4:d:171:ASP:0OD1 4:d:172: THR:N 2.44 0.50
4:d:314:ASP:0OD1 4:d:314:ASP:C 2.55 0.50
4:e:30:GLU:OFE1 4:e:39:ASN:ND2 2.44 0.50
4:e:332:TYR:O 4:e:363:LYS:NZ 2.45 0.50
4:h:168:LEU:HD12 4:h:415:ALA:HB1 1.94 0.50
4:1:485:GLN:O 4:1:48%:GLN:N 2.45 0.50
4:m:10:LEU:HG 4:n:29:1LE:HG21 1.93 0.50
4:0:41:ALA:N 4:0:48:GLN:OE1 2.44 0.50
1:w:385:ASN:O 1:w:389:ILE:HG12 2.11 0.50
1:x:165:PRO:HG2 1:x:201:VAL:HG13 1.94 0.50
1:2:30:- TYR:HE1 1:z:67: THR:HG21 1.76 0.50
1:2:370:LYS:O 1:2:373:VAL:HG22 2.11 0.50
1:1:296:ASN:OD1 1:1:296:ASN:O 2.28 0.50
1:2:190:GLN:HG3 1:2:190:GLN:O 2.11 0.50
1:3:17:LEU:O 1:3:20:ILE:HG22 2.12 0.50
1:5:1:MET:HE1 1:5:3:PHE:CD2 2.47 0.50
2:B:166:VAL:O 2:B:169:ILE:HG22 2.12 0.50
2:C:348:LEU:HD13 | 2:C:412:PHE:CE2 2.46 0.50
2:H:331:GLY:HA2 2:H:423:ASP:0D2 2.11 0.50
2:H:518:LEU:C 2:H:521:GLU:OE2 2.54 0.50
2:J:407:GLN:N 2:J:407:GLN:CD 2.69 0.50
3:M:147:ASP:0OD2 | 3:M:150:THR:0G1 2.22 0.50
3:N:13:MET:HE3 3:N:16:ILE:HD11 1.93 0.50
3:S:21:ALA:O 3:5:24:MET:HE3 2.12 0.50
3:S5:105:ASP:0OD1 3:S:105:ASP:N 2.42 0.50
3:5:284:ASN:O 3:5:285:SER:C 2.54 0.50
4:b:296:LEU:HB3 4:b:301:VAL:CG1 2.42 0.50
4:e:5:ILE:O 4:e:5:ILE:HG22 2.12 0.50
4:e:176:GLN:O 4:e:404: THR:HG22 2.11 0.50
4:h:252:LYS:HD2 4:h:252:LYS:N 2.27 0.50
1:1:5:GLN:HG3 1:1:51:GLY:HA2 1.94 0.50
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1:1:201:VAL:O 1:1:209:ALA:N 2.42 0.50
1:3:365:ASN:C 2:B:1:MET:HE1 2.36 0.50
1:5:1:MET:CE 1:5:3:PHE:H 2.24 0.50
2:A:366:VAL:O 2:A:373:GLN:N 2.42 0.50
2:B:306:ALA:HB1 2:B:330:ILE:HD13 1.92 0.50
2:C:450:ASP:O 2:C:450:ASP:OD1 2.29 0.50
2:G:550:LEU:O 1:y:387:GLN:OE1 2.30 0.50
2:J:87:THR:HG21 2:J:282:GLY:HA3 1.94 0.50
2:K:473: THR:HG22 2:K:474:PHE:N 2.26 0.50
2:K:511:GLN:O 2:K:515:GLY:N 2.44 0.50
3:L:164:VAL:HG23 3:L:164:VAL:O 2.11 0.50
3:L:233:ASN:C 3:L:233:ASN:OD1 2.55 0.50
3:M:203:MET:HE1 3:M:235:GLY:O 2.12 0.50
3:0:257:LEU:HD23 3:0:257:LEU:C 2.36 0.50
3:U:113:ASP:C 3:U:113:ASP:OD1 2.54 0.50
4:1:494:LEU:O 4:1:495:ARG:HB2 2.12 0.50
4:0:244:GLY:HA3 4:0:266:PRO:HB3 1.93 0.50
4:0:465:ASN:0OD1 4:0:468:ARG:NH2 2.44 0.50
1:y:59:GLN:HB2 1:y:61:PHE:CZ 2.47 0.50
1:3:179:ASN:ND2 1:3:202:LYS:HB3 2.27 0.50
1:3:180:LYS:NZ 2:B:230:ALA:O 2.32 0.50
2:D:13:ASN:OD1 2:D:14:ALA:N 2.44 0.50
2:E:73:ASN:OD1 2:E:76:ARG:NH1 2.45 0.50
2:E:362:ASP:OD1 2:E:377:-THR:0G1 2.29 0.50
2:H:9:MET:SD 2:H:9:MET:C 2.95 0.50
2:1:15:ALA:HB2 2:1:531:TYR:CD2 2.47 0.50
2:J:240: THR:HG22 2:J:240: THR:O 2.10 0.50
3:Q:284:ASN:O 3:Q:286:VAL:N 2.44 0.50
3:V:230:ASP:0OD1 3:V:231:LYS:N 2.45 0.50
4:h:460:ALA:HA 4:h:463:VAL:HG22 1.94 0.50
4:1:491:LEU:C 4:1:491:LEU:HD13 2.36 0.50
4:1n:486:VAL:HG22 4:n:487:PRO:HD3 1.94 0.50
1:2:105:ASN:O 1:2:106:ARG:NE 2.44 0.50
1:1:79:GLN:OE1 1:1:80:ASN:O 2.29 0.50
1:2:267:MET:SD 1:2:267:-MET:C 2.94 0.50
1:5:377:VAL:O 1:5:381:ASN:OD1 2.29 0.50
2:D:511:GLN:HB3 3:R:7-MET:HE1 1.92 0.50
2:1:123:ASN:O 2:1:125:GLU:N 2.42 0.50
2:J:124:ALA:CB 2:J:436:MET:SD 3.00 0.50
3:0:168:ARG:HD2 3:0:170:MET:SD 2.52 0.50
3:0:242:ASN:HD22 3:0:242:ASN:C 2.20 0.50
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3:Q:165:ASP:OD1 3:Q:168:ARG:N 2.34 0.50
3:T:292:MET:HE3 3:T:293:GLN:N 2.27 0.50
3:U:34:LYS:HZ3 3:U:279:VAL:HG22 1.76 0.50
4:a:354:ASP:OD1 4:a:355:GLY:N 2.44 0.50
4:m:220:ASP:0O 4:m:222:LYS:NZ 2.43 0.50
1:x:330:GLY:CA 1:y:44:ALA:HB2 2.42 0.50
1:y:24:ILE:HG13 1:y:371:GLU:OE2 2.12 0.50
1:2:368:LEU:HD12 | 1:2:372:LEU:HD13 1.94 0.50
1:6:196:MET:N 1:6:196:MET:SD 2.85 0.50
1:7:294:ILE:O 1:7:358:ASN:ND2 2.44 0.50
2:A:198:LEU:HD23 2:A:199:LEU:N 2.27 0.50
2:A:306:ALA:O 2:A:328:PHE:HB2 2.11 0.50
2:E:363:TYR:CD2 | 2:E:414:LEU:HD13 2.46 0.50
2:G:515:GLY:O 2:G:516:VAL:C 2.54 0.50
2:1:148:ASP:0OD1 2:1:148:ASP:C 2.54 0.50
3:M:262:SER:O 3:M:266:ASP:0OD1 2.29 0.50
3:0:263:LEU:HD11 | 3:0:267:ARG:HH11 1.76 0.50
3:P:220:VAL:N 3:P:223:GLU:OE2 2.45 0.50
3:T:230:ASP:OD1 4:k:152:ASP:0OD2 2.29 0.50
3:V:310:MET:HB3 3:V:313:PHE:CZ 2.47 0.50
4:1:220:ASP:O 4:1:222:LYS:NZ 2.45 0.50
1:2:168: THR:N 1:2:169:PRO:CD 2.75 0.50
1:4:16:ASN:C 1:4:19:VAL:HG22 2.35 0.49
2:B:154:GLN:O 2:B:158:VAL:HG13 2.11 0.49
2:C:94:LYS:HE2 2:C:94:LYS:HA 1.94 0.49
2:F:153:ASP:0D2 2:F:157:GLN:NE2 2.45 0.49
2:H:98:LEU:HD12 2:H:99.LEU:CD2 2.38 0.49
2:1:113:PHE:O 2:1:116:SER:OG 2.27 0.49
2:J:16:GLN:OE1 2:J:16:GLN:HA 2.12 0.49
2:K:467:VAL:HG13 2:K:468:VAL:N 2.26 0.49
3:L:15:GLY:HA2 3:L:18:ASN:OD1 2.13 0.49
3:M:164:VAL:HG23 | 3:M:170:MET:HE1 1.94 0.49
3:M:301:TYR:CE1 4:0:493:LEU:HD22 2.47 0.49
3:N:34:LYS:NZ 3:N:36:VAL:O 2.37 0.49
3:Q:18:ASN:C 3:Q:18:ASN:OD1 2.55 0.49
3:R:77:GLU:OE1 3:R:247:ARG:NH1 2.45 0.49
4:b:216:LYS:HE2 4:b:235:THR:HB 1.93 0.49
4:¢:10:LEU:HD21 4:h:29:1LE:HG21 1.94 0.49
4:k:5:ILE:HD11 4:k:490:VAL:CG2 2.41 0.49
4:k:218:ASP:N 4:k:218:ASP:OD1 2.44 0.49
4:k:485:GLN:O 4:k:488:GLN:CG 2.59 0.49
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1:y:1:MET:HA 1:y:1:MET:HE3 1.94 0.49
1:y:87:ASP:HB3 L:y:114:MET:HE2 1.94 0.49
1:4:174:ASP:0OD1 1:4:174:ASP:N 2.44 0.49
1:6:181:LYS:HE3 1:6:199: TYR:CE2 2.47 0.49
1:7:154:MET:HE1 1:7:183: THR:N 2.27 0.49
1:7:277:VAL:HG23 1:7:277:VAL:O 2.12 0.49
1:9:94:TYR:O 1:9:334: TRP:N 2.38 0.49
2:A:472:LYS:HD3 2:A:477:-ALA:HB2 1.94 0.49
2:B:130:ARG:HB3 2:B:434:1LE:HD12 1.94 0.49
2:H:434:1LE:HG22 2:H:436:MET:SD 2.53 0.49
2:K:455:ASN:HD22 2:K:455:ASN:C 2.15 0.49
3:L:87:ILE:CG2 3:L:240:LEU:HD23 2.42 0.49
3:N:114:LEU:HB3 3:N:208:ILE:HD12 1.93 0.49
3:0:163:GLN:HE22 3:0:166:SER:HA 1.77 0.49
3:P:165:ASP:0OD1 3:P:166:SER:N 2.45 0.49
3:Q:87:ILE:CD1 3:Q:240:LEU:HD13 2.42 0.49
3:Q:283: TRP:HH2 4:1:4:VAL:HG23 1.77 0.49
3:U:36:VAL:HG13 3:U:41:ASP:HB2 1.94 0.49
4:3:38:ILE:HD12 4:3:455:GLU:HA 1.92 0.49
1:2:231:LYS:CB 1:2:239:GLU:OE1 2.60 0.49
1:3:178:TYR:CD1 1:3:178:TYR:C 2.90 0.49
2:A:307:ASP:O 2:A:308:ALA:C 2.55 0.49
2:B:540:GLN:O 2:B:543:ASN:ND2 2.45 0.49
2:D:68:ASP:0OD2 2:D:71:1ILE:HG22 2.11 0.49
2:E:229:MET:HE1 2:E:270:1ILE:HD13 1.94 0.49
2:H:154:GLN:HA 2:H:157:GLN:HG2 1.93 0.49
2:H:365:1LE:HG22 2:H:372:TRP:HE3 1.77 0.49
2:J:440:SER:N 2:J:443:ASP:0OD2 2.38 0.49
2:K:165:SER:CB 2:K:280:LEU:HD23 2.42 0.49
3:V:30:MET:HA 3:V:30:MET:CE 2.29 0.49
4:b:84:GLU:OE2 4:b:84:GLU:C 2.55 0.49
4:¢:459:TYR:O 4:¢:463:VAL:HG23 2.13 0.49
4:h:151:ASN:O 4:h:154:GLU:OE2 2.30 0.49
4:3:182:SER:O 4:3:310:MET:CE 2.60 0.49
4:3:487:PRO:O 4:3:490:VAL:HB 2.12 0.49
1:w:317:LEU:HD12 1:w:317:LEU:N 2.28 0.49
1:x:208: TRP:O 1:x:229: THR:HG23 2.12 0.49
1:y:162:ASP:HB3 1:y:208: TRP:HH2 1.77 0.49
1:4:171:SER:HB3 1:4:174:ASP:OD1 2.12 0.49
1:5:42:MET:SD 1:5:47:LYS:CB 3.01 0.49
1:5:382: TYR:CD2 1:7:395:ILE:HG13 2.47 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
2:C:29:TYR:CD1 2:C:29:TYR:O 2.66 0.49
2:E:395:1ILE:HD12 2:E:395:1LE:N 2.27 0.49
2:J:7:HIS:ND1 2:K:24:ASN:OD1 2.45 0.49
2:J:364:LYS:O 2:J:375: THR:HG22 2.12 0.49
3:N:283: TRP:CZ3 4:b:4:VAL:N 2.80 0.49
3:P:291:VAL:CG1 4:1:488:GLN:HE21 2.26 0.49
3:T:13:MET:O 3:T:13:MET:CE 2.58 0.49
3:T:301:TYR:CZ 4:1:493:LEU:CD2 2.95 0.49
3:U:4:SER:O 3:U:5:THR:C 2.55 0.49
4:d:10:LEU:HB3 4:e:29:ILE:HD11 1.93 0.49
4:¢:368:ASP:0D2 4:¢:370:LYS:CG 2.60 0.49
4:k:18:LEU:O 4:k:21:SER:OG 2.29 0.49
4:1:406:GLU:HA 4:1:406:GLU:OE2 2.12 0.49
4:n:108:ASP:O 4:n:111:SER:OG 2.22 0.49
2:A:98:LEU:HD23 2:A:98:LEU:C 2.38 0.49
2:A:136:LYS:HD2 2:A:136:LYS:N 2.27 0.49
2:D:126:ASP:0OD1 2:D:126:ASP:C 2.55 0.49
2:G:520:GLU:O 2:G:520:GLU:CD 2.55 0.49
2:G:550:LEU:HD22 | 1:y:383:GLN:NE2 2.27 0.49
2:1:183:ILE:HD12 2:1:183:ILE:O 2.13 0.49
2:1:440:SER:O 2:1:448: THR:HG23 2.11 0.49
2:J:58: VAL:HG12 2:K:28:ASN:0OD1 2.12 0.49
3:N:298:GLN:OE1 4:¢:494:LEU:HD23 2.13 0.49
3:0:103:SER:N 3:0:106:ASP:0OD2 2.41 0.49
3:P:33:GLY:HA2 4:e:3:GLN:HG3 1.94 0.49
3:Q:8:MET:HG2 3:Q:307:-MET:HE1 1.94 0.49
3:Q:103:SER:CA 3:Q:106:ASP:OD2 2.60 0.49
3:U:28:GLU:OE1 3:U:28:GLU:HA 2.13 0.49
3:V:297:LEU:HD21 | 3:V:301:TYR:HE2 1.76 0.49
4:e:203:PHE:O 4:e:207:ALA:N 2.41 0.49
4:¢:310:MET:HE2 4:e:323:GLY:O 2.13 0.49
4:1:422:LEU:HD13 4:1:422:.LEU:C 2.37 0.49
4:£:431:ASN:O 4:£:434:ASN:OD1 2.30 0.49
4:1:293:LYS:0O 4:1:297:THR:OG1 2.25 0.49
4:0:105:SER:N 4:0:108:ASP:0D2 2.41 0.49
1:2:116:LEU:O 1:2:137:ILE:HD12 2.12 0.49
1:3:179:ASN:HD21 1:3:202:LYS:HB3 1.77 0.49
1:3:186:VAL:HG22 1:3:196:MET:HE3 1.94 0.49
1:5:221: THR:O 1:5:224: THR:OG1 2.28 0.49
1:5:277:VAL:O 1:5:277:VAL:CG2 2.60 0.49
1:6:288:ASP:N 1:6:305:SER:OG 2.45 0.49
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1:7:185:THR:HA 1:7:195:ASP:HA 1.95 0.49
2:B:141:VAL:HG21 | 2:B:426:VAL:HG13 1.94 0.49
2:B:505:GLN:O 2:B:508:LYS:HG3 2.13 0.49
2:E:214:GLY:H 2:E:277:.THR:CB 2.25 0.49
2:E:447:ASP:N 2:E:447:ASP:0OD1 2.45 0.49
2:E:481:LEU:O 2:E:485:VAL:HG23 2.12 0.49
2:1:125:GLU:O 3:L:133:ARG:NH2 2.46 0.49
2:1:347:SER:HB2 1:w:234:GLU:HB3 1.95 0.49
2:J:310:ASN:O 2:J:311:ALA:C 2.55 0.49
2:K:158:VAL:HG11 | 2:K:287:ARG:HB2 1.95 0.49
2:K:461:ASP:C 2:K:461:ASP:OD1 2.55 0.49
3:M:73:VAL:HA 3:M:76:GLU:OE2 2.13 0.49
3:M:203:MET:HE1 3:M:235:GLY:C 2.37 0.49
3:N:287:ILE:HD12 4:b:494:LEU:CD2 2.42 0.49
3:T:249:GLU:C 3:1:249:GLU:OE1 2.55 0.49
4:a:188:VAL:HG11 4:a:287:ALA:HA 1.95 0.49
4:d:230: TYR:HB2 4:d:248:VAL:HG23 1.94 0.49
4:1:202: THR:HG21 4:1:256:GLU:HB3 1.94 0.49
1:w:373:VAL:HA 1:w:376:1ILE:CG2 2.43 0.49
1:y:174:ASP:O 1:y:178:TYR:OH 2.12 0.49
1:z:77.ILE:HD13 1:2:96:ARG:CD 2.43 0.49
1:2:118:GLY:N 1:2:135:ALA:O 2.42 0.49
1:2:375:MET:HE1 1:3:391: THR:HB 1.95 0.49
1:4:20:1ILE:CB 1:4:375:MET:HE2 2.41 0.49
1:7:146:ALA:HB1 1:7:190:GLN:O 2.13 0.49
1:9:111:MET:SD 1:9:112:GLN:N 2.86 0.49
2:C:65:ARG:NE 2:C:196:ASN:CG 2.71 0.49
2:K:546:PHE:O 2:K:550:LEU:HD23 2.13 0.49
3:M:124:LEU:HD?22 3:M:124:LEU:N 2.28 0.49
3:0:24:MET:HE1 3:0:25:LYS:HB3 1.94 0.49
3:0:223:GLU:OE1 3:0:223:GLU:N 2.35 0.49
3:Q:7:-MET:SD 3:Q:8:MET:HE1 2.53 0.49
3:Q:122:.MET:HE1 3:Q:146:PHE:HB3 1.95 0.49
3:5:30:MET:HE2 3:5:286:VAL:CG2 2.42 0.49
3:V:92:GLU:OE2 3:V:92:GLU:O 2.30 0.49
3:V:280:ASP:0OD1 3:V:280:ASP:N 2.46 0.49
4:b:249:SER:N 4:b:258: THR:O 2.42 0.49
4:f:117:THR:HG22 4:£:121:ASN:HD21 1.76 0.49
4:1:38:ILE:HD12 4:1:43:ASP:HB3 1.95 0.49
4:1:233:LYS:HG2 4:1:245:'TYR:CE2 2.48 0.49
4:m:480:LEU:O 4:m:480:LEU:HD12 2.13 0.49
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4:n:224:ASP:0O 4:1:228:GLY:N 2.45 0.49
1:2:178: TYR:HE2 1:2z:181:LYS:HD3 1.78 0.49
1:1:144:MET:HE3 1:1:287:GLY:HA3 1.95 0.49
1:3:79:GLN:HE21 2:C:186:-MET:HG2 1.77 0.49
1:5:47:LYS:HD2 1:5:49:GLY:N 2.27 0.49
1:7:231:LYS:HG3 1:7:239:GLU:OE2 2.12 0.49
2:A:115:THR:O 2:A:119:THR:HG23 2.13 0.49
2:A:167:ALA:HA 2:A:170:ASN:OD1 2.13 0.49
2:B:493:LYS:O 2:B:497: THR:HG23 2.12 0.49
2:C:196:ASN:HD22 2:C:196:ASN:N 2.10 0.49
2:E:274.LEU:HD12 2:E:274:LEU:O 2.12 0.49
2:E:467:VAL:N 2:E:472:LYS:O 2.45 0.49
2:E:501:ASN:OD1 2:E:501:ASN:N 2.46 0.49
2:G:220:GLN:NE2 2:G:221:ASP:0OD1 2.45 0.49
2:1:155:ASP:O 2:1:158:VAL:HG12 2.12 0.49
2:K:117.LEU:HD23 2:K:117:LEU:O 2.12 0.49
2:K:455:ASN:ND2 2:K:455:ASN:C 2.71 0.49
3:M:263:LEU:C 3:M:263:LEU:HD13 2.38 0.49
3:V:179:ILE:HD11 | 3:V:246:VAL:HG11 1.94 0.49
4:£:203:PHE:CG 4:£:217:1ILE:HD11 2.48 0.49
4:m:296:LEU:HD13 | 4:m:301:VAL:CG2 2.42 0.49
4:n:84:GLU:HA 4:1:84:GLU:OE2 2.12 0.49
4:0:361:LEU:HD23 4:0:361:LEU:H 1.77 0.49
1:x:104:GLU:OE1 1:x:106:ARG:NH2 2.45 0.49
1:x:175:ALA:HA 1:x:178:TYR:CD2 2.47 0.49
1:2:83:PHE:HZ 1:2:356:LEU:HD11 1.76 0.49
1:1:330:GLY:N 2:C:45:ASN:OD1 2.46 0.49
1:3:345:LEU:N 1:3:345:LEU:HD22 2.27 0.49
1:4:140:PRO:CD 1:4:312:LEU:HD11 2.42 0.49
1:4:358:ASN:OD1 1:4:359:GLY:N 2.46 0.49
2:D:330:ILE:HD12 2:D:424:MET:HB2 1.94 0.49
2:E:484:ASP:0OD1 2:E:484:ASP:C 2.55 0.49
2:F:17:ALA:O 2:F:21: THR:HG23 2.13 0.49
2:F:53: TRP:CH2 2:G:194:SER:HB2 2.48 0.49
2:G:414:LEU:C 2:G:414:LEU:HD13 2.38 0.49
2:1:30:ASN:O 2:1:30: ASN:ND2 2.40 0.49
2:1:148:ASP:0OD2 2:1:421:ILE:CD1 2.56 0.49
2:1:209:LEU:HD23 2:1:209:LEU:O 2.13 0.49
2:1:306:ALA:CB 2:1:424:MET:HE1 2.43 0.49
2:J:124:ALA:HB2 2:J:453:ASN:0OD1 2.13 0.49
3:M:115:GLN:NE2 | 3:M:119:ASP:0D2 2.43 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
3:N:5:THR:O 3:N:8&:MET:HG3 2.13 0.49
3:N:267:ARG:O 3:N:271:GLN:HG2 2.13 0.49
3:Q:8:MET:HB2 3:Q:307:-MET:HE1 1.94 0.49
3:R:89: THR:O 3:R:93:LYS:HG2 2.13 0.49
3:5:34:LYS:C 3:S5:281:VAL:CG2 2.83 0.49
3:S:67:THR:O 3:S:70: THR:HG22 2.13 0.49
4:£:107:SER:HA 4:£:110:ASP:0OD2 2.13 0.49
4:£:441:GLY:O 4:1:444:VAL:HG12 2.13 0.49
4:1:7:THR:O 4:1:8:ASN:HB2 2.13 0.49
4:1:245:TYR:CD2 4:1:270:GLY:CA 2.96 0.49
4:1:467:SER:HG 4:n:488:GLN:CD 2.19 0.49
4:n:291:GLU:H 4:n:291:GLU:CD 2.21 0.49
1:2:30:-TYR:HE1 1:z:67:-THR:CG2 2.25 0.49
1:2:366:VAL:HG12 1:2:367:ASP:N 2.28 0.49
1:4:167:LYS:HG2 1:4:168:THR:N 2.28 0.49
1:7:6:ALA:HB1 1:7:389:ILE:HG13 1.95 0.49
1:7:230:LEU:HD23 1:7:231:LYS:N 2.28 0.49
2:B:228: THR:HA 2:B:234: THR:HA 1.95 0.49
2:B:300:GLN:C 2:B:302:ALA:N 2.64 0.49
2:E:96:ASP:HB2 2:E:489: THR:HG21 1.94 0.49
2:J:502:VAL:HG11 2:K:150: TYR:CE2 2.47 0.49
3:L:247:ARG:O 3:L:250:LEU:HD12 2.12 0.49
3:M:52:LEU:HD23 3:M:52:LEU:O 2.13 0.49
3:N:203:MET:CE 3:N:235:GLY:HA3 2.42 0.49
3:Q:122:MET:HE2 3:Q:148:GLN:HA 1.95 0.49
3:Q:276:SER:O 3:Q:277:ASN:C 2.55 0.49
3:Q:297:LEU:HD11 | 3:Q:301:TYR:CE2 2.48 0.49
3:5:168:ARG:NH2 3:5:256:GLU:OE2 2.46 0.49
3:V:23:TRP:HZ3 4:1:486:VAL:HG22 1.77 0.49
4:e:171:ASP:OD1 4:e:171:ASP:N 2.44 0.49
4:¢:61:LEU:HB3 4:¢:440:LEU:CD1 2.43 0.49
4:¢:233:LYS:NZ 4:¢:235:THR:OG1 2.46 0.49
4:1:316:ASN:OD1 4:3:134:GLY:O 2.31 0.49
4:k:310:MET:HE1 4:k:332:TYR:CZ 2.48 0.49
4:n:296:LEU:HD21 4:n:345:1LE:CD1 2.42 0.49
1:w:171:SER:HB2 1:w:174:ASP:HB3 1.95 0.49
1:w:403:ARG:C 1:w:403:ARG:CD 2.85 0.49
1:1:250: THR:HG23 1:1:254:ALA:O 2.13 0.48
1:5:149:THR:HG21 | 1:5:186:VAL:HG12 1.94 0.48
1:5:162:ASP:0OD2 1:5:274:ASN:ND2 2.41 0.48
1:6:112: GLN:HB3 1:6:114:MET:SD 2.53 0.48
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2:A:107:SER:HB2 3:0:50:VAL:HG13 1.94 0.48
2:A:236:VAL:HG22 2:A:241:ALA:CB 2.43 0.48
2:C:252:ASP:C 2:C:252:ASP:0OD1 2.56 0.48
2:C:274:LEU:HD13 2:C:274:LEU:C 2.38 0.48
2:D:5:ILE:HG22 2:D:539:LEU:HD22 1.96 0.48
2:D:501:ASN:C 2:D:501:ASN:OD1 2.55 0.48
2:E:171:ASN:O 2:E:175:GLN:HG2 2.13 0.48
2:G:95:ILE:HD12 2:G:95:ILE:N 2.28 0.48
2:H:221:ASP:0OD1 2:H:221:ASP:N 2.42 0.48
2:J:40:ILE:C 2:J:41:LEU:HD12 2.38 0.48
2:J:116:SER:HB3 2:J:136:LYS:HE?2 1.95 0.48
3:N:307:-MET:HG3 3:N:308:GLN:N 2.27 0.48
3:Q:249:GLU:OE1 3:Q:250:LEU:N 2.45 0.48
3:U:197:GLU:OE2 3:U:198:LYS:N 2.46 0.48
4:¢:284:VAL:HG22 4:¢:288:ASP:0D2 2.12 0.48
4:¢:223:PHE:HB3 4:¢:277:GLU:HG2 1.95 0.48
4:1:38:ILE:O 4:1:38:ILE:CG2 2.61 0.48
4:0:145: THR:HG22 4:0:157:ASP:0D2 2.13 0.48
1:2z:155:GLN:H 1:2:278:ALA:HB3 1.76 0.48
1:2:402:LEU:HD13 1:2:402:LEU:O 2.13 0.48
1:3:367:ASP:OD1 1:3:369:SER:N 2.46 0.48
1:3:403:ARG:HG2 1:4:390:LYS:HD2 1.94 0.48
2:A:433:GLU:OE1 2:A:433:GLU:N 2.44 0.48
2:B:98:LEU:HD21 2:B:150: TYR:CE2 2.48 0.48
2:B:300:GLN:HG3 2:B:359:GLN:C 2.38 0.48
2:B:301:LEU:HD12 | 2:B:468:VAL:HG21 1.94 0.48
2:C:517:ASN:O 2:C:521:GLU:HG2 2.13 0.48
2:D:118:GLN:O 2:D:121:VAL:HG22 2.13 0.48
2:E:362:ASP:0OD1 2:E:362:ASP:C 2.56 0.48
2:E:549:LEU:HD12 | 2:E:550:LEU:HD12 1.95 0.48
2:G:546:PHE:HB2 1:y:380:ARG:HE 1.78 0.48
2:H:118:GLN:NE2 3:V:65:ALA:HB2 2.28 0.48
2:1:271:PRO:HB2 2:1:273:LYS:CE 2.43 0.48
2:J:166: VAL:HA 2:J:280:LEU:HD21 1.95 0.48
2:K:249:SER:N 2:K:255:ARG:O 2.32 0.48
2:K:520:GLU:OE1 2:K:520:GLU:N 2.39 0.48
3:L:303: THR:O 3:L:307:-MET:HG3 2.13 0.48
3:0:24:MET:HE3 3:0:25:LYS:N 2.27 0.48
4:¢:310:MET:HE2 4:¢:323:GLY:O 2.12 0.48
4:1:110:ASP:C 4:1:110:ASP:OD1 2.56 0.48
4:1:204:LYS:HA 4:1:207:ALA:HB3 1.95 0.48
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1:w:253:GLY:HA3 1:x:234:GLU:O 2.12 0.48
1:x:150: THR:O 1:x:260:SER:N 2.45 0.48
1:x:328:SER:HB3 1:y:47:LYS:HD3 1.95 0.48
1:z:144:MET:SD 1:2:304: TYR:HB2 2.53 0.48
1:3:64:GLY:O 2:B:54:ILE:HG21 2.13 0.48
1:5:141:ASN:O 1:5:141:ASN:CG 2.56 0.48
1:7:163:PRO:O 1:7:164:VAL:C 2.57 0.48
2:A:321:GLY:HA2 2:A:441:LYS:H 1.77 0.48
2:C:41:LEU:HD23 2:C:41:LEU:H 1.78 0.48
2:E:215:VAL:HG21 | 2:E:227:LEU:HD23 1.94 0.48
2:E:229:MET:HG2 2:E:230:ALA:N 2.28 0.48
2:E:303:LEU:HD13 2:E:303:LEU:C 2.38 0.48
2:F:467:VAL:O 2:F:467:VAL:HG12 2.13 0.48
2:1:54:ILE:HG22 2:1:55:GLY:N 2.28 0.48
2:1:304:ALA:HB3 2:1:468:VAL:HG13 1.95 0.48
2:J:284:LEU:HD22 2:J:287:ARG:NH2 2.28 0.48
2:J:317:TYR:CD2 2:J:440:SER:HB3 2.47 0.48
2:K:181:ASP:C 2:K:181:ASP:OD1 2.56 0.48
3:Q:92:GLU:C 3:Q:92:GLU:OE1 2.56 0.48
3:5:62:TYR:CG 3:S5:165:ASP:HA 2.49 0.48
3:V:315:LEU:HD22 3:V:315:LEU:C 2.38 0.48
4:h:183:ASP:0OD2 4:h:332:TYR:OH 2.27 0.48
4:1:210:LEU:CD1 4:1:262:GLY:HA2 2.44 0.48
1:w:106:ARG:NH2 1:w:141:ASN:OD1 2.40 0.48
1:1:42:MET:N 1:1:51:GLY:O 2.43 0.48
1:8:155:GLN:H 1:8:278:ALA:HB3 1.77 0.48
2:A:198:LEU:HD23 2:A:199:LEU:H 1.78 0.48
2:A:270:1LE:HG22 2:A:274:-LEU:HB2 1.95 0.48
2:B:214:GLY:O 2:B:229:MET:CE 2.61 0.48
2:B:299:GLY:O 2:B:302:ALA:HB3 2.12 0.48
2:C:276:ASN:HA 2:C:281:GLY:HA3 1.95 0.48
2:E:92:MET:HE1 2:E:290:ASP:CB 2.43 0.48
2:F:235:LEU:HD12 | 2:F:236:VAL:HG23 1.95 0.48
2:H:335:VAL:CG2 | 2:H:414:LEU:HD23 2.41 0.48
2:1:467:VAL:HG13 2:1:468:VAL:HG23 1.95 0.48
2:1:504:LYS:HE2 2:1:504:LYS:HA 1.94 0.48
3:M:72:LYS:O 3:M:75:LEU:N 2.40 0.48
3:M:281:VAL:O 4:a:5:ILE:HD12 2.13 0.48
3:Q:278:LEU:N 3:Q:278:LEU:HD12 2.29 0.48
3:R:203:MET:HE1 3:R:235:GLY:C 2.39 0.48
3:T:301:TYR:CE2 4:1:493:LEU:CD2 2.96 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
3:V:14:SER:O 3:V:18:ASN:OD1 2.31 0.48
4:b:84:GLU:OE2 4:b:85:ILE:N 2.45 0.48
4:¢:15:GLN:HA 4:¢:18:LEU:HD12 1.94 0.48
4:¢:350: TYR:CE2 4:¢:352:ALA:HA 2.48 0.48
4:¢:420:ASP:OD1 4:0:420:ASP:N 2.45 0.48
4:¢:6:ASN:C 4:¢:7:THR:HG23 2.37 0.48
1:w:75:VAL:HG22 1:w:294:1LE:HD13 1.95 0.48
1:2:135:ALA:HB1 1:2:136:PRO:HD2 1.94 0.48
1:8:74:ASP:O 1:8:359:GLY:N 2.47 0.48
1:8:375:MET:HE2 1:w:391: THR:OG1 2.13 0.48
2:A:362:ASP:0OD1 2:A:377:THR:OG1 2.23 0.48
2:F:53:TRP:H 2:F:53: TRP:CD1 2.32 0.48
2:G:329:SER:OG 2:G:425:ASN:N 2.46 0.48
2:G:351:LYS:NZ 2:G:352:VAL:O 2.36 0.48
2:1:348:LEU:HD13 2:1:412:PHE:HB3 1.95 0.48
2:J:441:LYS:CE 2:J:449:GLY:O 2.61 0.48
3:Q:285:SER:O 3:Q:288:SER:N 2.47 0.48
3:R:269:LEU:HD23 3:R:269:LEU:O 2.13 0.48
3:S5:126:ASN:O 3:5:127:SER:O 2.32 0.48
4:¢:173:LEU:C 4:¢:173:LEU:HD13 2.38 0.48
4:k:251:ASP:OD1 4:k:253: THR:HG22 2.13 0.48
4:n:191:TYR:CE2 4:n:285:ALA:HB2 2.49 0.48
1:2:154:MET:HE2 1:2:276:ILE:HD13 1.94 0.48
1:2:182:GLY:N 1:2z:198:VAL:O 2.47 0.48
1:2:375:MET:SD 1:2:375:MET:C 2.96 0.48
1:3:116:LEU:HD13 1:3:117:THR:N 2.28 0.48
1:4:42:MET:SD 1:4:53:LYS:HB3 2.53 0.48
1:7:39:PHE:HD1 1:7:54:VAL:HG22 1.79 0.48
1:8:374:ASN:HA 1:8:377:VAL:HG22 1.96 0.48
2:A:26:1LE:HD11 2:A:521:GLU:OE1 2.13 0.48
2:B:298:LEU:HD22 | 2:B:421:1LE:HD13 1.96 0.48
2:E:306:ALA:HB2 2:E:424:MET:CE 2.43 0.48
2:G:329:SER:C 2:G:423:ASP:0D2 2.57 0.48
2:H:98:LEU:HD13 2:H:104:SER:OG 2.14 0.48
2:H:460:LEU:HD23 2:H:460:LEU:C 2.39 0.48
2:1:349: THR:O 2:1:401: THR:N 2.45 0.48
3:L:110:LEU:O 3:L:114:LEU:HD12 2.13 0.48
3:M:164:VAL:CG2 | 3:M:170:MET:HE3 2.43 0.48
3:0:13:MET:O 3:0:16:ILE:HG22 2.13 0.48
3:R:23: TRP:CZ2 3:R:290:TYR:CZ 3.02 0.48
3:U:89:THR:O 3:U:93:LYS:HG2 2.14 0.48
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4:b:396:ASP:0OD1 4:b:396:ASP:0O 2.32 0.48
4:b:481:ALA:O 4:b:485:GLN:NE2 2.47 0.48
4:h:198:LEU:HD22 | 4:h:250:VAL:HG11 1.96 0.48
1:w:102:LEU:HD12 | 1:w:106:ARG:HG2 1.95 0.48
1:w:171:SER:HB2 1:w:174:ASP:HB2 1.94 0.48
1:1:5:GLN:HG2 1:2:22:ASN:HB2 1.96 0.48
1:2:42:MET:SD 1:2:50:LEU:HB3 2.54 0.48
2:B:80:ASN:ND2 2:B:210:ASN:OD1 2.41 0.48
2:B:89:TYR:CE2 2:B:493:LYS:HE3 2.48 0.48
2:F:227:LEU:O 2:F:235:LEU:N 2.43 0.48
2:1:252: ASP:OD1 2:1:413:LEU:HD22 2.13 0.48
2:1:309:PHE:CE1 2:1:327:PHE:CD2 3.02 0.48
2:J:541: THR:O 2:J:545:LEU:HD23 2.14 0.48
2:K:84:GLY:HA3 2:K:278:GLY:C 2.39 0.48
2:K:320:ASP:HA 2:K:441:LYS:HG3 1.95 0.48
3:M:9:TYR:N 3:M:9:TYR:CD1 2.80 0.48
3:P:283: TRP:0O 3:P:287:1ILE:HG22 2.14 0.48
3:T:258:SER:O 3:T:261:ASP:OD1 2.31 0.48
3:U:34:LYS:HZ3 3:U:34:LYS:HB3 1.79 0.48
4:b:244:GLY:HA3 4:b:266:PRO:HB3 1.95 0.48
4:¢:177:GLN:OE1 4:¢:177:GLN:C 2.56 0.48
4:¢:207:ALA:HB1 4:¢:215:GLN:HB2 1.96 0.48
4:1:157:ASP:0OD1 4:1:157:ASP:C 2.57 0.48
4:1:316:ASN:CG 4:3:134:GLY:O 2.57 0.48
4:1:171:ASP:OD1 4:1:171:ASP:N 2.46 0.48
4:0:210:LEU:HD13 4:0:246: TYR:CE1 2.49 0.48
1:w:6:ALA:HB1 1:w:389:ILE:HD13 1.94 0.48
1:y:162:ASP:OD1 1:y:163:PRO:HD2 2.13 0.48
1:z:30:-TYR:HD1 1:2:362:GLU:O 1.97 0.48
1:2:103:ASP:0OD2 1:2z:107:ASN:ND2 2.47 0.48
1:1:113:GLY:C 1:1:114:MET:HE2 2.38 0.48
1:1:188:ASP:OD1 1:1:192: ASN:N 2.46 0.48
1:6:77:ILE:HG13 1:6:356:LEU:HD11 1.96 0.48
2:A:40:1LE:HD11 2:A:64:GLN:HB3 1.94 0.48
2:C:254: THR:O 2:C:255:ARG:CG 2.61 0.48
2:E:468:VAL:HG21 2:E:474:PHE:HA 1.96 0.48
2:F:150:TYR:O 2:F:154:GLN:HG2 2.14 0.48
2:H:35:THR:HG21 2:H:65:ARG:CD 2.43 0.48
2:1:101:ASP:OD1 2:1:102:LYS:N 2.47 0.48
2:J:299:GLY:C 2:J:417:VAL:HG21 2.39 0.48
3:M:76:GLU:H 3:M:76:GLU:CD 2.15 0.48
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4:a:69:ASN:HA 4:a:72:ILE:HD12 1.96 0.48
4:¢:495:ARG:NE 4:¢:495:ARG:HA 2.29 0.48
4:h:314:ASP:OD1 4:h:317:GLY:N 2.41 0.48
1:x:309:GLU:C 1:x:309:GLU:CD 2.81 0.48
1:x:328:SER:HA 1:x:334:TRP:CD1 2.48 0.48
1:2:84:ARG:O 1:z:85:LEU:HD22 2.14 0.48
1:8:96:ARG:NH2 1:8:362:GLU:OE1 2.46 0.48
1:9:162:ASP:OD1 1:9:163:PRO:HD2 2.14 0.48
2:A:26:1LE:HD11 2:A:521:GLU:CD 2.38 0.48
2:E:432:ALA:HB3 2:E:433:GLU:OE2 2.14 0.48
2:F:75:LEU:HD13 2:F:506:LEU:HB3 1.95 0.48
2:F:247:-VAL:HG22 2:F:259:ALA:HB2 1.96 0.48
2:F:484:ASP:OD1 2:G:131:GLN:HG2 2.14 0.48
2:F:550:LEU:N 2:F:550:LEU:HD23 2.29 0.48
3:L:5:THR:HG23 3:L:8:MET:SD 2.54 0.48
3:L:120:GLN:O 3:L:120:GLN:NE2 2.44 0.48
3:L:165:ASP:HB3 3:L:168:ARG:HB3 1.96 0.48
3:N:305:THR:0G1 3:N:306:ASP:N 2.47 0.48
3:P:197:GLU:OE2 3:P:197:GLU:N 2.41 0.48
3:P:295:ALA:HB2 4:£:488:GLN:OE1 2.14 0.48
3:Q:76:GLU:OE1 3:Q:250:LEU:HD13 2.14 0.48
4:£:354:ASP:0D1 4:1:355:GLY:N 2.46 0.48
4:3:372:GLU:HG2 4:3:383:ALA:HB2 1.96 0.48
4:k:225:ASP:0D2 4:k:276: THR:OG1 2.24 0.48
4:1:45:ALA:O 4:1:48:GLN:OE1 2.31 0.48
4:1:176:GLN:O 4:1:404: THR:HG22 2.13 0.48
4:1:459:TYR:HE2 4:m:6:ASN:OD1 1.97 0.48
1:w:375:MET:HG2 1:w:376:1LE:N 2.29 0.48
1:x:133:ASN:OD1 1:x:133:ASN:O 2.32 0.48
1:y:41:ASP:HB2 1:y:43:PHE:CE1 2.49 0.48
1:y:61:PHE:HZ 1:y:324:GLU:OE1 1.94 0.48
1:2:202:LYS:HB2 1:2:208: TRP:CE3 2.48 0.48
1:1:106:ARG:NH1 1:1:139:ILE:HG23 2.29 0.48
1:6:194:HIS:CE1 1:6:251:ILE:HD12 2.49 0.48
1:7:1:MET:HG3 1:7:3:PHE:HB3 1.96 0.48
1:7:75:VAL:N 1:7:98:GLY:O 2.36 0.48
1:8:76:ALA:HB3 1:8:357: THR:OG1 2.14 0.48
2:A:98:LEU:HD12 2:A:150:TYR:CG 2.48 0.48
2:A:275:LEU:HD22 | 2:A:284:LEU:HD11 1.96 0.48
2:B:133:LEU:HD23 2:B:133:LEU:C 2.38 0.48
2:B:303:LEU:HD23 2:B:303:LEU:C 2.39 0.48
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2:E:123:ASN:OD1 2:E:123:ASN:O 2.32 0.48
2:E:155:ASP:0D2 2:E:295:ARG:NH2 2.47 0.48
2:G:543:ASN:OD1 2:G:544:ALA:N 2.46 0.48
2:H:142:ASN:HD21 3:U:168:ARG:N 2.12 0.48
2:1:139:GLY:O 2:1:143: GLN:NE2 2.47 0.48
2:J:19:LEU:HD22 3:L:307:-MET:HE3 1.94 0.48
2:K:84:GLY:HA2 2:K:279:SER:HA 1.96 0.48
2:K:242:ARG:CZ 2:K:242:ARG:HA 2.44 0.48
2:K:551:ASN:OD1 2:K:552:1LE:N 2.46 0.48
3:M:249:GLU:CD 3:M:249:GLU:C 2.81 0.48
3:M:267:ARG:NH1 3:N:128: THR:O 2.47 0.48
3:0:14:SER:O 3:0:18:ASN:OD1 2.32 0.48
3:R:28:GLU:OE1 3:R:32:THR:CG2 2.61 0.48
3:T:168:ARG:NH2 3:T:256:GLU:OE1 2.47 0.48
4:b:44:ASP:C 4:b:44:ASP:0OD1 2.57 0.48
4:d:128:GLY:O 4:d:136:LYS:NZ 2.44 0.48
4:e:409:LEU:O 4:e:413:ASP:0D2 2.32 0.48
4:£:326:VAL:N 4:1:333:TYR:O 2.41 0.48
4:1:254:ASN:OD1 4:1:255:GLY:N 2.47 0.48
4:m:57:ASN:O 4:m:61:LEU:HD23 2.14 0.48
1:y:246:ILE:HG22 1:y:247: THR:N 2.29 0.48
1:3:60:ASP:0OD1 1:3:62: THR:N 2.37 0.47
1:4:158:LEU:HB2 1:4:268:GLN:HA 1.95 0.47
1:4:250: THR:HG23 1:4:254:ALA:O 2.14 0.47
1:7:230:LEU:HD22 1:7:232:PHE:CE1 2.49 0.47
1:7:232:PHE:CD1 1:7:268:GLN:HB2 2.49 0.47
1:9:111:MET:HE3 1:x:40:ALA:HB2 1.96 0.47
2:A:195:PRO:HD2 | 2:A:198:LEU:HD11 1.95 0.47
2:B:92:MET:SD 2:B:92:MET:O 2.72 0.47
2:C:465:SER:OG 2:C:466:ASN:N 2.46 0.47
2:H:15:ALA:O 2:H:19:LEU:HD23 2.13 0.47
2:H:64:GLN:CD 2:H:64:GLN:N 2.72 0.47
2:H:414:.LEU:HD13 | 2:H:416:PRO:HD3 1.96 0.47
2:H:471:ASN:OD1 2:H:472:LYS:NZ 2.41 0.47
2:K:286:PHE:HA 2:K:290:ASP:0D2 2.14 0.47
3:M:72:LYS:O 3:M:74:SER:N 2.47 0.47
3:U:168:ARG:CZ 3:U:260:LEU:HD11 2.44 0.47
3:V:122:.MET:CE 3:V:201:PHE:CE1 2.96 0.47
4:m:443: THR:HG22 | 4:m:447:LEU:HD23 1.95 0.47
1:x:74:ASP:HA 1:x:98:GLY:O 2.14 0.47
1:1:83:PHE:O 1:1:94:TYR:HA 2.13 0.47
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1:2:102:LEU:HD11 1:2:139:ILE:HG21 1.97 0.47
1:2:135:ALA:HB1 1:2:136:PRO:CD 2.44 0.47
1:3:154:MET:SD 1:3:276:ILE:HG23 2.55 0.47
1:4:366:VAL:O 2:A:1:MET:HE1 2.14 0.47
1:6:111:MET:HE2 1:6:111:MET:HA 1.95 0.47
1:7:392:GLN:NE2 1:7:396:LEU:HD12 2.27 0.47
2:A:155:ASP:HB2 | 2:A:291:LEU:HD21 1.95 0.47
2:B:354:ASP:0OD2 2:B:357:LYS:NZ 2.41 0.47
2:C:110:LEU:HD23 2:C:110:LEU:C 2.39 0.47
2:C:179:LEU:HD13 2:C:202:ARG:HA 1.95 0.47
2:C:346:VAL:HG13 2:C:346:VAL:O 2.14 0.47
2:E:8:ALA:HB3 2:E:539:LEU:CD2 2.44 0.47
2:E:430:ASN:OD1 2:E:431:GLU:N 2.47 0.47
2:J:87: THR:HG21 2:J:282:GLY:CA 2.44 0.47
2:K:392:LYS:HE3 2:K:400:VAL:O 2.13 0.47
3:0:205:ASP:HA 3:0:208:ILE:HD11 1.92 0.47
3:R:258:SER:O 3:R:261:ASP:0OD1 2.32 0.47
3:V:224:LYS:O 3:V:224:LYS:HD3 2.14 0.47
4:d:161:LYS:HB2 4:d:163:ILE:HD11 1.96 0.47
4:d:162:GLN:C 4:d:163:ILE:HD13 2.39 0.47
4:1:13:LEU:HD23 4:1:13:LEU:C 2.40 0.47
4:1:203:PHE:O 4:1:207:ALA:N 2.43 0.47
1:4:3:PHE:N 1:4:392:GLN:OE1 2.48 0.47
1:4:42:MET:SD 1:4:53:LYS:HD3 2.54 0.47
1:4:86:VAL:HG13 1:4:117:-THR:HG21 1.96 0.47
1:4:288:ASP:0OD1 1:4:288:ASP:N 2.45 0.47
1:5:46:SER:HB2 1:5:52:VAL:N 2.29 0.47
1:5:47:-LYS:H 1:5:51:GLY:HA2 1.78 0.47
1:6:87:ASP:OD1 1:6:89:ASN:N 2.47 0.47
1:6:324:GLU:N 1:6:324:GLU:OE1 2.46 0.47
2:B:299:GLY:HA2 2:B:421:1ILE:HD11 1.96 0.47
2:D:541: THR:O 2:D:545:LEU:HD23 2.14 0.47
2:F:525:LEU:C 2:F:525:LEU:HD13 2.39 0.47
2:H:275:LEU:CD1 2:H:275:LEU:N 2.77 0.47
2:H:303:LEU:HG 2:H:355:SER:HB2 1.96 0.47
2:H:351:LYS:NZ 2:H:399:LYS:HD3 2.29 0.47
2:1:29:TYR:CD1 2:1:29:TYR:C 2.91 0.47
2:I:41:LEU:N 2:1:41:LEU:HD23 2.29 0.47
2:J:306:ALA:HB2 2:J:424:MET:HE2 1.96 0.47
2:K:508:LYS:C 2:K:508:LYS:HD3 2.39 0.47
3:M:23: TRP:NE1 3:M:290:TYR:HD2 2.11 0.47
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3:N:281:VAL:HG21 | 3:N:283:TRP:CD1 2.48 0.47
3:R:28:GLU:OE1 3:R:32: THR:HG23 2.15 0.47
3:5:49:ALA:O 3:5:275:-MET:HE1 2.15 0.47
3:U:111:ALA:O 3:U:115:GLN:N 2.41 0.47
4:a:220:ASP:0D2 4:a:280:LYS:NZ 2.42 0.47
4:e:251:ASP:0OD2 4:e:253: THR:OG1 2.31 0.47
4:h:125:ARG:NH1 4:h:129:GLN:OE1 2.47 0.47
4:h:489:ASN:OD1 4:h:489:ASN:C 2.57 0.47
4:1:204:LYS:HE3 4:1:215:GLN:O 2.13 0.47
4:1:467:SER:OG 4:n:488:GLN:OE1 2.26 0.47
1:x:12:ALA:HB2 1:x:54:VAL:HG21 1.95 0.47
1:x:17:LEU:HD13 1:x:17:LEU:O 2.13 0.47
1:x:22: ASN:ND2 1:y:43:PHE:CZ 2.82 0.47
1:2:206:ASN:C 1:2:207:GLU:OE2 2.57 0.47
1:1:30:TYR:CE1 1:1:361:LEU:HB2 2.49 0.47
1:2:194:HIS:C 1:2:196:MET:HE1 2.40 0.47
1:5:44:ALA:C 1:5:46:SER:N 2.64 0.47
1:7:235:ASN:HD22 1:7:235:ASN:N 2.12 0.47
1:9:61:PHE:HB3 1:9:96:ARG:NH2 2.30 0.47
1:9:320:PHE:N 1:9:323:ASN:OD1 2.40 0.47
2:E:231:ASN:OD1 2:E:233:TYR:HB3 2.14 0.47
2:G:19:LEU:HD22 2:G:525:LEU:CD1 2.41 0.47
2:G:22:VAL:O 2:G:26:ILE:HG12 2.13 0.47
2:G:504:LYS:HG3 2:G:505:GLN:N 2.29 0.47
2:J:197:ASP:HA 2:J:200:ASP:0OD1 2.14 0.47
2:J:329:SER:OG 2:J:425:ASN:O 2.30 0.47
2:J:508:LYS:CD 3:M:7-MET:HE3 2.44 0.47
3:L:75:LEU:O 3:L:79:VAL:HG13 2.15 0.47
3:Q:297:LEU:HD13 3:Q:297:LEU:C 2.40 0.47
3:R:292:MET:HE3 4:1:6:ASN:O 2.15 0.47
3:S:8:MET:HG3 3:5:307:MET:SD 2.54 0.47
3:T:199:ASN:OD1 3:T:201:PHE:N 2.47 0.47
3:T:283:TRP:O 3:T:287:ILE:HG22 2.13 0.47
3:U:234:ARG:NH1 4:1:152:ASP:0OD2 2.47 0.47
4:a:44:ASP:0OD1 4:a:44:ASP:C 2.57 0.47
4:d:148:VAL:HG11 4:d:156:ILE:HD12 1.96 0.47
4:1:37:ARG:NH2 4:1:454:ILE:O 2.47 0.47
4:3:122:GLU:O 4:3:126:VAL:HG22 2.14 0.47
4:m:421: THR:O 4:m:425:ASP:0D1 2.31 0.47
1:2:195:ASP:C 1:2:196:MET:SD 2.97 0.47
1:1:327:ALA:O 2:C:45:ASN:ND2 2.43 0.47
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1:1:373:VAL:HG21 2:E:9:MET:HE1 1.95 0.47
1:5:110:ASN:OD1 1:5:112:GLN:N 2.47 0.47
1:6:186:VAL:CG1 1:6:196:MET:HE3 2.39 0.47
1:7:41:ASP:OD1 1:7:42:MET:N 2.48 0.47
1:9:210:VAL:C 1:9:211:TYR:CD1 2.92 0.47
1:9:352:ASN:C 1:9:352:ASN:OD1 2.58 0.47
1:9:379:GLN:OE1 1:x:391: THR:HG22 2.14 0.47
2:A:125:GLU:OE2 3:0:141:THR:OG1 2.30 0.47
2:C:126:ASP:CG 2:C:129:ALA:HB3 2.40 0.47
2:D:511:GLN:O 3:R:7:MET:CE 2.63 0.47
2:E:8:ALA:CB 2:E:539:LEU:CD2 2.93 0.47
2:G:450:ASP:0D2 3:U:142:GLU:N 2.35 0.47
2:H:89:TYR:CZ 2:H:493:LYS:HD3 2.49 0.47
2:H:118:GLN:C 2:H:118:GLN:CD 2.83 0.47
2:H:203:ASP:C 2:H:203:ASP:OD1 2.57 0.47
2:H:298:LEU:HD22 | 2:H:421:ILE:HD13 1.93 0.47
2:J:498: THR:HG21 | 2:K:143:GLN:OE1 2.15 0.47
2:K:443:ASP:0OD1 2:K:445:ASP:0OD1 2.33 0.47
3:L:200:LEU:O 3:L:203:MET:HG2 2.14 0.47
3:M:284:ASN:O 3:M:287:1ILE:HG22 2.14 0.47
3:Q:20:GLN:C 3:Q:20:GLN:CD 2.82 0.47
3:Q:153: TYR:OH 3:Q:175:THR:OG1 2.26 0.47
3:R:11:GLN:OE1 3:R:12:ASN:N 2.47 0.47
4:e:6:ASN:C 4:e:6:ASN:OD1 2.57 0.47
4:e:31:ARG:NH1 4:e:37:ARG:O 2.47 0.47
4:£:183:ASP:CB 4:£:310:MET:HE1 2.45 0.47
4:£:417:ALA:O 4:£:420:ASP:0OD1 2.32 0.47
4:h:291:GLU:OE2 4:h:291:GLU:N 2.46 0.47
1:w:165:PRO:CB 1:w:168:THR:CB 2.69 0.47
1:w:170:PHE:O 1:w:171:SER:HB2 2.14 0.47
1:w:246:1LE:CG2 1:w:247:THR:N 2.78 0.47
1:1:281:GLN:NE2 1:1:283:GLY:O 2.48 0.47
1:3:400:VAL:HG21 1:4:383:GLN:HB3 1.95 0.47
1:5:379:GLN:CD 1:7:395:ILE:HD11 2.39 0.47
1:6:5:GLN:O 1:6:6:ALA:C 2.58 0.47
1:7:102:LEU:CD2 1:7:139:ILE:HG22 2.44 0.47
1:7:146:ALA:HB2 1:7:286:PRO:HG3 1.96 0.47
1:7:197:ASN:N 1:7:213:HIS:O 2.42 0.47
1:8:41:ASP:O 1:8:43:PHE:N 2.47 0.47
1:9:204:LYS:O 1:9:207:GLU:N 2.44 0.47
2:A:530:GLN:HG2 2:B:546:PHE:CD2 2.49 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
2:A:549:LEU:C 2:A:549:LEU:HD13 2.38 0.47
2:D:45:ASN:ND2 2:D:59:TYR:HE2 2.13 0.47
2:D:489: THR:HG21 3:R:40:SER:HB3 1.96 0.47
2:E:120:LEU:HD22 2:E:124:ALA:HA 1.95 0.47
2:G:467:VAL:HG23 2:G:468:VAL:H 1.80 0.47
2:H:145:LYS:NZ 2:H:424:MET:O 2.47 0.47
2:H:336:TYR:OH 2:H:415:LYS:HD2 2.14 0.47
2:1:74:GLN:OE1 2:1:506:LEU:HD21 2.14 0.47
2:1:425:ASN:O 2:1:427:LYS:NZ 2.37 0.47
2:J:121:VAL:O 2:J:121:VAL:HG12 2.14 0.47
2:J:172: TYR:CD2 2:J:209:LEU:HB2 2.50 0.47
2:K:167:ALA:O 2:K:170:ASN:OD1 2.33 0.47
3:L:219:ASN:O 3:L:221:GLU:N 2.47 0.47
3:R:116:GLY:O 3:R:119:ASP:OD1 2.32 0.47
3:S5:49:ALA:HA 3:S5:275:MET:HE1 1.97 0.47
3:5:283: TRP:CZ3 4:1:494:LEU:HG 2.50 0.47
3:T:25:LYS:N 3:T:25:LYS:HE2 2.29 0.47
3:V:224:LYS:HA 3:V:224:LYS:HE3 1.96 0.47
3:V:313:PHE:C 3:V:315:LEU:N 2.69 0.47
4:a:79:GLU:OE2 4:2:83:ASN:ND2 2.48 0.47
4:¢:350: TYR:CE2 4:¢:352:ALA:HB2 2.49 0.47
4:£:351: THR:HB 4:£:390:ASN:HA 1.95 0.47
4:k:254:ASN:OD1 4:k:255:GLY:N 2.47 0.47
4:m:193:ASP:0OD1 4:m:193:ASP:N 2.48 0.47
4:n:193:ASP:0OD1 4:n:281:ASN:HB2 2.15 0.47
1:w:97:ASN:OD1 1:w:98:GLY:N 2.47 0.47
1:w:167:LYS:C 1:w:169:PRO:HD3 2.40 0.47
1:x:17:LEU:CD1 1:y:2:SER:HB2 244 0.47
1:x:116:LEU:HD21 1:x:315:ILE:HD13 1.97 0.47
1:x:331:ASP:O 1:x:332:ASN:CG 2.58 0.47
1:1:382: TYR:CD2 2:C:545:LEU:HD21 2.50 0.47
1:4:16:ASN:C 1:4:16:ASN:ND2 2.72 0.47
1:4:83:PHE:N 1:4:95:SER:O 2.41 0.47
1:4:211:TYR:CD2 1:4:226:ALA:HA 2.49 0.47
1:5:210:VAL:N 1:5:228:THR:O 2.47 0.47
1:5:221: THR:CG2 1:5:224: THR:HG21 2.45 0.47
1:6:71:ARG:NH1 1:8:324:GLU:OE2 2.47 0.47
1:6:76:ALA:HB2 1:6:361:LEU:HA 1.95 0.47
1:6:186:VAL:N 1:6:196:MET:HE1 2.30 0.47
1:7:25:ALA:HB2 2:I1.7:HIS:CE1 2.49 0.47
1:8:76:ALA:O 1:8:357: THR:N 2.48 0.47
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1:8:94:TYR:O 1:8:334:TRP:N 2.36 0.47
1:9:362:GLU:O 1:9:362:GLU:HG2 2.14 0.47
2:A:131:GLN:O 2:A:134:1ILE:HG13 2.15 0.47
2:A:275:LEU:O 2:A:276:ASN:C 2.57 0.47
2:A:479:ALA:HB2 3:0:50:VAL:CG1 2.44 0.47
2:B:98:LEU:HD22 2:B:98:LEU:N 2.29 0.47
2:B:300:GLN:O 2:B:303:LEU:N 2.47 0.47
2:D:260:TYR:CE1 2:D:268:ILE:HB 2.49 0.47
2:E:363:TYR:CD1 2:E:376:ARG:HG2 2.50 0.47
2:F:106:LEU:HD23 | 2:F:143:GLN:HG3 1.97 0.47
2:F:219:VAL:HG12 2:F:220:GLN:H 1.79 0.47
2:F:305:PHE:CD2 2:F:305:PHE:C 2.92 0.47
2:G:533:LEU:HD23 2:G:533:LEU:O 2.14 0.47
2:H:423:ASP:0OD1 2:H:423:ASP:C 2.57 0.47
2:H:517:ASN:CA 3:V:3:ILE:HG13 2.45 0.47
2:J:23:SER:O 2:J:26:1LE:N 2.48 0.47
2:K:372: TRP:CZ2 2:K:402:VAL:HB 2.50 0.47
3:1:240:LEU:HD13 3:L:240:LEU:C 2.39 0.47
3:M:301:TYR:CD1 4:0:493:LEU:HB2 2.49 0.47
3:N:281:VAL:HG22 3:N:283: TRP:HA 1.97 0.47
3:N:302:LYS:NZ 4:¢:495:ARG:O 2.41 0.47
3:0:163:GLN:NE2 3:0:166:SER:HA 2.30 0.47
3:0:188:VAL:O 3:0:234:ARG:HD2 2.14 0.47
3:Q:129:ASP:HB3 3:Q:135:ILE:HG22 1.95 0.47
3:R:165:ASP:0OD1 3:R:166:SER:N 2.48 0.47
3:5:6:GLN:HG3 3:5:7:MET:SD 2.55 0.47
3:5:263:LEU:C 3:5:263:LEU:HD13 2.39 0.47
3:U:275:MET:SD 3:U:275:MET:C 2.98 0.47
3:V:304:PHE:CE2 4:1:494:LEU:HD12 2.50 0.47
4:a:204:LYS:O 4:a:208: THR:N 2.39 0.47
4:b:210:LEU:HD22 4:b:242:LYS:HE3 1.97 0.47
4:e:4:VAL:O 4:e:4:VAL:CG1 2.55 0.47
4:e:417:ALA:O 4:e:420:ASP:0OD1 2.33 0.47
4:£:5:ILE:C 4:£:8:ASN:HB3 2.40 0.47
4:¢:159:ASP:OD1 4:¢:159:ASP:C 2.57 0.47
4:1:91:ARG:NH1 4:1:94:GLU:OE2 2.48 0.47
4:1:422:LEU:O 4:1:422:LEU:HD13 2.14 0.47
4:k:159:ASP:OD1 4:k:161:LYS:NZ 2.41 0.47
4:m:436:ALA:O 4:m:440:LEU-HG 2.15 0.47
4:1n:334:SER:O 4:n:346:ASN:OD1 2.32 0.47
1:w:66: THR:HA 1:w:361:LEU:O 2.15 0.47
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1:w:139:1LE:O 1:w:139:ILE:CG2 2.62 0.47
1:w:202:LYS:C 1:w:202:LYS:CD 2.86 0.47
1:x:67:THR:O 1:x:360:ALA:HB1 2.15 0.47
1:x:77:ILE:HG21 1:x:81:GLY:HA3 1.97 0.47
1:y:348:ALA:HB1 1:y:355:LYS:HA 1.95 0.47
1:1:10:LEU:HD11 1:1:382: TYR:CD2 2.49 0.47
1:1:289:LEU:HD23 1:1:289:LEU:C 2.40 0.47
1:3:31:GLY:HA2 1:3:362:GLU:OE2 2.15 0.47
1:5:121:ALA:HA 1:5:127: THR:O 2.15 0.47
1:5:285:LYS:NZ 1:6:271: THR:O 2.47 0.47
1:6:16:ASN:O 1:6:19:VAL:HG22 2.15 0.47
1:6:77:ILE:HD13 1:6:96:ARG:CG 2.44 0.47
1:8:71:ARG:HG3 1:8:74:ASP:CG 2.40 0.47
1:8:111:MET:CE 1:w:56:GLY:HA3 2.45 0.47
2:A:143:GLN:O 2:A:146:THR:OG1 2.30 0.47
2:A:274:.LEU:O 2:A:275:LEU:C 2.57 0.47
2:C:439:GLU:HB2 2:C:448:THR:CG2 2.45 0.47
2:E:92:MET:HE1 2:E:290:ASP:CG 2.40 0.47
2:E:120:LEU:HD23 | 2:E:129:ALA:HB3 1.96 0.47
2:E:388:ASP:0O 2:E:389:ALA:HB3 2.14 0.47
2:H:233:TYR:OH 2:H:261:VAL:O 2.30 0.47
2:H:297:-THR:HA 2:H:360:ALA:HB1 1.97 0.47
2:1:309:PHE:HB3 2:1:328:PHE:HD?2 1.80 0.47
2:1:453:ASN:O 2:1:456:GLY:N 2.48 0.47
2:J:223:GLY:O 2:J:238:GLY:N 2.47 0.47
2:K:176:1ILE:HD11 2:K:205:LEU:HB3 1.96 0.47
2:K:533:LEU:HD12 2:K:533:LEU:O 2.15 0.47
3:0:23:TRP:HZ2 3:0:294:GLN:CB 2.28 0.47
3:R:298:GLN:NE2 4:1:491:LEU:HD11 2.30 0.47
3:V:41:ASP:O 3:V:42:ASP:OD1 2.33 0.47
4:d:16:ASN:HA 4:d:19:ASN:OD1 2.15 0.47
4:d:489:ASN:C 4:d:489:ASN:OD1 2.58 0.47
4:£:105:SER:OG 4:£:108:ASP:0OD2 2.23 0.47
4:h:452:SER:HA 4:h:456:ASP:0OD1 2.15 0.47
4:3:279:VAL:C 4:3:280:LYS:HD3 2.40 0.47
4:k:310:MET:HE2 4:k:332:TYR:CD1 2.49 0.47
4:n:57:ASN:O 4:n:58:1LE:C 2.58 0.47
1:w:156:ILE:HD13 1:w:158:LEU:HD11 1.96 0.47
1:1:7:VAL:HG12 1:1:11:ASN:HD21 1.80 0.47
1:1:79:GLN:HG2 1:1:80:ASN:H 1.79 0.47
1:2:119:TYR:HB3 1:2:128:ILE:HG23 1.97 0.47
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1:2:186:VAL:CG2 1:2:196:MET:HE3 2.39 0.47
1:4:189:SER:OG 1:4:255:THR:N 2.48 0.47
1:8:42:MET:HG3 1:8:50:LEU:HB2 1.97 0.47
1:8:48:VAL:CG1 1:8:49:GLY:N 2.77 0.47
2:B:186:MET:SD 2:B:186:MET:O 2.72 0.47
2:D:216:GLU:HA 2:D:216:GLU:OE2 2.15 0.47
2:D:368:ASP:0D2 2:D:370:THR:0G1 2.29 0.47
2:D:545:LEU:O 2:D:549:LEU:HD22 2.15 0.47
2:F:227:LEU:HD22 2:F:227:LEU:N 2.30 0.47
2:F:336: TYR:HB2 2:F:413:LEU:HB3 1.96 0.47
2:F:527:ARG:O 2:F:527:ARG:HD3 2.15 0.47
2:G:45:ASN:OD1 1:x:66: THR:HG21 2.15 0.47
2:1:551:ASN:C 2:1:551:ASN:OD1 2.57 0.47
2:K:143:GLN:O 2:K:146: THR:HG22 2.15 0.47
3:M:37:THR:HG23 3:M:38:ASN:OD1 2.15 0.47
3:Q:34:LYS:HA 3:Q:280:ASP:HA 1.96 0.47
4:a:426:LEU:HD22 4:a:426:LEU:N 2.29 0.47
4:d:363:LYS:O 4:d:373:VAL:N 2.39 0.47
4:£:252:LYS:HD2 4:£:252:LYS:N 2.30 0.47
4:1:387:GLU:OE1 4:1:388:GLY:N 2.48 0.47
4:3:159:ASP:C 4:3:159:ASP:OD1 2.57 0.47
1:w:107:ASN:C 1:w:107:ASN:OD1 2.58 0.47
1:w:288:ASP:0OD1 1:w:289:LEU:N 2.47 0.47
1:x:319:ASN:ND2 1:x:352:ASN:OD1 2.48 0.47
1:4:83:PHE:O 1:4:94:TYR:HA 2.15 0.47
1:6:63:ASP:0OD1 1:6:79:GLN:N 2.48 0.47
1:6:143:LEU:H 1:6:143:LEU:HD12 1.79 0.47
1:7:380:ARG:HH21 | 2:K:546:PHE:HD2 1.63 0.47
2:C:393:LEU:O 2:C:399:LYS:NZ 2.47 0.47
2:D:54:1LE:HG22 2:D:55:GLY:N 2.30 0.47
2:G:50:ALA:O 2:G:52:GLY:N 2.47 0.47
2:H:48:LEU:HD21 2:H:52:GLY:HA2 1.97 0.47
2:H:343:ASP:OD1 | 2:H:346:VAL:HG23 2.15 0.47
2:I:4:LEU:HD22 2:1:542:ALA:CB 2.45 0.47
2:1:543:ASN:OD1 2:1:543:ASN:C 2.58 0.47
2:J:365:1LE:HD12 2:J:365:1ILE:N 2.30 0.47
2:K:309:PHE:CZ 2:K:459:LEU:HD13 2.50 0.47
3:M:58:GLN:HG3 3:M:62:TYR:CE2 2.50 0.47
3:M:157:GLU:O 3:M:157:GLU:CD 2.58 0.47
3:M:183:ILE:HD12 3:M:183:ILE:O 2.15 0.47
3:M:289:SER:O 3:M:292.MET:HG3 2.14 0.47
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3:0:308:GLN:HE22 | 3:0:312:LEU:CD1 2.27 0.47
3:R:258:SER:HA 3:R:261:ASP:0OD1 2.15 0.47
3:R:310:MET:HE3 3:R:310:-MET:C 2.40 0.47
3:S:7:MET:SD 3:S:7:MET:N 2.76 0.47
3:U:86:ALA:O 3:U:89: THR:HG22 2.15 0.47
4:d:244:GLY:HA3 4:d:266:PRO:HB3 1.97 0.47
4:d:494:.LEU:O 4:d:494:.LEU:HG 2.15 0.47
4:e:416:LEU:O 4:e:420:ASP:0OD1 2.33 0.47
4:e:478:SER:OG 4:g:494:LEU:HD11 2.14 0.47
4:1:211:GLY:O 4:1:215:GLN:NE2 2.42 0.47
1:x:307:GLU:OE1 1:x:307:GLU:O 2.33 0.47
1:1:5:GLN:HG2 1:2:22:ASN:N 2.30 0.46
1:4:167:LYS:HD3 1:4:167:LYS:N 2.30 0.46
1:5:29:THR:O 1:5:364:SER:HB3 2.15 0.46
1:7:204:LYS:CG 1:7:207:GLU:HB2 2.45 0.46
2:A:310:ASN:ND2 2:A:310:ASN:H 2.13 0.46
2:A:493:LYS:HZ3 2:A:497:THR:HG21 1.81 0.46
2:C:275:LEU:HD11 2:C:280:LEU:HB3 1.97 0.46
2:E:305:PHE:O 2:E:306:ALA:C 2.57 0.46
2:E:367:PHE:O 2:E:409:ASN:N 2.48 0.46
2:F:124:ALA:CA 2:F:436:MET:HE1 2.45 0.46
2:F:540:GLN:HA 2:F:543:ASN:OD1 2.15 0.46
2:G:441:LYS:HE2 2:G:441:LYS:HA 1.95 0.46
3:L:199:ASN:C 3:L:203:MET:HE3 2.40 0.46
3:M:52:LEU:HD13 | 3:M:275:MET:HB2 1.97 0.46
3:N:205:ASP:0O 3:N:208:ILE:HG22 2.15 0.46
3:P:8:MET:HE3 3:Q:20:GLN:HE21 1.80 0.46
3:S5:277:ASN:C 3:S:277:ASN:HD22 2.23 0.46
3:V:59:ASN:C 3:V:59:ASN:OD1 2.57 0.46
4:a:162:GLN:C 4:a:163:1ILE:HD13 2.40 0.46
4:b:453:ARG:HD2 4:¢:69:ASN:CB 2.44 0.46
4:¢:114:ALA:O 4:¢:118:GLN:HG2 2.15 0.46
4:f:5:ILE:HD13 4:£:8:ASN:HD22 1.80 0.46
4:5:173:LEU:HD12 4:3:174:ASN:N 2.31 0.46
4:3:433:PHE:O 4:3:437:1LE:HG22 2.15 0.46
4:m:296:LEU:HD12 4:m:301:VAL:HB 1.96 0.46
4:0:289:LEU:HD13 | 4:0:307:VAL:HG23 1.96 0.46
1:y:110:ASN:OD1 1:y:114:MET:N 2.48 0.46
1:z:42:MET:HG2 1:z:50:LEU:HB2 1.97 0.46
1:z:111:MET:SD 1:z:111:MET:N 2.83 0.46
1:2:206:ASN:O 1:2:232:PHE:N 2.47 0.46
Continued on next page...
grbB

