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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 6.90 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 I 0 i
Ramachandran outliers I T 2 .3%
Sidechain outliers I I T 6.9%
Worse Better

0 Percentile relative to all structures

[l Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 114402 924
Ramachandran outliers 111179 726
Sidechain outliers 111093 686

The table below summarises the geometric issues observed across the polymeric chains. The red,
orange, yellow and green segments on the bar indicate the fraction of residues that contain outliers
for >=3, 2, 1 and 0 types of geometric quality criteria. 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%

Mol | Chain | Length Quality of chain
1 1-A 823 46% 18% 5% « 30%
1 10-A 823 44% 20% 5% « 30%
1 2-A 823 45% 18% 5% 30%
1 3-A 823 44% 20% 5% 30%
1 4-A 823 44% 20% 5% 30%
1 5-A 823 43% 20% 5% - 30%
1 6-A 823 44% 20% 5% - 30%
1 7-A 823 45% 17% 6% = 30%
1 8-A 823 43% 22% 5% - 30%

Continued on next page...

WO RLDWIDE
PROTEIN DATA BANK

.......................


http://wwpdb.org/validation/2016/EMValidationReportHelp#overall_quality

Page 3 wwPDB EM Map/Model Validation Report SFLZ

Continued from previous page...

Mol | Chain | Length Quality of chain
1 9-A 823 43% 21% 5% - 30%
2 1-B 846 42% 18% 6% - 33%
2 10-B 846 42% 19% 5% - 33%
2 2-B 846 42% 19% .- 33%
2 3-B 846 44% 16% 6% « 33%
2 4-B 846 40% 20% 6% « 33%
2 5-B 846 42% 19% 5% - 33%
2 6-B 846 41% 20% 5% - 33%
2 7-B 846 43% 19% . 33%
2 8-B 846 42% 19% 5% - 33%
2 9-B 846 40% 19% 7% 33%
3 1-C 473 63% 23% 7% 6%
3 1-D 473 64% 23% 5% - 6%
3 10-C 473 65% 22% % 6%
3 10-D 473 61% 27% 5% 6%
3 2-C 473 64% 26% e
3 2-D 473 64% 25% 5%+ 6%
3 3-C 473 62% 27% 5% - 6%
3 3-D 473 65% 24% 5% 6%
3 4-C 473 63% 25% 5% - 6%
3 4-D 473 63% 24% 5% - 6%
3 5-C 473 62% 25% “6% 6%
3 5-D 473 63% 26% 5% - 6%
3 6-C 473 65% 25% %
3 6-D 473 62% 27% %

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

Mol | Chain | Length Quality of chain
3 7-C 473 60% 29% 5% 6%
3 7-D 473 63% 25% 5% - 6%
3 8-C 473 65% 23% 5%+ 6%
3 8-D 473 65% 25% %
3 9-C 473 68% 21% 5% 6%
3 9-D 473 64% 25% 5%+ 6%
4 1-E 44 100%
4 1-F 44 100%
4 10-E 44 100%
4 10-F 44 100%
4 2-B 44 100%
4 2-F 44 100%
4 3-E 44 100%
4 3-F 44 100%
4 4-K 44 100%
4 4-F 44 100%
4 5-E 44 100%
4 5-F 44 100%
4 6-E 44 100%
4 6-F 44 100%
4 7-E 44 100%
4 7-F 44 100%
4 8-E 44 100%
4 8-F 44 95% 5%
4 9-E 44 100%
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2  Entry composition (i)

There are 4 unique types of molecules in this entry. The entry contains 169420 atoms, of which 0
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 SPINDLE POLE BODY COMPONENT SPC97.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 1-A JE 4831 3110 806 889 26 0 0

Total C N O S
1 2-A 575 4831 3110 806 &89 26 0 0

Total C N O S
1 3-A 575 4831 3110 806 &89 26 0 0

Total C N 0O S
1 A 575 4831 3110 806 &89 26 0 0

Total C N O S
1 o-A 575 4831 3110 806 &89 26 0 0

Total C N O S
1 6-A 575 4831 3110 806 &89 26 0 0

Total C N 0O S
1 -A 575 4831 3110 806 889 26 0 0

Total C N 0O S
1 8-A 575 4831 3110 806 889 26 0 0

Total C N O S
1 9-A 575 4831 3110 806 889 26 0 0

Total C N O S
1 10-A g 4831 3110 806 889 26 0 0

e Molecule 2 is a protein called SPINDLE POLE BODY COMPONENT SPC98.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
2 1-B 565 4701 3058 775 833 15 0 0

Total C N O S
2 2-B 565 4701 3058 775 833 15 0 0

Total C N O S
2 3-B 565 4701 3058 775 833 15 0 0

Total C N 0 S
2 +-B 565 4701 3058 775 833 15 0 0

Total C N O S
2 5-B 565 4701 3058 775 853 15 0 0

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK



http://wwpdb.org/validation/2016/EMValidationReportHelp#entry_composition

Page 7

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
2 6-B 565 Z%ail 30058 71;15 8C5)3 1S5 0 0
2 B 565 Z%ail 30058 71;15 8(5)3 1S5 0 0
2 8B 565 Z%ail 30058 71;15 8C5)3 1S5 0 0
2 o-B 565 Z%ail 30058 71;15 8C5)3 1S5 0 0
2 10-B 565 Z%ail 30058 71;15 8C5)3 1S5 0 0
e Molecule 3 is a protein called TUBULIN GAMMA CHAIN.

Mol | Chain | Residues Atoms AltConf | Trace
s 1-C 445 gi@? 21CSO 5§1 685 189 0 0
s 2-C 45 gi@? 21CSO 5§1 685 189 0 0
s 3-C 45 22521 21CSO 5§1 6(9)5 189 0 0
s 1-C 45 gi@? 21CSO 5§1 6(9)5 189 0 0
3 5-C 45 gi@? 21CSO 5§1 6(9)5 1S9 0 0
s 6-C 45 32?51 21CSO 51;1 685 1S9 0 0
3 -C 45 gi@? 21080 51;1 6(9)5 1S9 0 0
3 8-C 445 gﬁi@? 21080 52]1 6(9)5 189 0 0
3 9-C 445 gi?&f 21080 52]1 6(9)5 189 0 0
3 10-C 445 gi?él 21C80 52]1 6(9)5 189 0 0
3 I-D 445 gi@? 21(230 5§1 685 189 0 0
3 2-D A5 gi@? 21%0 515\;1 6(9)5 189 0 0
3 3-D 445 gi@? 21(;30 515\;1 6(9)5 189 0 0
3 4-D 445 gi@? 21(;30 515\;1 6(9)5 189 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
s 5-D 45 gzga; 21CSO 51§1 6C9)5 1S9 0 0
s 6-D 45 gzga; 21CSO 51§1 6(9)5 1S9 0 0
s b 45 gzga; 21CSO 51§1 6(9)5 1S9 0 0
s 8-D 45 gzga; 21CSO 51§1 6(9)5 1S9 0 0
s 9-D 45 gzga; 21080 51§1 6(9)5 1S9 0 0
s 10-D 45 gzga; 21080 515311 685 1S9 0 0

There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
C 58 CYS SER | ENGINEERED MUTATION | UNP P53378
C 288 CYS GLY | ENGINEERED MUTATION | UNP P53378
D 58 CYS SER | ENGINEERED MUTATION | UNP P53378
D 288 CYS GLY | ENGINEERED MUTATION | UNP P53378

e Molecule 4 is a protein called SPINDLE POLE BODY COMPONENT 110.

Mol | Chain | Residues Atoms AltConf | Trace
vl | 0|0
1 >k i goztgl 132 41\; 4(31 0 0
1 Sk i gozt(?l 1§2 Aljl 181 0 0
1 +E i gozt(?l 1§2 Aljl 181 0 0
1 ok i gozt(?l 152 Aljl 481 0 0
el e L
c M Y | 0|0
dlsE M | 0|0
T

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

Mol | Chain | Residues Atoms AltConf | Trace
4 | 10E 44 1;058‘1 1(332 El 42 0 0
vl | w O s a0 |0
vl | | a0 |0
cler | ow O a0 |0
e | O a0 |0
tler | w O a0 |0
4 6-I 4 goztgl 152 Aljl 181 0 0
4 -k 4 gozt(?l 1§2 Aljl 181 0 0
4 i 4 gozt(?l 152 Aljl 481 0 0
4 -k 4 gozt(?l 1§2 Aljl 481 0 0
4 | 10-F 44 T202t(z)11 1(;2 El 21 0 0
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors displayed in the second graphic. The second graphic
shows the sequence view annotated by issues in geometry. 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. 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: SPINDLE POLE BODY COMPONENT SPC97

Chain 1-A: 46% 18% 5% 30%
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e Molecule 1: SPINDLE POLE BODY COMPONENT SPC97
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Chain 2-A: 45% 18% 5% . 30%

WO RLDWIDE

E56
V59
G69

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM


http://wwpdb.org/validation/2016/EMValidationReportHelp#residue_plots

SFLZ

wwPDB EM Map/Model Validation Report

Page 11

L

vcra

1Y

Ll

(4329

6071
807TYH
LOTYH

20T4d

PLR
€LL

TLE

vocH
£0TH

T0ZH

6672

L6T4

S67d

€6TA

06TX

814

SOTA

€9TN
T°oTd
T91a
0974

9973

un

0STA

Ly13

441

¥0eQ

COER

00EW
66Td

L62h

1621

682h
88CTL

98TH
¥8Ck

6LCK

§S.cI

06€7

LLgd
9LeD
SLEL

€LET

+

99€1
S9EL
¥9¢ed
€9€1

428

8€€d

*

2eeT

62€d
8TEN

Sced

88%L
L8%0a

6.%4

YLvd

TLva
TLYS

S9%4

8G¥%A

1894

+

Svva

TEWD

+

oTvd

8T¥A

8691
L6SY

S6SH

1

883X

9861

T8GR

9,894
A

TLGI

Ll

€990
2954

0991
6GSH
8GSX
L8SI

0044
L89Y¥
€89I
1,93
€490

L1991
999d

€99%

8995
LSOR

G594
bgoyu

TG9A

Ll

0%91
6€94

LEON

+

0€£9Y

GTOL

T8L4

SLLd

€LLS

TLLY

L9LK

9.1

9G.LY

008a

96.LS
S6.0

e Molecule 1

€6.4
z6La

G98.3

SPINDLE POLE BODY COMPONENT SPC97

30%

5% «

20%

44%

Chain 3-A

PLR

69D

8¥1a

9711

[4749)