EMD-51493, 9GO6




Page 118

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:4:63:ASP:0OD1 1:4:78:SER:HA 2.15 0.46
1:5:36:THR:N 1:5:58:THR:O 2.41 0.46
1:5:67:THR:O 1:5:361:LEU:N 2.36 0.46
1:5:221: THR:O 1:5:221: THR:HG23 2.15 0.46
1:9:167:LYS:HD2 1:9:177:SER:HB3 1.97 0.46
2:B:89:TYR:CE1 2:B:493:LYS:HB2 2.50 0.46
2:D:75:LEU:HD11 2:D:79:GLN:HE21 1.80 0.46
2:E:5:ILE:CD1 2:E:542:ALA:HB1 2.45 0.46
2:H:517:ASN:C 2:H:521:GLU:OE1 2.58 0.46
2:K:84:GLY:O 2:K:87:THR:OG1 2.30 0.46
2:K:214:GLY:H 2:K:277:THR:HB 1.80 0.46
2:K:289:GLN:O 2:K:293:GLN:HB3 2.15 0.46
3:M:27:GLY:HA2 3:M:30:MET:HG2 1.97 0.46
3:P:291:VAL:HG12 | 4:£:488:GLN:HE21 1.79 0.46
3:R:20:GLN:CG 3:R:24:MET:CE 2.93 0.46
3:V:279:VAL:HG23 | 3:V:280:ASP:0OD1 2.14 0.46
4:b:9:SER:O 4:b:10:LEU:C 2.58 0.46
4:b:10:LEU:CD1 4:b:483:ALA:HB2 2.44 0.46
4:h:152:ASP:C 4:h:154:GLU:OE2 2.58 0.46
4:1:494:LEU:HD13 4:1:494:LEU:C 2.40 0.46
4:k:32:LEU:O 4:k:32:LEU:HD12 2.14 0.46
4:0:82:LEU:HD11 4:0:422:LEU:HD12 1.96 0.46
1:w:80:ASN:O 1:w:80:ASN:ND2 2.36 0.46
1:w:168: THR:N 1:w:169:PRO:HD3 2.29 0.46
1:y:342:VAL:HG12 1:y:343:ALA:H 1.80 0.46
1:z:83:PHE:CZ 1:2:356:LEU:HD11 2.50 0.46
1:1:13:ALA:HB3 1:1:382:TYR:CD1 2.50 0.46
1:1:183: THR:HG23 1:1:196:MET:O 2.15 0.46
1:2:307:GLU:OE2 | 2:C:224:THR:HG23 2.14 0.46
1:4:24:1LE:HG13 1:4:371:GLU:OE2 2.15 0.46
1:5:378:ALA:HA 1:5:381:ASN:OD1 2.16 0.46
2:A:93:SER:O 2:A:97:ASN:OD1 2.33 0.46
2:B:74:GLN:OE1 2:B:74:GLN:O 2.33 0.46
2:B:545:LEU:HB3 2:C:532:TYR:CE2 2.50 0.46
2:C:260:TYR:C 2:C:260: TYR:CD1 2.93 0.46
2:C:535:ASN:HA 2:C:538:VAL:CG1 2.45 0.46
2:D:141:VAL:CG2 2:D:424:-MET:HE2 2.38 0.46
2:D:371:ASP:0D2 2:D:384:THR:0G1 2.20 0.46
2:G:38: THR:HG22 2:G:39:THR:N 2.30 0.46
2:G:140:LEU:HD12 2:G:140:LEU:O 2.16 0.46
2:G:329:SER:O 2:G:424:MET:SD 2.73 0.46
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2:I:75:LEU:O 2:1.75:.LEU:HD22 2.15 0.46
2:1:388:ASP:OD1 2:1:388:ASP:N 2.48 0.46
2:1:467:VAL:HG13 2:1:468:VAL:H 1.79 0.46
3:N:219:ASN:O 3:N:220:VAL:HB 2.15 0.46
3:5:283:TRP:O 3:5:287:ILE:HG22 2.15 0.46
3:V:179:ILE:HG22 3:V:180:PHE:CG 2.51 0.46
3:V:283:TRP:HE1 4:n:5:ILE:CD1 2.28 0.46
3:V:310:MET:O 3:V:313:PHE:N 2.45 0.46
4:a:152:ASP:0OD1 4:a:152:ASP:N 2.49 0.46
4:d:108:ASP:0OD1 4:d:108:ASP:N 2.47 0.46
4:d:330:ASP:C 4:d:330:ASP:0OD1 2.58 0.46
4:d:486:VAL:O 4:d:489:ASN:HB3 2.16 0.46
4:f:18:LEU:HD23 4:£:473:GLN:OE1 2.11 0.46
4:n:29:1LE:CG2 4:n:30:GLU:N 2.78 0.46
1:w:30: TYR:HE2 1:w:361:LEU:HB2 1.80 0.46
1:w:371:GLU:OE2 1:w:371:GLU:N 2.40 0.46
1:2:181:LYS:NZ 1:2:197:ASN:OD1 2.43 0.46
1:3:205:ASP:O 1:3:206:ASN:HB2 2.15 0.46
1:3:237:ILE:HG23 1:3:267:-MET:SD 2.56 0.46
1:5:47:LYS:CD 1:5:49:GLY:H 2.28 0.46
1:7:103:ASP:OD1 1:7:103:ASP:N 2.46 0.46
2:B:300:GLN:O 2:B:301:LEU:C 2.55 0.46
2:G:166:VAL:HG13 2:G:244:LEU:CG 2.46 0.46
2:H:359:GLN:CD 2:H:396:ASP:HB3 2.40 0.46
2:H:393:LEU:O 2:H:399:LYS:HA 2.15 0.46
2:H:414:LEU:HD13 2:H:414:.LEU:C 2.41 0.46
2:1:310:ASN:HB3 2:1:314: THR:HG23 1.98 0.46
2:1:395:ILE:HG23 2:1:395:ILE:O 2.16 0.46
2:K:5:ILE:O 2:K:9:-MET:HG3 2.15 0.46
3:R:23: TRP:CH2 4:1:486:VAL:HG22 2.44 0.46
3:T:307:-MET:O 3:T:310:MET:N 2.48 0.46
3:V:276:SER:HA 3:V:280:ASP:0OD1 2.15 0.46
4:a:162:GLN:O 4:a:163:ILE:HD13 2.15 0.46
4:¢:308:VAL:O 4:¢:310:MET:HE1 2.16 0.46
4:1:12:LEU:O 4:£:13:LEU:C 2.56 0.46
4:1:13:LEU:O 4:1:14:THR:C 2.55 0.46
4:3:63:GLN:OE1 4:3:66:ARG:NH1 2.48 0.46
4:n:338:ASN:ND2 4:n:342:SER:OG 2.47 0.46
1:w:373:VAL:O 1:w:376:1LE:HG23 2.15 0.46
1:2:172:VAL:HG12 1:2:213:HIS:CG 2.51 0.46
1:5:42:MET:CG 1:5:47:-LYS:HE3 2.42 0.46

Continued on next page...



Page 120

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:5:190:GLN:O 1:5:190:GLN:HG2 2.15 0.46
1:5:310:GLN:OE1 1:5:312:LEU:HD22 2.16 0.46
1:6:111:MET:HE2 1:6:111:MET:CA 2.46 0.46
1:7:333:VAL:H 2:1:45:ASN:HB3 1.81 0.46
1:8:74:ASP:0OD1 1:8:74:ASP:N 2.47 0.46
2:A:123:ASN:OD1 3:0:133:ARG:NH1 2.48 0.46
2:A:386: THR:HG22 2:A:387:LYS:N 2.30 0.46
2:B:221:ASP:0OD1 2:B:222:GLY:N 2.48 0.46
2:B:494:THR:O 2:B:498: THR:HG23 2.16 0.46
2:D:151:LEU:HD23 | 2:D:295:ARG:HG3 1.96 0.46
2:E:531:TYR:CE2 1:y:28:ALA:HB2 2.51 0.46
2:F:443:ASP:OD1 2:F:444:PRO:HD2 2.15 0.46
2:F:511:GLN:HG3 3:T:7-MET:HE1 1.96 0.46
2:1:293:GLN:OE1 2:1:294: THR:N 2.49 0.46
2:J:281:GLY:C 2:J:285: THR:HG1 2.22 0.46
2:J:335:VAL:HA 2:J:413:LEU:O 2.14 0.46
2:K:307:ASP:CG 2:K:355:SER:OG 2.59 0.46
2:K:395:ILE:HG22 2:K:395:ILE:O 2.15 0.46
3:L:24:MET:SD 3:V:8:-MET:HG3 2.55 0.46
3:N:281:VAL:HG11 | 3:N:283:TRP:CD2 2.50 0.46
3:0:168:ARG:HD2 3:0:170:MET:CE 2.46 0.46
3:P:274:GLN:HE21 | 3:P:278:LEU:HD23 1.80 0.46
3:P:298:GLN:OE1 3:P:298:GLN:HA 2.15 0.46
3:QQ:284:ASN:O 3:Q:286:VAL:HG12 2.15 0.46
3:R:11:GLN:CD 3:R:12:ASN:N 2.74 0.46
3:5:274:GLN:OE1 3:5:278:LEU:HD22 2.16 0.46
3:U:165:ASP:O 3:U:166:SER:C 2.59 0.46
4:b:396:ASP:0OD1 4:b:396:ASP:C 2.58 0.46
4:¢:409:LEU:HD12 4:d:152:ASP:0OD1 2.15 0.46
4:¢:246: TYR:HB2 4:g:259:LEU:HD11 1.97 0.46
4:h:420:ASP:0OD1 4:h:421:THR:N 2.48 0.46
4:1:88:ASN:ND2 4:1:122:GLU:QOE1 2.47 0.46
4:1:131:GLN:OE1 4:1:132:PHE:N 2.49 0.46
4:1:346:ASN:N 4:1:346:ASN:OD1 2.47 0.46
1:w:158:LEU:HD23 | 1:w:208:TRP:CD2 2.50 0.46
1:2z:201:VAL:N 1:2:209:ALA:O 2.45 0.46
1:1:10:LEU:HB2 1:1:385:ASN:HB3 1.97 0.46
1:4:157:ASN:CG 1:4:275:ASN:ND2 2.74 0.46
1:6:17:LEU:HD13 1:6:378:ALA:CB 2.46 0.46
2:A:307:ASP:OD1 2:A:308:ALA:N 2.49 0.46
2:A:429:THR:HG22 | 2:A:430:ASN:OD1 2.14 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
2:D:318:ASP:0OD1 2:D:320:ASP:0OD1 2.33 0.46
2:D:367:PHE:O 2:D:409:ASN:HA 2.15 0.46
2:D:517:ASN:O 2:D:521:GLU:OE2 2.34 0.46
2:E:505:GLN:O 2:E:509:GLN:OE1 2.34 0.46
2:F:98:LEU:C 2:F:98:LEU:HD13 2.40 0.46
2:G:247:VAL:HG21 | 2:G:259:ALA:HB2 1.98 0.46
2:H:313:HIS:ND1 2:H:325:LYS:O 2.38 0.46
2:1:488:LYS:O 2:1:492: LEU:HG 2.15 0.46
2:J:357:LYS:CG 2:J:357:LYS:O 2.63 0.46
2:J:459:LEU:O 2:J:462:LEU:HG 2.16 0.46
2:K:244:LEU:CD2 2:K:260:TYR:HB3 2.46 0.46
2:K:316:GLY:HA3 2:K:455:ASN:0OD1 2.16 0.46
3:M:36:VAL:CG2 3:M:41:ASP:HB2 2.45 0.46
3:0:38:ASN:OD1 3:0:39:PRO:HD2 2.16 0.46
3:0:190:GLU:OE2 | 3:0:234:ARG:NH1 2.49 0.46
3:P:170:MET:HE3 3:P:253:GLN:HB3 1.96 0.46
3:Q:120:GLN:OE1 3:Q:120:GLN:O 2.34 0.46
3:R:8:MET:HE1 3:R:9:TYR:CZ 2.50 0.46
3:R:73:VAL:N 3:R:76:GLU:OE1 2.48 0.46
3:R:92:GLU:OE1 3:R:92:GLU:HA 2.15 0.46
3:R:312:LEU:O 3:R:313:PHE:CD1 2.69 0.46
3:V:289:SER:HB3 | 3:V:293:GLN:HE22 1.81 0.46
4:b:451:ARG:HG2 | 4:b:451:ARG:HH11 1.81 0.46
4:b:453:ARG:HD2 4:¢:69:ASN:CG 2.40 0.46
4:b:490:VAL:HA 4:b:493:LEU:HD23 1.98 0.46
4:c:13:LEU:C 4:¢:13:LEU:CD2 2.89 0.46
4:£:8:ASN:O 4:£:9:SER:C 2.58 0.46
4:3:454:1LE:CD1 4:3:454:ILE:N 2.79 0.46
4:k:251:ASP:0OD2 4:k:253: THR:HG22 2.15 0.46
4:k:251:ASP:0OD2 4:k:253: THR:CG2 2.64 0.46
4:1:152:ASP:O 4:1:152:ASP:OD1 2.34 0.46
4:m:106:GLN:OE1 4:m:177:GLN:HB2 2.16 0.46
4:m:485:GLN:O 4:m:486:VAL:C 2.58 0.46
4:n:6:ASN:C 4:n:7: THR:HG22 2.40 0.46
4:n:207:ALA:HB1 4:n:215:GLN:HG2 1.98 0.46
1:w:164:VAL:HA 1:w:202:LYS:NZ 2.31 0.46
1:y:289:LEU:HD12 1:y:304:TYR:CZ 2.51 0.46
1:1:79:GLN:OE1 1:1:354:GLY:CA 2.63 0.46
1:1:386:ALA:C 2:C:552:ILE:HD12 2.41 0.46
1:1:396:LEU:O 1:1:400:VAL:HG23 2.16 0.46
1:4:83:PHE:O 1:4:95:SER:N 2.49 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
1:4:261:LEU:C 1:4:261:LEU:HD13 2.41 0.46
1:8:322:ASN:OD1 1:8:324:GLU:HG3 2.16 0.46
1:9:201:VAL:HB 1:9:211:TYR:CE1 2.51 0.46
2:A:449:GLY:HA3 3:0:139: TYR:HE2 1.80 0.46
2:C:101:ASP:OD1 2:C:101:ASP:N 2.48 0.46
2:C:263:GLU:OE1 2:C:264:ALA:N 2.36 0.46
2:C:469:GLY:C 2:C:471:ASN:H 2.23 0.46
2:C:549:LEU:O 2:C:549:LEU:HD23 2.16 0.46
2:D:19:LEU:HA 2:D:22:VAL:HG12 1.98 0.46
2:F:511:GLN:HB3 3:T:7:MET:SD 2.55 0.46
2:G:224:THR:HG21 1:x:307:GLU:OE2 2.16 0.46
2:H:123:ASN:HD22 | 3:V:133:ARG:HH22 1.64 0.46
2:J:273:LYS:HG3 2:J:285:THR:HA 1.97 0.46
2:J:551:ASN:O 2:J:552:ILE:C 2.58 0.46
2:K:428:VAL:HG13 | 2:K:433:GLU:HB2 1.98 0.46
3:L:196:SER:O 3:L:198:LYS:NZ 2.48 0.46
3:M:236:LEU:HD23 3:M:236:LEU:O 2.16 0.46
4:d:475:ALA:O 4:d:479:VAL:HG23 2.16 0.46
4:e:331:ASP:OD1 4:e:363:LYS:NZ 2.46 0.46
4:1:308:VAL:HG23 4:1:310:MET:HE1 1.98 0.46
4:k:163:1ILE:HG23 4:k:168:LEU:HD21 1.96 0.46
4:n:191:TYR:CZ 4:n:285:ALA:HB2 2.51 0.46
1:y:314:GLN:HA 1:y:314:GLN:OE1 2.16 0.46
1:2z:76:ALA:HB3 1:2z:357:THR:OG1 2.15 0.46
1:2:21:GLY:O 1:2:24:ILE:HG12 2.15 0.46
1:3:199: TYR:C 1:3:200:PHE:CD1 2.94 0.46
1:3:376:ILE:HA 1:3:379:GLN:HG2 1.98 0.46
1:4:248:THR:O 1:4:256:ALA:HB1 2.15 0.46
1:4:349:GLY:N 1:4:354:GLY:O 2.44 0.46
1:5:370:LYS:O 1:5:374:ASN:OD1 2.34 0.46
1:6:189:SER:O 1:6:189:SER:OG 2.19 0.46
1:7:271: THR:O 1:7:271: THR:OG1 2.32 0.46
2:A:289:GLN:HG2 2:A:290:ASP:N 2.31 0.46
2:B:116:SER:OG 2:B:136:LYS:HG3 2.16 0.46
2:B:364:LYS:O 2:B:375: THR:N 2.47 0.46
2:F:409:ASN:OD1 2:F:409:ASN:C 2.59 0.46
2:G:159:ASN:0OD1 2:G:287:ARG:NH1 2.38 0.46
2:H:524:ASN:HB3 2:H:528: TYR:CE2 2.51 0.46
2:J:439:GLU:OE2 2:J:439:GLU:CA 2.64 0.46
2:J:439:GLU:OE2 2:J:452:ASP:0OD2 2.34 0.46
2:J:481:LEU:HD13 2:J:481:LEU:C 2.40 0.46
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2:K:237:GLN:H 2:K:240: THR:CG2 2.28 0.46
2:K:342:ALA:N 2:K:410:ASP:0OD2 2.43 0.46
3:M:249:GLU:OE1 3:M:250:LEU:N 2.49 0.46
3:M:283: TRP:CE2 4:a:5:ILE:HG12 2.51 0.46
3:N:283: TRP:HH?2 4:b:4:VAL:CB 2.26 0.46
3:P:33:GLY:O 3:P:34:LYS:NZ 2.46 0.46
3:5:64:LEU:O 3:5:67:'THR:OG1 2.30 0.46
4:a:368:ASP:0OD1 4:a:369:GLY:N 2.49 0.46
4:1:37:ARG:NH2 4:1:454:1LE:O 2.48 0.46
4:¢:486:VAL:HB 4:¢:487:PRO:HD3 1.97 0.46
4:h:254:ASN:OD1 4:h:255:GLY:N 2.48 0.46
4:h:479:VAL:HG13 4:1:29:ILE:HD12 1.96 0.46
4:3:284:VAL:HG23 4:3:288:ASP:0D2 2.15 0.46
4:3:493:LEU:O 4:3:495:ARG:CZ 2.64 0.46
4:k:44:ASP:C 4:k:44:ASP:0OD1 2.57 0.46
4:n:183:ASP:0OD1 4:1n:332:TYR:OH 2.31 0.46
1:w:185:THR:HG22 | 1:w:187:TYR:CE1 2.51 0.46
1:x:246:1LE:HG22 1:x:247:-THR:N 2.30 0.46
1:y:161: THR:O 1:y:161: THR:CG2 2.64 0.46
1:1:112:GLN:O 1:1:114:MET:HE3 2.16 0.46
1:1:382:TYR:CG 2:C:545:LEU:HD21 2.51 0.46
1:3:20:ILE:HD11 1:3:371:GLU:HA 1.97 0.46
1:4:367:ASP:HB2 2:A:1:MET:HE2 1.97 0.46
1:5:289:LEU:HD13 1:5:304:TYR:CE1 2.51 0.46
1:6:86:VAL:HG13 1:6:117:- THR:HG21 1.97 0.46
1:8:42:MET:N 1:8:53:LYS:HZ1 2.12 0.46
2:A:131:GLN:OE1 2:A:134:1LE:HD11 2.16 0.46
2:A:136:LYS:HA 2:A:136:LYS:HE3 1.98 0.46
2:A:310:ASN:HD21 | 2:A:328:PHE:HD2 1.64 0.46
2:B:140:LEU:HD23 2:B:140:LEU:C 2.40 0.46
2:D:525:LEU:HD23 2:D:525:LEU:C 2.41 0.46
2:E:99:LEU:HD23 2:E:99:LEU:H 1.81 0.46
2:F:309:PHE:CD2 2:F:328:PHE:CE2 3.03 0.46
2:G:309:PHE:O 2:G:310:ASN:C 2.59 0.46
2:H:118:GLN:HG3 3:V:61:GLN:HB3 1.98 0.46
2:H:331:GLY:HA2 2:H:423:ASP:CG 2.41 0.46
2:H:494: THR:O 2:H:498: THR:HG23 2.16 0.46
2:J:518:LEU:HD11 | 3:M:315:LEU:HD21 1.98 0.46
2:K:459:LEU:O 2:K:462:LEU:HG 2.16 0.46
3:M:219:ASN:OD1 3:M:219:ASN:N 2.49 0.46
3:P:13:MET:HA 3:P:13:MET:CE 2.37 0.46
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3:P:33:GLY:C 4:e:3:GLN:HB3 2.40 0.46
3:Q:200:LEU:HA 3:Q:203:MET:HG3 1.98 0.46
3:5:251:GLY:CA 4:1:41:ALA:HB1 2.46 0.46
3:U:168:ARG:NH1 | 3:U:260:LEU:HD11 2.31 0.46
4:£:3:GLN:HB3 4:£:6:ASN:CB 2.46 0.46
4:£:106:GLN:O 4:£:110:ASP:0OD2 2.34 0.46
4:h:310:MET:HE3 4:h:325:ALA:HB3 1.98 0.46
4:k:162:GLN:C 4:k:163:ILE:HD13 2.41 0.46
1:w:154:MET:HA 1:w:278:ALA:O 2.15 0.46
1:y:86:VAL:HG22 1:y:117:THR:CG2 2.45 0.46
1:y:107:ASN:HA 1:y:138: THR:HG22 1.98 0.46
1:3:20:ILE:HD11 1:3:371:GLU:O 2.16 0.46
1:5:41:ASP:O 1:5:42:MET:CB 2.64 0.46
1:7:27:SER:O 1:7:364:SER:OG 2.27 0.46
1:7:69:THR:OG1 1:7:74:ASP:0D2 2.34 0.46
1:7:78:SER:O 1:7:354:GLY:HA3 2.16 0.46
1:7:208: TRP:O 1:7:229: THR:HG23 2.16 0.46
1:9:315:ILE:HD13 1:9:315:ILE:N 2.31 0.46
2:C:45:ASN:O 2:C:46:SER:C 2.56 0.46
2:D:303:LEU:C 2:D:303:LEU:HD13 2.41 0.46
2:E:363:TYR:HD1 2:E:376:ARG:HG2 1.81 0.46
2:E:498:THR:O 2:E:501:ASN:OD1 2.34 0.46
2:G:520:GLU:CD 2:G:524:ASN:ND2 2.73 0.46
2:1:35:THR:HG22 2:1:514:SER:HB3 1.97 0.46
2:J:180:ASN:HA 2:J:183:ILE:HG22 1.97 0.46
3:0:86:ALA:HB1 3:0:121:LEU:HD23 1.98 0.46
3:R:34:LYS:HG3 3:R:279:VAL:HG22 1.98 0.46
3:5:64:LEU:O 3:S:68:PHE:HD1 1.98 0.46
4:b:368:ASP:0D1 4:b:369:GLY:N 2.48 0.46
4:5:95:LEU:HD22 4:5:95:LEU:N 2.30 0.46
4:m:243:ASP:0OD1 4:m:243:ASP:O 2.34 0.46
4:m:331:ASP:0OD1 4:m:363:LYS:NZ 2.41 0.46
1:x:144:MET:HB2 1:x:304:TYR:CD2 2.51 0.46
1:y:179:ASN:N 1:y:200:PHE:O 2.46 0.46
1:z:77:ILE:HG12 1:2:83:PHE:CE1 2.50 0.46
1:1:395:ILE:CG2 1:2z:382:TYR:CE1 3.00 0.45
1:2:78:SER:OG 1:2:355:LYS:O 2.27 0.45
1:3:60:ASP:OD1 1:3:60:ASP:C 2.57 0.45
1:3:79:GLN:NE2 2:C:186:-MET:HG2 2.30 0.45
1:4:312:LEU:HD23 1:4:312:LEU:N 2.31 0.45
1:7:170:PHE:CE1 1:7:171:SER:O 2.70 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
2:A:44:ALA:HB2 2:A:59:TYR:HB3 1.98 0.45
2:A:488:LYS:O 2:A:492:LEU:HD23 2.16 0.45
2:B:97:ASN:C 2:B:97:ASN:HD22 2.24 0.45
2:D:36:ARG:NH1 2:D:513:VAL:O 2.48 0.45
2:G:542:ALA:O 2:G:546:PHE:CD2 2.69 0.45
2:H:13:ASN:C 2:H:13:ASN:OD1 2.60 0.45
2:H:92.MET:HE3 2:H:92:MET:CA 2.45 0.45
2:1:345:THR:O 1:w:234:GLU:HB2 2.16 0.45
2:K:155:ASP:O 2:K:159:ASN:ND2 2.46 0.45
3:L:195:ASP:0OD1 3:L:198:LYS:NZ 2.47 0.45
3:0:281:VAL:CG2 | 3:0:286:VAL:HG11 2.45 0.45
3:U:311:SER:O 3:U:314:GLN:HB3 2.15 0.45
4:a:434:ASN:O 4:a:437:ILE:HG22 2.16 0.45
4:e:251:ASP:OD1 4:e:253: THR:HG23 2.15 0.45
4:h:157:ASP:N 4:h:157:ASP:0OD1 2.48 0.45
4:1:101:ASN:OD1 4:3:67:ASN:HB3 2.16 0.45
4:k:426:LEU:O 4:k:429:VAL:HG12 2.15 0.45
4:1:44:ASP:C 4:1:44:ASP:0OD1 2.58 0.45
4:m:11:SER:O 4:m:15:GLN:HG3 2.16 0.45
4:n:124:ASP:0OD1 4:n:165:SER:OG 2.23 0.45
4:n:309:LYS:HE2 4:n:324:LEU:HD23 1.97 0.45
1:x:113:GLY:O 1:x:115:GLN:NE2 2.49 0.45
1:y:174:ASP:OD1 1:y:175:ALA:N 2.46 0.45
1:2:307:GLU:O 1:2:308:GLN:NE2 2.38 0.45
1:1:69:THR:HG21 1:1:74:ASP:0D2 2.15 0.45
1:3:386:ALA:HB2 2:A:549:LEU:HD23 1.98 0.45
1:4:17:LEU:HD23 1:4:375:-MET:SD 2.56 0.45
1:4:158:LEU:HD11 1:4:232:PHE:CZ 2.51 0.45
1:5:85:LEU:HD13 1:5:114:MET:CB 2.46 0.45
1:5:167:LYS:HB2 1:5:177:SER:HB3 1.97 0.45
1:7:170:PHE:CZ 1:7:172:VAL:HA 2.51 0.45
1:8:393:ASP:OD1 1:8:393:ASP:C 2.58 0.45
1:9:30: TYR:CD1 1:9:97:ASN:OD1 2.70 0.45
1:9:42:MET:HE3 1:9:51:GLY:C 2.41 0.45
2:A:525:LEU:CD2 | 2:K:541:THR:HG21 2.45 0.45
2:B:115: THR:HG22 3:P:61:GLN:HG3 1.97 0.45
2:C:15:ALA:O 2:C:19:LEU:CD2 2.63 0.45
2:C:518:LEU:H 2:C:518:LEU:HD22 1.81 0.45
2:F:23:SER:HA 2:F:26:ILE:HG22 1.98 0.45
2:F:454:ARG:NH2 3:T:139:TYR:OH 2.49 0.45
2:G:186:MET:SD 1:y:79:GLN:HG2 2.56 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
2:H:260:TYR:C 2:H:260: TYR:CD1 2.93 0.45
2:1:117:LEU:CD2 2:1:460:LEU:HD13 2.46 0.45
2:1:306:ALA:HB2 2:1:424:MET:HE1 1.97 0.45
3:L:25:LYS:O 3:L:29:GLN:HG3 2.16 0.45
3:N:252:THR:HG21 3:0:113:ASP:HA 1.98 0.45
3:0:168:ARG:CZ 3:0:170:MET:SD 3.05 0.45
3:0:263:LEU:HD11 | 3:0:267:ARG:NH1 2.31 0.45
3:0:310:MET:SD 3:0:311:SER:N 2.90 0.45
3:5:200:LEU:HA 3:5:203:MET:HE3 1.98 0.45
4:b:84:GLU:C 4:b:84:GLU:CD 2.84 0.45
4:¢:173:LEU:HD21 4:¢:408:PRO:HB3 1.97 0.45
4:¢:368:ASP:OD1 4:¢:368:ASP:N 2.46 0.45
4:¢:6:ASN:O 4:¢:7:'THR:OG1 2.28 0.45
4:3:486:VAL:HB 4:3:487:PRO:HD3 1.97 0.45
4:1:440:LEU:O 4:1:444:VAL:HG23 2.16 0.45
4:0:353:ASP:O 4:0:392:LYS:HE3 2.16 0.45
1:w:160:SER:HB2 1:w:268:GLN:HE21 1.82 0.45
1:w:362:GLU:O 1:w:362:GLU:OE2 2.34 0.45
1:x:114:MET:N 1:x:114:MET:SD 2.88 0.45
1:x:158:LEU:HB3 1:x:208: TRP:CZ2 2.51 0.45
L:y:7:VAL:O 1:y:11:ASN:OD1 2.34 0.45
1:2:110:ASN:ND2 1:2:112:GLN:OE1 2.43 0.45
1:1:368:LEU:HD11 2:D:546:PHE:CE1 2.51 0.45
1:3:124: THR:HG23 1:3:124: THR:O 2.16 0.45
1:3:144:-MET:SD 1:3:145:ALA:O 2.75 0.45
1:3:170:PHE:CG 1:3:171:SER:N 2.83 0.45
1:5:331:ASP:N 1:7:41:ASP:O 2.42 0.45
1:6:99:GLN:O 1:6:110:ASN:ND2 2.49 0.45
1:7:80:ASN:O 1:7:354:GLY:N 2.50 0.45
2:B:305:PHE:HB2 2:B:474:PHE:CE1 2.51 0.45
2:B:366:VAL:HA 2:B:410:ASP:0O 2.15 0.45
2:C:88:ARG:HH11 2:C:88:ARG:HG3 1.81 0.45
2:C:130:ARG:HB3 2:C:434:1ILE:HD12 1.97 0.45
2:C:445:ASP:0OD1 2:C:445:ASP:N 2.49 0.45
2:C:472:LYS:HE3 2:C:477:ALA:HB2 1.98 0.45
2:D:229:MET:SD 2:D:231:ASN:OD1 2.74 0.45
2:D:546:PHE:CZ 2:D:550:LEU:HD11 2.51 0.45
2:F:143:GLN:OE1 | 2:F:147:-THR:HG23 2.16 0.45
2:I:5:ILE:HG13 2:1:539:LEU:HD11 1.98 0.45
3:M:276:SER:CB 3:M:280:ASP:0D2 2.64 0.45
3:0:148:GLN:H 3:0:148:GLN:CD 2.25 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
3:0:170:MET:HB3 | 3:0:253:GLN:HE21 1.81 0.45
3:0:197:GLU:CD 3:0:202:VAL:HG11 2.40 0.45
3:R:20:GLN:HG2 3:R:24:MET:HE1 1.99 0.45
3:5:282:ASP:0D2 4:1:2:ALA:N 2.49 0.45
3:T:24:MET:O 3:T:28:GLU:OE2 2.33 0.45
4:a:148:VAL:HG11 4:a:156:1ILE:HD12 1.98 0.45
4:a:244:GLY:HA3 4:a:266:PRO:HB3 1.99 0.45
4:a:371: THR:HG22 4:a:372:GLU:N 2.31 0.45
4:d:143: THR:OG1 4:d:159:ASP:0OD1 2.32 0.45
4:d:223:PHE:N 4:d:277:GLU:O 2.40 0.45
4:e:492:SER:O 4:¢:495:ARG:NH1 2.50 0.45
4:¢:480:LEU:HD23 4:¢:480:LEU:O 2.16 0.45
4:1:492:SER:O 4:1:495:ARG:NH1 2.46 0.45
4:3:54:PHE:O 4:3:58:ILE:HG12 2.17 0.45
4:3:454:1LE:N 4:3:454:1LE:HD12 2.31 0.45
1:1:188:ASP:OD2 1:1:194:HIS:NE2 2.45 0.45
1:3:231:LYS:HB2 1:3:239:GLU:HB3 1.98 0.45
1:3:403:ARG:HG2 1:3:403:ARG:HH11 1.81 0.45
1:5:20:ILE:HD11 1:5:371:GLU:CA 2.45 0.45
1:6:66: THR:HA 1:6:362:GLU:HA 1.99 0.45
1:6:77:ILE:HD11 1:6:83:PHE:CZ 2.51 0.45
1:7:17.LEU:HD11 1:7:382: TYR:HD2 1.81 0.45
1:7:135:ALA:HB1 1:7:136:PRO:CD 2.47 0.45
1:7:365:ASN:HA 2:J:1:MET:SD 2.57 0.45
1:8:142: THR:HG22 1:8:143:LEU:N 2.31 0.45
1:8:369:SER:O 1:8:373:VAL:HG23 2.16 0.45
2:A:2:SER:O 2:A:5:ILE:HG12 2.16 0.45
2:A:121:VAL:HG21 2:A:460:LEU:HG 1.98 0.45
2:A:359:GLN:HB3 | 2:A:361:THR:HG22 1.98 0.45
2:B:29:TYR:C 2:B:29:TYR:CD1 2.95 0.45
2:B:300:GLN:CD 2:B:301:LEU:N 2.75 0.45
2:B:303:LEU:O 2:B:306:ALA:HB3 2.16 0.45
2:B:341:ASN:HB2 2:B:410:ASP:CG 2.41 0.45
2:B:415:LYS:HE3 2:B:418:SER:HB2 1.98 0.45
2:C:247:-VAL:O 2:C:257:-THR:N 2.48 0.45
2:D:197:ASP:N 2:D:197:ASP:0OD1 2.49 0.45
2:D:504:LYS:NZ 3:R:10:GLU:OE1 2.48 0.45
2:E:353:VAL:HG11 2:E:399:LYS:HE2 1.97 0.45
2:E:545:LEU:HD23 1:y:379:GLN:CD 2.42 0.45
2:F:70.:PHE:CZ 2:G:157:GLN:HB2 2.52 0.45
2:F:98:LEU:O 2:F:98:LEU:HD22 2.17 0.45
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2:G:434:ILE:HD13 | 2:G:436:MET:HG2 1.97 0.45
2:H:229:MET:CE 2:H:275:LEU:HG 2.46 0.45
2:K:372: TRP:O 2:K:385:ALA:N 2.47 0.45
2:K:473: THR:N 2:K:476:ASP:OD1 2.50 0.45
3:L:122:MET:HE3 3:L:122:MET:C 2.42 0.45
3:0:195:ASP:0OD1 3:0:196:SER:N 2.50 0.45
3:T:11:GLN:O 3:T:14:SER:OG 2.28 0.45
3:V:75:LEU:HD11 4:1:443: THR:HG23 1.99 0.45
4:b:44:ASP:0OD1 4:b:47:GLY:N 2.45 0.45
4:c:144:LEU:C 4:c:144:LEU:HD13 2.41 0.45
4:1:446:ASN:C 4:1:446:ASN:OD1 2.58 0.45
4:1:4:VAL:HB 4:1:7:-THR:CG2 2.46 0.45
4:3:193:ASP:OD1 4:3:193:ASP:N 2.43 0.45
4:1:197:ALA:HB1 4:1:280:LYS:HE3 1.98 0.45
4:0:493:LEU:O 4:0:495:ARG:NH1 2.49 0.45
1:x:119:TYR:CD2 1:x:130:GLN:O 2.70 0.45
1:y:311:VAL:O 1:y:311:VAL:HG23 2.15 0.45
1:1:298:GLY:N 1:1:356:LEU:HD12 2.31 0.45
1:2:106:ARG:O 1:2:138: THR:HA 2.16 0.45
1:9:144:MET:HE2 1:9:284:TYR:CE2 2.51 0.45
1:9:233:ASN:OD1 1:9:235:ASN:N 2.50 0.45
1:9:277:VAL:O 1:9:277:-VAL:CG2 2.62 0.45
2:A:323:LYS:HD3 2:A:324:GLY:O 2.16 0.45
2:A:346:VAL:HG12 | 2:A:404:THR:CG2 2.47 0.45
2:B:509:GLN:HE21 2:C:94:LYS:HD3 1.81 0.45
2:F:9:MET:SD 2:F:9:MET:C 3.00 0.45
2:G:40:ILE:HG22 2:G:41:LEU:N 2.31 0.45
2:H:458:ALA:CA 2:H:461:ASP:0D2 2.57 0.45
2:H:549:LEU:O 2:H:549:LEU:HD22 2.15 0.45
2:1:258:VAL:HG22 2:1:259:ALA:N 2.31 0.45
2:1:497: THR:O 2:1:501:ASN:OD1 2.34 0.45
2:J:484:ASP:C 2:J:484:ASP:0OD1 2.59 0.45
2:K:74:GLN:CD 2:K:74:GLN:N 2.74 0.45
2:K:76:ARG:HB3 2:K:210:ASN:ND2 2.32 0.45
3:L:240:LEU:HD13 3:L:244:LEU:HG 1.97 0.45
3:M:23:TRP:NE1 3:M:290: TYR:CD2 2.84 0.45
3:Q:283:TRP:0O 3:Q:286:VAL:HG13 2.16 0.45
3:U:72:LYS:NZ 3:U:129:ASP:0OD2 2.50 0.45
4:a:102:SER:O 4:a:102:SER:OG 2.35 0.45
4:h:170:LEU:HD22 | 4:h:173:LEU:HD22 1.98 0.45
4:h:296:LEU:HD11 4:h:345:1LE:CD1 2.46 0.45
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4:1:291:GLU:OE2 4:1:291:GLU:N 2.42 0.45
4:3:280:LYS:N 4:3:280:LYS:CE 2.79 0.45
4:1:406:GLU:O 4:1:411:LYS:NZ 2.49 0.45
4:n:221:LEU:CD2 4:n:232:ALA:HB2 2.47 0.45
1:x:379:GLN:C 1:x:379:GLN:OE1 2.59 0.45
1:2:207:GLU:OE2 1:2z:207:GLU:N 2.50 0.45
1:7:230:LEU:HD21 1:7:238:LEU:CD1 2.46 0.45
1:9:157:ASN:HA 1:9:267:-MET:O 2.16 0.45
1:9:194:HIS:HA 1:9:216:SER:HB2 1.97 0.45
2:A:100:ALA:HA 3:0:39:PRO:HD3 1.98 0.45
2:A:323:LYS:C 2:A:323:LYS:CD 2.90 0.45
2:C:532:TYR:O 2:C:532:TYR:HD1 1.99 0.45
2:D:4:LEU:HD22 2:D:4:LEU:H 1.81 0.45
2:H:149:GLN:C 2:H:149:GLN:CD 2.84 0.45
2:1:199:LEU:O 2:1:203:ASP:0OD2 2.34 0.45
2:K:151:LEU:HD23 | 2:K:295:ARG:HG3 1.99 0.45
3:M:240:LEU:O 3:M:243:VAL:HG22 2.17 0.45
3:0:26:LEU:HD11 3:0:290: TYR:N 2.32 0.45
3:0:70: THR:CG2 3:0:257:LEU:HD22 2.46 0.45
3:Q:219:ASN:O 3:Q:220:VAL:HB 2.17 0.45
3:R:310:MET:SD 3:R:310:MET:O 2.75 0.45
3:T:4:SER:O 3:T:7-MET:HG2 2.17 0.45
4:e:157:ASP:OD1 4:e:157:ASP:C 2.60 0.45
4:£:200:ASN:OD1 4:£:217:1ILE:CD1 2.64 0.45
4:¢:223:PHE:CD2 4:¢:277:GLU:CD 2.95 0.45
4:¢:406:GLU:OE1 4:¢:406:GLU:HA 2.16 0.45
4:1:29:ILE:HD13 4:1:466:MET:CE 2.44 0.45
4:k:416:LEU:O 4:k:419:VAL:HG12 2.17 0.45
4:k:489:ASN:N 4:k:489:ASN:OD1 2.48 0.45
4:1:490:VAL:O 4:1:494:LEU:HD23 2.16 0.45
4:m:195:THR:O 4:m:281:ASN:ND2 2.50 0.45
4:0:480:LEU:HD11 4:0:484:ASN:ND2 2.32 0.45
1:x:60:ASP:O 1:x:365:ASN:ND2 2.47 0.45
1:1:42:MET:O 1:1:42:MET:HG3 2.16 0.45
1:1:265:ASN:O 1:1:267:-MET:HE1 2.17 0.45
1:2:187:TYR:CD2 1:2:285:LYS:HD2 2.50 0.45
1:3:234:GLU:OE1 2:C:344:LYS:HA 2.17 0.45
1:7:74:ASP:HB2 1:7:361:LEU:HD11 1.99 0.45
1:8:20:ILE:HD11 1:8:374:ASN:HB3 1.98 0.45
2:A:441:LYS:HE3 2:A:449:GLY:HA2 1.98 0.45
2:B:70:PHE:HD1 2:B:71:ILE:N 2.15 0.45
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2:B:183:ILE:HG12 | 2:B:198:LEU:HD22 1.99 0.45
2:B:467:VAL:CG1 2:B:468:VAL:N 2.79 0.45
2:C:205:LEU:N 2:C:205:LEU:CD2 2.79 0.45
2:D:245:ALA:O 2:D:259:ALA:N 2.50 0.45
2:D:467:VAL:HG23 2:D:468:VAL:N 2.31 0.45
2:E:231:ASN:OD1 2:E:233:TYR:CB 2.65 0.45
2:E:471:ASN:OD1 2:E:471:ASN:N 2.49 0.45
2:F:118:GLN:OE1 2:F:118:GLN:O 2.34 0.45
2:H:358:VAL:CA 2:H:359:GLN:OE1 2.64 0.45
2:1:76:ARG:NH1 2:1:207:SER:OG 2.42 0.45
2:1:235:LEU:HD21 2:1:242:ARG:HB2 1.98 0.45
2:K:54:ILE:CG1 2:K:55:GLY:N 2.79 0.45
3:L:304:PHE:CD1 3:L:304:PHE:C 2.95 0.45
3:M:52:LEU:CG 3:M:274:GLN:NE2 2.80 0.45
3:S:44:1LE:H 3:S:44:1LE:HD12 1.82 0.45
3:S:111:ALA:HB2 3:S:211:LEU:HB3 1.98 0.45
3:5:158:LYS:HD2 3:5:159:SER:O 2.17 0.45
4:e:172:THR:O 4:e:172:THR:OG1 2.26 0.45
4:h:346:ASN:OD1 4:h:346:ASN:N 2.48 0.45
4:1:425:ASP:O 4:1:429:VAL:HG23 2.17 0.45
4:3:436:ALA:O 4:3:440:LEU:HD23 2.16 0.45
4:m:61:LEU:HD12 | 4:m:440:LEU:HD22 1.98 0.45
4:m:254:ASN:OD1 4:m:255:GLY:N 2.49 0.45
1:w:83:PHE:O 1:w:94: TYR:HA 2.17 0.45
1:x:327:ALA:HB2 1:x:337:THR:CG2 2.45 0.45
1:x:371:GLU:N 1:x:371:GLU:CD 2.75 0.45
1:y:310:GLN:CD 1:y:310:GLN:C 2.84 0.45
1:1:36:THR:O 1:1:58: THR:N 2.35 0.45
1:6:328:SER:O 1:8:43:PHE:HB3 2.17 0.45
1:7:79:GLN:CD 1:7:79:GLN:N 2.74 0.45
1:9:233:ASN:ND2 1:9:239:GLU:OE2 2.50 0.45
2:A:333:PRO:HD3 | 2:A:352:VAL:HG23 1.99 0.45
2:B:395:ILE:O 2:B:396:ASP:C 2.60 0.45
2:C:518:LEU:HD22 2:C:518:LEU:N 2.31 0.45
2:D:480:THR:O 2:D:484:ASP:0OD1 2.35 0.45
2:E:2:SER:CB 2:E:5:ILE:HB 2.47 0.45
2:E:79:GLN:O 2:E:82:SER:OG 2.33 0.45
2:F:495:SER:O 2:F:499:GLN:HG2 2.16 0.45
2:G:99:LEU:CD1 2:G:485:VAL:HG11 2.46 0.45
2:G:539:LEU:O 2:G:542:ALA:HB3 2.17 0.45
2:H:155:ASP:0O 2:H:159:ASN:ND2 2.49 0.45
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2:H:310:ASN:HB3 2:H:326:ASP:OD1 2.17 0.45
2:J:487:ASN:HD21 2:K:135:GLY:HA3 1.80 0.45
3:L:13:MET:SD 3:L:304:PHE:CZ 3.10 0.45
3:N:198:LYS:O 3:N:198:LYS:HG3 2.16 0.45
3:N:310:MET:HE2 | 3:0:297:LEU:HD22 1.98 0.45
3:Q:207:ALA:HB2 | 3:Q:232:THR:HG21 1.99 0.45
3:Q:282:ASP:0O 3:Q:283: TRP:HB2 2.17 0.45
3:R:106:ASP:0D1 4:¢:53: ARG:NH2 2.43 0.45
3:R:219:ASN:O 3:R:220:VAL:HB 2.17 0.45
3:V:30:MET:HE1 3:V:283: TRP:CZ3 2.52 0.45
4:d:189: THR:O 4:d:286:ASN:ND2 2.46 0.45
4:1:84:GLU:OE1 4:1:84:GLU:HA 2.16 0.45
4:£:485:GLN:HA 4:1:488:GLN:HB2 1.98 0.45
4:1:4:VAL:CB 4:1:9:SER:HB2 2.46 0.45
4:3:32:.LEU:HD12 4:3:459:TYR:CD1 2.52 0.45
1:w:41:ASP:OD1 1:w:41:ASP:N 2.46 0.45
1:x:17:LEU:O 1:x:20:ILE:HG22 2.16 0.45
1:2z:167:LYS:O 1:2:168: THR:C 2.59 0.45
1:3:233:ASN:OD1 1:3:237:ILE:N 2.36 0.45
1:4:289:LEU:HD12 1:4:303:ASN:C 2.41 0.45
1:5:51:GLY:C 1:5:53:LYS:N 2.71 0.45
1:5:205:ASP:OD1 1:5:205:ASP:O 2.35 0.45
1:5:368:LEU:H 1:5:368:LEU:HD12 1.82 0.45
1:6:75:VAL:HG12 1:6:356:LEU:HD12 1.98 0.45
1:6:103:ASP:C 1:6:103:ASP:OD1 2.60 0.45
1:7:250: THR:O 1:7:250: THR:HG22 2.15 0.45
1:7:304: TYR:OH 1:7:312:LEU:HD21 2.16 0.45
1:9:164:VAL:HG12 1:9:203: THR:HB 1.99 0.45
2:A:35:THR:OG1 2:A:200:ASP:0D2 2.13 0.45
2:B:329:SER:N 2:B:425:ASN:O 2.32 0.45
2:B:428:VAL:HG23 | 2:B:433:GLU:HB2 1.98 0.45
2:B:545:LEU:HD12 | 2:C:532:TYR:CD2 2.52 0.45
2:D:300:GLN:HA 2:D:417:VAL:HG11 1.99 0.45
2:F:81:GLN:OE1 2:F:82:SER:N 2.50 0.45
2:F:473: THR:O 2:F:476:ASP:OD1 2.35 0.45
2:G:209:LEU:HD13 2:G:209:LEU:C 2.42 0.45
2:J:9:MET:HA 2:J:9:-MET:HE3 1.99 0.45
2:J:298:LEU:O 2:J:298:LEU:HD13 2.16 0.45
2:K:252:ASP:0OD1 2:K:254:THR:0G1 2.34 0.45
3:L:148:GLN:H 3:L:148:GLN:CD 2.25 0.45
3:0:53:SER:O 3:0:56:GLN:OE1 2.35 0.45
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3:0:200:LEU:O 3:0:203:MET:HG2 2.16 0.45
3:0:234:ARG:HE 3:0:238:ASN:ND2 2.15 0.45
3:Q:240:LEU:O 3:Q:243:VAL:HG12 2.17 0.45
4:¢:326:VAL:N 4:¢:333:TYR:O 2.50 0.45
4:d:383:ALA:HA 4:d:386:ALA:HB3 1.98 0.45
4:h:80:GLY:O 4:h:84:GLU:OE1 2.34 0.45
4:h:406:GLU:OE2 4:h:411:LYS:HE2 2.17 0.45
4:1:224:ASP:OD1 4:1:226: THR:N 2.40 0.45
4:1:316:ASN:OD1 4:1:316:ASN:N 2.49 0.45
4:1:480:LEU:O 4:1:484:ASN:OD1 2.33 0.45
4:n:61:LEU:HD22 4:n:61:LEU:H 1.82 0.45
4:n:249:SER:N 4:n:258: THR:O 2.42 0.45
1:2:158:LEU:HD12 1:2:158:LEU:N 2.31 0.45
1:1:202:LYS:CE 1:1:205:ASP:OD1 2.65 0.45
1:5:65:THR:HB 2:K:6:ASN:ND2 2.32 0.45
1:7:24:ILE:HD13 2:1:538: VAL:CG2 2.46 0.45
1:7:329:GLN:OE1 2:1:49:GLY:C 2.60 0.45
1:7:357:- THR:HG21 2:J:45:ASN:HD21 1.82 0.45
1:8:75:VAL:HA 1:8:357: THR:O 2.17 0.45
2:B:75:LEU:HD13 2:B:79:GLN:HE21 1.82 0.45
2:E:273:LYS:O 2:E:273:LYS:NZ 2.40 0.45
2:F:135:GLY:HA3 | 3:S:252:THR:HG21 1.98 0.45
2:F:178:ASN:O 2:F:182:GLN:HG2 2.17 0.45
2:F:441:LYS:O 2:F:441:LYS:HG2 2.17 0.45
2:G:542:ALA:O 2:G:546:PHE:CE2 2.69 0.45
2:H:74:GLN:OE1 2:H:506:LEU:HD12 2.17 0.45
2:H:484:ASP:C 2:H:484:ASP:0OD1 2.59 0.45
2:J:361: THR:HG21 2:J:376:ARG:HB3 1.99 0.45
2:K:19:LEU:HD22 2:K:525:LEU:CD1 2.47 0.45
2:K:200:ASP:C 2:K:200:ASP:0OD1 2.60 0.45
2:K:231:ASN:OD1 2:K:231:ASN:C 2.60 0.45
3:M:203:MET:CE 3:M:235:GLY:HA3 2.47 0.45
3:0:82:GLN:OE1 3:0:85:THR:HB 2.17 0.45
3:0:175: THR:N 3:0:178:GLN:OE1 2.37 0.45
3:0:251:GLY:CA 4:¢:42:LYS:HB2 2.47 0.45
3:0:281:VAL:HG21 | 3:0:286:VAL:HG11 1.99 0.45
3:P:280:ASP:HB3 4:e:2:ALA:HA 1.99 0.45
3:Q:292:MET:SD 3:R:9:TYR:CD2 3.10 0.45
3:5:116:GLY:O 3:S:119:ASP:0OD1 2.35 0.45
3:T:4:SER:HB2 3:T:7:-MET:HE2 1.99 0.45
3:V:126:ASN:O 3:V:134:TYR:HD1 2.00 0.45
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3:V:258:SER:O 3:V:261:ASP:0OD1 2.35 0.45
4:b:218:ASP:N 4:h:233:LYS:0O 2.42 0.45
4:d:16:ASN:OD1 4:d:16:ASN:N 2.50 0.45
4:1:399:GLU:N 4:1:399:GLU:CD 2.75 0.45
4:¢:10:LEU:HD11 4:h:29:1LE:CG2 2.47 0.45
4:n:7: THR:HG23 4:n:7:THR:O 2.17 0.45
4:n:38:1LE:HG23 4:1n:43:ASP:HB2 1.99 0.45
4:n:225:ASP:0D1 4:m:225:ASP:C 2.59 0.45
1:x:329:GLN:C 1:y:43:PHE:O 2.59 0.45
1:y:380:ARG:HD2 1:y:380:ARG:HA 1.75 0.45
1:1:379:GLN:OE1 2:C:541: THR:HG22 2.17 0.44
1:3:63:ASP:HA 2:B:50:ALA:H 1.81 0.44
1:3:71:ARG:CZ 1:3:74:ASP:0OD1 2.64 0.44
1:6:110:ASN:C 1:6:111:-MET:HE2 2.42 0.44
1:7:6:ALA:HB1 1:7:389:ILE:CG1 2.46 0.44
1:8:207:GLU:HG2 1:8:231:LYS:HA 1.99 0.44
2:A:474:PHE:O 2:A:477:ALA:HB3 2.17 0.44
2:B:5:ILE:HD12 2:B:6:ASN:H 1.81 0.44
2:B:116:SER:HA 2:B:119: THR:HG22 1.99 0.44
2:B:150: TYR:CZ 2:B:154:GLN:CD 2.95 0.44
2:C:482:VAL:O 2:C:485:VAL:HG12 2.16 0.44
2:D:395:1LE:O 2:D:397:GLY:N 2.50 0.44
2:D:510:GLN:C 2:D:510:GLN:OE1 2.60 0.44
2:E:509:GLN:OE1 2:E:509:GLN:N 2.50 0.44
2:E:537:GLN:OE1 2:E:540:GLN:NE2 2.50 0.44
2:G:303:LEU:O 2:G:304:ALA:C 2.59 0.44
2:G:512:SER:O 3:U:1:MET:HE1 2.16 0.44
2:H:169:ILE:HD11 2:H:212:1LE:HG21 1.99 0.44
2:J:45:ASN:OD1 2:J:45:ASN:C 2.61 0.44
3:L:109:SER:O 3:L:112: THR:OG1 2.24 0.44
3:M:312:LEU:HD13 3:M:312:LEU:C 2.43 0.44
3:R:297:LEU:HD23 3:R:297:LEU:C 2.42 0.44
3:T:287:ILE:HD11 4:k:494:LEU:HD23 1.99 0.44
3:U:271:GLN:OE1 3:U:272:LYS:HD2 2.17 0.44
4:¢:38:ILE:HD11 4:¢:454:1LE:O 2.17 0.44
4:¢:321:ASP:OD1 4:¢:321:ASP:N 2.49 0.44
4:¢:352:ALA:HB3 4:¢:358:LYS:CG 2.47 0.44
4:d:58:ILE:HD11 4:d:447:.LEU:HB2 1.99 0.44
4:1:8:ASN:C 4:1:10:LEU:N 2.74 0.44
4:1:222:LYS:CD 4:1:222:LYS:N 2.80 0.44
4:k:428:ALA:HB1 4:1:118:GLN:HG3 1.98 0.44
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1:w:30: TYR:CE1 1:w:363:ALA:HA 2.52 0.44
1:y:137:ILE:HG22 1:y:138:THR:N 2.32 0.44
1:2z:40:ALA:HB3 1:2:53:LYS:HG3 1.99 0.44
1:2:158:LEU:HD23 1:2:208: TRP:CZ3 2.52 0.44
1:2z:194:HIS:N 1:2:194:HIS:CD2 2.85 0.44
1:1:17:LEU:O 2:C:4:LEU:CD2 2.65 0.44
1:1:116:LEU:C 1:1:116:LEU:HD13 2.43 0.44
1:9:116:LEU:HD21 1:9:315:ILE:HG21 1.98 0.44
2:A:351:LYS:N 2:A:399:LYS:O 2.49 0.44
2:A:480: THR:O 2:A:484:ASP:0D2 2.36 0.44
2:B:130:ARG:HE 2:B:436:MET:HE2 1.82 0.44
2:B:298:LEU:HD22 2:B:421:ILE:CD1 2.47 0.44
2:B:329:SER:O 2:B:424:MET:HA 2.16 0.44
2:B:476:ASP:0OD1 2:B:476:ASP:N 2.50 0.44
2:E:2:SER:HB3 2:E:5:ILE:HB 1.99 0.44
2:F:318:ASP:HA 2:F:435:ALA:HA 1.99 0.44
2:1:15:ALA:CB 2:1:532:TYR:HD1 2.30 0.44
2:1:209:LEU:HD23 2:1:209:LEU:C 2.43 0.44
2:1:505:GLN:NE2 2:J:197:ASP:0OD1 2.51 0.44
2:J:551:ASN:O 2:J:551:ASN:OD1 2.35 0.44
2:K:309:PHE:CE1 | 2:K:459:LEU:HD13 2.52 0.44
3:N:195:ASP:0D1 3:N:196:SER:N 2.50 0.44
3:0:29:GLN:OE1 3:0:34:LYS:O 2.35 0.44
3:Q:140:LYS:0O 3:Q:140:LYS:HG2 2.16 0.44
3:Q:273:LEU:HD13 4:£:5:1LE:CG2 2.47 0.44
3:T:76:GLU:OE1 3:T:250:LEU:HD21 2.16 0.44
4:a2:251:ASP:0OD1 4:a:252:LYS:N 2.50 0.44
4:d:157:ASP:0OD1 4:d:157:ASP:C 2.59 0.44
4:e:229:LYS:HA 4:€:229:LYS:HE3 2.00 0.44
4:1:244:GLY:HA3 4:1:266:PRO:HB3 1.99 0.44
4:1:251:ASP:HB3 4:1:254:ASN:OD1 2.17 0.44
4:¢:44:ASP:C 4:¢:44:ASP:OD1 2.59 0.44
4:¢:180:LYS:NZ 4:¢:182:SER:OG 2.43 0.44
4:1:249:SER:N 4:1:258:THR:O 2.44 0.44
4:k:37:ARG:N 4:k:455:GLU:O 2.49 0.44
1:w:1:MET:CG 1:w:2:SER:H 2.30 0.44
1:w:320:PHE:CD2 1:w:326:LEU:CD2 2.92 0.44
1:x:298:GLY:HA3 1:x:315:ILE:HG22 2.00 0.44
1:2z:95:SER:OG 1:2:332:ASN:OD1 2.15 0.44
1:1:201:VAL:N 1:1:209:ALA:O 2.50 0.44
1:1:395:ILE:HG22 1:2:382:TYR:CE1 2.51 0.44