8E€Td
LETYH

YEIA

6CTL

*

E€CTR

11448

6111
8111

9TTA

3

TT1Y

6071

LOTYH

S0Td
P0TL
€07
2014

007d

86

961

162

9.4

S0TL
¥0TH

[do4cs

1,813
98TH

€8TN

LLTI

SLTD
YLTE

cL1E
TLTH

8974
LOTN

SOTA

3

1910
0974

8971
LSTYH

SSTA

1811
087X

00EW
66cd

96Tk
S6cd
¥62a
98TH
98T
78Tk

6LCK
8.ca

£.LTN
T.21
L9zd
99T
S9TA

[4:14°s
1920

§S6zI

1

T84

S6€d

T8eV
18¢ed

8LEI

SLEI
YLEL

TLEA

0.LES
69EN

L
L

¥9ed
E9€I

09€S

€8€1

Ll

9YEN

1

6€£€d

SEED
veed
£EEY

LTEY

STEA

CTEL

88%L

G8%h

6.%4

SLPN
0L¥h
69%4
89%d

bial

6%%H

Ll

6E%T
EEVH
T€YS
[l5]
(514729
14728
TCVH
4544
579
(454

0T%d
60%4

S0%d
70vI

T0PY

86€X

¥9sI

8GSX

e

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




SFLZ

wwPDB EM Map/Model Validation Report

Page 12

6991
84998

TS9A
9%9k
Syl
YPoN
6€94
€E9H

0€9Y

LTOY

SToI

CT9M

019d
609L
8094

9091
$S09a

S69H

£63b

889K

6.LSH

LLSL

899X

0T.LI

60.L4

Ll

€0LA

Ll

€691

690

989N

1,93

9,93

TLI9I

L99L
999d

S6.La

26.La

T8LN

8LLD

SPINDLE POLE BODY COMPONENT SPC97

9LL¥

TLLS
TLLY

¥9LT

SG.La

e Molecule 1

63

L8Y

993
N
o
oM
.
R
n
X
S
o
B
<
<

Chain 4-A

EETW

T€T4

i

LTS
9TTH

vcrd
E€TTA

11444

LTTH

TT1Y
OTTA

£0TY

1

660

L6

+

S6Y

€631
64

08a
6.LN

LLK
9LY¥

VLA

99A

z9a

S0zl
e
£0cH
00TI

86TYH
L6T4

v6TH

6811

98TH

cLtd
TLTY

6918
8974

E9TN
°9Td

0974
63813

96T1d
SGTA

1871

8%1a

£7TY
[47439
1913

CTOER

i
L

L62h
9621

L

98CTH

082D

L.2h

L9cd
99T

€928
cocH

0ggI
6%eH

oy

00%¥
66€S
86€X

3

£6EX

T6€d

98ed

T8€4

QLEI

cLEd
TLES

99€T

voed

8ceA
Lged

I

geed

TLYS

6974

{472

€evh

(44741

+

0Tvd
6074

90%1

0PI

L99d

2984

89S

7994

+i

€990

Ll

0%91
6€94

8E9H

9EON

i

LTOY

GT9I

009a

G891

€850

T8SL

8150

€481

TILS

60.L4
80.LY
L0LD

SOLY
¥0LE

0044

8690
L6971

€691
2691

1894

i

€891

0891

S.93

699V

999d

SPINDLE POLE BODY COMPONENT SPC97

e Molecule 1

30%

5% -«

20%

43%

Chain 5-A

891

791

993
ssb

6ETV

LETYH

SETT
PETA

3

0ETS

8T1d

9TTH

(3499

1141

8TTI
LTTH

+

CITR

R LDWIDE

OTTA
60TI
80T
L0TH
90T1S

[=3 ~
1) @ O
=1 = =

0
~
-

o
~
[

o
~
|

EMDataBank

Unified Data Resource for J0EM

O

PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 13

L6714

v61d

98TH

€81IN
Z8TA

6.12

cL1E

S9TA

441
AN S

0%TX

96Tk
2621
88TL
98TH
¥8TR
T8TH
8.Lca
§S.cI
[414s
T92a
09zH
69C1

99T1

18¢€4
08€a

€181
TLEQ

89€S
L9gd

LYEW

Sved

98%4

¥8Y1

28%1

+

eLVN

L9%1
99%3

L

09%%

PN

8v¥i
LYPL

+

GEDA
1428
9Zvd
SZHI
ewlh
TTYH

8T%A

STY1
45744

90%1

[ | 598
899k
881 €591

0791

8E9H

9E9NW

094

829V
L2994

14203

€294

Y194

CTIoM

80931

9091

+

6691

S6SH

*

T6SA

3

1894

T8GR

9,84

P9I
€LSI

699d

¥941

OTLI

L0LD
90.L4

b0LR

0044
6691

9690
9691

€691

769d

+

6891

894

0891

€490

TLOV

8991

999d

T99%

LS9K

3

9%9%

008a
66.LA

P6LR
£€6.4

T6L4

L8.LS

8LLD

SLL4

89411

9911

b9La

SPINDLE POLE BODY COMPONENT SPC97

e Molecule 1

|
9T
|
P91
<
o
m
X
n
S
o
o~
<
<
<
<
©
=
o=
e~
-~
@)

8v1a

st

[47439

8ETd

+

YETA
EETH
CTETH

*

9TTH

ETTR

j14%S

YT
€TTD

86N
L6Y

761

264

08a

~ oo
~~ N
I>‘Iz

0
~
-

TLE

¥0cy
£0cH

3

L6T4
96TI

E€6TR

T6TN

L
+

Ll

6811
88T1
1813

1814

6.73

SLTD

€LTT

TLTH
0LTI
6918
SOTA

191d

+

LGTH
9913

E€GTL

1871
0STX
6%TA

70ed

CTOER

66cd
96Tk
S6cd
¥6ca
62N
T6CI
88CL
98ca
6.LCk
.21
vLTN

¥9¢s
£9TS

1

+

14

oy

76EN

T6€H

L8€D
98€d

£8€d

18€d
08€d

SLEI
vLEL

69EN

99€T
S9EL

€9€T

19€1

67EY

9EEd

7eed

L

TEET

0gEA

STed

TTEL

S8%h

6.%4

1

89%A

+

6EYT

6CYA

LTY'1
9Thd
{428
4544

0Tvd
6074

90%1
S0%d

ZO¥N

00%Y

86EX

96

T8SA

6.LSH

€98a

2984

89GL

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




SFLZ

g
Q
o
D

o'
=}

8

+~
<

=

G

-

<

=
Q
=

/
o
<

=

=
€l
an)

()

ol
E
E

Page 14

1

7994

L

84998
LS9K

L%94
9%9%

YPoN
€991

157428

6€£94

9EON

9TOA

9639S

7694

T6SA

6850

TL9I

TLOV

699V

L99L

€6.4
T6.La
164

6LLT

SLL4

PLLI
ELLS

TLLY
0LLN

891

SPINDLE POLE BODY COMPONENT SPC97

e Molecule 1

30%

6%

17%

45%

Chain 7-A

09A

891

R4S

6ETY

LETH

YETA
EETN

3

8¢1da
1T18
9TTM

49X

TC1e

€119

:
1

T11d

I
3

3
b

L07d

2014

8.4

9.4

E€LL
TLD

0LT

L9T

€971
29a

0Ty

86TH

T6TI

1 133

6811

+

£8TN

813

SLTD

8974
LOTN

S9TA

+

LGTYH

GSTA

TSTT

PAAYS
9911

v0ea

CTOER

b
i

96CTA

762a

2621
T6CI

6820

98TH

¥8TA

8.lca

L.2d

g.cI

L9z4d
99T

[414s

6%Ty

0T%d

S0%4d

T8€4

SLEI

€LET
TLEQ

0LES

L9€d

v9ed

€9€1

TOET

8GEeY
LSEA

6veY
8¥veT

aved

11

TEET

62EQ

6871
98vd
a8vd
¥891

6.%4
8LYH

69%4

Sy
b4

LEDY

YETN

CTERD

0EPd

LT%T

*

€270

STP1

115729

T6SA

9891

LLSL
9,94

€891

991

097

999d

€994

1994

8498
LG9%

-

0€94

1294

§29I

€294

CTIoM

609L

$S09a

E09M

6691

¥6S1

TILS

6044

90.L4

6691

1894

89N

96.8

Y6LA

*

SPINDLE POLE BODY COMPONENT SPC97

06434

98L1
98LH
8.0
€8LL

YLLI

TLLS

e Molecule 1

0LLN

L9LK

6G.3
8G.LT

TLd
.3
0L1

EN
o
™M
X
n
R
o~
o
EN
m
<
1

o0

=
o=
<

S

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 15

TSTT

1

441

SETT

EETH

i

CTIA

6071

08a
6LN
8.4
LLK

70ea

TOEL

86cd

¥62a

88CL
L8T'T

8Tk

i

6.LCk

9.cs
STl

6921
8921
L9zd

S0%d

covN

86€X

96€Y%
g6ed
veen
E€6EX

68EN

781

08ed
6.LEN

SLEI

0LES

L9ged

¥9¢ed
€9€I

09€S

b
+

9GEA

1S€D

67€d

veed
£EeY

LTEY

Sced
wTex

88%L

E£8%NW

LLPT
OLwN

eLPN

0L%h
6974

9%

£4%a

TShY
0S¥

6E%T

L

CEWD

+

oTvd

(44748

0Z%3

8T¥A

1150

90%1

T99)

6GSH

LGST

LTo¥
9T9A

44°LS

€19%
CT9M

809)

9091

Y09N
€09M

009a
6691

L69Y

SG6SH

£68h

T6GA

88S4
L8%Y

G8SI

T8SA

1

819D

9.94
§9.98
YLSI

TLSI

SG99N

€991
T99%
LG9K
L%94
9%9X
9%93

8E9H

9EON

6291

008a

L6LS
96.LS

Y6LA
€6.L4
T6La
T6L4
06.%
a8Ld
T8LN

6LL71

YLLI

69.S

L9LK

SPINDLE POLE BODY COMPONENT SPC97

e Molecule 1

30%

5%

21%

43%

Chain 9-A

z9a

69A

993
ssb

8ETd

SETT

CETD
T€T4

H

(4934

0ZTL

8TTI
LTTH

PITN
€TTD

TiTY

80TH

90T1S

3

00Td

861N

64

o
)
=1

08a

LLK

VLR
ELL

TLH
0LT

€91

£0cH

1023

3

L6T4

76TH

CT6TI

06TX

88T1

98TH

€8TN

0LTI

8974
LOTN

S9TA

914

¥

¥aT1

1871
0GTA

8¥1d
L713

[47439
154%S
0%TR

00EW
6624

96TA

¥6ca
62N

1

18271

9.TS

TLTT

3

99T

%92S

§4cI

[4:1d)]
1624

88€S

8e1l
£8€d

T8€4d
08ed

YLEL

TLEQ

YEEQ

Ll

2ee1
TEET

LTed

iy
Ll

TTEL

TLvE

R LDWIDE

L9%1

29%1

3

LSPN

SGHN

£8%a

i

47440

(14729

6191

544

i

S0%d
00%Y
66€S
86€X

€6€X

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




SFLZ

wwPDB EM Map/Model Validation Report

Page 16

€991

Tvou
0991

Ll

E€E9H

+

€194
CTOM
1198

609L
S09a
Y09KH
E€09HM

66971

L69Y

T691
T6SA

889X
L89Y

G891

11

TLSI

0.8971

9991

L0LD

90.L4
Y0LK
T0L0
€691
2691

1690
0698

Ll

0891

TL9I

999d

T99%

8498

9993

€990

TS9A

86.LS
L6LS
96.S

€6.4
c6.La

68.3
L8LS
98.1
9813
[4:7K}

9.L.4

PLLI

6948

LOLK

SPINDLE POLE BODY COMPONENT SPC97

e Molecule 1

30%

5% «

20%

44%

Chain 10-A:

L9T

09A

998
ssb

441

Tv1d

6ETY
8€Td
LETH
9ETh

YETA
E€ETN

#

€CTA

91T
STTh

1

€110
(4225

6071

9074

+

€63

08a

8.4

YLR
ELL

+

1.2

89I

T0oCH

i
Ll

6672
86TY

€611
2611

067X

981h

E€8TN

1814

6.12

9L11

€L11

0471

8974

2914
191d

64673

9913

TSTT

PAAKS

9%11
Sh1d

£0€ed

TOEL

66cd

Ll

2621

062D

98TH
G823

T8CL

082D

8.Lca

S.lcI

€azh

TScd

S0%d

00%Y¥

S9EL
voed

T9ET

8GEY
LGEA

vae1

+

abed

ovea

SEED
veea

T€€1

LTeY

YTER
geed

0ZEM

6873
88%L

¥8vI

1871

[h7kS

0L%d

12%1
9zvd
STHI
441]
€2%0

¥Iva
15729

0THd

699d
899X
L99d
9981

€99a
2994
T99%

6G9SH
849K

sl

{47

0791
6€94

SPINDLE POLE BODY COMPONENT SPC98

LEON

veEOY
E€E9H

0€9Y

1294

S29I

€294

€194
CTOM

0194

3

2

$S09a

E09M

8691
L69Y

Ll

T6SA

8894

§8GI
¥8S1

{42350

S.SS

€LSI

47X

TTLY
0TI

6691

L6917
9690

769d

1894

€891

6,99

§.94

7994

T99%

LG9X

S6.a
Y6LA

498.3

6LLT
8LLD

9LL¥
SLLd

OLLN

G9.LI

29Lh

e Molecule 2

33%

6%

18%

42%

Chain 1-B

R LDWIDE
Unified Data Resource for J0EM

o
erDe
PROTEIN DATA BANK

EMDataBank

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 17

9Tk
£€92CN

09z¢H

LSTI
9924

vacI
€621

08egy

3

9%CI

£¥Tn

6€TH

9ETA

beTt

90zh

T0Td

6611

v61V

067X

88TA

£810a
2813

79€I
£9¢e4d

69EL
89EL

GggeT

0G€eT
6%EM

LYEN

6€€I
8EEN
LEES

9TEL

740

CTEH

LIEN

cied

80€S

20€d

+

00€d

£6cH

68cH

98¢d

ovvd

0%¥d

6THA

LTPY

STPA
45728
8748

TT%d
0T¥%I
60%A

S0%I

00%X

L6ed

6€I
£6ed

4a8ed
y8ed

6LER

1

LPSa

ShSA

1991

8€SI

SE€SS

8291
LTSH

etacy

2es1

8193

fsets

S08a

T08Y

61

88%4

28%'1

08%I

SL%d

ELYA

LYY
0L%A
69%H
89%4

697H

98%1

8Y¥I
PA 478

869L%

969

€694
c°69Y
T6SH
0691
6894

€89%

8.94
LLSd

YLSA

TLST
TLSA

6998

3

%991
€991
CT9SL

LGSA

OLLR

¥9L1

6GLd

EYLL

9994

7994 6ELM
En

8398 +

259k 8CTLH

TG94

SHON

6E9L

1

Pe9I
€94

629N
8291

1

6€84

vE8D
£€80a

i 44:29
€281

*

818N

SPINDLE POLE BODY COMPONENT SPC98

2181
1184

7081

e Molecule 2

33%

19%

42%

Chain 2-B

08Td

€LTS

TLTT

924

$9Tk

z9zh

09ca

849¢S

vaecI

08egy
67T

L%TS

(4445

*

0o%Ty

B

6221

l[44S

i

€eel

0Te1

81CS

9124
STen

(4548

80zh

90zh
feloac

067X

L8TX

¥8TI
£81a

18134

L9EN

poer
€9ed

6GER

TSEL

SHER

£veR

6€ET

+

0EEL

cied

70€1

20€d

00€d

g6cH
621

1621

68cH
88CTA

98¢H

8.LTA

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




SFLZ

wwPDB EM Map/Model Validation Report

Page 18

TSPQ
0S7N

8Y¥I

1574729

6ETY

LEYS

SEYS

EEVR

+

TETA
0EVH
(14729

9THS

E£THN

j147.1

81%d

STPA

TTvd

09SH

-

8€91

YESN

1

629N

veas

0TSA

L0ST
90SS

€09d
C0SL

6671
86%a

€671

06%a
68%IH

L8%0a
98%S

¥8%D
£8%NH

SLvd

994

1994

8€9Y

£E€9Y

8291

zT9d
6090
1090

009&
6694

L

¥69%

T69Y

6894
883N
1894
9891
989Y

€89L

LL8d
9,94

9994
S9GK

9994

Y9N
€993

9891

(4128
799X

6%93

9%9S

8ELH
LELS

0E€LL
62.LN
8CLH
SgLE

6TLT

1

SPINDLE POLE BODY COMPONENT SPC98

€984

£€80a
LT84

9oz8d
G281

6184

918k

T18I

808N

e Molecule 2

33%

6%

16%

44%

Chain 3-B

L6TR

S62H

£62H

H-

¥8ck

9.TL

i 2k4Y

89CA

Ll

itas

Ll

LTS

{474

+H

€2CT

1221

81¢Cs

€1¢I

i

00z4d

S6TL
76TV

1

z81d

68€Y

G8ed

28ed
T8EL

6LER

L9EN

S9eY
Y9€I
£9€4

LGEY

i
i

SPER

TPET

6EET

gged

8ceY

61€d

91€1

3
e

TIEL

i
3

90€d

voe1

00ed

28%'1

08%I

8L%Y

9LYY

8YvI

Shvd
47478

1374721

EVD
£EVA

0EVH

LTYA

1

GThd

b
I

TTHM

1

STPA

TIHd

80%S

20¥%I

00%X

86€1

L4894
9881

€834
285d

0.L87

3

7991
€991
CT9SA
T95a
0981
699L
8984

G9SM
SPGA
a4t s
€99V

8€4I
LESA

£€9Y

6TSH

8291
LTSH

€TSS

v19Y

TT6%

608N
809d

908a
0SS
€09d
€671

68%NH
88%d

0.L9¥
6990

9994

Ll
Ll

84993

£48971

TS9X

Ll

8E9Y

9€91

£E9Y

0€9Y

6090

9093

L]

9693

2694

6894

EYLL

ThLd

6ELY

CTELT

et

6TLT

6184

918K

€18A
C181

0183
6081

9084
708Y

2081

6LL1

LLLD

YLLY
ELLA

9S.L0

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 19

1

€98y

6280

SPINDLE POLE BODY COMPONENT SPC98

e Molecule 2

33%

6%

20%

40%

Chain 4-B

081d

88TA

3

98¢H
S8TH
8Tk
9.LTL

€.LTS
TLTA

L9¢d

S9TL

L

L6821

yecI
€921

8¥cd
L%TS

£¥Tn
(4445

1

9E€TA

Ll
+

PX44 )

449}

144
0Zz1

STCN
v12d

0t1ed

L0cI

00cd

I

86TV
L6TS

L8TR

2813
813

99€d

Y€1

c°9oged

S6eT
Ps€T

TSEL

6vEM

SYER

EYER

CTEEL

Ll

¥Tea

12€8

61€d

cred
TIEL

90€d
S0€d

8620

S62H

£62H

6823

6771
8Y¥I
PA 478
Ovvd

1

444

8EVA

EEVR

0EYH

etaz
wevE

114728

LTHY

(4541

0T%I
60%L

LO%Y

S0%I
YOV

(4023

86€T
L6€d

£6€4

16€d

68€Y
88€d

¥8ex
€8€I

08EH

[4=1

0SSH
bt
6ESN

8€SI
LESA

LTSH
9Ty

¥Tss

618V

it

§S09a

6671

169V

68%IH
88%4

E€8%NW

08%I

SLvd

TLva
TL9Y

69%H
89%4

SOPN
w991

09%L

T9vh
15%a

1€91

0791
609a

T0oN
€093
c09%

6694

1

€684

T6SM

L8594

98SI

€89%

0894

894

9994

€994

1994
099N
63994

€891
[4:1°)8
TS9%

€790
Tyl
994

8€94

084N

LLLD

ELLA

TLLE
OLLR
69.LA

99.71
6G.d

8GLK
PASPX:S

€¥LL

6ELY

LELS

DELN

TeLd

ccla
TTLI

1

SPINDLE POLE BODY COMPONENT SPC98

€98y

6€84

LEBH

S€8Q

[44-1s
7280

6184

€187

G084

e Molecule 2

33%

5% -«

19%

42%

Chain 5-B:

RLDWIDE
EMDataBank

erbDeBe

O
PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 20

S8TH
¥8TR

28TS

HH

0821
6.cS
8LTA

€Lcs

99Ty
99Tl

L
L

LSTI

6%CH

L%TS

£¥TH
(4744

6€ca

9ETA

€€cs

82cTH

144

91¢d
STCTN

€121

0TI

S0ca

c0cd

00cd

067X

L8TR

98711

LOEN
99€d

8GEL

9GEY

TSEL

oveT
ShEX

Y0€1

00€4

LBTR

96C1
S62H

2621

9971
997

35528
T3vh

6771

ovvd

h447)8

13429

6ETY

TEPA

8THY
LTHY

11478

91%D

L
i

1194

#
+

-

SO0¥%I

(o2
109

£6€d

06€A

o
©
<
=

98EN

6CSI

LTSH
9Ty

€TaS

02SA

8193

f45°L)

808d

€6¥I

8874
L8%a

S8%N

E€8%NW

08%1

SLvd

TL9Y
0L%R

89%4
L9%H

SOPN

(44|

6793

1994

6€9L
8€94
L€91

YE9I
€94
TE9S

609a
809N
L09S

6654

1

€694
2694

6894

9861

€891
2894

8.94d

0,94

1994
ogon

9G9I

HoN

TG99k

6LLT
8LLN

89.LS

S9.L7T

*

8GLA

950

ThLY

QELI

T€L4

8CTLH

+

ccLa

o%8Y

6€£84

9E€8a

£€80a

8T8Y

+

i44:29

SPINDLE POLE BODY COMPONENT SPC98

[44:1's
Tzea

2181

6081

G084

2081

86.LS

e Molecule 2

33%

5% o

20%

41%

Chain 6-B

T8¢H

6.TS

S.LTH

TLTA

9Tk

c9zh
19271
09za

9GcH

vacI

i

6%CH

9T

ki
H

0%Ty
6€cH

TETA
0€TT

Ll

CTTH
T2TT
0TT1

Ll

1128
012d

-

90zh
feloLac

+

LB1S

w61V

067X

LBTR

G811

814

99€d
S9EY

i

*

SYER

5472598
ThER

o¥ves

LTEL

vcea
€ced
CCEH

91€1

01€ed

L0€T

voe1

662H

9621
S6cH

£6cH
(414

6802

L8TI

¥8TR

EYPL

EVD

1

0EVH

1

9THS

veva
ETYN

TTHH

6T%A
8T%d

9T%D
215728

S0%I

[40i2)

00%X

S6€d

e€6ed

H

LPSa

jaats

2hsa

0%9D

8€SI
LESA

SE€SS

£€9Y
2€9d

9Tsy
etacy

819

9191
STSA
jasets

C1971

L0871

§S08a

€6%1

687
8874

98%S

+

TLva

0L%A

45}

+
+

€974

6771
8Y¥I
PA47CS

194
1191

609a

009%
6694

LBSN

2694
T6SM

6894

1894
9841
G894

€891
2894

8.LSd

9.9¥

0491
69GS

1,994
9994
S9GK

€961
{41508
199d

6GGL

199D

8%91

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




SFLZ

wwPDB EM Map/Model Validation Report

Page 21

LS9I
9991

P9oN
€991

8%9N

OLLR

3

OLLR
69.LA

P9L1

8GLK

8ELH
LELS

CTELT

0ELL

S¥81
988
£¥8Y
6€84
9€8d

LTy
9284

7438

028y
6184

918k

908N
§084

SPINDLE POLE BODY COMPONENT SPC98

e Molecule 2

08Td

33%

.