Continued on next page...

EMD-51493, 9GO6




Page 135

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:3:375:-MET:HE2 2:A:541: THR:OG1 2.17 0.44
1:4:281:GLN:NE2 1:4:283:GLY:O 2.48 0.44
1:5:3:PHE:CE2 1:6:380:ARG:NE 2.86 0.44
1:5:30: TYR:HD2 1:5:361:LEU:HB3 1.82 0.44
1:5:33:LYS:HB3 1:5:60:ASP:0O 2.16 0.44
1:6:144:-MET:SD 1:6:310: GLN:HG3 2.57 0.44
1:7:53:LYS:HZ1 1:7:55:ALA:CB 2.28 0.44
1:7:99:GLN:O 1:7:111:MET:HE3 2.17 0.44
1:8:203: THR:HG22 1:8:203: THR:O 2.16 0.44
2:B:293:GLN:NE2 2:B:297:THR:OG1 2.49 0.44
2:B:467:VAL:HG13 2:B:468:VAL:N 2.31 0.44
2:D:307:ASP:CG 2:D:308:ALA:N 2.73 0.44
2:E:345:THR.:O 2:E:346:VAL:C 2.60 0.44
2:G:40:ILE:HD11 2:G:64:GLN:HG2 2.00 0.44
2:H:35:THR:HG21 2:H:65:ARG:HB2 2.00 0.44
2:K:336:TYR:N 2:K:413:LEU:O 2.40 0.44
3:M:304:PHE:O 3:M:307:-MET:HG3 2.16 0.44
3:0:7:MET:SD 3:0:8:MET:CE 3.06 0.44
3:0:264:GLY:O 3:0:267:ARG:HG2 2.18 0.44
3:P:20:GLN:NE2 3:P:301:TYR:CZ 2.85 0.44
3:P:35:ARG:HG2 3:P:281:VAL:HB 1.98 0.44
3:Q:120:GLN:OE1 3:Q:120:GLN:HA 2.16 0.44
3:5:157:GLU:N 3:5:157:GLU:OE2 2.51 0.44
3:T:219:ASN:O 3:T:220:VAL:HB 2.18 0.44
4:b:4:VAL:O 4:b:8:ASN:CB 2.66 0.44
4:d:333: TYR:CE2 4:d:361:LEU:HD11 2.52 0.44
4:1:310:MET:HE3 4:1:325:ALA:HB3 1.99 0.44
4:1:353:ASP:OD1 4:1:354:ASP:N 2.45 0.44
4:3:494:LEU:C 4:3:494:LEU:HD13 2.42 0.44
4:k:368:ASP:OD1 4:k:371:THR:OG1 2.35 0.44
4:1:493:LEU:O 4:1:494:LEU:C 2.59 0.44
4:m:351:THR:HB 4:m:390:ASN:HA 1.99 0.44
1:w:75:VAL:CG2 1:w:294:.1LE:HD13 2.48 0.44
1:w:168: THR:N 1:w:169:PRO:CD 2.81 0.44
1:w:374:ASN:C 1:w:377:VAL:HG12 2.42 0.44
1:w:374:ASN:O 1:w:377:VAL:HG13 2.17 0.44
1:x:328:SER:HB3 1:y:47:LYS:CD 2.46 0.44
1:3:38:SER:HB3 1:3:56:GLY:HA3 1.98 0.44
1:3:265:ASN:HA 1:3:267:-MET:HE3 1.99 0.44
1:3:290:VAL:HB 2:A:70:PHE:CD2 2.53 0.44
1:4:17:LEU:O 1:4:18:ASP:C 2.58 0.44
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1:4:200:PHE:CD2 1:4:210:VAL:HG22 2.53 0.44
1:4:210:VAL:HG21 1:4:230:LEU:CD1 2.47 0.44
1:9:231:LYS:O 1:9:238:LEU:HD12 2.18 0.44
2:B:63:VAL:HG12 2:B:64:GLN:N 2.33 0.44
2:B:70:PHE:CD1 2:B:71:ILE:N 2.85 0.44
2:B:217:VAL:HG22 2:B:227:LEU:HG 1.99 0.44
2:B:525:LEU:C 2:B:525:LEU:HD12 2.41 0.44
2:C:9:MET:SD 2:C:13:ASN:ND2 2.90 0.44
2:D:481:LEU:HA 2:D:484:ASP:OD1 2.18 0.44
2:E:303:LEU:HD13 2:E:355:SER:HB2 1.99 0.44
2:F:45:ASN:ND2 2:F:54:.ILE:O 2.48 0.44
2:F:401: THR:HG22 2:F:402:VAL:N 2.32 0.44
2:F:452:ASP:OD1 3:T:139:TYR:OH 2.22 0.44
2:G:157:GLN:OE1 2:G:157:GLN:HA 2.18 0.44
2:G:330:ILE:CD1 2:G:420:ALA:HB1 2.48 0.44
2:G:540:GLN:NE2 2:G:541: THR:N 2.66 0.44
2:H:237:GLN:NE2 1:w:183: THR:OG1 2.50 0.44
2:H:463:GLN:HA 2:H:474.PHE:CE1 2.52 0.44
2:H:519:ASP:N 2:H:519:ASP:OD1 2.49 0.44
2:J:197:ASP:O 2:J:200:ASP:0OD1 2.35 0.44
2:J:278:GLY:O 2:J:282:GLY:HA3 2.18 0.44
2:J:361: THR:HG23 2:J:378:ALA:H 1.82 0.44
3:M:229:1LE:O 3:M:232:THR:0OG1 2.29 0.44
3:0:54:GLN:CD 3:0:55:ALA:N 2.75 0.44
3:P:20:GLN:O 3:P:24:MET:SD 2.75 0.44
3:R:287:ILE:HG21 4:h:494:LEU:CD2 2.47 0.44
3:V:289:SER:CA 3:V:293:GLN:HE22 2.30 0.44
3:V:297:LEU:CD2 3:V:301:TYR:CE2 2.99 0.44
4:¢:248:VAL:HG12 | 4:g:259:LEU:HD12 2.00 0.44
4:3:203:PHE:O 4:3:207:ALA:N 2.48 0.44
4:3:364:LEU:HA 4:3:371:THR:O 2.18 0.44
4:3:409:LEU:O 4:3:413:ASP:0D2 2.36 0.44
4:k:182:SER:O 4:k:310:MET:SD 2.76 0.44
4:1:61:LEU:HD22 4:1:150:ALA:HB2 1.99 0.44
4:1:310:MET:HE2 4:1:332:TYR:CE2 2.52 0.44
4:m:44:ASP:C 4:m:44:ASP:0OD1 2.60 0.44
4:m:385:LYS:HA 4:m:385:LYS:HE3 1.98 0.44
4:n:18:LEU:HD12 4:n:473:GLN:OE1 2.17 0.44
1:x:289:LEU:CD1 1:x:304:TYR:CD1 2.93 0.44
1:y:19:VAL:O 1:y:23:ASN:CG 2.60 0.44
1:2:265:ASN:O 1:2:267:-MET:SD 2.75 0.44
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1:2:338:GLN:OE1 1:2:338:GLN:O 2.36 0.44
1:2:30:TYR:CD2 1:2:361:LEU:HD13 2.52 0.44
1:2:171:SER:HB3 1:2:174:ASP:HB2 1.99 0.44
1:3:63:ASP:HB2 2:B:48:LEU:CA 2.48 0.44
1:3:74:ASP:OD1 1:3:74:ASP:N 2.47 0.44
1:3:109:VAL:HA 1:3:114:MET:O 2.18 0.44
1:5:392:GLN:HA 1:5:395:ILE:HG13 1.99 0.44
1:6:174:ASP:0OD2 1:6:177:SER:OG 2.29 0.44
1:8:232:PHE:CE2 1:8:238:LEU:HG 2.51 0.44
2:C:186:-MET:HG3 | 2:C:198:LEU:HD11 1.98 0.44
2:D:545:LEU:O 2:D:548:ALA:HB3 2.18 0.44
2:E:44:ALA:C 2:E:45:ASN:OD1 2.60 0.44
2:E:226:ASN:OD1 2:E:226:ASN:O 2.35 0.44
2:G:543:ASN:O 1:y:380:ARG:NH2 2.50 0.44
2:1:250:SER:HB2 2:1:339:SER:HB3 2.00 0.44
2:J:372: TRP:CH2 2:J:402:VAL:CG1 3.00 0.44
2:J:547:ASP:C 2:J:547:ASP:OD1 2.60 0.44
3:L:28:GLU:OE1 3:L:29:GLN:N 2.51 0.44
3:L:120:GLN:NE2 3:L:120:GLN:HA 2.31 0.44
3:M:258:SER:O 3:M:261:ASP:OD1 2.36 0.44
3:N:13:MET:0O 3:N:16:ILE:HG13 2.18 0.44
3:0:269:LEU:HD12 4:¢:16:ASN:ND2 2.32 0.44
3:P:275:MET:O 3:P:279:VAL:HG22 2.17 0.44
3:5:157:GLU:N 3:S:157:GLU:CD 2.76 0.44
3:T:314:GLN:HG2 3:U:301:TYR:CZ 2.53 0.44
3:U:34:LYS:HE2 3:U:279:VAL:CG1 2.48 0.44
3:V:287.ILE:O 3:V:290:TYR:HD1 2.00 0.44
4:b:472:LEU:HD23 4:b:472:LEU:O 2.16 0.44
4:¢:456:ASP:HB3 4:d:4:VAL:HG23 1.98 0.44
4:e:253: THR:OG1 4:e:254:ASN:N 2.51 0.44
4:f:7:-THR:HG22 4:1:487:PRO:HG3 2.00 0.44
4:m:20:LYS:HE3 4:m:20:LYS:HB2 1.89 0.44
4:m:32:LEU:CD2 4:m:459:TYR:CE1 3.00 0.44
1:w:175:ALA:HA 1:w:178: TYR:CE2 2.52 0.44
1:w:320:PHE:CE2 1:w:326:LEU:CD2 3.00 0.44
1:x:22:ASN:CG 1:y:43:PHE:CZ 2.95 0.44
1:2z:103:ASP:OD1 1:2:107:ASN:N 2.42 0.44
1:5:382: TYR:HD2 1:7:395:ILE:HG13 1.81 0.44
1:5:389:ILE:O 1:5:393:ASP:OD1 2.35 0.44
1:7:197:ASN:O 1:7:213:HIS:N 2.51 0.44
1:8:187:TYR:CE1 1:8:284: TYR:HA 2.53 0.44
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1:9:207:GLU:HG2 1:9:231:LYS:HA 2.00 0.44
2:B:150: TYR:OH 2:B:154:GLN:CD 2.61 0.44
2:E:120:LEU:HD23 2:E:129:ALA:CB 2.48 0.44
2:F:545:LEU:CD2 1:y:379:GLN:NE2 2.81 0.44
2:H:71:.ILE:CD1 2:H:75:LEU:HD12 2.48 0.44
2:H:243:GLN:OE1 2:H:243:GLN:HA 2.17 0.44
2:1:100:ALA:CB 3:1:38:ASN:HB3 2.47 0.44
2:K:106:LEU:H 2:K:106:LEU:HD22 1.81 0.44
2:K:260: TYR:CE2 2:K:270:1LE:HB 2.53 0.44
2:K:401: THR:HG22 2:K:402:VAL:O 2.17 0.44
3:N:310:MET:C 3:N:310:MET:SD 3.01 0.44
3:N:310:MET:SD 3:N:314:GLN:CD 3.00 0.44
3:0:82:GLN:HG3 3:0:124:LEU:HD11 1.99 0.44
3:P:301:TYR:CD1 4:¢:493:LEU:HD12 2.52 0.44
3:Q:7:MET:SD 3:Q:8:MET:CE 3.06 0.44
3:Q:168:ARG:HG2 3:Q:170:MET:CE 2.47 0.44
3:Q:258:SER:O 3:Q:261:ASP:OD1 2.36 0.44
3:Q:282:ASP:OD1 4:1:3:GLN:N 2.47 0.44
3:5:23: TRP:CE3 3:5:23: TRP:C 2.96 0.44
3:T:23:TRP:NE1 3:T:290:TYR:CE1 2.86 0.44
3:T:257:LEU:O 3:T:261:ASP:OD1 2.35 0.44
3:V:26:LEU:HD21 3:V:289:SER:HB3 1.99 0.44
3:V:68:PHE:C 3:V:71:GLN:OE1 2.60 0.44
3:V:106:ASP:0OD1 3:V:106:ASP:N 2.50 0.44
4:d:204:LYS:NZ 4:d:214:ASP:0OD1 2.39 0.44
4:e:170:LEU:HD12 4:e:170:LEU:N 2.33 0.44
4:3:32:LEU:CD1 4:3:459:TYR:CD1 3.00 0.44
4:k:141:ASP:OD1 4:k:162:GLN:N 2.35 0.44
1:1:370:LYS:O 1:1:373:VAL:HG22 2.18 0.44
1:3:18:ASP:0D2 2:A:1:MET:N 2.51 0.44
1:3:289:LEU:HB2 1:3:304: TYR:CE2 2.52 0.44
1:5:85:LEU:HD13 1:5:114:MET:HB3 1.98 0.44
1:6:100:PHE:HA 1:6:111:MET:HE3 1.99 0.44
1:8:147:LYS:HE3 1:8:147:LYS:HA 2.00 0.44
2:A:75:LEU:O 2:A:79:GLN:HB3 2.18 0.44
2:A:299:GLY:CA 2:A:421:1LE:HD11 2.48 0.44
2:A:362:ASP:O 2:A:377:THR:OG1 2.36 0.44
2:B:301:LEU:CD1 2:B:468:VAL:HG21 2.48 0.44
2:B:508:LYS:NZ 2:B:509:GLN:OE1 2.48 0.44
2:C:460:LEU:O 2:C:463:GLN:HB3 2.17 0.44
2:E:289:GLN:C 2:E:289:GLN:CD 2.85 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
2:F:71:1LE:HG13 2:F:506:LEU:HD21 1.99 0.44
2:F:208:GLU:O 2:F:212:ILE:HD12 2.17 0.44
2:G:30:ASN:O 2:G:30:ASN:OD1 2.36 0.44
2:G:287:ARG:HA 2:G:291:LEU:HB3 1.99 0.44
2:H:20:ASN:HB2 3:U:8:-MET:CE 2.48 0.44
2:H:189:VAL:O 2:H:189:VAL:HG22 2.18 0.44
2:H:244:LEU:HD13 2:H:260: TYR:HA 2.00 0.44
2:H:301:LEU:HD12 2:H:301:LEU:O 2.18 0.44
2:H:487:ASN:O 2:H:491: THR:HG22 2.18 0.44
2:H:518:LEU:CA 2:H:521:GLU:OE2 2.66 0.44
2:1:45:ASN:OD1 2:1:46:SER:N 2.42 0.44
2:1:229:MET:HE2 2:1:233: TYR:O 2.17 0.44
2:J:124:ALA:HA 2:J:436:MET:SD 2.58 0.44
2:J:407:GLN:HG2 2:J:408:LYS:H 1.82 0.44
2:J:510:GLN:OE1 2:J:511:GLN:N 2.50 0.44
2:K:204:GLN:OE1 2:K:204:GLN:HA 2.17 0.44
2:K:435:ALA:O 2:K:455:ASN:OD1 2.35 0.44
3:L:23: TRP:CZ2 3:L:290:TYR:HE1 2.36 0.44
3:M:83:VAL:O 3:M:87:ILE:HG12 2.17 0.44
3:0:271:GLN:HA 3:0:274:GLN:OE1 2.18 0.44
3:P:33:GLY:HA2 4:e:3:GLN:CG 2.47 0.44
3:R:164:VAL:HG21 | 3:R:170:MET:HE2 1.99 0.44
3:U:225:ALA:O 3:U:229:1LE:HG23 2.17 0.44
3:V:208:ILE:HG13 3:V:209:ALA:N 2.32 0.44
4:a:293:LYS:O 4:a:297:-THR:0G1 2.30 0.44
4:a:422:LEU:HA 4:a:425:ASP:0D2 2.17 0.44
4:2:490:VAL:HG12 | 4:b:477:THR:HG21 2.00 0.44
4:b:5:ILE:HA 4:b:8:ASN:HB2 1.98 0.44
4:b:426:LEU:O 4:b:429:VAL:HG22 2.17 0.44
4:e:183:ASP:C 4:e:183:ASP:0OD1 2.61 0.44
4:e:475:ALA:O 4:€:479:VAL:HG23 2.17 0.44
4:£:468:ARG:HG2 4:£:472:LEU:HD12 1.98 0.44
4:h:78: THR:HG23 4:h:138:LEU:HD11 2.00 0.44
4:1:254:ASN:OD1 4:1:255:GLY:N 2.51 0.44
4:3:159:ASP:0OD1 4:3:159:ASP:O 2.36 0.44
4:k:157:ASP:OD1 4:k:157:ASP:O 2.35 0.44
4:m:345:1LE:O 4:m:347:-THR:HG23 2.16 0.44
4:n:125:ARG:NH1 4:n:129:GLN:OE1 2.50 0.44
1:2:117:THR:HA 1:2:136:PRO:HA 1.99 0.44
1:3:178:TYR:HD1 1:3:180:LYS:N 2.15 0.44
1:5:303:ASN:HA 1:5:309:GLU:HA 2.00 0.44
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1:9:309:GLU:OE1 1:9:309:GLU:N 2.51 0.44
2:A:41:LEU:HD13 2:A:60:VAL:HA 1.99 0.44
2:A:476:ASP:HA 2:A:479:ALA:HB3 2.00 0.44
2:B:169:ILE:HG23 | 2:B:244:LEU:HD13 2.00 0.44
2:B:303:LEU:HD13 2:B:358:VAL:HB 2.00 0.44
2:B:414:LEU:HD12 2:B:415:LYS:N 2.32 0.44
2:C:135:GLY:HA2 2:C:138:GLU:HG2 2.00 0.44
2:C:495:SER:OG 2:D:175:GLN:NE2 2.50 0.44
2:D:371:ASP:OD1 2:D:372:TRP:N 2.51 0.44
2:D:532:TYR:CE2 | 3:Q:310:MET:HG2 2.53 0.44
2:E:70:PHE:CE1 2:E:71:.ILE:HD11 2.52 0.44
2:E:436:MET:HE2 2:E:452:ASP:0O 2.18 0.44
2:F:22:VAL:O 2:F:26:.1ILE:HG22 2.18 0.44
2:G:187:THR:CA 2:G:194:SER:OG 2.66 0.44
2:H:49:GLY:C 1:w:63:ASP:HB2 2.42 0.44
2:H:458:ALA:O 2:H:461:ASP:0D2 2.35 0.44
2:J:357:LYS:O 2:J:357:LYS:HG2 2.18 0.44
2:K:182:GLN:O 2:K:186:MET:HG2 2.17 0.44
2:K:450:ASP:0OD1 3:N:141:THR:0G1 2.35 0.44
3:L:28:GLU:O 3:L:32:THR:HG23 2.18 0.44
3:M:65:ALA:CB 3:M:164:VAL:HG11 2.45 0.44
3:0:284:ASN:OD1 3:0:284:ASN:C 2.61 0.44
3:Q:235:GLY:O 3:Q:238:ASN:OD1 2.36 0.44
3:Q:255:SER:HB3 4:£:42:L.YS:HG3 2.00 0.44
3:T:9:TYR:HA 3:T:12:ASN:HD21 1.83 0.44
3:T:23:TRP:HE1 3:T:294:GLN:HE21 1.65 0.44
3:U:99:ASN:OD1 3:U:100:GLY:N 2.51 0.44
4:2:194: THR:OG1 4:a:282:VAL:O 2.20 0.44
4:b:105:SER:OG 4:b:108:ASP:0D2 2.36 0.44
4:d:57:ASN:O 4:d:61:LEU:HD12 2.18 0.44
4:1:156:1LE:HG13 4:1:432:ARG:CZ 2.47 0.44
4:1:458:ASP:0OD1 4:3:3:GLN:N 2.50 0.44
4:0:187:THR:O 4:0:187:-THR:0G1 2.28 0.44
1:w:202:LYS:HB2 1:w:208: TRP:CD2 2.52 0.44
1:x:327:ALA:N 1:x:335:ALA:O 2.51 0.44
1:y:42:MET:HG2 1:y:51:GLY:C 2.42 0.44
1:2:231:LYS:O 1:2:238:LEU:HD12 2.17 0.44
1:5:104:GLU:OE1 1:7:341:GLY:CA 2.66 0.44
1:5:187:TYR:CE2 1:5:285:LYS:HG2 2.53 0.44
1:5:392:GLN:O 1:5:395:1ILE:HB 2.18 0.44
1:8:77:ILE:HD13 1:8:96:ARG:HH21 1.83 0.44
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1:9:387:GLN:HA 1:9:390:LYS:HZ3 1.82 0.44
2:A:131:GLN:NE2 2:K:484:ASP:0OD1 2.50 0.44
2:C:166:VAL:HG13 | 2:C:244:LEU:HD12 1.99 0.44
2:C:519:ASP:0OD1 2:C:519:ASP:N 2.51 0.44
2:F:340:ASN:O 2:F:341:ASN:ND2 2.50 0.44
2:F:367:PHE:CD2 2:F:407:GLN:C 2.96 0.44
2:F:447:ASP:OD1 2:F:448:THR:N 2.51 0.44
2:H:215:VAL:HG23 2:H:228:THR:O 2.18 0.44
2:H:475:ASN:OD1 2:H:475:ASN:C 2.61 0.44
2:1:15:ALA:HB3 2:1:532: TYR:CD1 2.53 0.44
2:1:210:ASN:OD1 2:1:210:ASN:C 2.60 0.44
2:1:385:ALA:HB1 2:1:393:LEU:HD12 2.00 0.44
2:J:90:GLU:OE2 2:J:94:LYS:NZ 2.46 0.44
2:J:120:LEU:HD13 2:J:436:MET:CE 2.40 0.44
2:J:344:LYS:O 2:J:344:LYS:HD2 2.18 0.44
3:R:92:GLU:OE1 3:R:92:GLU:CA 2.66 0.44
3:T:24:MET:HG2 4:1:10:LEU:HD12 1.99 0.44
3:T:249:GLU:OE2 3:T:253:GLN:CG 2.66 0.44
3:T:261:ASP:OD1 3:T:261:ASP:N 2.43 0.44
3:V:26:LEU:HD21 3:V:289:SER:CB 2.48 0.44
3:V:168:ARG:NE 3:V:256:GLU:OE2 2.43 0.44
3:V:282:ASP:0OD1 3:V:283: TRP:N 2.51 0.44
4:b:13:LEU:C 4:b:13:LEU:CD2 2.91 0.44
4:¢:183:ASP:OD1 4:¢:332:TYR:OH 2.23 0.44
4:¢:482:GLN:O 4:¢:486:VAL:HG23 2.18 0.44
4:d:312:TYR:O 4:d:319:THR:HG23 2.18 0.44
4:d:416:LEU:O 4:d:420:ASP:0D2 2.35 0.44
4:n:180:LYS:HZ2 4:1n:180:LYS:CB 2.31 0.44
4:0:222:LYS:O 4:0:231:TYR:N 2.51 0.44
1:w:88:SER:HA 1:w:114:MET:HE1 1.99 0.44
1:w:103:ASP:OD1 1:w:107:ASN:N 2.50 0.44
1:x:115:GLN:OE1 1:x:115:GLN:N 2.50 0.44
1:1:30: TYR:CE1 1:1:361:LEU:CB 3.01 0.43
1:3:331:ASP:O 1:3:333:VAL:HG13 2.18 0.43
1:5:42:MET:HE?2 1:5:42:MET:HA 2.00 0.43
1:8:17:LEU:HD12 1:w:2:SER:OG 2.18 0.43
1:8:103:ASP:OD1 1:8:106:ARG:N 2.51 0.43
1:9:201:VAL:O 1:9:209:ALA:HB3 2.18 0.43
2:A:310:ASN:O 2:A:313:HIS:N 2.51 0.43
2:B:47: THR:HG22 2:B:48:LEU:H 1.83 0.43
2:E:315:LYS:HA 2:E:315:LYS:HE3 1.99 0.43
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2:E:483:SER:O 2:E:487:ASN:OD1 2.36 0.43
2:F:367:PHE:CE1 2:F:369:GLY:HA2 2.53 0.43
2:G:518:LEU:N 2:G:521:GLU:OE2 2.51 0.43
2:H:304:ALA:O 2:H:305:PHE:C 2.60 0.43
2:H:491: THR:O 2:H:494: THR:OG1 2.34 0.43
2:K:406:ALA:CB 2:K:410:ASP:HB2 2.47 0.43
3:N:281:VAL:HG13 3:N:282:ASP:N 2.31 0.43
3:Q:22:GLU:OE2 3:Q:293:GLN:HB3 2.18 0.43
3:S5:118:ARG:NH2 3:5:205:ASP:0D2 2.47 0.43
3:T:42:ASP:0O 3:T:42:ASP:CG 2.61 0.43
3:V:92:GLU:OE2 4:n:63:GLN:CB 2.66 0.43
4:¢:32:LEU:HD13 4:¢:459:TYR:HB2 2.00 0.43
4:£:254:ASN:OD1 4:£:254: ASN:C 2.60 0.43
4:h:194:THR:HG21 4:h:284:VAL:CG2 2.45 0.43
4:k:152:ASP:OD1 4:k:152:ASP:N 2.49 0.43
4:k:460:ALA:O 4:k:463:VAL:HG12 2.18 0.43
4:1:68:ALA:HB3 4:1:437:ILE:HD11 2.00 0.43
1:w:130:GLN:H 1:w:130:GLN:CD 2.26 0.43
1:w:169:PRO:HD2 1:w:170:PHE:CE2 2.53 0.43
1:w:231:LYS:HD2 1:w:232:PHE:H 1.82 0.43
1:x:328:SER:OG 1:y:43:PHE:HB3 2.18 0.43
1:1:368:LEU:HD22 2:D:1:MET:HA 1.99 0.43
1:2:285:LYS:HE3 1:2:285:LYS:HB3 1.78 0.43
1:3:390:LYS:HB2 2:A:552:ILE:CD1 2.48 0.43
1:5:237:ILE:HD13 1:5:267:-MET:CE 2.48 0.43
1:6:141:ASN:OD1 1:6:288:ASP:0OD2 2.37 0.43
1:8:296:ASN:CG 1:8:356:LEU:O 2.61 0.43
1:9:116:LEU:HD21 1:9:315:ILE:CG2 2.48 0.43
1:9:197:ASN:HB3 1:9:199:TYR:CE2 2.53 0.43
2:A:453:ASN:CB 2:A:457:GLN:HE22 2.31 0.43
2:A:484:ASP:0O 2:A:488:LYS:HG2 2.17 0.43
2:A:532:TYR:CD2 | 2:K:545:LEU:HD23 2.53 0.43
2:C:6:ASN:OD1 2:C:6:ASN:N 2.50 0.43
2:C:252:ASP:0OD1 2:C:336:TYR:CD2 2.71 0.43
2:C:545:LEU:C 2:C:545:LEU:HD13 2.43 0.43
2:E:268:1LE:HD12 2:E:268:1LE:N 2.33 0.43
2:E:343:ASP:OD1 2:E:344:LYS:N 2.51 0.43
2:E:473: THR:O 2:E:476:ASP:0OD1 2.36 0.43
2:F:408:LYS:O 2:F:409:ASN:OD1 2.36 0.43
2:H:142:ASN:HB3 3:U:168:ARG:CZ 2.49 0.43
2:H:302:ALA:O 2:H:303:LEU:C 2.58 0.43
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2:1:235:LEU:O 2:1:236:VAL:HG23 2.19 0.43
2:1:309:PHE:CB 2:1:328:PHE:HD2 2.30 0.43
2:1:551:ASN:OD1 2:1:552:ILE:N 2.52 0.43
2:J:22:VAL:O 2:J:26:1ILE:HD12 2.18 0.43
2:J:133:LEU:HD13 2:J:133:LEU:C 2.43 0.43
3:M:47:SER:O 3:M:51:VAL:HG23 2.18 0.43
3:M:203:MET:HE2 | 3:M:235:GLY:HA3 1.99 0.43
3:0:219:ASN:O 3:0:221:GLU:N 2.42 0.43
3:R:164:VAL:HG21 3:R:170:MET:CE 2.48 0.43
3:R:190:GLU:CD 3:R:234:ARG:HE 2.25 0.43
4:¢:349:LYS:HG2 4:¢:359: THR:HG23 1.99 0.43
4:h:486:VAL:HB 4:h:487:PRO:HD3 2.00 0.43
4:1:365:GLY:O 4:1:371:THR:N 2.46 0.43
4:m:157:ASP:0OD1 4:m:157:ASP:O 2.36 0.43
4:0:203:PHE:O 4:0:207:ALA:N 2.47 0.43
1:1:1:MET:HE2 1:1:3:PHE:HB2 2.01 0.43
1:1:13:ALA:CB 1:1:382:TYR:HD1 2.32 0.43
1:1:22: ASN:ND2 2:C:55:GLY:O 2.48 0.43
1:1:267:-MET:N 1:1:267:-MET:SD 2.90 0.43
1:5:187:TYR:HE2 1:5:285:LYS:HG2 1.83 0.43
1:5:228: THR:HG22 1:5:229: THR:N 2.33 0.43
1:5:367:ASP:O 1:5:371:GLU:OE2 2.37 0.43
1:6:154:-MET:HG2 1:6:261:LEU:HD11 2.00 0.43
1:6:161: THR:HG23 1:6:270:ASN:O 2.18 0.43
1:6:368:LEU:HD23 1:6:372:LEU:HD12 2.01 0.43
1:9:84:ARG:NH2 1:9:134:PRO:HG2 2.33 0.43
2:A:304:ALA:CB 2:A:468:VAL:HG22 2.48 0.43
2:C:186:MET:HE3 2:C:198:LEU:CD1 2.48 0.43
2:C:274:LEU:HD13 2:C:274:LEU:O 2.18 0.43
2:D:388:ASP:0OD1 2:D:392:LYS:N 2.40 0.43
2:E:70:PHE:CZ 2:E:71:ILE:CD1 3.01 0.43
2:E:262:ASP:O 2:E:264:ALA:N 2.50 0.43
2:F:88:ARG:CZ 2:F:285:THR:HB 2.48 0.43
2:F:423:ASP:O 2:F:425:ASN:ND2 2.50 0.43
2:G:309:PHE:CE1 | 2:G:459:LEU:HD22 2.52 0.43
2:H:287:ARG:HG2 | 2:H:291:LEU:HD23 1.99 0.43
2:H:371:ASP:0OD1 2:H:371:ASP:N 2.51 0.43
2:H:460:LEU:O 2:H:460:LEU:HD23 2.18 0.43
2:1:181:ASP:HB2 2:1:239:SER:CB 2.48 0.43
2:1:304:ALA:HB1 2:1:468:VAL:HG13 1.99 0.43
2:1:305:PHE:O 2:1:306:ALA:C 2.61 0.43
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2:1:441:LYS:HD2 2:1:441:LYS:O 2.19 0.43
2:J:97:ASN:OD1 2:J:97:ASN:N 2.52 0.43
2:K:229:MET:O 2:K:232:GLY:N 2.47 0.43
2:K:303:LEU:CD1 2:K:355:SER:HB2 2.48 0.43
3:N:281:VAL:HG11 3:N:283: TRP:CE2 2.53 0.43
3:0:206: THR:HG22 | 3:0:228:ALA:HB1 2.01 0.43
4:¢:32:LEU:HD21 4:¢:463:VAL:HG22 2.00 0.43
4:£:30:GLU:OE2 4:1:30:GLU:C 2.61 0.43
4:1:425:ASP:O 4:1:429:VAL:HG23 2.18 0.43
4:¢:218:ASP:OD1 4:¢:218:ASP:N 2.50 0.43
4:¢:452:SER:OG 4:¢:456:ASP:0D2 2.27 0.43
4:1:4:VAL:HG21 4:1:9:SER:CB 2.48 0.43
4:1:5:ILE:HG12 4:1:6:ASN:N 2.31 0.43
4:m:422:LEU:O 4:1n:426:LEU:-HD23 2.18 0.43
1:x:101:LYS:HZ1 1:x:111:MET:HG3 1.83 0.43
1:y:87:ASP:HB3 1:y:114:MET:HG2 1.99 0.43
1:y:311:VAL:O 1:y:311:VAL:CG2 2.66 0.43
1:1:389:ILE:O 1:1:393:ASP:CG 2.61 0.43
1:3:376:ILE:O 1:3:379:GLN:HG2 2.18 0.43
1:4:163:PRO:O 1:4:164:VAL:HB 2.19 0.43
1:7:22:ASN:ND2 2:1:55:GLY:HA2 2.34 0.43
1:7:389:1LE:O 1:7:393:ASP:0D2 2.37 0.43
2:A:323:LYS:HD3 2:A:323:LYS:C 2.43 0.43
2:A:449:GLY:HA3 3:0:139:TYR:CE2 2.53 0.43
2:B:290:ASP:0OD1 2:B:290:ASP:N 2.51 0.43
2:C:499:GLN:OE1 2:C:499:GLN:HA 2.18 0.43
2:D:113:PHE:CE1 2:D:133:LEU:HD11 2.53 0.43
2:D:213:VAL:HG22 2:D:214:GLY:N 2.33 0.43
2:D:549:LEU:HD11 2:E:532: TYR:OH 2.18 0.43
2:E:123:ASN:OD1 2:E:123:ASN:C 2.61 0.43
2:F:106:LEU:HG 2:F:143:GLN:HG3 2.01 0.43
2:F:272:GLU:OE2 2:F:287:ARG:NH2 2.51 0.43
2:H:76:ARG:O 2:H:210:ASN:ND2 2.43 0.43
2:H:336:TYR:N 2:H:336: TYR:CD1 2.87 0.43
2:H:365:1LE:CG2 2:H:372:TRP:HE3 2.31 0.43
2:H:516:VAL:C 3:V:3:ILE:HG12 2.43 0.43
2:I:92.2MET:HE3 2:1:488:LYS:C 2.43 0.43
2:1:450:ASP:OD2 3:L:142:GLU:OE2 2.35 0.43
2:J:413:LEU:O 2:J:413:LEU:HD23 2.18 0.43
2:K:309:PHE:O 2:K:313:HIS:HB2 2.18 0.43
2:K:450:ASP:0OD1 2:K:451:SER:N 2.51 0.43
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3:L:52:LEU:HB3 3:L:275:MET:HE2 2.00 0.43
3:L:294:GLN:C 3:L:294:GLN:CD 2.86 0.43
3:L:302:LYS:HD2 3:L:302:LYS:C 2.42 0.43
3:M:4:SER:OG 3:M:5:THR:N 2.49 0.43
3:N:312:LEU:HD22 3:N:312:LEU:O 2.17 0.43
3:P:295:ALA:HB2 4:£:488:GLN:CD 2.43 0.43
3:U:218:ASN:O 3:U:221:GLU:HB3 2.19 0.43
3:V:249:GLU:O 3:V:252: THR:HG23 2.18 0.43
3:V:304:PHE:HE1 3:V:308:GLN:HG3 1.84 0.43
4:b:17:ASN:OD1 4:b:17:ASN:N 2.51 0.43
4:1:459:TYR:CE1 4:¢:490:VAL:HG12 2.53 0.43
4:h:337:GLN:OE1 4:h:343:1LE:HD11 2.19 0.43
4:k:289:LEU:CD2 4:k:289:LEU:O 2.66 0.43
4:n:14:THR:O 4:n:18:LEU:HD23 2.19 0.43
4:n:203:PHE:CE2 4:1n:234:VAL:HG21 2.54 0.43
1:x:86:VAL:HA 1:x:91:SER:O 2.18 0.43
1:2:265:ASN:O 1:2:267:-MET:HE1 2.18 0.43
1:1:199:TYR:CD1 1:1:199:TYR:N 2.85 0.43
1:3:95:SER:OG 1:3:332:ASN:O 2.23 0.43
1:4:25:ALA:HB1 1:5:52:VAL:HG21 1.99 0.43
1:4:85:LEU:O 1:4:93:PHE:N 2.49 0.43
1:5:79:GLN:O 1:5:96:ARG:NH2 2.50 0.43
1:6:20:ILE:O 1:6:23:ASN:HB2 2.18 0.43
1:7:25:ALA:CB 2:1:7:HIS:CE1 3.02 0.43
1:7:27:SER:CA 1:7:366: VAL:HG21 2.43 0.43
1:7:33:LYS:NZ 1:7:62:THR:O 2.51 0.43
1:7:155:GLN:H 1:7:278:ALA:HB3 1.83 0.43
1:7:188:ASP:HB3 1:7:194:HIS:CE1 2.53 0.43
1:9:182:GLY:O 1:9:198:VAL:N 2.38 0.43
1:9:296:ASN:OD1 1:9:296: ASN:N 2.51 0.43
2:A:30:ASN:CG 2:K:531:TYR:OH 2.61 0.43
2:B:98:LEU:HD21 2:B:150: TYR:OH 2.18 0.43
2:B:301:LEU:HD22 | 2:B:477:ALA:HB3 1.99 0.43
2:B:331:GLY:HA3 2:B:420:ALA:HB1 2.00 0.43
2:B:551:ASN:O 2:B:552:ILE:C 2.61 0.43
2:C:439:GLU:O 2:C:448: THR:HG21 2.18 0.43
2:D:166:VAL:CG2 | 2:D:258:VAL:HG12 2.48 0.43
2:H:40:1ILE:HD12 2:H:40:1ILE:N 2.34 0.43
2:H:99:LEU:HA 2:H:104:SER:CB 2.48 0.43
2:H:468:VAL:N 2:H:472:LYS:O 2.48 0.43
2:1:139:GLY:O 2:1:143:GLN:HG2 2.18 0.43
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2:1:430:ASN:OD1 2:1:433:GLU:HG3 2.18 0.43
3:0:205:ASP:CA 3:0:208:ILE:HG12 2.41 0.43
3:0:270:GLY:O 3:0:273:LEU:HB2 2.18 0.43
3:Q:86:ALA:O 3:Q:89: THR:HG22 2.19 0.43
3:Q:148:GLN:CD 3:Q:148:GLN:H 2.27 0.43
3:Q:240:LEU:HA 3:Q:243:VAL:HG12 2.00 0.43
3:S:44:1LE:HD12 3:5:44:1LE:N 2.33 0.43
3:S5:46:ALA:O 3:S5:49:ALA:HB3 2.17 0.43
3:5:101: THR:OG1 4:1:70:ASP:0OD2 2.26 0.43
3:5:233:ASN:ND2 4:1:152:ASP:OD1 2.52 0.43
3:T:300:SER:CB 3:U:30:MET:HE1 2.45 0.43
4:a:450:ALA:O 4:a:454:1LE:HG12 2.19 0.43
4:a:485:GLN:O 4:2:486:VAL:C 2.61 0.43
4:b:86:ASN:O 4:b:90:GLN:HG2 2.18 0.43
4:£:200:ASN:HB3 4:£:217:ILE:HD12 2.00 0.43
4:1:222:LYS:HD3 4:1:278:ASP:OD1 2.18 0.43
4:1:84:GLU:HA 4:1:84:GLU:OE2 2.17 0.43
4:k:196:ILE:O 4:k:282:VAL:N 2.42 0.43
4:m:348: THR:OG1 | 4:m:374:VAL:HG11 2.18 0.43
4:n:458:ASP:0O 4:n:462:GLU:OE1 2.37 0.43
4:0:157:ASP:OD1 4:0:157:ASP:N 2.52 0.43
1:y:116:LEU:O 1:y:136:PRO:HA 2.18 0.43
1:y:160:SER:OG 1:y:270:ASN:O 2.30 0.43
1:z:111:MET:H 1:z:111:MET:CE 2.31 0.43
1:z:153:SER:HA 1:2:262:SER:O 2.19 0.43
1:2:196:MET:HE2 1:2:196:MET:N 2.34 0.43
1:3:119:TYR:CE2 1:3:316:VAL:HG12 2.53 0.43
1:4:140:PRO:HD2 1:4:312:LEU:HD11 2.00 0.43
1:6:77:ILE:HD11 1:6:83:PHE:CE2 2.53 0.43
1:7:30:TYR:CD2 1:7:361:LEU:HB3 2.52 0.43
1:7:153:SER:HA 1:7:262:SER:O 2.19 0.43
1:9:298:GLY:O 1:9:315:ILE:HG12 2.18 0.43
2:A:123:ASN:O 2:A:123:ASN:CG 2.62 0.43
2:A:392:LYS:HD3 2:A:392:LYS:HA 1.69 0.43
2:B:351:LYS:N 2:B:399:LYS:O 2.43 0.43
2:D:343:ASP:0OD1 2:D:344:LYS:N 2.51 0.43
2:D:500:ALA:HA 2:D:503:VAL:HG12 2.01 0.43
2:F:546:PHE:CE2 2:F:550:LEU:HD21 2.53 0.43
2:H:275:LEU:N 2:H:275:LEU:HD12 2.33 0.43
2:J:296:ASN:HD22 | 2:J:417:VAL:HG12 1.84 0.43
2:K:252:ASP:HB3 2:K:255:ARG:HE 1.84 0.43
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3:L:23: TRP:CZ2 3:L:290:TYR:CE1 3.07 0.43
3:M:187:ALA:HB1 | 3:M:238:ASN:HD21 1.80 0.43
3:N:199:ASN:OD1 3:N:201:PHE:N 2.52 0.43
3:0:249:GLU:OE2 3:0:249:GLU:O 2.37 0.43
3:5:115:GLN:O 3:S:119:ASP:0OD1 2.36 0.43
3:V:8:MET:SD 3:V:307:-MET:HE3 2.59 0.43
3:V:297.LEU:HD23 | 3:V:301:TYR:CD2 2.52 0.43
4:c:144:LEU:HD12 4:¢c:158:ILE:HD13 2.01 0.43
4:h:474:GLN:O 4:h:477:THR:HG22 2.19 0.43
4:1:125:ARG:NH1 4:1:129:GLN:OE1 2.46 0.43
4:3:220:ASP:OD1 4:3:280:LYS:HD3 2.19 0.43
4:3:422:LEU:HD23 4:3:422:LEU:O 2.18 0.43
4:k:10:LEU:H 4:k:10:LEU:HD12 1.83 0.43
4:n:420:ASP:0OD1 4:n:421: THR:N 2.52 0.43
4:1:451:ARG:CD 4:n:455:GLU:OE2 2.64 0.43
4:n:494:LEU:CD2 4:0:480:LEU:HD12 2.49 0.43
1:2:369:SER:O 1:2:373:VAL:HG13 2.18 0.43
1:1:78:SER:O 1:1:354:GLY:HA3 2.18 0.43
1:3:379:GLN:HB2 2:A:545:LEU:CD1 2.48 0.43
1:4:382:TYR:CE1 1:5:395:ILE:HG23 2.54 0.43
1:5:114:MET:N 1:5:114:MET:SD 2.92 0.43
1:5:298:GLY:O 1:5:315:ILE:HD13 2.19 0.43
1:5:368:LEU:O 1:5:369:SER.:C 2.61 0.43
1:6:112:GLN:OE1 1:6:112: GLN:N 2.51 0.43
1:8:78:SER:O 1:8:79:GLN:HB2 2.19 0.43
1:8:292: TYR:O 1:8:292: TYR:CD1 2.71 0.43
2:A:348:LEU:HD12 2:A:348:LEU:N 2.34 0.43
2:A:453:ASN:O 2:A:457:GLN:CD 2.61 0.43
2:B:303:LEU:O 2:B:304:ALA:C 2.61 0.43
2:C:338:ASN:HB3 2:C:411:SER:O 2.19 0.43
2:G:473:THR:H 2:G:476:ASP:CG 2.26 0.43
2:1:204:GLN:OE1 2:1:205:LEU:HD22 2.18 0.43
2:J:118:GLN:CD 2:J:118:GLN:C 2.86 0.43
2:K:329:SER:N 2:K:425:ASN:O 2.37 0.43
2:K:392:LYS:HE3 2:K:392:LYS:HB3 1.72 0.43
2:K:461:ASP:OD1 2:K:461:ASP:O 2.36 0.43
3:L:287:ILE:HD13 4:0:494:LEU:HD22 2.01 0.43
3:M:200:LEU:N 3:M:200:LEU:CD1 2.82 0.43
3:M:205:ASP:C 3:M:205:ASP:0OD1 2.62 0.43
3:M:287:ILE:O 3:M:290:TYR:CD1 2.71 0.43
3:P:8:MET:O 3:P:12:ASN:OD1 2.36 0.43

Continued on next page...

EMD-51493, 9GO6




Page 148

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

3:P:22:GLU:OE1 3:P:26:LEU:HD13 2.19 0.43
3:R:58:GLN:HG3 3:R:62: TYR:CE2 2.53 0.43
3:R:164:VAL:HG11 | 3:R:170:MET:HE3 2.01 0.43
3:5:283: TRP:HE1 4:1:490:VAL:CG1 2.31 0.43
3:U:56:GLN:HB2 3:U:271:GLN:NE2 2.33 0.43
3:V:92:GLU:OE2 4:n:63:GLN:HB2 2.18 0.43
4:2:486:VAL:HB 4:a:487:PRO:HD3 2.00 0.43
4:£:117:-THR:HG22 4:£:121:ASN:ND2 2.32 0.43
4:1:310:MET:HA 4:1:310:MET:CE 2.43 0.43
4:1:4:VAL:HG12 4:1:7:THR:CG2 2.49 0.43
4:k:372:GLU:OE1 4:k:372:GLU:N 2.42 0.43
4:1:296:LEU:HD22 4:1:301:VAL:CG1 2.48 0.43
4:m:259:LEU-HG 4:m:261:GLY:H 1.84 0.43
4:n:392:LYS:HE3 4:n:392:LYS:HA 1.99 0.43
4:1:486:VAL:CG2 4:n:487:PRO:N 2.82 0.43
1:y:366:VAL:HG13 1:y:371:GLU:OE1 2.19 0.43
1:2:23:ASN:HB2 1:2:371:GLU:OE2 2.19 0.43
1:z:77:ILE:HG12 1:2:83:PHE:HE1 1.84 0.43
1:4:112:GLN:OE1 1:4:112:GLN:N 2.45 0.43
1:4:199:TYR:O 1:4:211:TYR:N 2.50 0.43
1:4:234:GLU:OE2 1:4:235:ASN:ND2 2.51 0.43
1:4:269:GLN:HE21 1:4:273:ALA:HB3 1.84 0.43
1:5:221: THR:OG1 1:5:224: THR:HG21 2.18 0.43
1:6:60:ASP:OD1 1:6:60:ASP:N 2.52 0.43
1:6:121:ALA:HA 1:6:128:ILE:HA 2.01 0.43
1:6:144:MET:HG3 1:6:310:GLN:OE1 2.19 0.43
1:7:4:SER:HA 1:7:7:-VAL:HG12 1.99 0.43
1:7:102:LEU:HD22 1:7:139:ILE:HG22 2.01 0.43
2:A:511:GLN:O 2:A:515:GLY:N 2.50 0.43
2:C:131:GLN:O 2:C:134:ILE:HG13 2.19 0.43
2:C:182:GLN:HA 2:C:182:GLN:NE2 2.34 0.43
2:C:205:LEU:N 2:C:205:LEU:HD22 2.33 0.43
2:C:493:LYS:0O 2:C:496:SER:OG 2.32 0.43
2:E:156:LYS:CA 2:E:156:LYS:CE 2.89 0.43
2:E:215:VAL:O 2:E:215:VAL:CG2 2.67 0.43
2:E:517:ASN:OD1 3:S:7:MET:HE1 2.18 0.43
2:F:334:VAL:HG21 2:F:419:ASN:ND2 2.34 0.43
2:F:367:PHE:CZ 2:F:369:GLY:HA2 2.53 0.43
2:G:38:THR:CG2 2:G:39:THR:N 2.81 0.43
2:H:439:GLU:HB3 | 2:H:446:VAL:HG21 1.99 0.43
2:H:517:ASN:CB 3:V:3:ILE:HG13 2.49 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
2:1:546:PHE:CD2 1:w:380:ARG:HD2 2.52 0.43
2:J:508:LYS:CE 3:M:7:MET:HE3 2.48 0.43
2:K:228: THR:HG23 2:K:233:TYR:O 2.18 0.43
3:N:200:LEU:O 3:N:203:MET:HG2 2.19 0.43
3:0:134:TYR:O 3:0:141: THR:HA 2.19 0.43
3:Q:105:ASP:OD1 3:Q:105:ASP:C 2.60 0.43
3:5:199:ASN:O 3:5:203:MET:HG2 2.19 0.43
3:S5:284:ASN:HA 3:S:287:ILE:CG2 2.49 0.43
4:a:171:ASP:N 4:a:171:ASP:OD1 2.50 0.43
4:b:125:ARG:O 4:b:129:GLN:HG2 2.18 0.43
4:1:452:SER:OG 4:1:453:ARG:NH1 2.51 0.43
4:¢:284:VAL:HG22 4:¢:288:ASP:0D2 2.19 0.43
4:¢:480:LEU:CD2 4:¢:484:ASN:OD1 2.66 0.43
4:h:230:TYR:HB2 4:h:248:VAL:HG23 2.01 0.43
4:k:74:1LE:HD11 4:k:137:VAL:HG12 2.01 0.43
4:1:426:LEU:O 4:1:429:VAL:HG12 2.19 0.43
4:0:204:LYS:NZ 4:0:214:ASP:OD1 2.35 0.43
1:w:99:GLN:OE1 1:w:99:GLN:O 2.35 0.43
1:w:382:TYR:CD1 1:w:382:TYR:C 2.96 0.43
1:x:101:LYS:HE2 1:x:101:LYS:HB3 1.85 0.43
1:y:349:GLY:N 1:y:354:GLY:O 2.52 0.43
1:y:396:LEU:HD21 1:2:380:ARG:HE 1.83 0.43
1:1:60:ASP:OD1 1:1:61:PHE:N 2.52 0.43
1:2:60:ASP:OD1 1:2:62: THR:HG23 2.19 0.43
1:2:179:ASN:N 1:2:200:PHE:O 2.28 0.43
1:4:329:GLN:C 1:5:43:PHE:CZ 2.96 0.43
1:8:46:SER:O 1:8:48:VAL:N 2.52 0.43
2:A:16:GLN:HA 2:A:19:LEU:HD12 2.01 0.43
2:A:372:TRP:N 2:A:372:TRP:CD1 2.85 0.43
2:A:535:ASN:O 2:A:538:VAL:HG12 2.19 0.43
2:F:525:LEU:O 2:F:529:GLN:HG3 2.19 0.43
2:G:310:ASN:HB3 2:G:326:ASP:0OD1 2.19 0.43
2:G:359:GLN:HB2 | 2:G:361:THR:HG22 2.01 0.43
2:H:312:GLN:OE1 2:H:315:LYS:NZ 2.48 0.43
2:H:360:ALA:O 2:H:361: THR:HG23 2.19 0.43
2:1:97:ASN:O 2:1:100:ALA:HB3 2.19 0.43
2:1:309:PHE:CB 2:1:328:PHE:CD2 3.02 0.43
2:1:336: TYR:HB2 2:1:413:LEU:HD23 2.01 0.43
2:K:140:LEU:HD23 2:K:140:LEU:O 2.19 0.43
2:K:240: THR:HG22 2:K:241:ALA:N 2.34 0.43
2:K:357:LYS:HG2 2:K:396:ASP:0O 2.19 0.43
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2:K:547:ASP:0OD1 2:K:547:ASP:N 2.50 0.43
3:M:162:GLN:OE1 3:M:162:GLN:N 2.52 0.43
3:0:73:VAL:HA 3:0:76:GLU:OE1 2.18 0.43
3:0:287:ILE:O 3:0:291:VAL:HG13 2.19 0.43
3:Q:302:LYS:HE2 3:R:313:PHE:HZ 1.84 0.43
3:T:307:-MET:O 3:T:308:GLN:C 2.62 0.43
4:c:144:LEU:HD13 4:c:145: THR:N 2.34 0.43
4:e:223:PHE:N 4:e:277:GLU:O 2.38 0.43
4:h:337:GLN:NE2 4:h:341:GLY:HA2 2.34 0.43
4:k:159:ASP:OD1 4:k:160:LEU:N 2.52 0.43
4:n:6:ASN:O 4:n:7: THR:HG22 2.19 0.43
1:w:224: THR:O 1:w:225: THR:C 2.62 0.43
1:w:333:VAL:HG22 1:w:334: TRP:N 2.34 0.43
1:y:170:PHE:CG 1:y:171:SER:N 2.87 0.43
1:y:395:1LE:O 1:y:398: THR:HB 2.19 0.43
1:z:17:LEU:HD13 1:2:379:GLN:HE21 1.84 0.43
1:2:19:VAL:HA 1:3:48:VAL:HG12 2.01 0.43
1:2:65: THR:HG23 2:C:53:TRP:HB3 2.01 0.43
1:3:62:THR:HG21 2:B:53: TRP:HA 1.99 0.43
1:7:84:ARG:HG2 1:7:117:THR:HG21 2.01 0.43
1:8:20:ILE:HD11 1:8:374:ASN:CB 2.48 0.43
1:8:242:GLY:O 1:8:243: THR:HG23 2.18 0.43
1:9:93:PHE:HB3 1:9:333:VAL:CG1 2.49 0.43
1:9:107:ASN:OD1 1:9:138: THR:HG22 2.18 0.43
2:A:167:ALA:O 2:A:171:ASN:OD1 2.36 0.43
2:A:227:-LEU:HD12 2:A:227:-LEU:N 2.34 0.43
2:A:303:LEU:HD22 | 2:A:330:ILE:HG12 2.00 0.43
2:C:111:GLN:O 2:C:115:THR:HG23 2.19 0.43
2:C:306:ALA:HB1 2:C:328:PHE:HB3 1.97 0.43
2:E:338:ASN:ND2 2:E:340:ASN:OD1 2.51 0.43
2:E:550:LEU:O 2:E:551:ASN:C 2.61 0.43
2:F:29:TYR:CD1 2:F:29:TYR:C 2.96 0.43
2:F:394:GLU:HA 2:F:394:GLU:OE2 2.19 0.43
2:1:38: THR:OG1 2:1:66:GLU:OE2 2.29 0.43
2:1:102:LYS:H 2:1:102:LYS:CD 2.32 0.43
2:J:533:LEU:HG 3:N:316:ASN:CG 2.44 0.43
2:K:159:ASN:HA 2:K:162:ILE:HD12 2.01 0.43
3:N:6:GLN:H 3:N:6:GLN:CD 2.27 0.43
3:N:281:VAL:HG21 3:N:283: TRP:NE1 2.33 0.43
3:Q:254:LEU:HD23 3:Q:254:LEU:C 2.44 0.43
3:R:310:MET:HE3 3:R:311:SER:N 2.34 0.43
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4:¢:10:LEU:O 4:¢:11:SER:C 2.61 0.43
4:h:168:LEU:HD12 4:h:415:ALA:CB 2.49 0.43
4:h:339:LYS:CD 4:h:339:LYS:N 2.82 0.43
4:1:38:ILE:HD12 4:1:43:ASP:CB 2.49 0.43
4:k:172:THR:O 4:k:173:LEU:C 2.62 0.43
4:k:204:LYS:HA 4:k:207:ALA:HB3 1.99 0.43
4:1:17:ASN:OD1 4:1:17:ASN:C 2.62 0.43
1:w:20:ILE:HD12 1:w:375:MET:HA 2.01 0.43
1:w:236:GLY:HA2 1:w:268:GLN:HB3 2.00 0.43
1:w:374:ASN:O 1:w:377:VAL:CG1 2.67 0.43
1:2:128:ILE:HD11 1:2z:313:GLY:H 1.83 0.43
1:2:122:THR:C 1:2:126:PRO:HA 2.44 0.42
1:2:252:ASN:OD1 1:2:252: ASN:N 2.51 0.42
1:4:18:ASP:HA 1:5:45:GLY:H 1.83 0.42
1:4:23:ASN:CG 1:4:34:SER:HA 2.44 0.42
1:5:30:TYR:CD2 1:5:361:LEU:HD13 2.54 0.42
1:5:188:ASP:0OD2 1:5:192:ASN:HB3 2.18 0.42
1:6:159:ASN:OD1 1:6:271: THR:HA 2.18 0.42
1:7:119:TYR:CG 1:7:130:GLN:HA 2.54 0.42
1:8:184:VAL:O 1:8:184:VAL:HG13 2.19 0.42
1:9:368:LEU:HD21 1:x:384:SER:CB 2.49 0.42
1:9:381:ASN:O 1:9:384:SER:OG 2.27 0.42
2:B:301:LEU:HD22 | 2:B:477:ALA:HB1 2.01 0.42
2:B:303:LEU:HD22 | 2:B:358: VAL:HG21 2.00 0.42
2:C:482:VAL:HA 2:C:485:VAL:HG12 2.01 0.42
2:D:9:MET:HE3 2:D:9:MET:CA 2.28 0.42
2:E:314: THR:HG1 2:E:315:LYS:NZ 2.17 0.42
2:F:29:TYR:CE2 3:5:296:ALA:HB2 2.54 0.42
2:H:116:SER:O 2:H:119: THR:HG22 2.19 0.42
2:1:421:1LE:H 2:1:421:.1LE:HD12 1.84 0.42
2:J:100:ALA:HB1 3:M:38:ASN:HA 2.00 0.42
2:J:275:LEU:HD12 2:J:275:.LEU:N 2.34 0.42
2:J:354:ASP:0D2 2:J:357:LYS:HB3 2.19 0.42
3:0:26:LEU:CD2 3:0:290: TYR:HB2 2.49 0.42
3:Q:92:GLU:OE2 4:1:63:GLN:HB2 2.19 0.42
3:R:274:GLN:O 3:R:274:GLN:OE1 2.37 0.42
3:5:190:GLU:OE1 3:5:234:ARG:NE 2.48 0.42
3:T:293:GLN:OE1 3:T:293:GLN:O 2.37 0.42
3:V:47:SER:O 3:V:50:VAL:HG22 2.19 0.42
3:V:122:MET:HE2 3:V:122:MET:HA 2.01 0.42
4:2:480:LEU:O 4:2:484:ASN:0OD1 2.37 0.42
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4:¢:32:LEU:CD1 4:¢:459:TYR:HB2 2.50 0.42
4:¢:48:GLN:CD 4:¢:48:GLN:C 2.87 0.42
4:¢:406:GLU:N 4:¢:406:GLU:OE2 2.52 0.42
4:¢:459:TYR:CD2 4:d:5:ILE:HD11 2.54 0.42
4:£:83:ASN:OD1 4:£:83:ASN:N 2.52 0.42
1:w:22:ASN:OD1 1:w:22:ASN:C 2.62 0.42
1:w:236:GLY:CA 1:w:268:GLN:H 2.31 0.42
1:w:244:VAL:HG22 1:w:245:ASN:N 2.35 0.42
1:x:41:ASP:OD1 1:x:42:MET:N 2.52 0.42
1:x:156:1ILE:HG23 1:x:276:1ILE:HG12 2.01 0.42
1:x:196:MET:SD 1:x:213:HIS:O 2.77 0.42
1:z:100:PHE:CE1 1:2:116:LEU:HD23 2.54 0.42
1:2:292:TYR:O 1:2:292:TYR:CD1 2.71 0.42
1:3:367:ASP:HA 2:B:1:MET:SD 2.59 0.42
1:4:86:VAL:HG22 1:4:117:THR:CG2 2.48 0.42
1:4:94:TYR:O 1:4:334:TRP:HB2 2.19 0.42
1:7:187:TYR:N 1:7:187:TYR:CD1 2.87 0.42
1:7:196:MET:SD 1:7:197:ASN:N 2.92 0.42
1:8:255:THR:CG2 1:9:234:GLU:HB2 2.43 0.42
1:9:130:GLN:H 1:9:130:GLN:CD 2.26 0.42
2:A:149:GLN:O 2:A:153:ASP:0D2 2.36 0.42
2:A:473:THR:O 2:A:476:ASP:OD1 2.37 0.42
2:A:532:TYR:CE2 | 2:K:545:LEU:HD23 2.54 0.42
2:A:551:ASN:CG 2:A:552:ILE:N 2.77 0.42
2:B:150: TYR:CD1 2:B:150: TYR:C 2.97 0.42
2:C:473: THR:C 2:C:476:ASP:OD1 2.62 0.42
2:D:138:GLU:CD 2:D:138:GLU:N 2.76 0.42
2:D:346:VAL:O 2:D:412:PHE:CE2 2.72 0.42
2:D:443:ASP:0OD1 2:D:443:ASP:N 2.52 0.42
2:F:9:-MET:HE2 2:F:13:ASN:OD1 2.17 0.42
2:F:317:TYR:CE1 2:F:439:GLU:HA 2.55 0.42
2:F:367:PHE:CE2 2:F:407:GLN:HA 2.53 0.42
2:H:68:ASP:C 2:H:70:PHE:H 2.27 0.42
2:1:358:VAL:HA 2:1:396:ASP:O 2.18 0.42
2:J:530:GLN:OE1 3:N:312:LEU:HG 2.19 0.42
3:M:72:LYS:HB3 3:M:76:GLU:OE1 2.19 0.42
3:T:274:GLN:O 3:T:278:LEU:HD22 2.18 0.42
3:V:36:VAL:HG23 3:V:41:ASP:HB2 2.01 0.42
4:£:183:ASP:0OD1 4:£:183:ASP:C 2.62 0.42
4:¢:223:PHE:HD?2 4:¢:277:GLU:CD 2.26 0.42
4:1:224:ASP:0D2 4:1:274:THR:OG1 2.26 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
4:1:336:THR:O 4:1:344:SER:N 2.45 0.42
4:3:459:TYR:O 4:3:463:VAL:HG23 2.18 0.42
4:m:8:ASN:OD1 4:m:10:LEU:N 2.52 0.42
4:n:351:THR:HB 4:n:390:ASN:HA 2.01 0.42
4:0:10:LEU:O 4:0:10:LEU:HD23 2.19 0.42
4:0:480:LEU:C 4:0:480:LEU:CD1 2.91 0.42
1:w:167:LYS:HZ2 1:w:167:LYS:HB3 1.84 0.42
1:2:194:HIS:O 1:2:196:-MET:HE1 2.19 0.42
1:3:16:ASN:OD1 1:3:16:ASN:C 2.62 0.42
1:3:178:TYR:CE2 1:3:181:LYS:HB2 2.54 0.42
1:4:15:THR:O 1:4:16:ASN:C 2.61 0.42
1:4:312:LEU:HG 1:4:312:LEU:O 2.18 0.42
1:6:368:LEU:HD23 1:6:372:LEU:CD1 2.49 0.42
1:7:69:THR:CB 1:7:71:ARG:HD3 2.49 0.42
2:C:65:ARG:HG2 2:C:196:ASN:OD1 2.19 0.42
2:C:110:LEU:HD23 | 2:C:114:PHE:HD?2 1.84 0.42
2:E:59:TYR:CE2 2:E:61:SER:HB2 2.54 0.42
2:F:150: TYR:CE1 2:F:154:GLN:NE2 2.87 0.42
2:H:35:THR:CG2 2:H:65:ARG:HD3 2.49 0.42
2:H:287:ARG:HG2 2:H:291:.LEU:CD2 2.50 0.42
2:1:469:GLY:O 2:1:472:LYS:CA 2.66 0.42
2:J:127:PRO:HA 2:J:130:ARG:HD2 2.01 0.42
2:J:366:VAL:HG12 2:J:411:SER:HB2 1.99 0.42
2:J:520:GLU:HA 3:N:13:MET:CE 2.50 0.42
3:L:120:GLN:NE2 3:L:120:GLN:CA 2.82 0.42
3:L:299:ALA:O 3:L:303: THR:OG1 2.30 0.42
3:N:86:ALA:O 3:N:89: THR:HG22 2.19 0.42
3:P:4:SER:O 3:P:8:MET:SD 2.76 0.42
3:P:92:GLU:OE1 4:e:63:GLN:HB2 2.19 0.42
3:R:287:ILE:HD13 4:h:494:LEU:HD22 2.00 0.42
3:R:310:MET:HE3 3:R:311:SER:CA 2.49 0.42
3:S5:38:ASN:OD1 3:S5:38:ASN:C 2.62 0.42
3:U:34:LYS:HE2 3:U:279:VAL:CG2 2.48 0.42
3:U:256:GLU:O 3:U:260:LEU:CD2 2.68 0.42
3:V:16:ILE:CD1 3:V:20:GLN:NE2 2.82 0.42
3:V:26:LEU:O 3:V:30:MET:HB2 2.19 0.42
4:a:309:LYS:NZ 4:a:322:GLY:O 2.53 0.42
4:¢:13:LEU:C 4:¢:13:LEU:HD23 2.44 0.42
4:¢:331:ASP:CG 4:¢:363:LYS:HZ1 2.27 0.42
4:¢:493:LEU:HD12 4:¢:493:LEU:O 2.19 0.42
4:3:204:LYS:HA 4:3:207:ALA:HB3 2.01 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