19%

43%

Chain 7-B:

.8CI

¥8TL

28CS

0821

cLch

09za
[Sfetacs

feleracs

¥9cI

L%TS

SheN

15445

6€cH

9ETR

ceeh
TETR

STTN
072d
902D
€020

cocd
102d

1

LBTS

€611

88TA

+

(42155

S9EV

09€D

LGEY
feistog
Pse1
£8€D

6vEM

EYER
TYER

6EET

LEES

veeT

8TeYd

I

€TeD

61€d

01€d

90€d

%01

00€4
662H

L6TR

S6TH

ose

96y

T1S%a

6771
81

Ovvd

L

6E%Y

TEVA
0EVH

8THA
LTHY
9T¥s
qghd

81%d

91%D

6071

[40)723

00%X

v6eI
£6€4

16€d
06€A
68€Y
88€d
L8€h

v8ed

c8ed
18€I

6GSL
SGSM
198D
8%9T

SvGA
a4t

0%9d
6EGN

LEGA

£ESY

T€SS

925y
29T

02SA

L15b

Y194

C181

§S08a
70SS

6671

v6vH

06%a

88%4

98%S

8%

8%
LL¥T

0L%R
69%H

L9%Y%

6GYH

9GvI

LS9T
€991
TS9R
TG9X
i44°kS
994
8E€9Y
£€9Y

629N
8291

Y09K

1090
0094
6654
8651

b6y
€684
694

1894

49894

€89%

8194

€981

€gLE

0494

S99L

099N

6LL1

YL

89.S

€9LA

TOLS

6G.Ld
8GLK

Thld

SELI
PELN

TeLd

6T LN

o8y
S¥81
v¥8s

6€84
8€8T

vE8D

Lcsy
9284

74529

6184

918k

§084

2081

SPINDLE POLE BODY COMPONENT SPC98

e Molecule 2

33%

5% -

19%

42%

Chain &-B

RLDWIDE
EMDataBank

erbDeBe

O
PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 22

0821

x4

TLTh
121

L9zgd

Ll

1921

L8921

2clan

L9TS

&

8ETA

veTT

Ll

oged

1
L

12e]
0ze1

3

STTN

€1CI

012d

80zh
L02I
90zh

€0ca

102d

96TL

T6TL

+

¥8TI
£81d

1872

6GEL

LSEV
9GeY

i

3
1

9%ET

CTYER

0%ES
6EET

9EEN

veel

8T€Y

9ZEL
STeT
veea
€TED
CTEH
61€4
81€I
71€I
cred
L0€T

€0€H

£6cH

3

88CTA

98cH

78CA

T8TS

057N
6%¥I

6ETY

*

SEVS
EVD
€EVR

8ThA

£TYN
cTYL
TTPM

6T7A

LT9Y

L

(A58
TT%d
0T%I

+

90%D
S0¥I

£0%4
{402y

00%X

S6ed

v6eI

£6ed

68¢€Y

ve8ed

6LER

boer

9%31T

£vSY

8€ST
LESA

besN

9gey

eldeh)

i44°H

A%l

0TSk

809d
L0811

€08d

6671
86%a

S6%)

€6%1

i

88%4
L8%a

G871

£8%NH

T8%1

S.vd

ELYA

TLYY

89%4

£9%1

i

TOvN
09%L

98I

809N

091

8634

968N
€694
694
T6GH

1,894

49894

€894
785d

9.94

TLSGA

999K

Ll

6491
8494

99D

09SH

TLOL
0.L94

9994

299
T994

3

TSOK

£%90

994

8€9Y

SE9S

£E9Y

0€9Y

99,71
S9LT

€9LA

8GLL

980

6ELY

PELN

LTLA

6TLT

1

6€84

L€84
%€8D
6280
828V
LT84

j44:28

[44:1)

13

SPINDLE POLE BODY COMPONENT SPC98

T18I
1184

e Molecule 2

33%

7%

19%

40%

Chain 9-B

18TH

8.LcTA

924

%9Tx

1314}

6%CH

j449

i

474

LETH
9ETR

i

€221
CTTH
12C1

612D
81TS

91cd
STTN

€1CI
(414
1728

60CI
80zl
L0TI

102d
00zd

3

96TL

88TA
L8TR

S8T1

79eI

19¢€H

6GEX
8GEL

9G€Y

£8€D
[4°12')

08€1
6VEM

vver
374598
(47498

6EET

3

veet
eeeN

0€EI

LTEI

91€1

cred

€0€H

00€4
662H

¥621

88Tk

€821

SPva
47478

1574729

(45748
TEVA
0E¥H

8THA

eTHN

6LER

99€d

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 23

€e9Y
¢€qd

Ll

€c8s

8193

3

AEL

181

809d

S8%A

€974

TSP

6771

194
T19I
0191

S091

869L

£694

T6SH

1,894

LLSd
9.L9Y

699S

3

991

SGSM

9%91

8€9Y
LE9T
9€91

£€9Y

0€9Y

8LLN
LLLD
9LLK

3

TLLE

1

S9.1

T9.LS

9S.L0

E€YLL
ThLY
ThLd

SELI

8CTLH

o8y

0781

*

628a

i44:29

[44:1}
918k
1183

0183
6081

L08L

SPINDLE POLE BODY COMPONENT SPC98

§S084

2081
1081

e Molecule 2

33%

5%

19%

42%

Chain 10-B

18Ty

€LTS

TLT71

69cN

992V

v9CA

29zh

84TS
L8921

SGTI

€4TT

TS9ey
08gY

LTS

i

474"

9ETR

6221

3

i g4y
€2C1
[444:S

0221

81TS

9t1cd
STTN

01ed
6021

cocd

Ll

L8TR

z81d
1872

6GEX
9GeY
6vEM

8YEN

SHER

TYER

6EET
8EEW

geed
veel

0EET

i

*
Ll

15428

8EVR
LEDS

E€EVR

0EYH

LTvA

l474

bTva

TTHM

81¥H

€17vd
(4541
TIvd

6074

{402y

00%X

86€1
L6EH

S6ed
v6eI

06€A

+

Z8€d

08€H
6LER

8€81

LTSH

1

[44:y1

0TsA

v1gy

TOSY

86%a

v6%a
€671

T6%Y

68%NH
88%4d

28%'1

08%1

9LYY

2578

3

0L%R

89%4

99%b

£9%1
c9%h

6GYH

el

€974

TS%a

Ll
Ll

6%%1
8¥PI

8291

P09

009X

G691

£694

1

1,894
9881
49894

i

8484
LLSd
9.54

TLST
TLSA

699S

1

S99K
991

L
L

6491
8994

TSSSs

99T

0,94

i
+

Y99
£993

L9891

TS9K

7994

8€9Y

6LL1T

YLLA

TLLd

69LA

3

P9LT
€9LA

8GLL

EPLL

0%LT
6ELY

SELI

CTELT

et
¥TLT
€cla

i

9€8d

v€8D

zesN

j£4:29

Ll

%188

5084

2081

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 24

TUBULIN GAMMA CHAIN

+

e Molecule 3

6%

7%

23%

63%

Chain 1-C

3

LETD
9ETd

LTI
oTTd

€TTI

8T1d

+

%018

L60a
965
S6YV

€61
6L

184

8y

SLA

0La

O . 00
© ©
~ =

TOX

el
94

1

8%

vea

SI

YETI

Ll

TETS

€LT4

OLTR

€9T1d

091a

0ST1

+

8%1S

7PID

918

3

6ETT

[4433

6TER

91€d

Ll

€0EN

9621

£6cd

+

68CH

zgea

L

9.TL

*

clcd
1.28

6928

L9cd

1

[414

0921

8GTL

SGTI

[4etal)
1828

6%CL

S¥Td

evcy

LEVR
9€E¥a
seva
0EYA

GTva

(1470}

0T%d
60%A

PAY2S

86¢€4d

Ll

T6€D

88€d

SLEN

€LES

99eh

79€d

T9€d

89¢eY
LSGED
9GeI

LYEN

gved

vved

TvEY

GEEW

TEES

8ced

27429

e Molecule 3

£¥¥a

6EDY

TUBULIN GAMMA CHAIN

6%

Ll

5% «

23%

+
3

64%

Chain 1-D

™
[

Ll

v6A
E€6M

184
984

8y
€84

083

cLE

ola
69

L91

G9U

€9L
294

6494

9Gd

+

84
€64

L%a

Ll

SHa

£%S

Twa

6TCN

L1Td
9TCA

€12s
(4243

6021

€0TA

z6TYH

€810
[4:378

B

08TA

ZAS

TLIS

+

9911
S9TH

8971

0%TH

8ETT

0ETL

8¢1a

¥T1a

(4458

0TT1

811da

v1TY
€TTL

607X

LOES

S0€1T
¥0€S
E€0EN
00€a

S6TH

S8cV

(42144

0821

Llcs

vLl2d

clcd

924

9921

£9¢d
2°9Cs
192d

98TA

14744

8ETA
LETS

becI

T€TI

(4443

£7¥%a

LEWR

3574]

LT%Y

Scva

9T¥NH

LO%R

86€4

€6€EL

L8g4d
98€A

£8EA

18€S
08EW

9LEW

T.e3

69€d

99€eh

£9€1
T9ER

CTSEN

CTYEL

o%ed
6eeh

veey
£eey

ogel

62ed
8zed

€TeI

TUBULIN GAMMA CHAIN

e Molecule 3

6%

26%

64%

Chain 2-C

160
968
S6Y
w6A
£6M

68d

984

L1cd

712D

soca

S6TI

£6TH

1671

S8TA
¥818

T8TA

LLTS
9LTH

YLTd

*

OLTA
L9T1
€91d
CTOTR
19TY
091d
0STT
SY1D
0%TH

ceTN
T€Ta

LTT1

STTH
¥c1a

L11d

STIN
7ITY
ETTL

SOTM

66Y

£eey

62eY

TIEN
OTEN

L0€S
90€A

20es
TOEd

£62d

£8cda

cltd
TLTS

8921
924

29Ts
T9¢d

89CL

T9CS

8%TH
PA4AS

{444
£¥cy

TETS

szeh

€eea

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 25

2174729

[440))