4:3:420:ASP:OD1 4:3:420:ASP:N 2.53 0.42
4:k:296:LEU:HD11 | 4:k:301:VAL:HG12 2.01 0.42
4:k:482:GLN:HA 4:k:485:GLN:HG2 2.01 0.42
4:0:180:LYS:NZ 4:0:182:SER:OG 2.52 0.42
1:w:102:LEU:H 1:w:102:LEU:CD2 2.32 0.42
1:x:61:PHE:CE2 1:x:323:ASN:HB2 2.54 0.42
1:x:201:VAL:N 1:x:209:ALA:O 2.41 0.42
1:x:311:VAL:O 1:x:311:VAL:HG13 2.19 0.42
1:z:144:-MET:SD 1:2:304:TYR:CG 3.12 0.42
1:2z:154:MET:SD 1:2:155:GLN:N 2.92 0.42
1:2:196:MET:SD 1:2:196:MET:N 2.92 0.42
1:5:4:SER:OG 1:5:46:SER:CB 2.68 0.42
1:6:106:ARG:HD2 1:6:140:PRO:HA 2.02 0.42
1:7:170:PHE:HD1 1:7:177:SER:OG 2.02 0.42
1:7:333:VAL:N 2:1:45:ASN:HB3 2.34 0.42
2:A:12:LEU:-HG 2:A:535:ASN:HB3 2.01 0.42
2:A:116:SER:HB2 2:A:132:ALA:HBI1 2.02 0.42
2:A:181:ASP:0OD2 2:A:182:GLN:NE2 2.52 0.42
2:A:299:GLY:HA2 2:A:421:1LE:HD11 2.01 0.42
2:A:344:LYS:HG3 2:A:344:1.YS:O 2.19 0.42
2:C:26:1LE:HD13 2:C:521:GLU:HB2 2.01 0.42
2:C:52:GLY:O 2:C:53:TRP:C 2.61 0.42
2:C:408:LYS:CE 2:C:409:ASN:OD1 2.67 0.42
2:D:358:VAL:HG13 2:D:358:VAL:O 2.19 0.42
2:D:399:LYS:HD2 2:D:400:VAL:N 2.34 0.42
2:E:329:SER:OG 2:E:425:ASN:N 2.51 0.42
2:E:447:ASP:HB3 3:5:157:GLU:OFE1 2.20 0.42
2:G:28:ASN:ND2 2:G:34:-TYR:CE1 2.88 0.42
2:G:469:GLY:HA3 2:G:472:LYS:HB2 2.02 0.42
2:H:305:PHE:O 2:H:306:ALA:C 2.62 0.42
2:H:446:VAL:HG22 2:H:447:ASP:N 2.34 0.42
2:J:88:ARG:HH22 2:J:488:LYS:HZ1 1.66 0.42
2:J:306:ALA:HB1 2:J:328:PHE:CB 2.50 0.42
2:J:440:SER:OG 2:J:443:ASP:N 2.52 0.42
2:K:310:ASN:O 2:K:311:ALA:C 2.60 0.42
3:L:261:ASP:OD1 3:L:261:ASP:C 2.61 0.42
3:M:52:LEU:CD1 3:M:274:GLN:CD 2.92 0.42
3:M:163:GLN:HG3 3:M:168:ARG:O 2.18 0.42
3:N:30:MET:HE3 3:N:30:MET:C 2.44 0.42
3:P:168:ARG:NH1 3:P:256:GLU:OE2 2.52 0.42
3:Q:77:GLU:HG2 4:1:41:ALA:HB2 2.02 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:Q:172:ILE:O 3:Q:172:ILE:HD12 2.19 0.42
3:Q:182:SER:O 3:QQ:242:ASN:ND2 2.52 0.42
3:Q:300:SER:HA | 3:Q:303: THR:HG22 2.01 0.42
3:T:22:GLU:C 3:T:22:GLU:OE1 2.63 0.42
3:T:311:SER:O 3:T:314:GLN:HB3 2.19 0.42
4:a:71:GLY:O 4:a:74:ILE:HG22 2.19 0.42
4:¢:99:SER:CB 4:¢:175:VAL:HG21 2.46 0.42
4:n:309:LYS:HD3 4:n:310:MET:N 2.35 0.42
4:0:3:GLN:O 4:0:4:VAL:CG2 2.65 0.42
4:0:225:ASP:0OD1 4:0:226: THR:N 2.52 0.42
1:w:164:VAL:HB 1:w:202:LYS:HZ2 1.82 0.42
1:x:42:MET:HE3 1:x:43:PHE:O 2.20 0.42
1:x:109:VAL:HA 1:x:114:MET:O 2.19 0.42
1:y:59:GLN:O 1:y:61:PHE:CE1 2.73 0.42
1:2:155:GLN:O 1:2:277:VAL:O 2.38 0.42
1:2:170:PHE:CG 1:2:171:SER:N 2.86 0.42
1:2:191:GLY:O 1:2:285:LYS:HD2 2.20 0.42
1:4:20:1ILE:HG23 1:4:371:GLU:OE2 2.20 0.42
1:4:155:GLN:H 1:4:278:ALA:HB3 1.84 0.42
1:4:170:PHE:CD1 1:4:170:PHE:C 2.94 0.42
1:5:1:MET:O 1:5:2:SER:C 2.62 0.42
1:7:20:ILE:HG21 1:7:375:MET:CE 2.49 0.42
1:7:30:TYR:CD1 1:7:363:ALA:HA 2.54 0.42
1:7:285:LYS:NZ 1:7:288:ASP:0OD2 2.47 0.42
1:7:356:LEU:HD22 1:7:356:LEU:N 2.34 0.42
2:A:30:ASN:OD1 2:K:531:TYR:OH 2.26 0.42
2:A:441:LYS:HD2 2:A:448:THR:OG1 2.18 0.42
2:B:48:LEU:HD11 2:C:189:VAL:O 2.20 0.42
2:B:59:TYR:CD1 2:B:59:TYR:C 2.97 0.42
2:B:145:LYS:HZ3 2:B:145:LYS:HB2 1.85 0.42
2:B:183:ILE:CG1 2:B:198:LEU:HD22 2.48 0.42
2:C:400:VAL:HG12 2:C:401:THR:O 2.18 0.42
2:C:408:LYS:C 2:C:409:ASN:OD1 2.63 0.42
2:E:216:GLU:CD 2:E:218:SER:H 2.27 0.42
2:E:441:LYS:HE3 2:E:450:ASP:HA 2.00 0.42
2:H:65:ARG:HE 2:H:196:ASN:HA 1.83 0.42
2:H:307:ASP:O 2:H:308:ALA:C 2.62 0.42
2:H:388:ASP:0OD1 2:H:392:LYS:N 2.52 0.42
2:1:157:GLN:OE1 2:1:157:GLN:HA 2.19 0.42
2:1:227:LEU:O 2:1:234: THR:HG23 2.19 0.42
2:1:301:LEU:HD13 2:1:468:VAL:HG11 2.02 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
2:J:174:LYS:HE2 2:J:174:LYS:HB2 1.85 0.42
2:J:301:LEU:HD11 2:J:477:ALA:CB 2.48 0.42
2:J:439:GLU:HG2 2:J:448: THR:HG21 2.01 0.42
2:J:452:ASP:HA 3:M:139:TYR:CZ 2.54 0.42
2:J:476:ASP:OD1 2:J:476:ASP:C 2.62 0.42
2:J:517:ASN:OD1 2:J:521:GLU:OE2 2.38 0.42
2:K:329:SER:O 2:K:424:MET:HA 2.19 0.42
3:N:219:ASN:C 3:N:221:GLU:H 2.27 0.42
3:P:286:VAL:HG21 4:e:3:GLN:HE22 1.85 0.42
3:Q:283:TRP:C 3:Q:286:VAL:CG1 2.92 0.42
3:5:283:TRP:CE3 4:1:494:LEU:HG 2.54 0.42
3:U:256:GLU:HG3 3:U:260:LEU:CD2 2.50 0.42
3:U:315:LEU:HD13 3:U:315:LEU:C 2.44 0.42
3:V:4:SER:O 3:V:7:-MET:HG2 2.20 0.42
4:2:216:LYS:HE3 4:a:216:LYS:HA 2.01 0.42
4:b:4:VAL:O 4:b:8:ASN:CG 2.62 0.42
4:e:247:GLU:O 4:e:260:ALA:N 2.51 0.42
4:1:94:GLU:OE2 4:¢:63:GLN:HG2 2.19 0.42
4:¢:479:VAL:HG13 4:h:29:1LE:CG1 2.49 0.42
4:1:16:ASN:H 4:1:16:ASN:HD22 1.67 0.42
4:1:155:THR:C 4:1:156:1ILE:HD12 2.44 0.42
4:3:13:LEU:C 4:3:13:LEU:HD23 2.44 0.42
4:k:231:TYR:CD1 4:k:275:ALA:HB2 2.55 0.42
4:m:127:SER:OG 4:m:163:ILE:O 2.29 0.42
4:n:483:ALA:O 4:n:487:PRO:HD3 2.20 0.42
4:0:490:VAL:O 4:0:493:LEU:HB3 2.19 0.42
1:w:102:LEU:N 1:w:102: LEU:HD23 2.34 0.42
1:w:158:LEU:HA 1:w:274:ASN:OD1 2.19 0.42
1:x:399:LEU:O 1:x:403:ARG:N 2.49 0.42
1:z:77:ILE:HG22 1:z:78:SER:N 2.35 0.42
1:2:187:TYR:CD1 1:2:187:TYR:N 2.88 0.42
1:3:271: THR:OG1 2:C:422:VAL:HG11 2.20 0.42
1:5:47:LYS:HD2 1:5:49:GLY:H 1.85 0.42
1:5:113:GLY:C 1:5:114:MET:HE3 2.44 0.42
1:5:168: THR:N 1:5:169:PRO:CD 2.83 0.42
1:6:154:MET:O 1:6:263:PHE:HA 2.19 0.42
1:7:399:LEU:HD13 1:7:400:VAL:N 2.35 0.42
1:9:376:ILE:O 1:9:380:ARG:HG2 2.20 0.42
2:A:121:VAL:HG13 | 2:A:453:ASN:HD21 1.85 0.42
2:A:403:GLY:O 2:A:404:THR:HG22 2.19 0.42
2:A:510:GLN:OE1 2:A:514:SER:OG 2.34 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
2:C:45:ASN:CG 2:C:46:SER:N 2.76 0.42
2:C:136:LYS:HD3 2:C:136:LYS:N 2.34 0.42
2:C:368:ASP:0OD1 2:C:368:ASP:N 2.52 0.42
2:C:488:LYS:HE2 2:C:492:LEU:CD1 2.50 0.42
2:D:318:ASP:0OD1 2:D:319:ALA:N 2.48 0.42
2:E:168:GLN:HA 2:E:171:ASN:ND2 2.33 0.42
2:F:329:SER:OG 2:F:425:ASN:N 2.52 0.42
2:F:527:ARG:C 2:F:527:ARG:CD 2.92 0.42
2:I:1:MET:HE2 2:I:1:MET:HA 2.01 0.42
2:1:2:SER:C 2:1:4:LEU:N 2.75 0.42
2:1:548:ALA:O 2:1:551:ASN:CG 2.62 0.42
2:J:124:ALA:HB3 2:J:451:SER:HA 2.01 0.42
2:K:172:TYR:HB2 | 2:K:209:LEU:HD13 2.02 0.42
3:N:312:LEU:HD13 3:N:313:PHE:CA 2.48 0.42
3:0:10:GLU:OE2 3:0:11:GLN:N 2.53 0.42
3:0:26:LEU:HD13 3:0:290: TYR:CA 2.49 0.42
3:0:269:LEU:HD12 4:¢:16:ASN:HD21 1.85 0.42
3:Q:53:SER:O 3:Q:56:GLN:HG2 2.19 0.42
4:a:406:GLU:OE2 4:a:406:GLU:CA 2.68 0.42
4:b:354:ASP:0D1 4:b:355:GLY:N 2.53 0.42
4:¢:184:THR:O 4:¢:309:LYS:N 2.34 0.42
4:¢:494:LEU:C 4:¢:495:ARG:HE 2.27 0.42
4:d:289:LEU:CD1 4:d:343:1LE:HB 2.50 0.42
4:d:350: TYR:O 4:d:350: TYR:CG 2.72 0.42
4:¢:44:ASP:OD1 4:g:47:GLY:N 2.47 0.42
4:¢:106:GLN:HB3 4:¢:179:TYR:CZ 2.54 0.42
4:h:345:ILE:O 4:h:347:THR:HG23 2.20 0.42
4:1:467:SER:O 4:1:471:1LE:HG22 2.18 0.42
4:3:330:ASP:C 4:3:330:ASP:OD1 2.62 0.42
4:n:171:ASP:OD1 4:n:172:THR:N 2.53 0.42
4:n:204:LYS:HA 4:n:207:ALA:HB3 2.00 0.42
4:n:310:MET:CE 4:m:325:ALA:N 2.83 0.42
1:w:307:GLU:O 1:w:307:GLU:CD 2.63 0.42
1:x:247: THR:HG22 1:x:248:THR:O 2.20 0.42
1:y:165:PRO:HG3 1:y:201:VAL:HG23 2.02 0.42
1:y:281:GLN:OE1 1:y:283:GLY:N 2.51 0.42
1:1:5:GLN:HA 1:1:51:GLY:CA 2.50 0.42
1:2:293:GLN:OE1 1:2:293:GLN:N 2.52 0.42
1:7:309:GLU:CD 1:7:309:GLU:N 2.78 0.42
2:C:126:ASP:OD1 2:C:129:ALA:HB3 2.18 0.42
2:C:386:THR:0G1 2:C:394:GLU:OE2 2.21 0.42
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2:D:235:LEU:HD22 2:D:235:LEU:N 2.35 0.42
2:D:406:ALA:HB1 2:D:410:ASP:HB2 2.01 0.42
2:D:520:GLU:CD 2:D:521:GLU:OE2 2.63 0.42
2:E:199:LEU:HD12 2:E:199:LEU:N 2.35 0.42
2:E:520:GLU:HB2 2:E:521:GLU:OE1 2.20 0.42
2:G:64:GLN:OE1 2:G:66:GLU:N 2.52 0.42
2:G:92:MET:HG2 2:G:492:LEU:HD12 2.01 0.42
2:H:527:ARG:HD2 2:1:30:ASN:OD1 2.19 0.42
2:J:309:PHE:CD1 2:J:309:PHE:C 2.97 0.42
2:K:361:THR:HG21 | 2:K:376:ARG:HB3 2.01 0.42
3:M:306:ASP:0OD1 3:M:306:ASP:N 2.50 0.42
3:N:243:VAL:O 3:N:247:ARG:HG3 2.20 0.42
3:Q:34:LYS:C 3:Q:281:VAL:HG13 2.45 0.42
3:Q:305:-THR:OG1 3:QQ:306:ASP:N 2.52 0.42
3:T:244:LEU:HD22 4:k:48:GLN:NE2 2.35 0.42
3:U:28:GLU:OE1 3:U:28:GLU:CA 2.67 0.42
3:U:219:ASN:O 3:U:220:VAL:HB 2.19 0.42
4:b:493:LEU:HD22 | 4:c:477:-THR:HG22 2.01 0.42
4:¢c:127:SER:HB2 4:¢:163:ILE:O 2.19 0.42
4:¢:177:GLN:CD 4:¢:315:ASN:HD21 2.28 0.42
4:¢:339:LYS:HD3 4:¢:339:LYS:N 2.34 0.42
4:1:3:GLN:CG 4:4:5:ILE:CG2 2.76 0.42
4:h:439:ASN:OD1 4:h:439:ASN:C 2.63 0.42
4:1:207:ALA:HB1 4:1:215:GLN:HB2 2.01 0.42
4:3:180:LYS:NZ 4:3:182:SER:OG 2.47 0.42
4:1:353:ASP:N 4:1:353:ASP:OD1 2.52 0.42
4:1:446:ASN:OD1 4:1:446:ASN:C 2.62 0.42
4:m:251:ASP:0OD2 | 4:m:253: THR:HG22 2.19 0.42
1:w:48:VAL:O 1:w:48:VAL:CG2 2.66 0.42
1:w:163:PRO:C 1:w:164:VAL:HG13 2.44 0.42
1:w:178:TYR:CG 1:w:199:TYR:HD2 2.38 0.42
1:w:230:LEU:HB2 1:w:232:PHE:CZ 2.55 0.42
1:x:42:MET:HE3 1:x:42:MET:HA 2.02 0.42
1:x:65: THR:0G1 1:x:363:ALA:HB3 2.19 0.42
1:x:206:ASN:HB3 1:x:268: GLN:NE2 2.35 0.42
1:x:367:ASP:O 1:x:371:GLU:OE1 2.38 0.42
1:y:285:LYS:HB2 1:y:286:PRO:CD 2.50 0.42
1:2:238:LEU:HD22 1:2:266:SER:HB2 2.00 0.42
1:2:247:THR:HG23 1:2:258: THR:OG1 2.20 0.42
1:2:267:-MET:-HE3 1:2:267:-MET:HB3 1.94 0.42
1:1:120:PRO:O 1:1:128:ILE:HD12 2.20 0.42
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1:1:121:ALA:HB3 1:1:312:LEU:HA 2.01 0.42
1:1:206:ASN:O 1:1:231:LYS:HA 2.20 0.42
1:3:190:GLN:HB2 1:3:254:ALA:HB2 2.02 0.42
1:3:370:LYS:O 1:3:373:VAL:HG22 2.20 0.42
1:4:118:GLY:O 1:4:135:ALA:N 2.50 0.42
1:4:158:LEU:HD12 1:4:268:GLN:HB2 2.01 0.42
1:5:223:PRO:C 1:5:224:- THR:HG23 2.44 0.42
1:7:16:ASN:O 1:7:20:1ILE:HG22 2.19 0.42
1:7:379:GLN:HG2 1:7:380:ARG:HH11 1.85 0.42
1:7:397:ASN:O 1:7:400:VAL:HG12 2.20 0.42
1:8:18:ASP:C 1:w:48:VAL:HG21 2.45 0.42
2:A:155:ASP:HB3 2:A:295:ARG:NH2 2.34 0.42
2:A:216:GLU:OE2 | 2:A:217:VAL:HG22 2.20 0.42
2:A:275:LEU:C 2:A:277:-THR:N 2.77 0.42
2:A:390:ASP:0O 2:A:390:ASP:CG 2.62 0.42
2:B:130:ARG:CB 2:B:434:1ILE:HD12 2.49 0.42
2:B:141:VAL:HG12 2:B:145:LYS:NZ 2.35 0.42
2:C:333:PRO:HB3 2:C:416:PRO:HA 2.02 0.42
2:E:29:TYR:CE2 2:E:516:VAL:HB 2.55 0.42
2:G:545:LEU:C 1:w:382:TYR:OH 2.63 0.42
2:H:24:ASN:OD1 2:H:24:ASN:C 2.62 0.42
2:1:304:ALA:HB3 2:1:468:VAL:CG1 2.49 0.42
2:1:377: THR:CG2 2:1:378:ALA:N 2.81 0.42
2:1:422:VAL:HG23 2:1:423:ASP:N 2.34 0.42
2:J:68:ASP:0OD1 2:J:69:ALA:N 2.53 0.42
2:K:43:GLN:H 2:K:43:GLN:CD 2.28 0.42
3:L:107:ARG:NH2 3:L:213:THR:O 2.53 0.42
3:N:121:LEU:CD2 | 3:N:200:LEU:HD21 2.50 0.42
3:0:23: TRP:CZ2 3:0:294:GLN:HA 2.54 0.42
3:0:147:ASP:N 3:0:152:GLY:O 2.50 0.42
3:V:126:ASN:O 3:V:127:SER:C 2.63 0.42
4:a:420:ASP:0OD1 4:a:423:ARG:NH1 2.52 0.42
4:b:183:ASP:0OD1 4:b:332:TYR:OH 2.37 0.42
4:¢:345:1LE:O 4:¢:347:-THR:HG23 2.19 0.42
4:£:370:LYS:O 4:£:370:LYS:HG2 2.20 0.42
4:1:493:LEU:O 4:1:494:.LEU:.C 2.63 0.42
4:¢:406:GLU:O 4:¢:411:LYS:NZ 2.51 0.42
4:h:174:ASN:OD1 4:h:175:VAL:N 2.53 0.42
4:1:32:LEU:HD22 4:1:466:MET:HE2 2.02 0.42
4:m:184:THR:OG1 4:m:309:LYS:NZ 2.47 0.42
4:n:38:1LE:CD1 4:n:455:GLU:HA 2.50 0.42
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4:n:143:THR:HG23 | 4:n:159:ASP:0OD1 2.19 0.42
1:w:169:PRO:HG2 1:w:170:PHE:CE2 2.52 0.42
1:w:196:MET:HE1 1:w:214:ASP:HB2 2.01 0.42
1:w:259:PHE:CD1 1:w:259:PHE:N 2.88 0.42
1:x:358:ASN:OD1 1:x:358:ASN:N 2.53 0.42
1:2:83:PHE:HB2 1:2:95:SER:O 2.20 0.42
1:4:16:ASN:CG 1:4:17:.LEU:N 2.78 0.42
1:5:114:-MET:N 1:5:114:MET:CE 2.83 0.42
1:7:60:ASP:O 1:7:365:ASN:ND2 2.43 0.42
1:9:42:MET:CE 1:9:51:GLY:HA3 2.50 0.42
1:9:112:GLN:NE2 1:9:331:ASP:OD2 2.52 0.42
2:A:348:LEU:HD21 | 2:A:372:TRP:HZ3 1.85 0.42
2:B:95:ILE:HD12 2:B:95:ILE:N 2.35 0.42
2:B:213:VAL:O 2:B:215:VAL:HG23 2.20 0.42
2:C:135:GLY:O 2:C:138:GLU:CG 2.64 0.42
2:C:182:GLN:OE1 2:C:186:MET:HB2 2.20 0.42
2:C:341:ASN:CB 2:C:410:ASP:0OD1 2.68 0.42
2:F:545:LEU:CD2 1:y:379:GLN:OE1 2.65 0.42
2:F:323:LYS:O 2:F:323:LYS:HD3 2.20 0.42
2:F:480:THR:HG22 | 2:F:484:ASP:0D2 2.19 0.42
2:F:499:GLN:CD 2:F:499:GLN:N 2.76 0.42
2:G:3:SER:HB3 2:G:7:HIS:NE2 2.35 0.42
2:H:35:THR:CG2 2:H:65:ARG:CD 2.98 0.42
2:K:71:ILE:CD1 2:K:509:GLN:OE1 2.68 0.42
2:K:106:LEU:HD22 2:K:106:LEU:N 2.35 0.42
3:L:120:GLN:HE21 3:L:120:GLN:C 2.26 0.42
3:M:11:GLN:OE1 3:M:11:GLN:N 2.52 0.42
3:M:200:LEU:HG 3:M:239:SER:HB2 2.00 0.42
3:0:58:GLN:OE1 3:0:62:TYR:HE2 2.02 0.42
3:5:216:GLU:OE1 3:5:216:GLU:HA 2.20 0.42
3:5:284:ASN:CA 3:S5:287:ILE:HG22 2.50 0.42
3:V:11:GLN:O 3:V:12:ASN:C 2.62 0.42
4:a:321:ASP:0OD1 4:a:321:ASP:N 2.52 0.42
4:2:426:LEU:O 4:2:429:VAL:HG12 2.20 0.42
4:b:13:LEU:HD23 4:b:14: THR:N 2.35 0.42
4:¢:171:ASP:OD1 4:¢:171:ASP:N 2.53 0.42
4:d:340:ASP:OD1 4:d:341:GLY:N 2.52 0.42
4:e:192:ALA:HB3 4:€:284:VAL:CG2 2.50 0.42
4:e:205:ALA:O 4:e:208: THR:OG1 2.36 0.42
4:3:493:LEU:O 4:3:495:ARG:NE 2.52 0.42
4:1:490:VAL:C 4:1:494:LEU:HD23 2.44 0.42
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4:m:224:ASP:0D1 4:m:226: THR:N 2.50 0.42
1:w:117:THR:O 1:w:315:1LE:HG23 2.20 0.42
1:1:181:LYS:HA 1:1:198:VAL:O 2.19 0.42
1:2:205:ASP:O 1:2:206:ASN:HB2 2.19 0.42
1:2:402:LEU:HD13 1:2:402:LEU:C 2.44 0.42
1:3:87:ASP:0OD1 1:3:91:SER:OG 2.28 0.42
1:3:367:ASP:HB2 2:B:1:MET:SD 2.60 0.42
1:4:99:GLN:NE2 1:4:99:GLN:C 2.78 0.42
1:4:390:LYS:HD3 1:4:391: THR:N 2.35 0.42
1:5:205:ASP:O 1:5:206:ASN:HB2 2.20 0.42
1:5:277:VAL:O 1:5:278:ALA:HB2 2.20 0.42
1:6:366:VAL:HG13 1:6:371:GLU:CD 2.45 0.42
1:8:237:ILE:HG22 1:8:238:LEU:O 2.20 0.42
1:9:67:- THR:HG22 1:9:68:ASN:N 2.35 0.42
2:A:236:VAL:HG22 | 2:A:241:ALA:HB1 2.02 0.42
2:D:155:ASP:O 2:D:159:ASN:ND2 2.40 0.42
2:E:546:PHE:CE1 2:E:550:LEU:HD11 2.55 0.42
2:G:428:VAL:HG13 | 2:G:433:GLU:HB2 2.01 0.42
2:G:543:ASN:HA 1:y:380:ARG:NH2 2.34 0.42
2:H:435:ALA:C 2:H:436:MET:SD 3.03 0.42
2:1:65:ARG:NH2 2:1:200:ASP:HA 2.35 0.42
2:1:393:LEU:HD22 2:1:393:LEU:N 2.35 0.42
2:J:367:PHE:CD2 2:J:407:GLN:O 2.73 0.42
2:K:306:ALA:O 2:K:307:ASP:C 2.63 0.42
3:L:6:GLN:H 3:L:6:GLN:CD 2.28 0.42
3:M:16:ILE:HD12 3:M:301:TYR:CE2 2.55 0.42
3:0:52:LEU:HD21 3:0:275:MET:HG3 2.02 0.42
3:0:163:GLN:NE2 3:0:165:ASP:0O 2.53 0.42
3:P:33:GLY:O 4:e:3:GLN:HB3 2.20 0.42
3:P:165:ASP:CG 3:P:166:SER:N 2.78 0.42
3:Q:47:SER:O 3:Q:50:VAL:HG22 2.19 0.42
3:R:33:GLY:O 3:R:34:LYS:HD3 2.20 0.42
3:T:269:LEU:HD12 3:T:269:LEU:C 2.45 0.42
3:V:292:MET:HE3 4:0:487:PRO:HG3 2.01 0.42
4:a:310:MET:HA 4:a:310:MET:CE 2.43 0.42
4:¢:106:GLN:NE2 4:¢:177:GLN:OE1 2.53 0.42
4:d:491:LEU:C 4:d:493:LEU:N 2.78 0.42
4:e:478:SER:OG 4:¢:494:LEU:CD1 2.67 0.42
4:e:488:GLN:OFE1 4:€:488:GLN:C 2.63 0.42
4:¢:246:TYR:CB 4:2:259:LEU:HD11 2.50 0.42
4:k:222:LYS:HE3 4:k:275:ALA:O 2.20 0.42
Continued on next page...
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4:k:422:LEU:HA 4:k:425:ASP:0D2 2.19 0.42
4:1:146:1LE:HG22 4:1:148:VAL:HG13 2.02 0.42
4:n:106:GLN:HB3 4:n:179:TYR:CZ 2.55 0.42
1:x:202:LYS:HD2 1:x:204:LYS:O 2.20 0.42
1:x:289:LEU:HB2 1:x:304:TYR:CD2 2.55 0.42
1:y:137:ILE:HG21 1:y:300:VAL:HG21 2.01 0.42
1:2:265:ASN:O 1:z:267:-MET:CE 2.68 0.42
1:1:5:GLN:HG2 1:2:22:ASN:CB 2.50 0.41
1:1:97:ASN:OD1 1:1:98:GLY:N 2.53 0.41
1:3:18:ASP:CA 2:A:4:LEU:HD22 2.50 0.41
1:4:20:1ILE:HG22 1:4:375:MET:HE2 2.02 0.41
1:4:140:PRO:HD3 1:4:312:LEU:HD11 2.02 0.41
1:6:333:VAL:HG12 1:6:334: TRP:N 2.35 0.41
1:7:164:VAL:HG13 1:7:203: THR:HA 2.02 0.41
1:7:250: THR:HG23 1:7:254:ALA:O 2.20 0.41
1:7:283:GLY:O 1:7:284:TYR:CD1 2.73 0.41
1:7:373:VAL:CG1 2:K:9:MET:SD 3.07 0.41
1:9:144:MET:O 1:9:286:PRO:HA 2.20 0.41
2:A:303:LEU:C 2:A:303:LEU:HD13 2.45 0.41
2:A:371:ASP:OD1 2:A:387:LYS:NZ 2.52 0.41
2:C:439:GLU:HG3 | 2:C:446:VAL:HG11 2.02 0.41
2:D:220:GLN:O 2:D:221:ASP:C 2.61 0.41
2:E:304:ALA:O 2:E:305:PHE:C 2.61 0.41
2:F:178:ASN:O 2:F:182:GLN:NE2 2.53 0.41
2:G:229:MET:O 2:G:229:MET:SD 2.78 0.41
2:G:522:TYR:OH 2:H:540:GLN:NE2 2.53 0.41
2:H:329:SER:OG 2:H:425:ASN:O 2.34 0.41
2:H:346:VAL:HG12 2:H:347:SER:N 2.35 0.41
2:1:100:ALA:HB2 3:L:38:ASN:CB 2.50 0.41
2:1:390:ASP:OD1 2:1:390:ASP:N 2.47 0.41
2:1:414:LEU:HD12 2:1:415:LYS:N 2.35 0.41
2:J:106:LEU:O 2:J:109:SER:OG 2.36 0.41
2:K:390:ASP:0OD1 2:K:390:ASP:N 2.47 0.41
3:M:180:PHE:HA | 3:M:200:LEU:HD22 2.01 0.41
3:M:243:VAL:O 3:M:246:VAL:HG12 2.19 0.41
3:P:305:THR:O 3:P:308:GLN:HG3 2.20 0.41
3:S:137:ALA:O 3:S:156:GLY:N 2.46 0.41
3:T:307:MET:HE3 3:T:307:-MET:C 2.43 0.41
3:U:284:ASN:HB3 3:V:13:MET:SD 2.60 0.41
4:b:475:ALA:O 4:b:479:VAL:HG23 2.20 0.41
4:¢:363:LYS:0O 4:¢:373:VAL:N 2.40 0.41
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4:d:157:ASP:0OD1 4:d:157:ASP:O 2.38 0.41
4:1:94:GLU:HG2 4:m:59:LYS:HB3 2.02 0.41
4:n:21:SER:OG 4:n:473:GLN:NE2 2.52 0.41
4:0:492:SER:O 4:0:495:ARG:NH1 2.53 0.41
1:x:115:GLN:N 1:x:115:GLN:CD 2.78 0.41
1:z:116:LEU:O 1:2:136:PRO:HA 2.20 0.41
1:2:205:ASP:0O 1:2:206:ASN:HB2 2.20 0.41
1:1:40:ALA:O 1:1:53:LYS:N 2.52 0.41
1:1:78:SER:O 1:1:79:GLN:HB3 2.19 0.41
1:2:191:GLY:HA3 1:2:286:PRO:HD3 2.02 0.41
1:3:399:LEU:HA 1:3:402:LEU:CG 2.50 0.41
1:4:23:ASN:HB2 1:4:371:GLU:OE1 2.20 0.41
1:4:382: TYR:CE2 1:5:395:ILE:HG12 2.56 0.41
1:5:42:MET:SD 1:5:47:-LYS:HE2 2.60 0.41
1:5:237:1ILE:HD13 1:5:267:MET:HE3 2.01 0.41
1:5:379:GLN:OE1 1:7:395:ILE:HD11 2.20 0.41
1:7:293:GLN:NE2 2:J:191:ALA:HB1 2.35 0.41
1:8:39:PHE:CD2 1:8:54:VAL:HG22 2.55 0.41
1:8:42:MET:HE2 1:8:51:GLY:HA3 2.02 0.41
2:A:7:HIS:ND1 2:A:8:ALA:N 2.68 0.41
2:A:47:THR:O 2:A:53: TRP:HA 2.20 0.41
2:A:65:ARG:CZ 2:A:199:LEU:HD23 2.50 0.41
2:D:75:LEU:O 2:D:75:LEU:HD12 2.20 0.41
2:D:179:LEU:O 2:D:183:1ILE:HG22 2.20 0.41
2:D:221:ASP:N 2:D:221:ASP:0OD1 2.52 0.41
2:D:531:TYR:O 2:D:535:ASN:OD1 2.37 0.41
2:E:352:VAL:HG13 2:E:358:VAL:CG2 2.50 0.41
2:E:362:ASP:O 2:E:377: THR:OG1 2.33 0.41
2:F:70:PHE:CE1 2:G:157:GLN:HB2 2.55 0.41
2:G:29:TYR:CG 2:G:518:LEU:HD11 2.55 0.41
2:G:353:VAL:HG23 2:G:354:ASP:N 2.34 0.41
2:1:508:LYS:HG2 2:1:509: GLN:N 2.36 0.41
2:J:185:ARG:C 2:J:186:MET:HE3 2.44 0.41
2:J:511:GLN:O 2:J:515:GLY:N 2.36 0.41
3:L:24:MET:SD 3:V:8:MET:HE2 2.60 0.41
3:N:226:ALA:CA 3:N:229:1LE:HG22 2.50 0.41
3:P:35:ARG:HG3 3:P:280:ASP:C 2.45 0.41
3:Q:92:GLU:OE1 3:Q:93:LYS:HE3 2.20 0.41
3:5:75:LEU:O 3:S:79:VAL:HG22 2.20 0.41
4:a:53:ARG:HB2 4:a:53:ARG:NH1 2.35 0.41
4:d:486:VAL:HB 4:d:487:PRO:HD3 2.02 0.41
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4:e:194:THR:CG2 4:e:284:VAL:CG1 2.92 0.41
4:1:349:LYS:O 4:1:387:GLU:OE1 2.38 0.41
4:k:105:SER:N 4:k:108:ASP:0OD2 2.53 0.41
4:k:481:ALA:O 4:k:485:GLN:OFE1 2.39 0.41
4:1:485:GLN:O 4:1:486:VAL:C 2.63 0.41
4:m:182:SER:O 4:m:310:MET:SD 2.78 0.41
4:m:203:PHE:CE1 4:m:207:ALA:HB2 2.55 0.41
1:w:169:PRO:CG 1:w:170:PHE:CE2 3.04 0.41
1:w:403:ARG:C 1:w:403:ARG:HD2 2.45 0.41
1:x:117:THR:O 1:x:315:ILE:HD12 2.20 0.41
1:y:86:VAL:HG13 1:y:117:"THR:HG21 2.01 0.41
1:y:119:TYR:CD2 1:y:129:GLN:O 2.73 0.41
1:y:195:ASP:C 1:y:195:ASP:OD1 2.63 0.41
1:z:151: THR:OG1 1:2:282:ASN:ND2 2.53 0.41
1:2:375:MET:SD 1:2:379:GLN:HG2 2.57 0.41
1:1:14:ALA:N 1:1:382:TYR:HE1 2.18 0.41
1:1:42:MET:CG 1:1:50:LEU:HB2 2.49 0.41
1:1:86:VAL:CG1 1:1:117: THR:HG21 2.50 0.41
1:2:162:ASP:HB3 1:2:179:ASN:HB3 2.01 0.41
1:3:20:ILE:HD11 1:3:371:GLU:CB 2.51 0.41
1:4:103:ASP:C 1:4:103:ASP:OD1 2.63 0.41
1:5:52:VAL:O 1:5:53:LYS:C 2.62 0.41
1:6:30:TYR:CD2 1:6:361:LEU:HB3 2.55 0.41
1:7:10:LEU:HD22 1:7:382: TYR:CD1 2.55 0.41
1:7:96:ARG:NH1 1:7:362: GLU:OE2 2.53 0.41
1:7:121:ALA:HBI1 1:7:312:LEU:HB2 2.02 0.41
1:8:195:ASP:CG 1:8:216:SER:OG 2.63 0.41
2:A:310:ASN:O 2:A:311:ALA:C 2.63 0.41
2:A:490:SER:O 2:A:494: THR:HG23 2.20 0.41
2:B:300:GLN:HG3 2:B:360:ALA:N 2.35 0.41
2:C:374:VAL:HG23 | 2:C:385:ALA:HB2 2.02 0.41
2:D:31:VAL:HG12 2:D:32:ALA:N 2.35 0.41
2:D:57:GLY:O 2:D:58:VAL:HG23 2.20 0.41
2:E:345:THR:OG1 2:E:346:VAL:N 2.52 0.41
2:F:276:ASN:HA 2:F:281:GLY:HA3 2.02 0.41
2:G:39: THR:HG22 2:G:40:1ILE:N 2.35 0.41
2:G:330:ILE:HD11 2:G:420:ALA:HB1 2.02 0.41
2:H:186:MET:O 2:H:189:VAL:HG12 2.20 0.41
2:H:387:LYS:HA 2:H:393:LEU:HA 2.01 0.41
2:H:519:ASP:HA 3:V:314:GLN:NE2 2.35 0.41
2:1:309:PHE:CE1 2:1:313:HIS:HB2 2.55 0.41
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2:1:445:ASP:0OD1 2:1:445:ASP:N 2.52 0.41
2:J:499:GLN:NE2 2:J:499:GLN:HA 2.36 0.41
2:J:546:PHE:O 2:J:550:LEU:HD13 2.21 0.41
3:L:118:ARG:HG2 | 3:L:118:ARG:HH11 1.86 0.41
3:Q:113:ASP:OD1 3:Q:113:ASP:N 2.51 0.41
3:R:204:LEU:O 3:R:208:ILE:HG12 2.20 0.41
3:5:170:MET:HE2 3:5:256:GLU:OFE1 2.20 0.41
3:5:240:LEU:O 3:5:243:VAL:HG12 2.19 0.41
3:U:86:ALA:HB3 3:U:121:LEU:HD21 2.00 0.41
3:V:9:'TYR:CD1 3:V:10:GLU:N 2.88 0.41
3:V:273:LEU:CD1 4:n:9:SER:OG 2.68 0.41
4:¢:325:ALA:HB1 4:¢:333:TYR:O 2.21 0.41
4:e:170:LEU:N 4:e:170:LEU:CD1 2.84 0.41
4:¢:194:- THR:HG22 | 4:e:284:VAL:HG13 1.98 0.41
4:¢:489:ASN:OD1 4:¢:489:ASN:C 2.63 0.41
4:h:198:LEU:CD2 4:h:250:VAL:HG11 2.50 0.41
4:3:331:ASP:0OD2 4:3:363:LYS:NZ 2.51 0.41
4:3:440:LEU:O 4:3:444:-VAL:HG23 2.21 0.41
4:1n:491:LEU:HD12 4:n:491:LEU:C 2.45 0.41
1:w:200:PHE:CD2 1:w:210:VAL:HG22 2.55 0.41
1:x:205:ASP:0O 1:x:206:ASN:CB 2.68 0.41
1:y:5:GLN:OE1 1:y:51:GLY:HA2 2.20 0.41
1:y:23:ASN:ND2 1:y:23:ASN:N 2.67 0.41
1:1:246:ILE:HG22 1:1:247:- THR:N 2.35 0.41
1:2:374:ASN:O 1:2:377:VAL:HG22 2.20 0.41
1:3:64:GLY:HA2 2:B:51:GLY:HA3 2.01 0.41
1:4:14:ALA:HA 1:4:17:LEU:HD12 2.00 0.41
1:5:43:PHE:O 1:5:44:ALA:HB3 2.20 0.41
1:5:170:PHE:CD2 1:5:211:TYR:CG 3.08 0.41
1:6:29: THR:HG21 1:6:332:ASN:CB 2.50 0.41
1:6:35:GLY:HA2 1:6:58: THR:O 2.20 0.41
1:8:151:THR:N 1:8:282:ASN:OD1 2.51 0.41
1:8:192:ASN:OD1 1:9:270:ASN:N 2.53 0.41
1:9:381:ASN:O 1:9:385:ASN:ND2 2.52 0.41
2:A:183:ILE:HD12 2:A:202:ARG:HD3 2.01 0.41
2:A:229:MET:HE1 2:A:275:.LEU:HA 2.02 0.41
2:A:532:TYR:OH 2:K:549:LEU:HG 2.20 0.41
2:B:74:GLN:CD 2:C:153:ASP:0OD2 2.63 0.41
2:B:205:LEU:HD22 2:B:205:LEU:N 2.35 0.41
2:C:150:TYR:C 2:C:150:TYR:CD1 2.98 0.41
2:D:117:LEU:O 2:D:121:VAL:HG13 2.20 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
2:D:207:SER:O 2:D:210:ASN:HB3 2.20 0.41
2:E:220:GLN:N 2:E:224: THR:O 2.53 0.41
2:F:158:VAL:HG11 2:F:287:ARG:HB2 2.02 0.41
2:F:215:VAL:HG12 2:F:216:GLU:O 2.19 0.41
2:F:382:THR:C 2:F:383:PHE:CD1 2.98 0.41
2:G:84:GLY:CA 2:G:278:GLY:O 2.68 0.41
2:G:167:ALA:HA 2:G:170:ASN:OD1 2.20 0.41
2:G:550:LEU:HD12 1:y:387:GLN:CD 2.46 0.41
2:H:157:GLN:NE2 3:U:51:VAL:HG11 2.36 0.41
2:1:411:SER:C 2:1:412:PHE:CG 2.98 0.41
2:J:19:LEU:HD22 3:L:307:-MET:CE 2.50 0.41
3:L:162:GLN:OE1 3:L:172:ILE:HD13 2.20 0.41
3:N:281:VAL:HG11 | 3:N:283:TRP:CE3 2.55 0.41
3:N:282:ASP:0O 3:N:284:ASN:N 2.53 0.41
3:0:7:MET:SD 3:0:8:MET:HE1 2.61 0.41
3:0:199:ASN:0OD1 3:0:201:PHE:N 2.49 0.41
3:P:49:ALA:CB 3:P:275:MET:HE1 2.49 0.41
3:P:116:GLY:O 3:P:119:ASP:0OD1 2.38 0.41
3:P:258:SER:O 3:P:261:ASP:0OD1 2.39 0.41
3:Q:280:ASP:OD2 4:1:3:GLN:CA 2.51 0.41
3:Q:297:LEU:HD11 | 3:Q:301:TYR:HE2 1.85 0.41
3:T:221:GLU:HA 3:1T:221:GLU:OE2 2.21 0.41
3:U:223:GLU:OE1 3:U:224:LYS:N 2.52 0.41
3:V:219:ASN:O 3:V:220:VAL:CB 2.68 0.41
4:b:25:LEU:HB2 4:b:469:ALA:HB1 2.03 0.41
4:¢:453:ARG:HG3 4:¢:453:ARG:HH11 1.84 0.41
4:f:64:ALA:HB1 4:1:148:VAL:O 2.20 0.41
4:£:331:ASP:0OD2 4:£:363:LYS:NZ 2.43 0.41
4:¢:296:LEU:HD11 4:¢:345:ILE:HD12 2.02 0.41
4:h:375:SER:O 4:h:376:ILE:HD13 2.20 0.41
4:1:225:ASP:0OD1 4:1:225:ASP:C 2.63 0.41
4:k:13:LEU:HD21 4:1:30:GLU:HG3 2.00 0.41
4:k:310:MET:HE2 4:k:332:TYR:CE1 2.55 0.41
4:n:310:MET:N 4:n:310:MET:CE 2.75 0.41
1:y:23:ASN:N 1:y:23:ASN:HD22 2.18 0.41
1:2z:375:MET:SD 1:2:375:MET:0O 2.79 0.41
1:1:43:PHE:CD1 1:1:43:PHE:C 2.98 0.41
1:2:277:VAL:O 1:2:277:VAL:CG2 2.66 0.41
1:3:118:GLY:HA3 1:3:314:GLN:O 2.21 0.41
1:3:155:GLN:N 1:3:278:ALA:HB3 2.35 0.41
1:3:307:GLU:OE1 1:3:307:GLU:O 2.39 0.41
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1:3:367:ASP:O 1:3:371:GLU:HG2 2.19 0.41
1:5:51:GLY:C 1:5:53:LYS:H 2.27 0.41
1:5:199:TYR:O 1:5:210: VAL:HA 2.21 0.41
1:5:387:GLN:CD 1:5:387:GLN:C 2.89 0.41
1:7:14:ALA:HA 1:7:17:.LEU:HD12 2.02 0.41
1:8:71:ARG:HG2 1:8:74:ASP:0D2 2.20 0.41
1:8:267:-MET:SD 1:8:268:GLN:N 2.94 0.41
1:8:402:LEU:HD23 1:8:402:LEU:C 2.46 0.41
2:A:7:HIS:HB2 2:A:56:ASN:C 2.45 0.41
2:A:68:ASP:0D2 2:A:71:ILE:HG22 2.20 0.41
2:A:310:ASN:HD22 2:A:310:ASN:H 1.63 0.41
2:B:181:ASP:O 2:B:185:ARG:HG3 2.21 0.41
2:D:25:ASN:HD21 2:D:516:VAL:CG2 2.33 0.41
2:E:388:ASP:CG 2:E:390:ASP:HB3 2.45 0.41
2:E:414:LEU:HD23 2:E:414:LEU:C 2.46 0.41
2:E:472:LYS:NZ 2:E:480: THR:HG21 2.36 0.41
2:F:7:HIS:NE2 2:G:24:ASN:OD1 2.53 0.41
2:H:58:VAL:HG11 2:1:27:ASN:HB3 2.02 0.41
2:H:336: TYR:CE1 2:H:415:LYS:HG3 2.56 0.41
2:H:540:GLN:HA 2:H:543:ASN:ND2 2.35 0.41
2:1:92:MET:CE 2:1:488:LYS:HB2 2.50 0.41
2:1:312:GLN:CB 2:1:462:LEU:HD11 2.51 0.41
2:1:343:ASP:O 2:1:344:L.YS:HB3 2.20 0.41
2:J:36:ARG:NH1 2:J:515:GLY:O 2.53 0.41
2:J:549:LEU:HD22 2:K:532:TYR:OH 2.19 0.41
2:K:92:.MET:HE1 2:K:488:LYS:CE 2.50 0.41
2:K:140:LEU:HD23 2:K:140:LEU:C 2.46 0.41
3:M:44:.1LE:H 3:M:44:1LE:HD12 1.85 0.41
3:M:307:-MET:C 3:M:307:MET:SD 3.03 0.41
3:N:48:GLN:OE1 3:N:48:GLN:CA 2.68 0.41
3:N:114:LEU:HB3 3:N:208:ILE:CD1 2.50 0.41
3:0:26:LEU:HD22 3:0:290: TYR:HB2 2.01 0.41
3:0:129:ASP:0OD1 3:0:133:ARG:N 2.53 0.41
3:P:54:GLN:C 3:P:54:GLN:CD 2.88 0.41
3:R:249:GLU:O 3:R:252: THR:HG22 2.20 0.41
3:R:304:PHE:HA 3:R:307:-MET:HG2 2.01 0.41
3:T:9:TYR:O 3:T:12:ASN:OD1 2.38 0.41
3:V:297:LEU:HD23 3:V:297:LEU:C 2.45 0.41
3:V:315:LEU:C 3:V:315:LEU:CD2 2.93 0.41
4:a:168:LEU:HB3 4:a:170:LEU:HD23 2.03 0.41
4:¢:350: TYR:HB2 4:¢:389:HIS:O 2.20 0.41
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4:£:141:ASP:0OD1 4:£:162: GLN:HB2 2.19 0.41
4:¢:30:GLU:OE2 4:¢:39:ASN:ND2 2.53 0.41
4:3:131:GLN:C 4:3:131:GLN:CD 2.88 0.41
4:k:5:ILE:HD11 4:k:490:VAL:HB 2.01 0.41
4:k:350: TYR:CE2 4:k:352:ALA:HA 2.55 0.41
4:1:32:LEU:HD22 4:1:466:MET:HE1 2.01 0.41
4:n:57:ASN:C 4:n:61:LEU:CD2 2.93 0.41
4:0:309:LYS:O 4:0:310:MET:HE2 2.19 0.41
1:w:154:MET:O 1:w:263:PHE:HA 2.21 0.41
1:x:233:ASN:ND2 1:x:239:GLU:OE1 2.49 0.41
1:2z:30:TYR:CE1 1:2:361:LEU:HB2 2.56 0.41
1:2z:147:LYS:HB3 1:2:284:TYR:CZ 2.55 0.41
1:3:331:ASP:O 1:3:332:ASN:OD1 2.38 0.41
1:5:110:ASN:OD1 1:5:113:GLY:N 2.40 0.41
1:5:375:MET:HE1 1:7:388: THR:HG23 2.02 0.41
1:6:36: THR:HG22 1:6:37:ALA:N 2.36 0.41
1:6:76:ALA:O 1:6:356:LEU:HD13 2.20 0.41
1:6:114:MET:N 1:6:114:-MET:SD 2.93 0.41
1:7:146:ALA:HB1 1:7:191:GLY:HA3 2.02 0.41
1:7:246:ILE:HG22 1:7:247:- THR:N 2.36 0.41
1:8:77:ILE:H 1:8:77:ILE:HD12 1.86 0.41
1:8:304: TYR:CE1 1:8:310:GLN:HB2 2.55 0.41
2:A:368:ASP:0OD1 2:A:369:GLY:N 2.53 0.41
2:A:510:GLN:OE1 2:A:510:GLN:O 2.39 0.41
2:A:550:LEU:O 2:A:551:ASN:C 2.63 0.41
2:B:165:SER:HB3 2:B:280:LEU:HD21 2.02 0.41
2:B:419:ASN:O 2:B:423:ASP:0OD1 2.38 0.41
2:C:155:ASP:O 2:C:159:ASN:ND2 2.53 0.41
2:C:407:GLN:HG3 2:C:408:LYS:O 2.21 0.41
2:D:48:LEU:HB2 2:D:54.1LE:HB 2.01 0.41
2:D:330:ILE:HD12 2:D:330:ILE:HA 1.94 0.41
2:E:229:MET:SD 2:E:231:ASN:CG 3.01 0.41
2:H:30:ASN:OD1 3:U:292:MET:SD 2.79 0.41
2:1:306:ALA:HB1 2:1:328:PHE:HB3 2.03 0.41
2:1:544:ALA:O 2:1:547:ASP:OD1 2.39 0.41
2:1:547:ASP:OD1 2:1:548:ALA:N 2.54 0.41
2:J:300:GLN:C 2:J:300:GLN:OE1 2.64 0.41
2:K:408:LYS:O 2:K:409:ASN:HB2 2.19 0.41
3:M:121:LEU:HA 3:M:124:LEU:HD23 2.02 0.41
3:M:195:ASP:0OD1 3:M:196:SER:N 2.53 0.41
3:P:295:ALA:HB1 4:£:491:LEU:HD13 2.02 0.41
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3:Q:276:SER:HB3 4:1:3:GLN:CG 2.39 0.41
3:R:41:ASP:C 3:R:42:ASP:0OD1 2.63 0.41
3:R:200:LEU:O 3:R:203:-MET:HG2 2.20 0.41
3:S:12:ASN:O 3:5:16:1LE:HG23 2.21 0.41
3:V:12:ASN:O 3:V:16:ILE:HG22 2.20 0.41
4:b:281:ASN:N 4:b:281:ASN:OD1 2.51 0.41
4:¢:30:GLU:OFE1 4:¢:30:GLU:C 2.64 0.41
4:¢:37:ARG:NH2 4:c:454:1LE:O 2.48 0.41
4:¢:406:GLU:N 4:¢:406:GLU:CD 2.77 0.41
4:e:25:LEU:HB2 4:e:469:ALA:HB1 2.03 0.41
4:h:81:ALA:O 4:h:84:GLU:OE1 2.37 0.41
4:m:354:ASP:0OD1 4:m:354:ASP:C 2.64 0.41
4:m:364:LEU:HD23 4:m:364:LEU:C 2.46 0.41
4:1:180:LYS:HB3 4:n:180:LYS:NZ 2.32 0.41
4:n:310:MET:HE1 4:m:325:ALA:N 2.35 0.41
1:w:90:GLY:O 1:w:91:SER:C 2.64 0.41
1:w:324:GLU:OE1 1:w:324:GLU:N 2.41 0.41
1:w:372:LEU:O 1:w:375:MET:HG2 2.21 0.41
1:x:71:ARG:O 1:x:359:GLY:HA2 2.19 0.41
1:2:155:GLN:N 1:2:278:ALA:HB3 2.35 0.41
1:2:207:GLU:C 1:2:208:TRP:CD1 2.98 0.41
1:z:261:LEU:HD11 1:2:263:PHE:CZ 2.55 0.41
1:2:207:GLU:HA 1:2:231:LYS:HA 2.03 0.41
1:4:10:LEU:HD13 1:4:382:TYR:HD1 1.85 0.41
1:7:205:ASP:O 1:7:206:ASN:HB2 2.21 0.41
1:8:275:ASN:OD1 1:8:276:ILE:N 2.53 0.41
1:9:115:GLN:NE2 1:9:137:ILE:O 2.40 0.41
1:9:211:TYR:CD2 1:9:226:ALA:HA 2.55 0.41
2:A:84:GLY:HA3 2:A:88:ARG:HH21 1.84 0.41
2:A:140:LEU:HD21 2:A:305:PHE:CE2 2.55 0.41
2:C:473: THR:CG2 2:C:474:PHE:H 2.31 0.41
2:E:70:PHE:CE1 2:E:71:ILE:HG13 2.56 0.41
2:E:156:LYS:HD3 2:E:156:LYS:O 2.20 0.41
2:F:229:MET:HE3 | 2:F:275:LEU:HD23 2.03 0.41
2:F:511:GLN:HB3 3:T:7:-MET:CE 2.51 0.41
2:H:517:ASN:HB2 3:V:3:ILE:HG13 2.03 0.41
2:1:358:VAL:HA 2:1:396:ASP:HB3 2.03 0.41
2:1:482:VAL:O 2:1:485:VAL:HG22 2.21 0.41
2:1:529:GLN:O 2:1:533:LEU:HD23 2.20 0.41
2:J:124:ALA:HA 2:J:436:MET:CE 2.50 0.41
2:J:367:PHE:O 2:J:409:ASN:N 2.45 0.41
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2:K:172: TYR:O 2:K:176:1ILE:CD1 2.69 0.41
3:L:48:GLN:OE1 3:L:48:GLN:HA 2.20 0.41
3:0:138:GLY:HA2 3:0:174:HIS:O 2.20 0.41
3:Q:302:LYS:CE 3:R:313:PHE:HZ 2.33 0.41
3:T:23: TRP:CH2 4:1:486:VAL:HG22 2.56 0.41
4:b:426:LEU:O 4:b:430:GLN:HG3 2.21 0.41
4:d:70:ASP:N 4:d:70:ASP:0OD1 2.52 0.41
4:d:383:ALA:O 4:d:386:ALA:N 2.54 0.41
4:1:321:ASP:OD1 4:1:321:ASP:N 2.53 0.41
4:¢:71:GLY:O 4:¢:74:1LE:HG22 2.21 0.41
4:1:224:ASP:HB2 4:1:275:ALA:HB2 2.03 0.41
4:1:307:VAL:HG22 4:1:326:VAL:HG22 2.01 0.41
4:0:37:ARG:NH2 4:0:454:ILE:O 2.52 0.41
4:0:417:ALA:HA 4:0:420:ASP:0OD1 2.20 0.41
1:w:285:LYS:O 1:w:306:ASN:ND2 2.53 0.41
1:w:366:VAL:HG13 1:w:371:GLU:CD 2.46 0.41
1:x:217:ASP:0OD2 1:x:250: THR:N 2.50 0.41
1:y:195:ASP:OD1 1:y:196:MET:N 2.54 0.41
1:1:188:ASP:0OD2 1:1:192:ASN:HB2 2.21 0.41
1:2:170:PHE:CE2 1:2:199:TYR:CD1 3.09 0.41
1:2:290:VAL:O 1:2:291:SER:OG 2.26 0.41
1:3:62: THR:HG22 1:3:63:ASP:H 1.86 0.41
1:3:181:LYS:HA 1:3:198:VAL:O 2.20 0.41
1:7:133:ASN:OD1 1:7:133:ASN:C 2.64 0.41
1:7:328:SER:H 2:1:46:SER:CB 2.33 0.41
1:8:170:PHE:CE1 1:8:199:TYR:CD2 3.08 0.41
1:9:6:ALA:HB1 1:9:389:ILE:HG13 2.02 0.41
1:9:10:LEU:HB2 1:9:385:ASN:HB3 2.02 0.41
2:A:527:ARG:NH2 2:B:6:ASN:HA 2.36 0.41
2:B:165:SER:HB2 2:B:280:LEU:HD11 2.03 0.41
2:D:58:VAL:CG1 2:D:59:TYR:N 2.84 0.41
2:D:337:SER:HA 2:D:412:PHE:CD2 2.56 0.41
2:E:398:LEU:HD11 2:E:416:PRO:HB3 2.02 0.41
2:F:247:-VAL:CG2 2:F:259:ALA:HB2 2.50 0.41
2:G:268:ILE:HD12 2:G:268:ILE:N 2.35 0.41
2:G:533:LEU:C 2:G:533:LEU:CD2 2.93 0.41
2:1:94:LYS:O 2:1:97:ASN:OD1 2.38 0.41
2:J:117:LEU:C 2:J:117.LEU:HD13 2.45 0.41
2:K:41:LEU:N 2:K:41:LEU:HD22 2.35 0.41
3:0:163:GLN:CD 3:0:165:ASP:0O 2.64 0.41
3:0:246:VAL:O 3:0:250:LEU:HG 2.20 0.41
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3:0:308:GLN:HE22 3:0:312:LEU:CG 2.34 0.41
3:S:317:ARG:C 3:S:317:ARG:CD 2.94 0.41
3:V:23:TRP:HZ3 4:1:486:VAL:CG2 2.33 0.41
3:V:168:ARG:HH21 3:V:256:GLU:CD 2.29 0.41
4:a:5:ILE:O 4:a:6:ASN:HB2 2.19 0.41
4:a:387:GLU:OE1 4:2:387:GLU:HA 2.20 0.41
4:b:204:LYS:HA 4:b:207:ALA:HB3 2.03 0.41
4:¢:472:LEU:HD23 4:¢:472:LEU:O 2.21 0.41
4:d:15:GLN:O 4:d:19:ASN:OD1 2.38 0.41
4:1:4:VAL:O 4:f:8:ASN:CB 2.69 0.41
4:1:203:PHE:CE2 4:£:217:1LE:CG1 3.03 0.41
4:£:343:1ILE:O 4:£:343:ILE:CG2 2.68 0.41
4:¢:374:VAL:HG22 4:¢:375:SER:N 2.36 0.41
4:h:137:VAL:HG23 | 4:h:138:LEU:HD13 2.03 0.41
4:3:191:TYR:HA 4:3:285:ALA:HA 2.02 0.41
4:k:331:ASP:OD1 4:k:363:LYS:NZ 2.52 0.41
4:1:490:VAL:O 4:1:494:LEU:CD2 2.69 0.41
4:m:406:GLU:O 4:m:406:GLU:CD 2.64 0.41
4:n:326:VAL:N 4:n:333:TYR:O 2.50 0.41
4:n:495:ARG:NE 4:n:495:ARG:CA 2.83 0.41
4:0:147:GLN:NE2 4:0:149:GLY:O 2.46 0.41
1:w:150: THR:OG1 1:w:282:ASN:ND2 2.53 0.41
1:x:368:LEU:HA 1:x:371:GLU:HG2 2.01 0.41
1:z:170:PHE:CG 1:z:171:SER:N 2.88 0.41
1:1:1:MET:O 1:1:2:SER:C 2.62 0.41
1:1:69:THR:CG2 1:1:74:ASP:0D2 2.69 0.41
1:3:322:ASN:O 1:3:340:SER:HA 2.21 0.41
1:4:25:ALA:HB1 1:5:52:VAL:HG11 2.01 0.41
1:4:34:SER:OG 1:4:366:VAL:HG22 2.21 0.41
1:4:122: THR:O 1:4:127:-THR:N 2.54 0.41
1:5:192:ASN:CB 1:6:270:ASN:HB3 2.51 0.41
1:5:261:LEU:HD23 1:5:261:LEU:N 2.36 0.41
1:5:290:VAL:HG21 1:7:351:GLY:C 2.45 0.41
1:5:370:LYS:O 1:5:373:VAL:HG22 2.20 0.41
1:6:75:VAL:CG1 1:6:356:LEU:HD12 2.50 0.41
1:6:304: TYR:O 1:6:307:GLU:N 2.51 0.41
1:7:30: TYR:CE2 1:7:361:LEU:CB 3.03 0.41
1:7:135:ALA:HB1 1:7:136:PRO:HD2 2.03 0.41
1:7:283:GLY:C 1:7:284:TYR:CG 2.99 0.41
1:7:328:SER:CA 2:1:46:SER:HA 2.50 0.41
1:7:348:ALA:CB 1:7:355:LYS:HA 2.51 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:9:30:TYR:HD1 1:9:97:ASN:OD1 2.03 0.41
1:9:31:GLY:N 1:9:362:GLU:O 2.50 0.41
1:9:76:ALA:HB3 1:9:357: THR:HG23 2.03 0.41
1:9:101:LYS:NZ 1:9:111:MET:O 2.42 0.41
1:9:165:PRO:CG 1:9:201:VAL:HG13 2.51 0.41
1:9:194:HIS:CD2 1:9:194:HIS:N 2.88 0.41
2:A:351:LYS:HE2 2:A:352:VAL:H 1.86 0.41
2:A:535:ASN:HA 2:A:538:VAL:HG12 2.03 0.41
2:B:540:GLN:HA 2:B:543:ASN:ND2 2.35 0.41
2:C:72:THR:O 2:C:75:LEU:HB3 2.20 0.41
2:C:306:ALA:O 2:C:309:PHE:HB3 2.20 0.41
2:C:423:ASP:O 2:C:424:MET:C 2.63 0.41
2:D:147:THR:O 2:D:151:LEU:HD13 2.20 0.41
2:E:290:ASP:O 2:E:294: THR:HG22 2.19 0.41
2:E:307:ASP:HB2 2:E:355:SER:HB2 2.02 0.41
2:E:388:ASP:C 2:E:390:ASP:H 2.29 0.41
2:F:118:GLN:O 2:F:121:VAL:N 2.54 0.41
2:F:312:GLN:NE2 2:F:455:ASN:OD1 2.54 0.41
2:F:395:ILE:HG13 | 2:F:400:VAL:HG21 2.03 0.41
2:F:499:GLN:OFE1 2:F:499:GLN:CA 2.69 0.41
2:F:532:TYR:O 2:F:535:ASN:OD1 2.39 0.41
2:G:484:ASP:0O 2:G:488:LYS:HG2 2.21 0.41
2:G:512:SER:O 3:U:1:MET:SD 2.78 0.41
2:H:9:MET:HA 2:H:9:MET:CE 2.43 0.41
2:H:35:THR:CG2 2:H:65:ARG:HB2 2.51 0.41
2:H:298:LEU:HD23 2:H:298:LEU:C 2.45 0.41
2:H:365:1LE:CG2 2:H:372: TRP:CE3 3.04 0.41
2:H:423:ASP:0O 2:H:425:ASN:OD1 2.39 0.41
2:H:463:GLN:HG3 2:H:464:ASN:N 2.35 0.41
2:1:70:PHE:CD2 2:I:71:ILE:HG13 2.55 0.41
2:1:183:ILE:HG12 2:1:202:ARG:NH1 2.36 0.41
2:J:70:PHE:HB2 2:K:157:GLN:HB3 2.02 0.41
2:J:126:ASP:0OD1 4:0:53:ARG:NH2 2.53 0.41
2:J:212:ILE:C 2:J:277: THR:HB 2.45 0.41
2:J:258:VAL:CG2 2:J:270:1LE:O 2.67 0.41
2:J:303:LEU:C 2:J:303:LEU:CD2 2.93 0.41
2:J:379:ASP:O 2:J:380:ASN:OD1 2.39 0.41
2:J:395:ILE:O 2:J:397:GLY:N 2.44 0.41
2:K:467:VAL:CG1 2:K:468:VAL:N 2.84 0.41
3:L:22:GLU:OE2 3:L:23:TRP:N 2.54 0.41
3:L:122:MET:O 3:L:125:ALA:HB3 2.21 0.41
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3:L:263:LEU:C 3:L:263:LEU:HD23 2.46 0.41
3:M:73:VAL:CA 3:M:76:GLU:OE2 2.68 0.41
3:M:287:1LE:HG23 3:M:288:SER:N 2.36 0.41
3:0:44:ILE:N 3:0:44:ILE:HD12 2.35 0.41
3:0:314:GLN:O 3:0:314:GLN:OE1 2.39 0.41
3:P:58:GLN:OE1 3:P:58:GLN:O 2.38 0.41
3:P:170:MET:HE3 3:P:253:GLN:HG2 2.02 0.41
3:R:219:ASN:O 3:R:220:VAL:CB 2.68 0.41
3:R:279:VAL:HG13 3:R:280:ASP:0OD1 2.21 0.41
3:5:274:GLN:O 3:5:278:LEU:HD22 2.19 0.41
3:T:283: TRP:CE2 4:k:5:ILE:HB 2.56 0.41
3:T:287:ILE:HD11 4:k:494:LEU:CD2 2.51 0.41
3:U:163:GLN:HA 3:U:168:ARG:O 2.20 0.41
3:U:283: TRP:HA 3:U:286:VAL:HG12 2.03 0.41
3:V:161:THR:HG22 | 3:V:171:VAL:HG22 2.03 0.41
3:V:310:MET:SD 3:V:313:PHE:HE2 2.44 0.41
4:b:236:VAL:HG21 4:b:242:LYS:CB 2.50 0.41
4:¢:352:ALA:HB3 4:¢:358:LYS:HG2 2.03 0.41
4:d:65:SER:O 4:d:69:ASN:ND2 2.53 0.41
4:e:180:LYS:HB3 4:e:180:LYS:HE2 1.96 0.41
4:e:184:THR:O 4:¢:309:LYS:N 2.42 0.41
4:¢:310:MET:N 4:e:310:MET:SD 2.94 0.41
4:f:10:LEU:HD11 4:1:483:ALA:CB 2.51 0.41
4:1:203:PHE:O 4:£:207:ALA:N 2.48 0.41
4:h:48:GLN:CD 4:h:49:ALA:N 2.79 0.41
4:h:406:GLU:OE1 4:h:406:GLU:CA 2.69 0.41
4:1:171:ASP:OD1 4:1:171:ASP:N 2.53 0.41
4:1:223:PHE:O 4:1:275:ALA:HA 2.21 0.41
4:1:387:GLU:OE1 4:1:387:GLU:HA 2.21 0.41
4:3:242:1.YS:O 4:3:246:TYR:OH 2.30 0.41
4:3:250:VAL:HG13 4:3:256:GLU:O 2.20 0.41
4:k:280:LYS:HD3 4:k:280:LYS:N 2.35 0.41
4:k:495:ARG:HB2 4:k:495:ARG:CZ 2.51 0.41
4:1:187:THR:HG22 | 4:1:189:THR:HG23 2.03 0.41
4:m:495:ARG:CZ 4:m:495:ARG:HA 2.51 0.41
4:1n:368:ASP:0OD1 4:n:368:ASP:N 2.51 0.41
4:0:148:VAL:HG22 4:0:148:VAL:O 2.21 0.41
4:0:191:TYR:HA 4:0:285:ALA:HA 2.02 0.41
4:0:361:LEU:H 4:0:361:LEU:CD2 2.34 0.41
1:w:99:GLN:OE1 1:w:99:GLN:C 2.64 0.41
1:w:342:VAL:O 1:w:344:LEU:HD12 2.21 0.41
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1:x:103:ASP:0OD1 1:x:107:ASN:N 2.51 0.41
1:x:157:ASN:HA 1:x:267:-MET:O 2.20 0.41
1:y:23:ASN:HB2 1:y:371:GLU:OE2 2.21 0.41
1:y:78:SER:O 1:y:79:GLN:HB2 2.21 0.41
1:z:154:MET:SD 1:2:276:1ILE:HG23 2.61 0.41
1:1:182:GLY:N 1:1:198:VAL:O 2.39 0.41
1:2:104:GLU:C 1:2:106:ARG:H 2.29 0.41
1:3:5:GLN:OE1 1:3:5:GLN:N 2.53 0.41
1:3:144:MET:HE1 1:3:284:TYR:CD1 2.56 0.41
1:5:109:VAL:HB 1:5:113:GLY:C 2.47 0.41
1:5:174:ASP:C 1:5:176:ASP:H 2.29 0.41
1:6:30:TYR:N 1:6:30:TYR:CD1 2.89 0.41
1:6:71:ARG:NH2 1:6:74:ASP:0OD1 2.51 0.41
1:8:170:PHE:CD1 1:8:170:PHE:C 2.98 0.41
1:8:372:LEU:O 1:8:375:-MET:HG2 2.21 0.41
2:A:29:TYR:CE2 2:K:531:TYR:HB3 2.55 0.41
2:A:125:GLU:HA 2:A:450:ASP:0D2 2.21 0.41
2:A:270:ILE:HG23 2:A:274:LEU:CD2 2.51 0.41
2:A:390:ASP:O 2:A:392:LYS:NZ 2.51 0.41
2:A:473: THR:HG22 | 2:A:476:ASP:0D2 2.21 0.41
2:A:551:ASN:OD1 2:A:552:1LE:N 2.53 0.41
2:C:92:MET:HG2 2:C:492:LEU:HD22 2.03 0.41
2:C:304:ALA:O 2:C:305:PHE:C 2.62 0.41
2:E:387:LYS:HD2 2:E:387:LYS:N 2.36 0.41
2:G:110:LEU:N 2:G:110:LEU:HD23 2.36 0.41
2:G:518:LEU:HA 2:G:521:GLU:HB2 2.02 0.41
2:H:155:ASP:0OD1 2:H:155:ASP:C 2.63 0.41
2:H:521:GLU:CD 2:H:521:GLU:H 2.28 0.41
2:J:533:LEU:HD21 3:N:316:ASN:ND2 2.36 0.41
2:K:149:GLN:OE1 2:K:150: TYR:CE1 2.74 0.41
2:K:372: TRP:O 2:K:385:ALA:HB2 2.22 0.41
2:K:522:TYR:O 2:K:526:GLN:HG2 2.21 0.41
3:M:10:GLU:HA 3:M:13:MET:HG3 2.02 0.41
3:0:80:LEU:C 3:0:247:ARG:NH1 2.79 0.41
3:0:200:LEU:HD21 3:0:239:SER:CB 2.51 0.41
3:R:73:VAL:H 3:R:76:GLU:CD 2.28 0.41
3:R:310:-MET:C 3:R:310:MET:SD 3.04 0.41
3:5:120:GLN:OE1 3:5:120:GLN:O 2.38 0.41
3:V:179:ILE:HG21 3:V:180:PHE:CZ 2.56 0.41
4:¢:86:ASN:OD1 4:¢:86:ASN:C 2.63 0.41
4:¢:406:GLU:O 4:¢:411:LYS:NZ 2.50 0.41
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4:¢:463:VAL:HG11 4:d:493:LEU:CD1 2.51 0.41
4:d:128:GLY:O 4:d:136:LYS:CE 2.69 0.41
4:h:84:GLU:H 4:h:84:GLU:CD 2.21 0.41
4:1:7:THR:O 4:1:8:ASN:CB 2.68 0.41
4:3:280:LYS:N 4:3:280:LYS:CD 2.84 0.41
4:k:320:ILE:HD12 4:k:321:ASP:H 1.85 0.41
1:w:159:ASN:OD1 1:w:272:GLY:CA 2.68 0.41
1:w:373:VAL:O 1:w:377:VAL:HG12 2.19 0.41
1:y:109:VAL:HG12 1:y:115:GLN:HG2 2.03 0.41
1:y:155:GLN:HB3 1:y:278:ALA:HB2 2.03 0.41
1:2:33:LYS:NZ 1:z:62: THR:O 2.54 0.41
1:2:303:ASN:OD1 1:2:304:TYR:N 2.52 0.40
1:3:139:ILE:O 1:3:139:ILE:HG23 2.21 0.40
1:4:191:GLY:HA3 1:4:286:PRO:HD3 2.02 0.40
1:5:206:ASN:O 1:5:231:LYS:HA 2.21 0.40
1:5:379:GLN:CD 1:7:391: THR:HG23 2.45 0.40
1:7:10:LEU:HD23 1:7:10:LEU:HA 1.95 0.40
1:8:42:MET:HG3 1:8:51:GLY:N 2.36 0.40
1:8:106:ARG:NH2 1:8:139:ILE:HG22 2.36 0.40
1:8:147:LYS:O 1:8:284: TYR:N 2.54 0.40
1:9:42:MET:SD 1:9:50:LEU:HB2 2.61 0.40
1:9:153:SER:OG 1:9:280:ASN:HB3 2.21 0.40
2:A:429:THR:O 2:A:429:THR:CG2 2.69 0.40
2:B:304:ALA:CB 2:B:468:VAL:HG13 2.51 0.40
2:B:361:THR:HG21 | 2:B:378:ALA:HB3 2.02 0.40
2:C:110:LEU:HD11 2:C:474:PHE:CD1 2.56 0.40
2:D:82:SER:O 2:D:86: THR:HG22 2.21 0.40
2:E:200:ASP:0OD1 2:E:200:ASP:N 2.54 0.40
2:E:376:ARG:HD3 2:E:379:ASP:0D2 2.20 0.40
2:E:386: THR:0G1 2:E:394:GLU:OE1 2.36 0.40
2:F:486:GLY:HA3 3:T:39:PRO:HB2 2.03 0.40
2:F:549:LEU:HD11 | 1:y:372:LEU:HD13 2.03 0.40
2:G:58:VAL:HG12 2:G:59:'TYR:N 2.35 0.40
2:G:376:ARG:O 2:G:380:ASN:HA 2.20 0.40
2:H:408:LYS:O 2:H:409:ASN:CG 2.64 0.40
2:I.1:MET:C 2:1:3:SER:N 2.79 0.40
2:1:115: THR:HG22 3:L:61:GLN:HG2 2.03 0.40
2:J:393:LEU:O 2:J:399:LYS:HB3 2.20 0.40
2:J:419:ASN:O 2:J:419:ASN:ND2 2.54 0.40
3:L:53:SER:HA 3:L:56:GLN:OE1 2.21 0.40
3:M:76:GLU:HA 3:M:79:VAL:HG22 2.02 0.40
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3:M:249:GLU:OE2 | 3:M:253:GLN:HG2 2.21 0.40
3:0:29:GLN:O 3:0:33:GLY:N 2.55 0.40
3:P:22:GLU:CD 3:P:22:GLU:C 2.90 0.40
3:Q:120:GLN:OE1 3:Q:120:GLN:CA 2.68 0.40
3:T:4:SER:HB2 3:T:7:MET:CE 2.51 0.40
3:T:24:MET:O 3:T:27:GLY:CA 2.70 0.40
3:T:129:ASP:CG 3:T:130:GLY:N 2.79 0.40
3:U:82:GLN:CD 3:U:82:GLN:N 2.79 0.40
3:U:140:LYS:NZ 3:U:154:HIS:O 2.46 0.40
4:¢:198:LEU:HD12 4:¢:221:LEU:HD13 2.03 0.40
4:d:365:GLY:O 4:d:371:THR:O 2.39 0.40
4:¢:183:ASP:HB3 4:¢:310:MET:CE 2.49 0.40
4:h:350:TYR:CZ 4:h:376:1ILE:HD12 2.56 0.40
4:h:368:ASP:0OD1 4:h:369:GLY:N 2.54 0.40
4:1:183:ASP:OD1 4:1:183:ASP:C 2.63 0.40
4:1:351: THR:HB 4:1:390:ASN:HA 2.03 0.40
4:1:488:GLN:C 4:1:488:GLN:CD 2.88 0.40
4:m:426:LEU:HA 4:m:429:VAL:HG12 2.03 0.40
4:n:312:TYR:CZ 4:n:370:LYS:HB2 2.57 0.40
1:w:188:ASP:CG 1:w:192:ASN:H 2.30 0.40
1:w:208:TRP:CD1 | 1:w:268:GLN:HE22 2.38 0.40
1:x:304:TYR:CE1 1:x:310:GLN:NE2 2.89 0.40
1:y:84:ARG:C 1:y:85:LEU:HD22 2.46 0.40
1:2:85:LEU:HD12 1:z:114:MET:CB 2.51 0.40
1:2:158:LEU:HD23 1:2z:208: TRP:CH2 2.55 0.40
1:2:23:ASN:HB3 1:2:371:GLU:OE2 2.21 0.40
1:2:289:LEU:HB2 1:2:304:TYR:CE2 2.55 0.40
1:3:239:GLU:OE2 1:3:239:GLU:HA 2.22 0.40
1:4:59:GLN:HB3 1:4:334: TRP:HH2 1.86 0.40
1:5:252:ASN:O 1:5:252: ASN:ND2 2.46 0.40
1:5:289:LEU:HB3 1:5:304: TYR:CE2 2.57 0.40
1:5:320:PHE:CE2 1:5:343:ALA:HB2 2.55 0.40
1.7.77: ILE:HG22 1:7:79:GLN:O 2.22 0.40
1:7:196:MET:SD 1:7:196:MET:C 3.04 0.40
1:8:250: THR:0G1 1:8:254:ALA:O 2.29 0.40
1:8:380:ARG:HB2 1:8:380:ARG:NH1 2.36 0.40
1:9:155:GLN:N 1:9:278:ALA:HB3 2.36 0.40
2:A:124:ALA:CB 2:A:436:MET:HE2 2.52 0.40
2:A:258:VAL:HG11 | 2:A:275:LEU:CD2 2.51 0.40
2:A:267:ASN:OD1 2:A:267:ASN:C 2.64 0.40
2:B:7:HIS:HB3 2:C:27:ASN:OD1 2.21 0.40
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2:C:150: TYR:HE1 2:C:154:GLN:CD 2.29 0.40
2:C:156:LYS:HE3 2:C:156:LYS:CA 2.35 0.40
2:C:342:ALA:HB2 2:C:407:GLN:HB2 2.04 0.40
2:E:15:ALA:O 2:E:19:LEU:HD23 2.21 0.40
2:F:511:GLN:O 2:F:515:GLY:N 2.54 0.40
2:G:46:SER:HA 2:G:55:GLY:HA2 2.02 0.40
2:H:150:TYR:C 2:H:150:TYR:CD1 2.99 0.40
2:H:213:VAL:CG2 2:H:229:MET:SD 3.09 0.40
2:1:298:LEU:HD13 2:1:298:LEU:C 2.47 0.40
2:1:303:LEU:C 2:1:303:LEU:CD2 2.94 0.40
2:1:332:SER:O 2:1:334: VAL:N 2.55 0.40
2:K:75:LEU:HD11 2:K:507:TYR:CA 2.52 0.40
2:K:226:ASN:HA 2:K:236:VAL:O 2.21 0.40
2:K:231:ASN:OD1 2:K:231:ASN:O 2.39 0.40
2:K:472:LYS:NZ 2:K:480: THR:HG21 2.36 0.40
3:M:230:ASP:0OD2 4:a:152:ASP:HB3 2.21 0.40
3:0:22:GLU:OE2 3:0:293:GLN:CD 2.64 0.40
3:0:82:GLN:OE1 3:0:82:GLN:CA 2.66 0.40
3:0:163:GLN:OE1 3:0:163:GLN:O 2.39 0.40
3:P:286:VAL:HG21 4:e:3:GLN:NE2 2.36 0.40
3:Q:280:ASP:OD1 3:Q:280:ASP:C 2.64 0.40
3:U:106:ASP:0OD1 4:k:53:ARG:NH2 2.45 0.40
3:V:92:GLU:OE2 3:V:92:GLU:CA 2.68 0.40
3:V:122:.MET:CE 3:V:201:PHE:CE2 3.04 0.40
3:V:261:ASP:0OD1 3:V:261:ASP:N 2.53 0.40
4:¢:12:LEU:O 4:c:13:LEU:C 2.62 0.40
4:£:32:LEU:HD21 4:£:463:VAL:HG22 2.03 0.40
4:1:183:ASP:HA 4:£:310:MET:CE 2.51 0.40
4:¢:494:LEU:C 4:¢:494:LEU:CD1 2.95 0.40
4:3:170:LEU:O 4:3:171:ASP:C 2.63 0.40
4:m:271:LEU:HD21 4:m:275:ALA:O 2.22 0.40
1:w:193:ALA:HB2 1:w:286:PRO:CD 2.51 0.40
1:x:77:ILE:CD1 1:x:82:PHE:N 2.84 0.40
1:2:328:SER:HA 1:2:333:VAL:O 2.22 0.40
1:3:178:TYR:CD1 1:3:180:LYS:N 2.89 0.40
1:6:122: THR:N 1:6:127: THR:O 2.53 0.40
1:7:117: THR:HA 1:7:136:PRO:HA 2.03 0.40
1:8:10:LEU:HD22 1:8:382: TYR:CD1 2.56 0.40
1:8:76:ALA:N 1:8:357: THR:O 2.36 0.40
1:8:186:VAL:O 1:8:194:HIS:O 2.39 0.40
1:9:202:LYS:HG3 1:9:208: TRP:CD2 2.55 0.40
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2:A:40:1LE:C 2:A:41:LEU:HD22 2.46 0.40
2:A:88:ARG:NE 2:A:282:GLY:HA2 2.36 0.40
2:A:124:ALA:HB1 2:A:436:MET:HE2 2.03 0.40
2:A:367:PHE:CD1 2:A:372:TRP:CD1 3.09 0.40
2:A:396:ASP:0O 2:A:398:LEU:HD22 2.22 0.40
2:A:453:ASN:ND2 3:0:162:GLN:OE1 2.54 0.40
2:B:143:GLN:OE1 2:B:143:GLN:HA 2.21 0.40
2:B:438:SER:N 2:B:452:ASP:0OD2 2.53 0.40
2:C:98:LEU:HD13 2:C:98:LEU:O 2.21 0.40
2:C:153:ASP:O 2:C:157:GLN:HG2 2.21 0.40
2:D:75:LEU:CD1 2:D:79:GLN:HG3 2.51 0.40
2:D:131:GLN:OE1 2:D:131:GLN:HA 2.22 0.40
2:D:272:GLU:OE1 2:D:287:ARG:HD2 2.21 0.40
2:D:290:ASP:0OD1 2:D:290:ASP:N 2.53 0.40
2:E:446:VAL:HG22 2:E:447:ASP:N 2.37 0.40
2:F:472:LYS:HB3 2:F:476:ASP:OD1 2.21 0.40
2:G:29:TYR:CE2 3:U:6:GLN:OE1 2.74 0.40
2:G:68:ASP:0D2 2:G:71:ILE:HG13 2.22 0.40
2:G:203:ASP:O 2:G:206:VAL:HG12 2.21 0.40
2:H:6:ASN:OD1 2:H:6:ASN:N 2.53 0.40
2:H:150:TYR:HD1 2:H:150:TYR:O 2.05 0.40
2:H:180:ASN:OD1 2:H:180:ASN:C 2.64 0.40
2:H:186:MET:CE 2:H:187: THR:HA 2.51 0.40
2:H:351:LYS:HD3 2:H:353:VAL:HG13 2.02 0.40
2:J:154:GLN:CG 2:J:291:LEU:HD11 2.50 0.40
2:J:439:GLU:O 2:J:448: THR:HG21 2.21 0.40
2:K:374:VAL:HG11 2:K:395:ILE:CD1 2.52 0.40
3:L:201:PHE:O 3:1:202:VAL:C 2.65 0.40
3:M:26:LEU:O 3:M:30:MET:HE3 2.20 0.40
3:M:249:GLU:O 3:M:252:THR:OG1 2.33 0.40
3:N:163:GLN:HA 3:N:169: THR:HA 2.02 0.40
3:0:205:ASP:C 3:0:208:ILE:HG12 2.46 0.40
3:P:36:VAL:HG23 3:P:41:ASP:HB2 2.03 0.40
3:P:308:GLN:CD 3:P:308:GLN:C 2.90 0.40
3:Q:77:GLU:OE2 3:Q:77:GLU:C 2.64 0.40
3:R:8:-MET:SD 3:R:9:'TYR:N 2.94 0.40
3:5:100:GLY:O 4:1:144:LEU:HD22 2.22 0.40
3:T:275:-MET:HE2 | 3:T:279:VAL:HGI11 2.02 0.40
3:V:92:GLU:OE2 3:V:92:GLU:HA 2.21 0.40
4:b:254:ASN:OD1 4:b:255:GLY:N 2.53 0.40
4:¢:57:ASN:O 4:¢:61:LEU:CG 2.66 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

4:3:14:THR:HG22 4:k:33:SER:CB 2.52 0.40
4:3:489:ASN:O 4:3:490:VAL:C 2.64 0.40
4:1:93:ARG:HB2 4:1:412:ILE:HG21 2.03 0.40
4:1:383:ALA:O 4:1:386:ALA:N 2.54 0.40
4:m:63:GLN:HA 4:m:66:ARG:HG3 2.03 0.40
4:m:486:VAL:HB 4:m:487:PRO:HD3 2.02 0.40
4:n:72:1ILE:HD11 4:n:437:ILE:HD12 2.04 0.40
4:n:485:GLN:OE1 4:1n:486:VAL:HA 2.20 0.40
1:w:42:MET:HE2 1:w:50:LEU:HB2 2.02 0.40
1:1:319:ASN:OD1 1:1:353:PHE:CE1 2.74 0.40
1:3:304:TYR:HB2 1:3:306:ASN:OD1 2.21 0.40
1:5:20:ILE:HD11 1:5:374:ASN:HB2 2.01 0.40
1:6:12:ALA:HB1 1:6:54:VAL:HG22 2.02 0.40
1:7:10:LEU:CD1 1:7:389:ILE:HD12 2.52 0.40
1:8:195:ASP:0OD2 2:1:263:GLU:OE2 2.39 0.40
2:A:272:GLU:OE1 | 2:A:284:LEU:HD22 2.22 0.40
2:A:277:THR:N 2:A:281:GLY:HA3 2.36 0.40
2:B:64:GLN:OE1 2:B:65:ARG:C 2.65 0.40
2:B:434:ILE:O 2:B:436:MET:HE1 2.21 0.40
2:C:288:SER:O 2:C:292:ASP:HB2 2.21 0.40
2:D:36:ARG:HG2 2:D:37:GLN:N 2.37 0.40
2:D:40:ILE:O 2:D:61:SER:N 2.46 0.40
2:D:235:LEU:O 2:D:242: ARG:NH2 2.54 0.40
2:D:297: THR:HA 2:D:360:ALA:HB1 2.02 0.40
2:E:95:.ILE:N 2:E:95:.ILE:HD12 2.36 0.40
2:E:229:MET:CG 2:E:230:ALA:N 2.84 0.40
2:E:497: THR:O 2:E:501:ASN:OD1 2.38 0.40
2:F:182:GLN:N 2:F:182:GLN:CD 2.80 0.40
2:F:438:SER:HB3 2:F:454:ARG:HB2 2.03 0.40
2:F:480: THR:O 2:F:484:ASP:0D2 2.39 0.40
2:G:140:LEU:HD12 2:G:140:LEU:C 2.46 0.40
2:G:426:VAL:HG12 2:G:428:VAL:O 2.21 0.40
2:H:81:GLN:O 2:H:85:LEU:HD23 2.20 0.40
2:J:106:LEU:N 2:J:106:LEU:CD1 2.84 0.40
2:K:249:SER:OG 2:K:255:ARG:HB2 2.20 0.40
2:K:310:ASN:HB3 2:K:326:ASP:HB2 2.03 0.40
2:K:319:ALA:O 2:K:441:LYS:HG2 2.20 0.40
2:K:408:LYS:HB3 2:K:408:LYS:HE3 1.90 0.40
3:L:20:GLN:NE2 3:L:297:LEU:HD11 2.37 0.40
3:M:56:GLN:OE1 3:M:272:LYS:HE2 2.21 0.40
3:N:312:LEU:C 3:N:312:LEU:CD2 2.94 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:0:67:THR:O 3:0:70: THR:0G1 2.39 0.40
3:P:286:VAL:CG2 4:e:3:GLN:HE22 2.35 0.40
3:Q:36:VAL:HG11 | 3:Q:279:VAL:HG22 2.04 0.40
3:Q:164:VAL:HG21 3:Q:170:MET:CE 2.51 0.40
3:R:203:MET:HE3 3:R:236:LEU:N 2.36 0.40
3:R:289:SER:O 3:R:293:GLN:OE1 2.38 0.40
3:S5:281:VAL:O 3:S5:281:VAL:HG12 2.20 0.40
3:5:284:ASN:O 3:5:287:ILE:CG2 2.69 0.40
3:5:302:LYS:O 3:5:305: THR:OG1 2.35 0.40
3:V:86:ALA:O 3:V:89: THR:HG22 2.21 0.40
4:¢:416:LEU:O 4:¢:420:ASP:0OD1 2.39 0.40
4:1:3:GLN:HB3 4:£:6:ASN:CA 2.48 0.40
4:¢:55:THR:O 4:¢:59:LYS:HG2 2.21 0.40
4:¢:308:VAL:HG22 4:¢:325:ALA:O 2.22 0.40
4:1:336: THR:HG22 4:1:337:GLN:N 2.37 0.40
4:1:490:VAL:O 4:1:493:LEU:HB3 2.21 0.40
4:3:432: ARG:NH2 4:k:122:GLU:OFE1 2.50 0.40
4:3:458:ASP:O 4:3:462:GLU:OE2 2.39 0.40
4:k:61:LEU:HD23 4:k:150:ALA:HB2 2.03 0.40
4:1:280:LYS:HD2 4:1:280:LYS:O 2.21 0.40
4:m:86:ASN:O 4:m:90:GLN:HG2 2.21 0.40
4:n:252:LYS:N 4:m:252:LYS:CD 2.85 0.40
1:w:42:MET:HE1 1:w:51:GLY:CA 2.51 0.40
1:w:385:ASN:HA 1:w:388: THR:OG1 2.21 0.40
1:z:144:MET:SD 1:2:304:TYR:CD1 3.14 0.40
1:2:20:ILE:O 1:2:371:GLU:OE1 2.40 0.40
1:2:264:LEU:O 1:2:265:ASN:HB2 2.22 0.40
1:3:36: THR:N 1:3:58: THR:O 2.50 0.40
1:3:202:LYS:HB2 1:3:208: TRP:CE3 2.56 0.40
1:4:42:MET:HB2 1:4:51:GLY:C 2.46 0.40
1:4:116:LEU:O 1:4:136:PRO:HA 2.21 0.40
1:5:168: THR:N 1:5:169:PRO:HD2 2.37 0.40
1:6:30: TYR:CD2 1:6:361:LEU:CB 3.04 0.40
1:6:82:PHE:CD2 1:6:334:TRP:CD1 3.10 0.40
1:6:154:MET:HE3 1:6:184:VAL:HG21 2.03 0.40
1:7:87:ASP:OD1 1:7:91:SER:N 2.52 0.40
1:7:93:PHE:HB3 1:7:333:VAL:CG1 2.50 0.40
1:7:106:ARG:NH1 1:7:139:ILE:O 2.52 0.40
1:8:103:ASP:O 1:8:106:ARG:N 2.43 0.40
1:8:187:TYR:HA 1:8:192:ASN:O 2.21 0.40
2:A:285:THR:HB 2:A:289:GLN:OE1 2.21 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
2:B:3:SER:O 2:B:6:ASN:HB2 2.22 0.40
2:B:276:ASN:C 2:B:281:GLY:HA3 2.47 0.40
2:B:362:ASP:0OD2 2:B:413:LEU:HD11 2.20 0.40
2:B:509:GLN:NE2 2:C:94:LYS:HD3 2.37 0.40
2:C:307:ASP:0OD2 2:C:355:SER:CB 2.69 0.40
2:D:200:ASP:0OD1 2:D:200:ASP:N 2.54 0.40
2:D:458:ALA:O 2:D:461:ASP:0OD1 2.40 0.40
2:E:288:SER:O 2:E:292:ASP:HB2 2.20 0.40
2:F:36:ARG:HB2 2:F:516:VAL:HG13 2.04 0.40
2:F:36:ARG:NH2 2:F:66:GLU:OE2 2.37 0.40
2:F:368:ASP:O 2:F:408:LYS:NZ 2.24 0.40
2:G:43:GLN:HG3 1:w:26:ASN:OD1 2.21 0.40
2:G:543:ASN:HA 2:G:546:PHE:CD2 2.57 0.40
2:H:70:PHE:O 2:H:71:.1LE:C 2.64 0.40
2:H:142:ASN:CG 3:U:168:ARG:HD2 2.47 0.40
2:H:162:1LE:O 2:H:166:VAL:HG12 2.21 0.40
2:1:180:ASN:OD1 2:1:224: THR:HG22 2.22 0.40
2:J:36:ARG:NH2 2:J:513:VAL:O 2.55 0.40
2:J:154:GLN:HG2 2:J:291:LEU:HD11 2.02 0.40
3:N:280:ASP:0D2 4:b:3:GLN:CD 2.65 0.40
3:0:7-MET:HG2 3:0:8:MET:N 2.37 0.40
3:P:168:ARG:HG2 3:P:256:GLU:OE2 2.21 0.40
3:P:216:GLU:OE2 3:P:216:GLU:C 2.65 0.40
3:Q:276:SER.:C 3:Q:278:LEU:N 2.76 0.40
3:Q:298:GLN:HG3 3:Q:299:ALA:N 2.35 0.40
3:R:181:ASN:OD1 3:R:199:ASN:ND2 2.54 0.40
3:U:47:SER:O 3:U:50:VAL:HG22 2.21 0.40
4:b:493:LEU:HG 4:b:494:LEU:N 2.37 0.40
4:d:199:ASP:HB3 4:d:256:GLU:HA 2.03 0.40
4:€:236:VAL:CG2 4:e:242:LYS:HB2 2.51 0.40
4:1:6:ASN:C 4:1:6:ASN:OD1 2.64 0.40
4:h:376:1LE:HD13 4:h:376:ILE:HA 1.95 0.40
4:1:233:LYS:HE3 4:1:245:'TYR:OH 2.21 0.40
4:3:182:SER:O 4:3:310:MET:HE3 2.22 0.40
4:k:464:SER:O 4:k:467:SER:OG 2.36 0.40
1:w:344:LEU:HD12 1:w:344:LEU:N 2.37 0.40
1:x:3:PHE:HB3 1:x:392:GLN:HG2 2.03 0.40
1:x:295:ASN:HB2 1:x:297:ASP:OD1 2.22 0.40
1:x:331:ASP:O 1:x:332:ASN:ND2 2.55 0.40
1:2:323:ASN:OD1 1:2:323:ASN:N 2.53 0.40
1:2:380:ARG:NH1 1:2:381:ASN:HA 2.37 0.40
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There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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

entries.