9ERa
SeEvE

CTEYS

8cva
LThY

OTHH

€1%d

LO%R
90%N

£0%4

T0%D

86€4d

L8ed

SEEN

TUBULIN GAMMA CHAIN

e Molecule 3

6%

5%

25%

64%

Chain 2-D

oTTd

€CTI
(4458
TTIN
L11a
438

TITI

€0TN

86D

064

3

it
f4°E !
€94

6%a
8%a

17a

Twes
0¥%TN

becI

TeTI

€eea
TTTL

0ced

L1gd

6021

L61d

S6TL

€674
267d

6811

+

€810

9LT4

0LTA

8971
L9711
9971
S9TH

€91d

1914

88711
LGTY

€9IN

18
O%TH

9€Td
SETD

0ETL

L2371

ogeb
62eY

TTEL
0zeN

LTEN

vIel

TIEN
OTEN

E£0EN

ToEd

8621

+

68CH

98CH

8l

T8CH

6LTA

vltd

TLTS

N~ ©
© © mm
a
[

v9cH

(Y44

8ETA

9EHA

i

L1%0

ST¥S

13544

£9¢€1
(4198
T9€d

6GeY
8GEY

9GEI
CTGEN
TSEY
0Ges
6%€S
vved
0vEd

£eey

TUBULIN GAMMA CHAIN

e Molecule 3

6%

5% -«

27%

62%

Chain 3-C

3

L84

0
0
[

8.a
LLY

SLA

TLE

oLa
690
89N
S9Y

294

09N

849D
LGN
9GH

ved
£G4

TS

670

el
PPl

SED

L

T€I

+

121
0zd

819
LTA

€10

L

SI

3

L1cd

¥0T4
661d
861S
L61a
88T1

98TN
S8TX

9LTH

0LTX
69TL

(4199
T9Td

8911

911

{449

9€Td

EETA

1€1d

6218
8T1da
LT1I
oTTa

€TT1
(445

TTTI

80T

3

968

£6M

T6N
064

STEN

[4433

ozen
6TER

STER

i

6621

Léca
9621

+

LLTS

T.2S

692S

L9zd

T9Ts
192d

84Tl

§96TI

0sTs
6%CL

VAL

vvcd
ey
[4%ay
15%443

6€TL

veTI

TETS

0€TT

8zel

[4443
11444

62%A

4441

*

8THN

OT¥NW

LO%R

£0%4

86€4d
L6EA
964
S6€a

1

T16€0

68EN
88€d
18€4
98EA

¥8EA
€8EA

9LEW

vLeD
ELES

i

89€N

S9€1

19€d

8G€Y

98€I

LYEM

9EEL

62ed

274728

THvh

LEVR
9EVA

PEVH

TUBULIN GAMMA CHAIN

e Molecule 3

6%

5%

Ll

24%

65%

Chain 3-D

3

607X
801D

SOTM

€0TN
201D

Y6A

68d

184

T

LS

L3
TLS
0la

89K
L91

%9d

3

G4

¢Sd

PPl

[443

0%d
68T
8gb
13

Te1
0ocd

LTA
9TH

(41}

WO RLDWIDE
PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



SFLZ

wwPDB EM Map/Model Validation Report

Page 26

TEET

0ZeN

8TEA

91€4
STER

E€0EN

T6TS

8820

98CH

821

z8ca

6.LTA

Llcs

vled

L9z4d

T92d

99T
G96TI

€4CSs

LYTR

Sved

A

574

6€TL

€Tl
ecI

8T
LTTL

(4445
j14418

€1%4

LO%A

S8EN

8LES

0LEN

€9€1

SGEN
w3EN
€GEH
TSEN

Thed
oved

8€€T

TEES

TUBULIN GAMMA CHAIN

e Molecule 3

6%

5%

25%

63%

Chain 4-C

3

+
+

191

0 ©
©Q ©
Qo<

B
©
a

[4°S
9%

LSN

SqY

6%a
8%a

SvE

£%S

va

vea

6CH

ST1

[44:}

0za

€10
[41}

o
-
<

va

ST

21l

bocd

661a

981N

Z8TA

6.72

9L7d

0LTX

€91d

1914

€9IN

0871

8918
L91D

+

€ETA

-

0ETL

vc1a

971h

011d

+

TOTV

66V

968
S6Y

SEEW

LIEN
91€4

vIel

TIEN

L0ES
90€A

ToEd
00ea

£6ca
T6TA

¥8CL

28ca
T8CH

8.Td

9.TL
S.Td

v9ca

T9¢d

96Tk

PAZAS
9%CS

Y¥Td

T2

9TYS

{2441
£€Thd
{447

8THN

OTHH
ST%S

€1%d

v0¥'1
€074

86€4d

TSEW

6%ES

Thed

2174729

e Molecule 3

£v¥a
8EVA
LEVR
9ERa

8Tva

TUBULIN GAMMA CHAIN

6%

5% -

24%

3

63%

Chain 4-D

IIIIm :
(2] =1

00TS

o)
o)
<

1,60
€61

6L
T6N

984
9.1
SLA

691
89

99V

€9L

849D

9GH

cad

670
8va

0%d

vea

Led

€eS
{44

me
5]
B

LTA
9TH
STN

g€gea

0Zecd

L1284

9TCA

STTH

(4149

80¢S

¥0cd

S6TI

88TI

S8TR
818

18TA

¥L1d
€LT4

O0LTX

€91d

T97d

0%TH

9ETd

cETN
1€1a

STTH
¥T1a

811d

PITY

60TX

TO0TY

£eey

62€d

1

STEN

6TER
8TEA

90€A

€0EN
TOES

ooea
6621

S6TH

06TS

z8ea
T8CH

6928

L9cd
99CH

LSTS
414l
6%Ch
8YCTH

LYCTR
9%TS

Yvcd

(4443

oven

9€TS
SeTI

T€TI

8zel

S

PEVN

0EPA

9T¥s

61%A

L19h
9THH

TLEA
TLeH

€9€1

SGEN
pgen

6€€h

TUBULIN GAMMA CHAIN

e Molecule 3

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



SFLZ

wwPDB EM Map/Model Validation Report

Page 27

6%

6%

25%

62%

+

Chain 5-C

3

007TS
66V

~
[
a

S6v

+
[
=

o
[
2]

L84

8N

SLA

13

99Y

<
©
a

o
©
%

L]

PALY

1va

6€T

9€1

1€I

3

121
0zd

[41}

otV
60

9I

88TI

S8TR

08TA

LLTS
9LTH

¥L1d

L

9911
S9TH

CTOTR

091d

8GTT

251

8Y1S

9YTL

5444

(449

6ETT

8ETT

veTH

€ETd

CETN

9TTd

¥c1a
€TTI
(495}
811d
viTY

607X

LOTN

%0TS

20T

10€d

6621

76T/

062S

6LTR
8.ca
L.TS
S.Td
TLTS

L9c4d
99CH

192d
0921
6521

98Tk
§4eI

[4:t41)

§ecI

L1icd

(4543

70Td

661d

861S

c6TYd

€174

6077

20%Y

96€X
S6€Q

1

L8€4

G8EN

Z8EL

9LEN
SLEW

69€H

L9¢€d

S9¢€71

v9€ed

(419

9S€I1

Thel
TvEd

SEEN

€LY

[44°38

3

8T1EA

STER

€1ed

L0€S

20€s

TE%D
0E%A

£Thd

8THN

OTPH
ST¥S

TUBULIN GAMMA CHAIN

e Molecule 3

6%

5% -

26%

63%

Chain 5-D

3

0TT11

0T1a
607X

E€0TN

TOTY

66V
869
L6a
6L
064

984

8.a
LLY

SLA
LS

Ll
i

cLa
TLS

89H

99y
S9Y

654

L

elop:d
AL

T84

L%a

Sva

) -
- o
£ =

SI

o

9€TS
S€TI

Ll

szeh

£eca

+

144\

i

L1icd
9TCTA
S1Ty

06TV

S98TX

Z8TA

€LT4

TL1S
O0LTX

€97d
[4°199
197¥

8971

99T

Y911

Ta1s

671D
8¥%1S

0%TH
6€TT

9ETd

1e1a

8T1a

¥c1a

£eey

3

8Ted

9TEA
qTeEN
¥Ted

0ZEN

91€4d

vIeL

TOES

6621

9621

v6TA
£62d

1
3

68CH

£8ca
[4:140S

08zI
6LTK
8.Lca

S.Td
vLed
€LTL
cLed
L9924

0921

3

9e¥va
SEVE

0ERA

LT%Y

STva

61%A

OT¥NW

(434
T1va

€074

00%%

86€4d

€6EL

88€d

L

6LEN

183
0LEN

99¢€l

v9¢ed

T9¢ed
09€S

8GE€Y

9G€1

weeN

LYEM

vhed

i

[0

SEEN

54729

e Molecule 3

£vva

TUBULIN GAMMA CHAIN

6%

25%

65%

Chain 6-C

%0718

0078

S6Y

9672
G671

€674
267H

8811

S8TX

€81h

EAYS

vL1d

6911
89TL

S9TH

3

914

8911

YaT1

2418

8¥%1S

+

+

£PTV

O%TH

9€Td

€eTd
TEIN

0ETL

Ll

8T1a
LTI
9gTd
STTA
vc1a
€211
8114a
424
TT1I
60TA

SOTM

SEEN

£eey

9TEA

TTEL

S6TH

£62a

062Ss
68CH

Slzd

€LTL

I

9921

0921

6%Ch

6TCN

L1Td

90CZN

vocd

37470

(V44

3

9€%a

13574]

LThY

£€Thd

13544

LO%R

€0%d

86€4

96EN

6GEY

99€1
LYEM
vhed

Thed

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




SFLZ

wwPDB EM Map/Model Validation Report

Page 28

TUBULIN GAMMA CHAIN

e Molecule 3

27%

62%

Chain 6-D

157443

9€TS

T€TI

8zel

0Zed

81cH

[4549

90z

70c4

3
1

T6TH

06TV

88TI

I

T8TA

6.1d
8L1S

T9TH

¥aT1

STTA

8T€A

I

PIeL

+

Z1eN

60€Y

L0€S
90€A
SG0€T1

€0EN
CT0ES

00€a

£62d

68CH

98CH

e8I
£8ca
(414

08cI
6.LTK
8.Lca

cLTd
TLTS
0Ltd

924
99CH

T92d

6521

L8928

H-

eicla

€82S
[4st4)]
TSCS

8%TH

9%¢s

£bcy

TEPD

8CvH

8THN

£1%d

T19Q
v6ed
€6€L
TBEN

68EN

L8ed

v8en

T8€S
08EN

T9€d

654

1

SSEN

i

vved

YEEY

1

62eY
9TEN
GTeEN
veed

0zeN

£v¥a

SEYE
PEWH

TUBULIN GAMMA CHAIN

e Molecule 3

6%

5%

3

29%

60%

Chain 7-C

86D

€61

064

184

€84

LLY
9.1
SLA

€Ld

o
©
=

€91d

914

L%a

e
PPl

9€T

vea

0ocd

B

+

(3

II.* -IIII
5]

o
©

(4343
L0OTY
vocd
6610

€674
26TH

06TV

88T1

981N

0LTX
69TL

S9TH

091a
8¥%1S
LY1D
9YIL
8ETT

€eTd
ZEIN

0E€TL

LTI

€eT1

L11a

TT1I

607X

01s

68CH
8820

98CH
z8ca
T8CH
08CI
6.LTK
S.T4

1,924

9921

T92d
0921

8GTL

9GTA

vacs

TSTS

6%Ck

9%Cs

vvcd

15743

8cTl

9CTH

£eca

j14418

8TCH

9TCA
ST

964

16€D

184

€8EA

L1181

v.LED
€LES

TLEH

69€d

L9gd

S9€1

CT9ER

I

8GEY

9G€I
SGEN
waeEN
€GEH
CTGEN

Sved

1

TheY

6€€b

SEEN

£EEY

T€EI

[4453)
T2EL

6TER
8TEA
LTEN

STEX

14729

£v¥a
(44|
T9vE

LEVR
9EVa

TUBULIN GAMMA CHAIN

YEVN

12%a
ozwh

£1%d
(4548
TTva
LO%R

70¥1
£0%4

86€4d

e Molecule 3

6%

5%

25%

63%

+

Chain 7-D

O .
& ) bl =
] | o =

L11a

984

S94

294

694

3

ALY

sva

(474

1€I

8zHd

{4448

0ced

(4148

L61a

€674
267Y

88TI

-

Z8TA

08TA
6.13
8118

9LTY

bL1d

0LTX

€91d

[4°12S

8911

911

0%TH

6ETT
8ETT

9€T4

0ETL

1211
9CTH

4419

(4953

6111
811da

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




SFLZ

wwPDB EM Map/Model Validation Report

1

Page 29

6TER

i
+

91€ed
STER

ZTEN
TIEN
OTEN

80€L

90€A

00€a

9621
S6TH

T6TR
T6CS

0821

1

9lTlL

E€LTL

*

1,924

T92d

6621

96Tk

£vva
[44))

YETH

*

LThY

9THH

T1%Q

LO%R

£0%4

86€4d

Y8EA

T8EL
T8€S

TLER

69€3

£9€'1

T9€d

8G€Y

YGEA

LYEM

Sved

LEEN

£eey

62eY
8ced

I

474728

TUBULIN GAMMA CHAIN

e Molecule 3

6%

5% -

23%

65%

Chain 8-C

6218

ottTa
STTH

€TTI
(445}

%018

Ll

064

184
984

£84

8N

8.a

0La

So¥

09N

88D

j°E

081

8%a

ovHd

TST

6%CL

L

444

vecI
€ETL

81cH
Licd

€1es
(4143

6021
o0c
S02a
¥0Td

L6Td

S6TI

3

€674
T6TYH
1611
88TI
S8TA

6.73

€LTd

L9711

€9Td

091d

8GT1

PST1

EVTIV

3

SETH

€eTd

Tved
0ved

GEEW

£eey

62eY

STEN
vced

TTEL

8TEA

9184

+

P1el
€1ed

80€L

90€A

€0EN

6621

98CH
S8y
8cI

6.LT1
8.ca

9.Tl
Slcd

TLTS

6928

924

0921

98Th

257472

£%%a
v

LEVR

£€Thd

L1%D
9THH

€194
(4541

89¢ey
SgeEN

vhed

TUBULIN GAMMA CHAIN

e Molecule 3

6%

25%

65%

0 ®
< 0
[} [

Chain 8-D

0Tt1d
607X

SOTM

66V

L6a

Y6A

184

¥8d

083

SLA
vLS

cLa
1LS

+1

294

I

88D

3
+

¥9d

Pl

O )
o ® <+ <
5 < a ©n

™
I3
0

8T
LYCTR

£%CH

15443

9€TS

vecI

(4443

€1es

€0cA

€674
T6TH

6811
88TI

08TA

8L1S

SLTV

€LT4

S9TH

€91d
CTOTR
T9Td
PST11
0%TH
9ETd

LTTI

STTH

(445}

6TTI

PiTH

1711

E£EEY

TEEI
0EED

8TEd

oTEA

[44°33
12€L

6TER

STER

E0EN

6621

9621
S6CTH

3

1625

882D
8¢
98CH
S8cV

6LCR

LLTS
9.TL
Slcd
vled
€.lalL
clcd

99CH

8GTL

96T
§96cgI

0sZs
6%Ck

£¥¥a

Tvva

Gevd

0EPA

l44

(4478
TTPa

£1%d

+

80%N

90%N
SOTN

£0%4

€6€L

G8EN

T8€ES
08EN

€LES

G9€1

(419

TUBULIN GAMMA CHAIN

e Molecule 3

I
©
X
n
X
-
o~
1=} 4 m
z
0 3
- B@m
wDm am
a F=F]
- =z Wm
=fggs =3
=
N 0!
wﬂwn
X
©
©

Chain 9-C



SFLZ

wwPDB EM Map/Model Validation Report

Page 30

8c1a
L2171
9T1d

4419

(4458

6171

L11Q

231
€171

LOTN

96S
S6V

064

880

€84

SLA

+

10
©
~

-
10
B4

6%a

L%a

*

Sva

0%d

1

T€I

Led
9Ty

TTT
0ocd

T9Ts

1

89TL

[uses
99Tk
elcta

S8TA

08TA

LLTS

€L14

914

8971

9971
7911

918

3

69¢€d

19€d

9G€I

v9eL

0GES

LYEM
9%ES

62€Y

[4453)

6TER

LTEN

STEX

OTEW

Ll

10€d

S6CTH

+
+

L8z

6.LTK

S.Td

cLTd

L9924
99CH

(044

LEVR
9E¥%a

627N
8Tva
LT%Y
£€Th4

ST%S

€194

86€4

1884

T8EL

08EW

e Molecule 3

8LES

TLEN

TUBULIN GAMMA CHAIN

6%

5%

25%

64%

Chain 9-D

607X

SOTM

00TS

86D

880

984

LLY

TLS

89l

994

Ll

oY

Yyl

va

SE€D

3

€EL

88TI

Ll

T8TA

6.13

9LTH

bL1d
€L14

TLIS

+

L9771

€97d
(42123

091a

981d

O%TH

6ETT

8ETT

CEIN

€211

TTIN

9110

2418

7111

8.Lca

Slcd
vled

clcd

L9zgd
99¢H

29TS

09I
6521

6%CA
8¥%TH
L¥TA

£¥cH

ves

9€Ts
GETI

0€TT

9CTH

€eea
{444

274729

£v¥a

SEYH

CTEYS

0ETA

Lhy

+

0z7h

LO%R

70¥%1

3

LBEA

Ll

06V

G8EN

9LEN

L9ged

£9€1

T9€d

69eYd
89¢ey

vaeEN

8%€S

gved

vved
£vEA

£eey

STEN

TUBULIN GAMMA CHAIN

e Molecule 3

6%

7%

22%

65%

Chain 10-C

T6L

06y

L84

S8

9.1

+

L91

® 0
© ©
[ 2] ~

P
©
B3

e
re}
&)

e 0 ©
0 0 10
[ ~ e

0SL

8%a

0%d

0Zecd

91CA

(4243

L0V

L

S0za
¥0cd

S6TI

£6TYH

+

88TI

€8T
28TA

6.13
8L1S

9LTH

¥L1d

O0LTX

(4199

+

911

0871

0%TH

+

0ETL

8T1d

9gTa
STTH

6TTI

431

SOTH

968

0gel

L2€d

440

91€4d

CIEN
TIEN
OTEW
60EV

T0€s

C6CTR

¥8CI

{414

0821
6LCTR

cLTd

+

99CH

3

0921

Ll

[4°t41)

[oft4

YALAS

444

+

oven

€ETL

SHPR

6EVY

TEYS

5147}

9T%S
Seva
44941

{44748

TN

9T¥IW

€194

LO%A

£0%4

6LEN

89€EN

€9€T

19¢€d

vaeN
E£GEH

18€Y

9%ES

rhed

SEEW

TUBULIN GAMMA CHAIN

e Molecule 3

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



Page 31 wwPDB EM Map/Model Validation Report

SFLZ

Chain 10-D: 61%

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 1-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 1-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 2-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 2-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 3-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 3-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

WO RLDWIDE
PROTEIN DATA BANK

Unified Data Resource for J0EM
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Chain 4-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 4-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 5-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 5-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 6-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 6-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 7-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 7-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 8-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain &-F: 95%

WORLDWIDE
PROTEIN DATA BANK

Unified Data Resource for J0EM
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I.-

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

X41
X44

Chain 9-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 9-F: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 10-E: 100%
There are no outlier residues recorded for this chain.

e Molecule 4: SPINDLE POLE BODY COMPONENT 110

Chain 10-F: 100%

There are no outlier residues recorded for this chain.

WORLDWIDE
PROTEIN DATA BANK

Unified Data Resource for J0EM
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4 Experimental information (i)
Property Value Source
Reconstruction method HELICAL Depositor
Imposed symmetry POINT, Not provided Depositor
Number of images Not provided Depositor
Resolution determination method | Not provided Depositor
CTF correction method EACH MICROGRAPH Depositor
Microscope FEI TECNAI F20 Depositor
Voltage (kV) 200 Depositor
Electron dose (e~ /A”) 20 Depositor
Minimum defocus (nm) 800 Depositor
Maximum defocus (nm) 2000 Depositor
Magnification Not provided Depositor
Image detector TVIPS TEMCAM-F816 (8K X 8K) Depositor