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 1 401/403 (100%) | 377 (94%) | 24 (6%) 0 100 ] 100}
1 2 401/403 (100%) 360 (90%) | 41 (10%) 0 |
1 3 401/403 (100%) 365 (91%) | 35 (9%) | 1 (0%) 44 73
1 4 401,/403 (100%) 356 (89%) | 42 (10%) | 3 (1%) 19 49
1 5 401,/403 (100%) 354 (88%) | 45 (11%) | 2 (0%) 25 56
1 6 401,/403 (100%) 364 (91%) | 35 (9%) | 2 (0%) 25 56
1 7 401,/403 (100%) 355 (88%) | 44 (11%) | 2 (0%) 25 56
1 8 401/403 (100%) 372 (93%) | 28 (%) | 1 (0%) 44 73
1 9 401/403 (100%) 371 (92%) | 30 (8%) 0 100 | | 100
1 W 401,/403 (100%) 355 (88%) | 45 (11%) | 1 (0%) 44 73
1 X 401,/403 (100%) 365 (91%) | 32 (8%) | 4 (1%)

1 y 401/403 (100%) | 374 (93%) | 27 (7%) 0 (100 [100]
1 2 401/403 (100%) | 361 (90%) | 40 (10%) 0 100 ] 100}
2 A 550/553 (100%) 520 (94%) | 30 (6%) 0 |
2 B 550/553 (100%) 514 (94%) | 34 (6%) | 2 (0%) 30 60
2 C 548 /553 (99%) 512 (93%) | 34 (6%) | 2 (0%) 30 60
2 D 550/553 (100%) 502 (91%) | 47 (8%) | 1 (0%) 44 73
2 E 548 /553 (99%) 500 (91%) | 46 (8%) | 2 (0%) 30 60
2 F 549/553 (99%) 524 (95%) | 25 (5%) 0 100 | 1 100
2 G 549 /553 (99%) 502 (91%) | 45 (8%) | 2 (0%) 30 60
2 H 549/553 (99%) 509 (93%) | 40 (%) 0 100 | | 100
2 I 550/553 (100%) 494 (90%) | 52 (10%) | 4 (1%) 19 49

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 J 550/553 (100%) 506 (92%) 43 (8%) 1 (0%) 4 73
2 K 550/553 (100%) 514 (94%) 34 (6%) 2 (0%) 30 60
3 L 304/317 (96%) 286 (94%) 17 (6%) 1 (0%) 37 66
3 | M 310/317 (98%) | 296 (96%) | 14 (4%) 0
3 N 311/317 (98%) 291 (94%) 19 (6%) 1 (0%) 37 66
3 O 308/317 (97%) 295 (96%) 13 (4%) 0 100 § § 100
3 P 305/317 (96%) 294 (96%) 10 (3%) 1 (0%) 37 66
3 Q 303/317 (96%) 286 (94%) 17 (6%) 0
3 R 308/317 (97%) 291 (94%) 17 (6%) 0
3 S 310/317 (98%) 298 (96%) 11 (4%) 1 (0%)

3 T 312/317 (98%) 304 (97%) 8 (3%) 0

3 U 314/317 (99%) 298 (95%) 16 (5%) 0

3 \Y 313/317 (99%) 295 (94%) 17 (5%) 1 (0%)

4 a 492/495 (99%) 475 (96%) 17 (4%) 0

4 b 491/495 (99%) 480 (98%) 11 (2%) 0

4 c 492 /495 (99%) 475 (96%) 17 (4%) 0

4 d 492/495 (99%) 473 (96%) 19 (4%) 0

4 e 492/495 (99%) 480 (98%) 10 (2%) 2 (0%)

4 f 493/495 (100%) 478 (97%) 13 (3%) 2 (0%) 30 60
4 g 491/495 (99%) 475 (97%) 16 (3%) 0 100 § § 100
4 h 402/495 (99%) | 480 (98%) | 12 (2%) 0 100 [ 100
4 i 492/495 (99%) 478 (97%) 13 (3%) 1 (0%) 44 73
4 j 491/495 (99%) 472 (96%) 19 (4%) 0 100 § § 100
4 k 492/495 (99%) 476 (97%) 16 (3%) 0 100 I 100
4 1 490/495 (99%) 469 (96%) 20 (4%) 1 (0%) 44 73
4 m 490/495 (99%) 480 (98%) 10 (2%) 0 100 I 100
4 n 491/495 (99%) 472 (96%) 19 (4%) 0 100 I 100
4 0 491/495 (99%) 472 (96%) 18 (4%) 1 (0%) 4 73
All All 22026/22234 (99%) | 20695 (94%) | 1287 (6%) | 44 (0%) 45 73

All (44) Ramachandran outliers are listed below:
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Mol | Chain | Res | Type
1 7 44 ALA
2 J 29 TYR
3 N 220 VAL
3 S 127 SER
4 e 5 ILE
1 w 171 SER
1 6 48 VAL
2 G 470 GLY
2 I 344 LYS
4 f 8 ASN
1 X 330 GLY
1 4 167 LYS
1 5 42 MET
1 8 47 LYS
2 D 396 ASP
2 E 396 ASP
2 I 124 ALA
2 K 325 LYS
1 X 79 GLN
1 3 349 GLY
2 B 306 ALA
4 1 43 ASP
4 0 4 VAL
1 X 2 SER
1 X 82 PHE
2 B 49 GLY
2 C 305 PHE
2 E 263 GLU
2 G 518 LEU
2 K 303 LEU
3 L 220 VAL
4 i 8 ASN
1 7 296 ASN
2 C 338 ASN
1 4 164 VAL
3 P 281 VAL
4 f 134 GLY
1 4 163 PRO
1 6 165 PRO
2 I 470 GLY
2 I 397 GLY
4 e 4 VAL
1 5 290 VAL

Continued on next page...
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Mol | Chain | Res | Type
3 \Y 220 VAL

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all PDB entries followed by that with respect to all EM
entries.

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 1 323/323 (100%) 313 (97%) | 10 (3%) 35 70
1 2 323/323 (100%) 314 (97%) | 9 (3%) 38 73
1 3 323/323 (100%) 309 (96%) | 14 (4%) 25 57
1 4 323/323 (100%) 307 (95%) | 16 (5%) 20 52
1 5 323/323 (100%) 307 (95%) | 16 (5%) 20 52
1 6 323/323 (100%) 314 (97%) | 9 (3%) 38 73
1 7 323/323 (100%) 299 (93%) | 24 (7%) | |11} 34
1 8 323/323 (100%) 312 (97%) | 11 (3%) 32 67
1 9 323/323 (100%) 315 (98%) | 8 (2%) 42 75
1 w 323/323 (100%) 300 (93%) | 23 (7%) | |12} 36
1 X 323/323 (100%) 309 (96%) | 14 (4%) 25 57
1 y 323/323 (100%) 314 (97%) | 9 (3%) 38 73
1 z 323/323 (100%) 306 (95%) | 17 (5%) 190 49
2 A 452/453 (100%) 434 (96%) | 18 (4%) 27 61
2 B 452/453 (100%) 431 (95%) | 21 (5%) 23 55
2 C 450/453 (99%) 432 (96%) | 18 (4%) 27 61
2 D 452/453 (100%) 436 (96%) | 16 (4%) 31 66
2 E 450/453 (99%) 426 (95%) | 24 (5%) 190 49
2 F 451/453 (100%) 430 (95%) | 21 (5%) 221 55
2 G 451/453 (100%) 432 (96%) | 19 (4%) 25 59
2 H 451/453 (100%) 428 (95%) | 23 (5%) 20 51
2 I 452/453 (100%) 424 (94%) | 28 (6%) 15 43
2 J 452/453 (100%) 435 (96%) | 17 (4%) 28 63
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Mol | Chain Analysed Rotameric | Outliers | Percentiles

2 K 452/453 (100%) 429 (95%) | 23 (5%) 20 51

3 L 250/261 (96%) | 247 (99%) | 3 (1%) | 67 |s9] |

3 M 256,/261 (98%) 239 (93%) | 17 (7%) 14] 39

3 N 257 /261 (98%) 243 (95%) | 14 (5%) 181 49

3 o) 254/261 (97%) 242 (95%) | 12 (5%) 22 55

3 P 251/261 (96%) 248 (99%) | 3 (1%) 67 |89

3 Q 249/261 (95%) 242 (97%) | 7 (3%) 38 73

3 R 254/261 (97%) 247 (9T%) | 7 (3%) 38 73

3 S 256/261 (98%) 247 (96%) | 9 (4%) 31 66

3 T 258/261 (99%) 251 (97%) | 7 (3%) 40 73

3 U 260,/261 (100%) 250 (96%) | 10 (4%) 28 63

3 v 259/261 (99%) 247 (95%) | 12 (5%) 23 55

4 a 390/391 (100%) 383 (98%) | 7 (2%) 54 |82

4 b 390/391 (100%) 374 (96%) | 16 (4%) 26 60

4 c 390/391 (100%) 377 (97%) | 13 (3%) 33 68

4 d 390/391 (100%) | 385 (99%) | 5(1%) | 65 |s8] |

4 e 390/391 (100%) 381 (98%) | 9 (2%) 45 |77

4 f 391/391 (100%) 382 (98%) | 9 (2%) 45 |77

4 g 390/391 (100%) 380 (97%) | 10 (3%) 41 74

4 h 390/391 (100%) 384 (98%) | 6 (2%) 60 |85/

4 i 390/391 (100%) 378 (97%) | 12 (3%) 35 70

4 j 390/391 (100%) 379 (97%) | 11 (3%) 38 73

4 k 390/391 (100%) 381 (98%) | 9 (2%) 45 |77

4 1 389/391 (100%) 379 (97%) | 10 (3%) 41 74

4 m 389/391 (100%) 379 (97%) | 10 (3%) 41 74

4 n 390/391 (100%) 382 (98%) | 8 (2%) 48 178

4 0 390/391 (100%) 377 (97%) | 13 (3%) 33 68
All | ALl | 17817/17918 (99%) | 17160 (96%) | 657 (4%) | 31 64

All (657) residues with a non-rotameric sidechain are listed below:

Mol | Chain

Res

Type

1 1

68 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 1 108 LEU
1 1 181 LYS
1 1 195 ASP
1 1 268 GLN
1 1 292 TYR
1 1 312 LEU
1 1 334 TRP
1 1 369 SER
1 1 394 GLN
1 2 65 THR
1 2 91 SER
1 2 102 LEU
1 2 106 ARG
1 2 161 THR
1 2 170 PHE
1 2 215 SER
1 2 268 GLN
1 2 369 SER
1 3 33 LYS
1 3 66 THR
1 3 99 GLN
1 3 111 MET
1 3 162 ASP
1 3 167 LYS
1 3 183 THR
1 3 203 THR
1 3 231 LYS
1 3 296 ASN
1 3 297 ASP
1 3 345 LEU
1 3 367 ASP
1 3 399 LEU
1 4 16 ASN
1 4 61 PHE
1 4 88 SER
1 4 159 ASN
1 4 161 THR
1 4 167 LYS
1 4 168 THR
1 4 170 PHE
1 4 185 THR
1 4 202 LYS

Continued on next page...
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Mol | Chain | Res | Type
1 4 215 SER
1 4 231 LYS
1 4 233 ASN
1 4 255 THR
1 4 324 GLU
1 4 334 TRP
1 5 4 SER
1 5 38 SER
1 5 42 MET
1 5 46 SER
1 5 53 LYS
1 5 111 MET
1 5 143 LEU
1 5 188 ASP
1 5 250 THR
1 5 261 LEU
1 5 285 LYS
1 5 289 LEU
1 5 290 VAL
1 5 292 TYR
1 5 310 GLN
1 5 369 SER
1 6 83 PHE
1 6 85 LEU
1 6 94 TYR
1 6 197 ASN
1 6 199 TYR
1 6 311 VAL
1 6 372 LEU
1 6 392 GLN
1 6 401 ASN
1 7 3 PHE
1 7 15 THR
1 7 26 ASN
1 7 52 VAL
1 7 65 THR
1 7 103 ASP
1 7 112 GLN
1 7 127 THR
1 7 143 LEU
1 7 153 SER
1 7 162 ASP

Continued on next page...
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Mol | Chain | Res | Type
1 7 170 PHE
1 7 187 TYR
1 7 197 ASN
1 7 201 VAL
1 7 217 ASP
1 7 235 ASN
1 7 239 GLU
1 7 289 LEU
1 7 329 GLN
1 7 338 GLN
1 7 395 ILE
1 7 399 LEU
1 7 400 VAL
1 8 36 THR
1 8 47 LYS
1 8 85 LEU
1 8 87 ASP
1 8 172 VAL
1 8 173 SER
1 8 179 ASN
1 8 206 ASN
1 8 284 TYR
1 8 357 THR
1 8 372 LEU
1 9 48 VAL
1 9 162 ASP
1 9 166 SER
1 9 168 THR
1 9 174 ASP
1 9 194 HIS
1 9 357 THR
1 9 358 ASN
2 A 7 HIS
2 A 47 THR
2 A 82 SER
2 A 106 LEU
2 A 143 GLN
2 A 182 GLN
2 A 194 SER
2 A 198 LEU
2 A 209 LEU
2 A 256 THR

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

Mol | Chain | Res | Type
2 A 310 ASN
2 A 375 THR
2 A 439 GLU
2 A 451 SER
2 A 481 LEU
2 A 483 SER
2 A 514 SER
2 A 540 GLN
2 B 66 GLU
2 B 68 ASP
2 B 82 SER
2 B 103 SER
2 B 144 PHE
2 B 158 VAL
2 B 181 ASP
2 B 226 ASN
2 B 261 VAL
2 B 275 LEU
2 B 285 THR
2 B 290 ASP
2 B 301 LEU
2 B 332 SER
2 B 364 LYS
2 B 371 ASP
2 B 374 VAL
2 B 418 SER
2 B 423 ASP
2 B 473 THR
2 B 476 ASP
2 C 7 HIS
2 C 16 GLN
2 C 101 ASP
2 C 111 GLN
2 C 119 THR
2 C 131 GLN
2 C 148 ASP
2 C 181 ASP
2 C 206 VAL
2 C 209 LEU
2 C 228 THR
2 C 234 THR
2 C 263 GLU

Continued on next page...
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Mol | Chain | Res | Type
2 C 277 THR
2 C 330 ILE
2 C 382 THR
2 C 387 LYS
2 C 552 ILE
2 D 48 LEU
2 D 76 ARG
2 D 105 SER
2 D 142 ASN
2 D 184 SER
2 D 205 LEU
2 D 240 THR
2 D 252 ASP
2 D 263 GLU
2 D 307 ASP
2 D 365 ILE
2 D 399 LYS
2 D 427 LYS
2 D 433 GLU
2 D 443 ASP
2 D 483 SER
2 E 5 ILE
2 E 31 VAL
2 E 68 ASP
2 E 116 SER
2 E 131 GLN
2 E 154 GLN
2 E 200 ASP
2 E 208 GLU
2 E 240 THR
2 E 315 LYS
2 E 346 VAL
2 E 351 LYS
2 E 353 VAL
2 E 375 THR
2 E 380 ASN
2 E 382 THR
2 E 387 LYS
2 E 436 MET
2 E 473 THR
2 E 509 GLN
2 E 533 LEU

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

Mol | Chain | Res | Type
2 E 538 VAL
2 E 539 LEU
2 E 545 LEU
2 F 29 TYR
2 F 30 ASN
2 F 98 LEU
2 F 111 GLN
2 F 116 SER
2 F 194 SER
2 F 201 GLN
2 F 209 LEU
2 F 221 ASP
2 F 301 LEU
2 F 370 THR
2 F 393 LEU
2 F 411 SER
2 F 423 ASP
2 F 438 SER
2 F 483 SER
2 F 495 SER
2 F 516 VAL
2 F 525 LEU
2 F 527 ARG
2 F 535 ASN
2 G 29 TYR
2 G 41 LEU
2 G 169 ILE
2 G 181 ASP
2 G 225 TYR
2 G 235 LEU
2 G 332 SER
2 G 352 VAL
2 G 386 THR
2 G 411 SER
2 G 413 LEU
2 G 465 SER
2 G 471 ASN
2 G 476 ASP
2 G 481 LEU
2 G 489 THR
2 G 508 LYS
2 G 513 VAL

Continued on next page...
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Mol | Chain | Res | Type
2 G 522 TYR
2 H 5 ILE
2 H 6 ASN
2 H 20 ASN
2 H 29 TYR
2 H 30 ASN
2 H 66 GLU
2 H 71 ILE
2 H 79 GLN
2 H 80 ASN
2 H 103 SER
2 H 113 PHE
2 H 143 GLN
2 H 272 GLU
2 H 300 GLN
2 H 343 ASP
2 H 379 ASP
2 H 382 THR
2 H 423 ASP
2 H 440 SER
2 H 473 THR
2 H 493 LYS
2 H 519 ASP
2 H 549 LEU
2 I 5 ILE
2 I 16 GLN
2 I 75 LEU
2 I 92 MET
2 I 93 SER
2 I 98 LEU
2 I 99 LEU
2 I 102 LYS
2 I 116 SER
2 I 138 GLU
2 I 149 GLN
2 I 154 GLN
2 I 183 ILE
2 I 201 GLN
2 I 216 GLU
2 I 236 VAL
2 I 254 THR
2 I 261 VAL

Continued on next page...
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Mol | Chain | Res | Type
2 I 286 PHE
2 I 303 LEU
2 I 322 ASN
2 I 372 TRP
2 I 387 LYS
2 I 388 ASP
2 I 421 ILE
2 I 423 ASP
2 I 445 ASP
2 I 459 LEU
2 J 75 LEU
2 J 82 SER
2 J 179 LEU
2 J 181 ASP
2 J 202 ARG
2 J 277 THR
2 J 288 SER
2 J 334 VAL
2 J 386 THR
2 J 393 LEU
2 J 413 LEU
2 J 424 MET
2 J 441 LYS
2 J 473 THR
2 J 476 ASP
2 J 492 LEU
2 J 530 GLN
2 K 5 ILE
2 K 48 LEU
2 K 68 ASP
2 K 101 ASP
2 K 142 ASN
2 K 221 ASP
2 K 224 THR
2 K 242 ARG
2 K 303 LEU
2 K 307 ASP
2 K 309 PHE
2 K 326 ASP
2 K 336 TYR
2 K 343 ASP
2 K 346 VAL

Continued on next page...
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Mol | Chain | Res | Type
2 K 383 PHE
2 K 388 ASP
2 K 474 PHE
2 K 487 ASN
2 K 508 LYS
2 K 512 SER
2 K 519 ASP
2 K 522 TYR
3 L 5 THR
3 L 70 THR
3 L 120 GLN
3 M 7 MET
3 M 9 TYR
3 M 11 GLN
3 M 34 LYS
3 M 37 THR
3 M 38 ASN
3 M 94 ILE
3 M 110 LEU
3 M 113 ASP
3 M 114 LEU
3 M 139 TYR
3 M 196 SER
3 M 203 MET
3 M 216 GLU
3 M 220 VAL
3 M 230 ASP
3 M 287 ILE
3 N 10 GLU
3 N 17 THR
3 N 24 MET
3 N 48 GLN
3 N 70 THR
3 N 106 ASP
3 N 109 SER
3 N 114 LEU
3 N 208 ILE
3 N 229 ILE
3 N 261 ASP
3 N 308 GLN
3 N 312 LEU
3 N 314 GLN

Continued on next page...
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Mol | Chain | Res | Type
3 O 26 LEU
3 O A7 SER
3 O 105 ASP
3 O 112 THR
3 O 135 ILE
3 O 147 ASP
3 O 166 SER
3 O 169 THR
3 O 242 ASN
3 O 263 LEU
3 O 298 GLN
3 O 311 SER
3 P 71 GLN
3 P 188 VAL
3 P 278 LEU
3 Q 80 LEU
3 Q 200 LEU
3 Q 272 LYS
3 Q 278 LEU
3 Q 280 ASP
3 Q 286 VAL
3 Q 293 GLN
3 R 16 ILE
3 R 48 GLN
3 R 82 GLN
3 R 172 ILE
3 R 203 MET
3 R 292 MET
3 R 293 GLN
3 S 16 ILE
3 S 52 LEU
3 S 104 ASP
3 S 105 ASP
3 S 112 THR
3 S 154 HIS
3 S 218 ASN
3 S 232 THR
3 S 290 TYR
3 T 10 GLU
3 T 139 TYR
3 T 188 VAL
3 T 230 ASP

Continued on next page...
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Mol | Chain | Res | Type
3 T 258 SER
3 T 266 ASP
3 T 302 LYS
3 U 11 GLN
3 U 19 SER
3 U 26 LEU
3 U 34 LYS
3 U 83 VAL
3 U 106 ASP
3 U 123 ASN
3 U 223 GLU
3 U 279 VAL
3 U 316 ASN
3 \Y 9 TYR
3 \Y 50 VAL
3 \Y 85 THR
3 \Y 106 ASP
3 \Y 230 ASP
3 \Y 237 LYS
3 \Y 249 GLU
3 \Y 252 THR
3 \Y 258 SER
3 \Y 265 SER
3 \Y 312 LEU
3 \Y 315 LEU
4 a 5 ILE
4 a 102 SER
4 a 230 TYR
4 a 248 VAL
4 a 349 LYS
4 a 425 ASP
4 a 464 SER
4 b 10 LEU
4 b 12 LEU
4 b 108 ASP
4 b 152 ASP
4 b 208 THR
4 b 231 TYR
4 b 281 ASN
4 b 313 THR
4 b 336 THR
4 b 375 SER

Continued on next page...
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Mol | Chain | Res | Type
4 b 446 ASN
4 b 447 LEU
4 b 464 SER
4 b ATT THR
4 b 494 LEU
4 b 495 ARG
4 c 9 SER
4 c 12 LEU
4 c 13 LEU
4 c 32 LEU
4 c 108 ASP
4 c 164 ASN
4 c 171 ASP
4 c 213 THR
4 c 252 LYS
4 c 349 LYS
4 c 406 GLU
4 c 422 LEU
4 c 445 ASN
4 d 108 ASP
4 d 268 THR
4 d 351 THR
4 d 392 LYS
4 d 491 LEU
4 e 57 ASN
4 e 102 SER
4 e 106 GLN
4 e 108 ASP
4 e 152 ASP
4 e 161 LYS
4 e 172 THR
4 e 188 VAL
4 e 485 GLN
4 f 5 ILE
4 f 7 THR
4 f 10 LEU
4 f 29 ILE
4 f 42 LYS
4 f 133 ASN
4 f 173 LEU
4 f 489 ASN
4 f 495 ARG

Continued on next page...
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Mol | Chain | Res | Type
4 g 5 ILE
4 g 11 SER
4 g 108 ASP
4 g 159 ASP
4 g 182 SER
4 g 404 THR
4 g 420 ASP
4 g 440 LEU
4 g 452 SER
4 g 464 SER
4 h 154 GLU
4 h 224 ASP
4 h 278 ASP
4 h 392 LYS
4 h 396 ASP
4 h 489 ASN
4 i 5 ILE
4 i 9 SER
4 i 10 LEU
4 i 105 SER
4 i 182 SER
4 i 193 ASP
4 i 210 LEU
4 i 248 VAL
4 i 321 ASP
4 i 422 LEU
4 i 456 ASP
4 i 495 ARG
4 j 102 SER
4 j 108 ASP
4 j 161 LYS
4 j 216 LYS
4 j 218 ASP
4 j 363 LYS
4 j 404 THR
4 j 449 SER
4 j ATT7 THR
4 j 494 LEU
4 j 495 ARG
4 k 57 ASN
4 k 152 ASP
4 k 218 ASP

Continued on next page...
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Mol | Chain | Res | Type
4 k 291 GLU
4 k 296 LEU
4 k 371 THR
4 k 449 SER
4 k 459 TYR
4 k 489 ASN
4 1 21 SER
4 1 23 SER
4 1 48 GLN
4 1 108 ASP
4 1 193 ASP
4 1 224 ASP
4 1 291 GLU
4 1 316 ASN
4 1 346 ASN
4 1 361 LEU
4 m 61 LEU
4 m 108 ASP
4 m 140 GLN
4 m 193 ASP
4 m 217 ILE
4 m 237 THR
4 m 278 ASP
4 m 340 ASP
4 m 464 SER
4 m 488 GLN
4 n 106 GLN
4 n 108 ASP
4 n 117 THR
4 n 183 ASP
4 n 282 VAL
4 n 347 THR
4 n 349 LYS
4 n 455 GLU
4 0 5 ILE
4 0 6 ASN
4 0 29 ILE
4 0 102 SER
4 0 154 GLU
4 0 172 THR
4 0 280 LYS
4 0 321 ASP

Continued on next page...
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Mol | Chain | Res | Type
4 o 379 LYS
4 0 422 LEU
4 0 468 ARG
4 0 489 ASN
4 0 495 ARG
1 w 3 PHE
1 w 5 GLN
1 W 80 ASN
1 w 102 LEU
1 w 108 LEU
1 w 162 ASP
1 W 164 VAL
1 W 167 LYS
1 W 168 THR
1 W 170 PHE
1 w 202 LYS
1 w 232 PHE
1 w 233 ASN
1 W 240 SER
1 w 252 ASN
1 W 255 THR
1 w 262 SER
1 w 265 ASN
1 w 294 ILE
1 w 297 ASP
1 W 364 SER
1 w 372 LEU
1 w 375 MET
1 X 59 GLN
1 X 80 ASN
1 X 82 PHE
1 X 141 ASN
1 X 204 LYS
1 X 221 THR
1 X 268 GLN
1 X 284 TYR
1 X 285 LYS
1 X 329 GLN
1 X 369 SER
1 X 383 GLN
1 X 391 THR
1 X 399 LEU

Continued on next page...
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Mol | Chain | Res | Type
1 y 57 ILE
1 y 119 TYR
1 y 167 LYS
1 y 178 TYR
1 y 183 THR
1 y 369 SER
1 y 389 ILE
1 y 393 ASP
1 y 403 ARG
1 z 24 ILE
1 z 36 THR
1 z 54 VAL
1 z 73 LEU
1 z 107 ASN
1 A 110 ASN
1 z 116 LEU
1 z 167 LYS
1 z 170 PHE
1 z 194 HIS
1 z 196 MET
1 z 230 LEU
1 z 248 THR
1 z 267 MET
1 z 268 GLN
1 z 334 TRP
1 z 382 TYR

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (295)

such sidechains are listed below:

Mol | Chain | Res | Type
1 1 11 ASN
1 1 16 ASN
1 1 80 ASN
1 1 245 ASN
1 1 275 ASN
1 1 352 ASN
1 1 381 ASN
1 2 5 GLN
1 2 80 ASN
1 2 133 ASN
1 2 269 GLN
1 2 323 ASN

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

Mol | Chain | Res | Type
1 2 329 GLN
1 3 79 GLN
1 3 80 ASN
1 3 89 ASN
1 3 206 ASN
1 3 268 GLN
1 3 269 GLN
1 3 293 GLN
1 3 295 ASN
1 3 303 ASN
1 3 385 ASN
1 3 387 GLN
1 4 157 ASN
1 4 159 ASN
1 4 206 ASN
1 4 268 GLN
1 4 269 GLN
1 4 275 ASN
1 4 296 ASN
1 4 319 ASN
1 4 329 GLN
1 4 401 ASN
1 5 11 ASN
1 5 245 ASN
1 5 268 GLN
1 6 16 ASN
1 6 99 GLN
1 6 192 ASN
1 6 332 ASN
1 6 401 ASN
1 7 22 ASN
1 7 110 ASN
1 7 194 HIS
1 7 252 ASN
1 7 293 GLN
1 7 303 ASN
1 7 319 ASN
1 7 323 ASN
1 7 392 GLN
1 8 99 GLN
1 8 252 ASN
1 8 392 GLN

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

Mol | Chain | Res | Type
1 9 194 HIS
1 9 392 GLN
2 A 37 GLN
2 A 43 GLN
2 A 81 GLN
2 A 201 GLN
2 A 210 ASN
2 A 310 ASN
2 A 359 GLN
2 A 453 ASN
2 B 25 ASN
2 B 43 GLN
2 B 74 GLN
2 B 81 GLN
2 B 111 GLN
2 B 293 GLN
2 B 300 GLN
2 B 419 ASN
2 B 425 ASN
2 B 475 ASN
2 B 510 GLN
2 B 511 GLN
2 B 543 ASN
2 C 56 ASN
2 C 74 GLN
2 C 182 GLN
2 C 196 ASN
2 D 30 ASN
2 D 118 GLN
2 D 149 GLN
2 D 157 GLN
2 D 175 GLN
2 D 220 GLN
2 D 226 ASN
2 D 293 GLN
2 D 430 ASN
2 E 20 ASN
2 E 37 GLN
2 E 97 ASN
2 F 74 GLN
2 F 157 GLN
2 F 175 GLN

Continued on next page...
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Mol | Chain | Res | Type
2 F 178 ASN
2 F 463 GLN
2 F 475 ASN
2 F 505 GLN
2 F 524 ASN
2 G 20 ASN
2 G 97 ASN
2 G 289 GLN
2 G 457 GLN
2 G 517 ASN
2 G 540 GLN
2 H 27 ASN
2 H 123 ASN
2 H 131 GLN
2 H 142 ASN
2 H 180 ASN
2 H 540 GLN
2 H 543 ASN
2 I 201 GLN
2 I 430 ASN
2 I 511 GLN
2 J 24 ASN
2 J 91 GLN
2 J 171 ASN
2 J 178 ASN
2 J 220 GLN
2 J 419 ASN
2 J 499 GLN
2 J 511 GLN
2 J 551 ASN
2 K 20 ASN
2 K 27 ASN
2 K 74 GLN
2 K 168 GLN
2 K 171 ASN
2 K 196 ASN
2 K 340 ASN
2 K 359 GLN
3 L 20 GLN
3 L 48 GLN
3 L 115 GLN
3 L 131 ASN

Continued on next page...
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Mol | Chain | Res | Type
3 L 162 GLN
3 L 274 GLN
3 L 308 GLN
3 M 178 GLN
3 M 274 GLN
3 M 308 GLN
3 N 20 GLN
3 N 131 ASN
3 N 274 GLN
3 N 277 ASN
3 N 284 ASN
3 N 316 ASN
3 O 54 GLN
3 O 162 GLN
3 O 174 HIS
3 O 253 GLN
3 0O 277 ASN
3 O 298 GLN
3 P 59 ASN
3 P 82 GLN
3 P 271 GLN
3 P 274 GLN
3 P 277 ASN
3 Q 253 GLN
3 R 54 GLN
3 R 58 GLN
3 R 131 ASN
3 R 293 GLN
3 S 12 ASN
3 S 29 GLN
3 S 48 GLN
3 S 242 ASN
3 S 253 GLN
3 T 12 ASN
3 T 20 GLN
3 T 123 ASN
3 T 181 ASN
3 T 274 GLN
3 T 294 GLN
3 U 6 GLN
3 U 11 GLN
3 U 12 ASN

Continued on next page...
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Mol | Chain | Res | Type
3 U 56 GLN
3 U 115 GLN
3 U 123 ASN
3 U 162 GLN
3 U 298 GLN
3 \Y 11 GLN
3 \Y 12 ASN
3 \Y 48 GLN
3 \Y 61 GLN
3 \Y 293 GLN
4 a 3 GLN
4 a 48 GLN
4 a 484 ASN
4 b 48 GLN
4 b 101 ASN
4 b 200 ASN
4 b 286 ASN
4 b 430 GLN
4 c 3 GLN
4 c 16 ASN
4 ¢ 17 ASN
4 c 48 GLN
4 c 83 ASN
4 c 164 ASN
4 c 200 ASN
4 c 283 GLN
4 c 315 ASN
4 d 3 GLN
4 d 101 ASN
4 d 200 ASN
4 d 465 ASN
4 e 3 GLN
4 e 19 ASN
4 e 69 ASN
4 e 470 GLN
4 e 485 GLN
4 f 8 ASN
4 f 76 GLN
4 f 90 GLN
4 f 142 ASN
4 f 316 ASN
4 f 430 GLN

Continued on next page...
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Mol | Chain | Res | Type
4 f 488 GLN
4 g 39 ASN
4 g 52 ASN
4 g 151 ASN
4 g 338 ASN
4 g 489 ASN
4 h 76 GLN
4 i 16 ASN
4 i 17 ASN
4 i 48 GLN
4 i 52 ASN
4 i 86 ASN
4 i 88 ASN
4 i 90 GLN
4 i 434 ASN
4 i 445 ASN
4 j 283 GLN
4 j 484 ASN
4 k 3 GLN
4 k 22 GLN
4 k 63 GLN
4 k 162 GLN
4 k 200 ASN
4 k 286 ASN
4 k 338 ASN
4 k 484 ASN
4 k 485 GLN
4 1 6 ASN
4 1 76 GLN
4 1 140 GLN
4 1 142 ASN
4 1 394 GLN
4 m 16 ASN
4 m 121 ASN
4 m 439 ASN
4 m 473 GLN
4 m 485 GLN
4 n 162 GLN
4 n 166 GLN
4 n 283 GLN
4 n 394 GLN
4 n 430 GLN

Continued on next page...
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Mol | Chain | Res | Type
4 0 16 ASN
4 0 39 ASN
4 0 98 GLN
4 0 338 ASN
4 0 439 ASN
1 w 23 ASN
1 W 192 ASN
1 W 268 GLN
1 w 281 GLN
1 w 319 ASN
1 w 332 ASN
1 W 385 ASN
1 X 107 ASN
1 X 213 HIS
1 X 306 ASN
1 X 329 GLN
1 X 332 ASN
1 X 338 GLN
1 X 381 ASN
1 y 16 ASN
1 y 130 GLN
1 y 213 HIS
1 y 245 ASN
1 y 383 GLN
1 y 387 GLN
1 z 22 ASN
1 zZ 105 ASN
1 zZ 155 GLN
1 z 157 ASN
1 z 197 ASN
1 z 280 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

There are no non-standard protein/DNA/RNA residues in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
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5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

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.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-51493. These allow visual inspection
of the internal detail of the map and identification of artifacts.

Images derived from a raw map, generated by summing the deposited half-maps, are presented

below the corresponding image components of the primary map to allow further visual inspection
and comparison with those of the primary map.

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 250 Y Index: 250 Z Index: 250

6.2.2 Raw map

X Index: 250 Y Index: 250 Z Index: 250

The images above show central slices of the map in three orthogonal directions.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 257 Y Index: 314 Z Index: 227

6.3.2 Raw map

X Index: 0 Y Index: 0 Z Index: 0

The images above show the largest variance slices of the map in three orthogonal directions.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
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6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

6.4.2 Raw map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
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6.5 Orthogonal surface views (i)

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.18.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

These images show the 3D surface of the raw map. The raw map’s contour level was selected so
that its surface encloses the same volume as the primary map does at its recommended contour
level.

6.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.

WORLDWIDE

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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7 Map analysis (i)

This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

4 Recommended contour
level 0.18

Voxel count (logl0)

0

T T T
0.4 -0.2 0.0 0.2 0.4 0.6
Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
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7.2  Volume estimate (i)

Volume estimate

160000

140000 -

120000

100000
— ‘olume

Recommended contour

80000
level 0.18

Vvolume (nm?3)

60000

40000 -

20000 4

0

T T T
—-0.4 -0.2 0.0 0.2 0.4 0.6
Contour level

The volume at the recommended contour level is 1471 nm?; this corresponds to an approximate
mass of 1329 kDa.

The volume estimate graph shows how the enclosed volume varies with the contour level. The
recommended contour level is shown as a vertical line and the intersection between the line and
the curve gives the volume of the enclosed surface at the given level.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

5.0 A
2.5 1
0.0 —
=)
> —— Primary map RAPS
o —=2.57 ry map
= Raw map RAPS
e Reported resolution
g —5.0 7 T 2904¢
@ .
E
_?-5 .
—10.0 4
—-12.5 4
T T T T T
0.0 0.1 0.2 0.3 0.4

Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.345 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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8 Fourier-Shell correlation (i)

Fourier-Shell Correlation (FSC) is the most commonly used method to estimate the resolution of
single-particle and subtomogram-averaged maps. The shape of the curve depends on the imposed
symmetry, mask and whether or not the two 3D reconstructions used were processed from a
common reference. The reported resolution is shown as a black line. A curve is displayed for the
half-bit criterion in addition to lines showing the 0.143 gold standard cut-off and 0.5 cut-off.

8.1 FSC (D

FSC

Unmasked-calculated
FSC

0.143

== 05

== Half-bit
Reported resolution
2.90 A+

Correlation

T T
0.0 0.1 0.2 0.3 0.4
Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.345 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 2.90 - -
Author-provided FSC curve - - -
Unmasked-calculated™* 4.28 | 7.60 4.57

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 4.28 differs from the reported

value 2.9 by more than 10 %


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#resolution_estimates
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-51493 and PDB
model 9GO6. Per-residue inclusion information can be found in section 3 on page 8.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.18 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_fit
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

The images above show the model with each residue coloured according its QQ-score. This shows
their resolvability in the map with higher Q-score values reflecting better resolvability. Please
note: Q-score is calculating the resolvability of atoms, and thus high values are only expected at
resolutions at which atoms can be resolved. Low Q-score values may therefore be expected for
many entries.

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.18).


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#qscore_mapped_model
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#ai_mapped_model
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9.4 Atom inclusion (i)

Atom inclusion

1.0
o
= 0.8 1
W
=
]
T,
E 0.6 4 —— Backbone atoms
£ All non-hydrogen
E atoms
=] Recommended contour
o level 0.18
v 0.4
=
g=
]
[}
o
E 0.2 1

D-ﬂ T T T T T T

—0.4 —-0.2 0.0 0.2 0.4 0.6

Contour level

At the recommended contour level, 54% of all backbone atoms, 54% of all non-hydrogen atoms,
are inside the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#atom_inclusion_by_contour
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9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.18) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All B 0.5420 . 0.3490
1 . 0.4310 . 0.3030
2 . 0.3670 . 0.2460
3 . 0.4200 . (0.2880
4 . 0.3200 . 0.2300
5 I (0.3850 I (0.2650
6 . (0.3070 . 0.2320
7 . (0.3430 . 0.2750
8 . 0.3900 . 0.2620
9 - 0.2720 . 0.1930
A . 0.3700 . (0.2830
B  0.5380 . (0.3250
C . 0.4460 . (0.3070
D B 0.5890 . 0.3610
E = 0.5320 . 0.3380
F  0.5780 . 0.3610
G  0.5480 . 0.3300
H m 0.5130 . (0.3390
I B 0.5090 . 0.2960
J B 0.5010 . 0.3390
K s 0.5500 . 0.3070
L 0.7320 . 0.4140
M e 0.6990 . 0.4170
N 0.7400 . 0.4280
O e 0.6230 . 0.3320
P 0.7510 . 0.4370
Q B 0.6500 I (0.3850
R 0.7420 . 0.4440
S e 0.6870 - 0.3980
T 0.7360 . 0.4380
U  0.7080 . 0.4060
\Y  0.6950 . 0.4200
a  0.6620 . 0.4100
b  0.6530 . 0.4190
¢ . 0.4440 . 0.3590

Continued on next page...

1.0

0.0
M <0.0
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Continued from previous page...

Chain Atom inclusion Q-score
d w 0.6640 . 0.4080
e B 0.6630 B 0.4160
f B 0.4980 . 0.3840
g B 0.6610 . 0.4060
h B 0.6550 . 0.4180
i B 0.5580 . (0.3960
j w 0.6710 I 0.4060
k  0.6730 m 0.4130
1 B 0.6180 . 0.3960
m B 0.6680 . 0.4020
n w 0.6710 . 0.4120
0 B 0.6350 . (0.4050
w . (0.3450 . (0.2620
X I 0.3550 . 0.2420
y I 0.3890 . 0.3100
z I 0.3660 I 0.2350
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