WO RLDWIDE

£x

PROTEIN DATA BANK
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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 | 1 1oy VS RMSZ #|Z] >2
1 1-A 1.76 45/4917 (0.9%) 1.98 139/6616 (2.1%)
1 10-A 1.72 38/4917 (0.8%) 1.96 138/6616 (2.1%)
1 2-A 1.75 66,/4917 (1.3%) 2.00 129/6616 (1.9%)
1 3-A 1.75 49/4917 (1.0%) 1.98 139/6616 (2.1%)
1 4-A 1.75 48 /4917 (1.0%) 2.07 156/6616 (2.4%)
1 A | 1.74 50,/4917 (1.0%) 2.01 | 14476616 (2.2%)
1 | 6A | 1.76 5474917 (1.1%) 2.0 | 146/6616 (2.2%)
1 7-A 1.72 40/4917 (0.8%) 2.06 154/6616 (2.3%)
1 8-A 1.77 58/4917 (1.2%) 2.06 158/6616 (2.4%)
1 9-A | 1.75 53/4917 (1.1%) 2.00 | 140/6616 (2.1%)
2 1B | 1.73 52/4803 (1.1%) 1.99 | 135/6481 (2.1%)
2 | 10-B | 1.76 19/4803 (1.0%) 2.06 | 14376481 (2.2%)
2 2B | 1.76 54/4803 (1.1%) 1.99 | 144/6481 (2.2%)
2 | 3B | 1.73 1274803 (0.9%) 2.01 | 136/6481 (2.1%)
2 iB | 1.74 4874803 (1.0%) 2.07 | 147/6481 (2.3%)
2 5-B 1.75 58/4803 (1.2%) 2.07 162/6481 (2.5%)
2 6B | 1.71 51,/4803 (1.1%) 2.03 | 147/6481 (2.3%)
2 7-B 1.75 49/4803 (1.0%) 2.02 144/6481 (2.2%)
2 8-B 1.73 40/4803 (0.8%) 2.00 141/6481 (2.2%)
2 9-B 1.75 45/4803 (0.9%) 2.09 151/6481 (2.3%)
3 1-C 1.73 27/3560 (0.8%) 1.95 92/4834 (1.9%)
3 1D | 1.72 29/3560 (0.8%) 1.93 92/4834 (1.9%)
3 10-C 1.68 27/3560 (0.8%) 1.99 99/4834 (2.0%)
3 10-D 1.75 35/3560 (1.0%) 1.94 86,4834 (1.8%)
3 2-C 1.76 43/3560 (1.2%) 1.98 93/4834 (1.9%)
3 2-D 1.70 28/3560 (0.8%) 1.94 86,/4834 (1.8%)
3 3-C 1.73 40/3560 (1.1%) 1.93 89/4834 (1.8%)
3 3-D 1.74 29/3560 (0.8%) 1.95 83/4834 (1.7%)
3 4-C 1.73 29/3560 (0.8%) 1.92 95/4834 (2.0%)
3 | 4D | 1.72 31/3560 (0.9%) 1.94 85,4834 (1.8%)
3 5-C 1.71 29/3560 (0.8%) 1.99 99/4834 (2.0%)
3 5-D 1.77 48 /3560 (1.3%) 1.93 86,/4834 (1.8%)
3 6-C 1.74 32/3560 (0.9%) 2.01 102/4834 (2.1%)
3 6-D 1.69 22/3560 (0.6%) 1.98 89/4834 (1.8%)

O RLDWIDE
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. Bond lengths Bond angles

Mol | Chain | g7 42| >2 RMSZ 42| >2

3 | 7-C | 1.75 39,3560 (1.1%) 1.97 | 102/4834 (2.1%)

3 7D | 1.72 16,/3560 (0.4%) 1.98 | 102/4834 (2.1%)

3 8C | 1.71 22/3560 (0.6%) 1.97 88/1834 (1.8%)

3 8D | 1.73 35/3560 (1.0%) 1.92 81/4834 (1.7%)

3 | 9C | L7l 32/3560 (0.9%) 1.93 7774834 (1.6%)

3 | 9D | 1.70 29/3560 (0.8%) 1.98 95,4834 (2.0%)
All | Al | 1.74 |1611/168400 (1.0%) | 1.99 | 4714/227650 (2.1%)

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 1-A 0 25
1 10-A 0 19
1 2-A 0 20
1 3-A 0 22
1 4-A 0 25
1 5-A 0 27
1 6-A 0 18
1 7-A 0 26
1 8-A 0 19
1 9-A 0 29
2 1-B 0 27
2 10-B 0 25
2 2-B 0 21
2 3-B 0 28
2 4-B 0 23
2 5-B 0 22
2 6-B 0 23
2 7-B 0 20
2 8-B 0 19
2 9-B 0 28
3 1-C 0 16
3 1-D 0 13
3 10-C 0 13
3 10-D 0 10
3 2-C 0 11
3 2-D 0 12
3 3-C 0 9
3 3-D 0 7

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

Mol | Chain | #Chirality outliers | #Planarity outliers
3 4-C 0 15
3 4-D 0 14
3 5-C 0 14
3 5-D 0 17
3 6-C 0 16
3 6-D 0 12
3 7-C 0 13
3 7-D 0 13
3 8-C 0 12
3 8-D 0 13
3 9-C 0 6
3 9-D 0 15

All All 0 717

All (1611) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 7-B 592 | ARG | CZ-NH2 | 9.95 1.46 1.33
1 3-A 141 | GLU | CD-OE2 | 9.33 1.35 1.25
1 7-A 160 | ARG CD-NE 9.23 1.62 1.46
2 1-B 585 | ARG | CZ-NH1 | 9.02 1.44 1.33
3 10-D 192 | ARG CD-NE 8.88 1.61 1.46
3 5-D 152 | SER CA-CB 8.86 1.66 1.52
3 4-C 333 | ARG CD-NE 8.83 1.61 1.46
3 9-C 279 | TYR | CG-CD2 | 8.65 1.50 1.39
3 4-D 90 | ARG NE-CZ 8.58 1.44 1.33
2 3-B 827 | ARG | CZ-NH2 | 8.57 1.44 1.33
1 7-A 568 | TYR | CE2-CZ | 8.54 1.49 1.38
2 8-B 651 | TYR | CG-CD2 | 8.53 1.50 1.39
1 7-A 279 | TYR | CB-CG | 8.46 1.64 1.51
3 10-D 74 SER CA-CB 8.30 1.65 1.52
3 5-C 90 | ARG | CZ-NH2 | 8.24 1.43 1.33
3 6-C 218 | ARG | CZ-NH2 | 8.20 1.43 1.33
2 10-B 273 | SER CA-CB 8.13 1.65 1.52
1 9-A 388 | SER CA-CB | 8.13 1.65 1.52
3 6-C 192 | ARG NE-CZ 8.12 1.43 1.33
1 1-A 284 | TYR | CE2-CZ | 8.08 1.49 1.38
1 1-A 451 | ARG NE-CZ 8.07 1.43 1.33
1 6-A 108 | ARG | CD-NE | 8.07 1.60 1.46
3 3-C 65 | ARG | CD-NE | 8.06 1.60 1.46
1 8-A 111 | ARG CD-NE 8.05 1.60 1.46
2 3-B 409 | TYR | CB-CG | -8.04 1.39 1.51

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

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 5-B 632 | SER CA-CB | 8.00 1.65 1.52
1 1-A 174 | GLU | CD-OE1 | 8.00 1.34 1.25
2 6-B 535 | SER CA-CB 7.95 1.64 1.52
1 5-A 714 | ARG | CZ-NH2 | 7.94 1.43 1.33
2 5-B 827 | ARG NE-CZ 7.94 1.43 1.33
1 2-A 127 | SER CA-CB 7.93 1.64 1.52
3 1-D 114 | ARG | CZ-NH2 | 7.88 1.43 1.33
1 2-A 190 | TYR | CB-CG | 7.87 1.63 1.51
1 4-A 663 | TYR | CB-CG |-7.84 1.39 1.51
2 3-B 471 | ARG NE-CZ 7.81 1.43 1.33
1 8-A 144 | ARG NE-CZ 7.80 1.43 1.33
1 9-A 664 | ARG | CZ-NH2 | 7.78 1.43 1.33
3 2-D 445 | TYR | CG-CD1 | 7.77 1.49 1.39
1 2-A 588 | TYR | CG-CD1 | 7.76 1.49 1.39
1 2-A 793 | PHE | CG-CD1 | 7.76 1.50 1.38
3 7-C 52 | PRO N-CD -7.75 1.36 1.47
1 8-A 7% | ARG NE-CZ 7.7 1.43 1.33
3 5-D 427 | ARG | CZ-NH2 | 7.71 1.43 1.33
3 10-C | 204 | PHE | CG-CD1 | 7.70 1.50 1.38
2 2-B 592 | ARG | CZ-NH1 | 7.69 1.43 1.33
1 8-A 398 | TYR | CE1-CZ | 7.68 1.48 1.38
3 2-D 362 | TYR | CG-CD1 | 7.67 1.49 1.39
3 5-D 84 | ARG NE-CZ 7.65 1.43 1.33
3 7-C 373 | SER CA-CB | 7.64 1.64 1.52
1 8-A 111 | ARG NE-CZ 7.63 1.43 1.33
3 5-D 46 | ARG | CZ-NH2 | 7.59 1.43 1.33
1 9-A 576 | ARG NE-CZ 7.58 1.43 1.33
3 9-D 176 | ARG | CZ-NH1 | 7.58 1.42 1.33
3 3-D 329 | ARG NE-CZ 7.57 1.42 1.33
3 3-C 437 | TYR | CB-CG | 7.56 1.62 1.51
3 6-D 96 SER CA-CB 7.56 1.64 1.52
2 8-B 670 | ARG | CD-NE | 7.55 1.59 1.46
1 2-A 144 | ARG | CD-NE | 7.54 1.59 1.46
3 8-D 109 | TYR | CE2-CZ | -7.54 1.28 1.38
1 8-A 623 | ARG | CZ-NH2 | 7.53 1.42 1.33
1 6-A 137 | ARG | CZ-NH2 | 7.53 1.42 1.33
2 1-B 335 | PHE | CE2-CZ | 7.50 1.51 1.37
2 10-B 421 | TRP | CD2-CE3 | -7.50 1.29 1.40
2 6-B 409 | TYR | CG-CD2 | 7.48 1.48 1.39
1 2-A 159 | GLU | CD-OE1 | 7.48 1.33 1.25
1 3-A 371 | SER CA-CB 7.48 1.64 1.52
2 8-B 592 | ARG NE-CZ 7.46 1.42 1.33
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 2-A 796 | SER CA-CB 7.44 1.64 1.52
2 10-B 670 | ARG CD-NE 7.44 1.59 1.46
3 4-C 13 CYS CB-SG 7.43 1.94 1.82
2 1-B 453 | TYR | CE1-CZ | 7.43 1.48 1.38
3 9-C 358 | ARG | CZ-NH1 | 7.43 1.42 1.33
3 1-D 381 | SER CB-OG | 7.42 1.51 1.42
1 9-A 405 | PHE | CG-CD1 | 7.42 1.49 1.38
1 8-A 204 | ARG CD-NE 7.42 1.59 1.46
2 4-B 288 | TYR | CE2-CZ | 7.41 1.48 1.38
3 2-D 349 | SER CA-CB 7.40 1.64 1.52
1 5-A 111 | ARG CD-NE 7.39 1.59 1.46
1 4-A 624 | ARG CD-NE 7.38 1.59 1.46
2 5-B 187 | TYR | CG-CD2 | 7.38 1.48 1.39
2 2-B 576 | ARG NE-CZ 7.37 1.42 1.33
3 1-C 185 | TYR | CE1-CZ | 7.37 1.48 1.38
1 8-A 327 | ARG NE-CZ 7.37 1.42 1.33
1 3-A 451 | ARG NE-CZ 7.37 1.42 1.33
3 3-C 96 SER CA-CB 7.36 1.64 1.52
1 5-A 393 | TYR | CEL1-CZ | 7.35 1.48 1.38
1 4-A 284 | TYR | CB-CG | -7.34 1.40 1.51
1 3-A 194 | GLU | CD-OE1 | 7.34 1.33 1.25
1 3-A 663 | TYR | CE2-CZ | 7.31 1.48 1.38
3 1-C 87 | PHE | CG-CD1 | 7.31 1.49 1.38
3 9-C 141 | SER CA-CB 7.31 1.64 1.52
2 7-B 78 | TYR | CG-CD2 | 7.30 1.48 1.39
3 3-D 90 | ARG | CZ-NH2 | 7.30 1.42 1.33
1 9-A 131 | PHE | CG-CD2 | 7.28 1.49 1.38
3 8-C 90 | ARG | CZ-NH2 | 7.28 1.42 1.33
3 3-C 373 | SER CA-CB 7.26 1.63 1.52
1 8-A 349 | ARG | CZ-NH2 | 7.25 1.42 1.33
1 6-A 327 | ARG | CD-NE | 7.25 1.58 1.46
2 2-B 328 | ARG | CZ-NH2 | 7.21 1.42 1.33
2 7-B 190 | TYR CZ-OH 7.21 1.50 1.37
2 1-B 633 | ARG | CZ-NH2 | 7.21 1.42 1.33
3 5-D 247 | TYR | CE2-CZ | 7.21 1.48 1.38
3 7-C 109 | TYR | CG-CD2 | 7.21 1.48 1.39
1 8-A 645 | GLU | CD-OE1 | 7.20 1.33 1.25
3 3-C 13 CYS CB-SG 7.20 1.94 1.82
1 1-A 150 | TYR | CE1-CZ | 7.18 1.47 1.38
1 4-A 712 | SER CA-CB 7.18 1.63 1.52
1 5-A 123 | TYR | CZ-OH 7.17 1.50 1.37
1 4-A 77 | TYR | CE2-CZ | 7.17 1.47 1.38
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 5-C 204 | PHE | CG-CD1 | 7.17 1.49 1.38
1 1-A 112 | TYR | CE2-CZ | 7.15 1.47 1.38
3 2-D 170 | TYR | CD1-CE1 | 7.15 1.50 1.39
3 2-C 445 | TYR | CZ-OH 7.14 1.50 1.37
1 3-A 172 | GLU CB-CG | 7.13 1.65 1.52
2 4-B 600 | TYR | CB-CG 7.13 1.62 1.51
3 3-D 279 | TYR | CG-CD1 | 7.12 1.48 1.39
3 1-D 161 | ARG NE-CZ 7.12 1.42 1.33
1 9-A 337 | SER CA-CB 7.12 1.63 1.52
3 10-D 55 | ARG | CZ-NH2 | 7.10 1.42 1.33
3 8-C 427 | ARG NE-CZ 7.09 1.42 1.33
3 10-C 59 | ARG | CZ-NH2 | 7.09 1.42 1.33
2 3-B 201 | PRO N-CD -7.08 1.38 1.47
3 1-D 291 | SER CA-CB 7.08 1.63 1.52
1 5-A 645 | GLU | CD-OE1 | 7.07 1.33 1.25
3 7-C 247 | TYR | CD2-CE2 | 7.07 1.50 1.39
2 7-B 328 | ARG CD-NE 7.06 1.58 1.46
2 7-B 388 | GLU CB-CG | 7.05 1.65 1.52
1 5-A 614 | TYR | CG-CD1 | 7.04 1.48 1.39
3 1-D 319 | TYR | CE2-CZ | 7.04 1.47 1.38
1 5-A 624 | ARG | CZ-NH1 | 7.03 1.42 1.33
1 2-A 198 | ARG NE-CZ 7.03 1.42 1.33
2 9-B 846 | ARG | CZ-NH2 | 7.03 1.42 1.33
3 6-C 378 | SER CB-OG | 7.03 1.51 1.42
3 8-D 84 | ARG NE-CZ 7.03 1.42 1.33
2 10-B | 389 | ARG | CD-NE | 7.02 1.58 1.46
1 3-A 284 | TYR | CG-CD2 | 7.01 1.48 1.39
1 1-A 111 | ARG CD-NE 7.01 1.58 1.46
3 10-D 114 | ARG | CZ-NH2 | 6.99 1.42 1.33
2 9-B 666 | ARG | CZ-NH1 | 6.99 1.42 1.33
3 7-C 407 | TYR | CE2-CZ | 6.99 1.47 1.38
3 2-C 65 | ARG | CZ-NH2 | 6.97 1.42 1.33
2 7-B 388 | GLU | CD-OE2 | -6.97 1.18 1.25
1 9-A 333 | ARG NE-CZ 6.97 1.42 1.33
2 9-B 578 | PHE | CG-CD1 | 6.96 1.49 1.38
1 5-A 687 | ARG NE-CZ 6.95 1.42 1.33
2 3-B 514 | ARG NE-CZ 6.94 1.42 1.33
2 10-B | 359 | TYR | CG-CD1 | 6.94 1.48 1.39
2 8-B 666 | ARG | CZ-NH1 | 6.93 1.42 1.33
2 3-B 345 | TYR | CG-CD1 | 6.93 1.48 1.39
3 10-D 59 | ARG | CZ-NH1 | 6.92 1.42 1.33
2 9-B 379 | TYR | CG-CD1 | 6.92 1.48 1.39
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 3-B 758 | TYR CZ-OH 6.91 1.49 1.37
2 6-B 433 | TYR | CE2-CZ | 6.91 1.47 1.38
2 9-B 343 | TYR | CG-CD2 | 6.90 1.48 1.39
2 3-B 445 | PHE | CG-CD2 | 6.90 1.49 1.38
3 5-C 46 | ARG | CZ-NH1 | 6.89 1.42 1.33
3 8-D 333 | ARG | CZ-NH1 | 6.89 1.42 1.33
1 2-A 429 | TYR | CE1-CZ | 6.88 1.47 1.38
3 7-D 347 | TRP CB-CG | 6.88 1.62 1.50
3 5-D 362 | TYR | CG-CD1 | 6.88 1.48 1.39
3 10-D | 213 | SER CA-CB 6.87 1.63 1.52
1 3-A 368 | SER CA-CB | 6.87 1.63 1.52
2 3-B 190 | TYR | CG-CD1 | 6.87 1.48 1.39
2 4-B 772 | PHE CA-CB | 6.86 1.69 1.53
3 5-D 302 | SER CA-CB | 6.86 1.63 1.52
3 7-C 59 | ARG | CZ-NH1 | 6.86 1.42 1.33
2 8-B 526 | ARG | CZ-NH2 | 6.84 1.42 1.33
3 2-C 319 | TYR | CB-CG 6.84 1.61 1.51
3 9-C 90 | ARG | CD-NE | 6.84 1.58 1.46
2 10-B | 670 | ARG NE-CZ 6.83 1.42 1.33
3 4-C 369 | GLU | CD-OEl | 6.82 1.33 1.25
3 2-C 243 | ARG | CZ-NH1 | 6.82 1.42 1.33
3 3-D 243 | ARG NE-CZ 6.82 1.42 1.33
2 9-B 344 | GLU CG-CD | 6.80 1.62 1.51
3 1-C 256 | TYR | CG-CD1 | 6.80 1.48 1.39
2 4-B 409 | TYR | CE2-CZ | 6.79 1.47 1.38
3 8-C 218 | ARG | CZ-NH1 | 6.78 1.41 1.33
1 1-A 76 | ARG CD-NE 6.78 1.57 1.46
3 2-D 427 | ARG | CZ-NH2 | 6.77 1.41 1.33
3 10-D | 193 | ARG NE-CZ 6.77 1.41 1.33
2 4-B 453 | TYR | CG-CD1 | 6.76 1.48 1.39
3 2-C 358 | ARG | CZ-NH1 | 6.76 1.41 1.33
3 9-D 100 | SER CA-CB | 6.76 1.63 1.52
2 8-B 593 | PHE | CG-CD1 | 6.75 1.48 1.38
1 8-A 203 | ARG | CD-NE | 6.75 1.57 1.46
1 3-A 772 | SER CA-CB 6.74 1.63 1.52
2 6-B 325 | LEU N-CA -6.74 1.32 1.46
1 7-A 286 | TRP | CZ2-CH2 | 6.73 1.50 1.37
3 1-C 359 | ARG | CD-NE | 6.73 1.57 1.46
1 3-A 413 | TYR | CG-CD1 | 6.72 1.47 1.39
3 10-D | 373 | SER CA-CB | 6.71 1.63 1.52
3 10-C | 427 | ARG | CZ-NH1 | 6.71 1.41 1.33
3 3-C 80 | GLU | CD-OE2 | 6.70 1.33 1.25
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 1-B 411 | PHE | CG-CD1 | 6.70 1.48 1.38
3 2-C 161 | ARG | CZ-NH2 | 6.70 1.41 1.33
1 10-A | 458 | TYR | CG-CD1 | 6.70 1.47 1.39
3 1-C 332 | SER CA-CB 6.69 1.62 1.52
1 4-A 143 | ARG | CZ-NH2 | 6.68 1.41 1.33
3 10-C | 445 | TYR | CE2-CZ | 6.67 1.47 1.38
2 7-B 439 | ARG NE-CZ 6.67 1.41 1.33
3 9-C 136 | PHE | CG-CD1 | 6.67 1.48 1.38
2 10-B | 288 | TYR | CG-CD1 | 6.66 1.47 1.39
3 2-C 109 | TYR | CG-CD2 | 6.66 1.47 1.39
3 4-D 244 | PHE | CG-CD1 | 6.66 1.48 1.38
2 6-B 356 | ARG NE-CZ 6.66 1.41 1.33
1 4-A 198 | ARG NE-CZ 6.65 1.41 1.33
3 10-C 250 | SER CA-CB 6.64 1.62 1.52
1 8-A 358 | ARG CD-NE 6.64 1.57 1.46
2 1-B 612 | ARG | CZ-NH2 | 6.64 1.41 1.33
2 2-B 506 | SER CA-CB 6.64 1.62 1.52
3 5-C 170 | TYR CZ-OH 6.62 1.49 1.37
2 7-B 259 | GLU CG-CD | 6.62 1.61 1.51
2 2-B 302 | GLU | CD-OE2 | 6.61 1.32 1.25
2 5-B 651 | TYR | CE1-CZ | 6.61 1.47 1.38
3 5-D 17 | VAL C-N 6.60 1.45 1.33
3 7-D 315 | TYR | CZ-OH | 6.60 1.49 1.37
3 3-C 277 | SER CB-OG | 6.60 1.50 1.42
2 8-B 356 | ARG | CZ-NH2 | 6.60 1.41 1.33
1 1-A 203 | ARG | CZ-NH2 | 6.59 1.41 1.33
1 2-A 111 | ARG CD-NE 6.08 1.57 1.46
3 8-D 176 | ARG | CZ-NH1 | 6.58 1.41 1.33
2 6-B 297 | TYR | CG-CD2 | 6.58 1.47 1.39
2 3-B 666 | ARG NE-CZ 6.58 1.41 1.33
1 8-A 687 | ARG | CD-NE | 6.58 1.57 1.46
2 1-B 286 | GLU | CD-OE2 | 6.58 1.32 1.25
1 4-A 371 | SER CA-CB 6.57 1.62 1.52
2 1-B 293 | ARG | CZ-NH1 | 6.57 1.41 1.33
2 2-B 425 | PHE | CG-CD1 | 6.57 1.48 1.38
1 4-A 597 | ARG | CZ-NH2 | 6.57 1.41 1.33
1 6-A 451 | ARG NE-CZ 6.57 1.41 1.33
2 7-B 225 | PHE | CG-CD2 | 6.57 1.48 1.38
2 2-B 526 | ARG CD-NE 6.56 1.57 1.46
3 5-C 160 | ASP CA-CB | 6.56 1.68 1.53
1 10-A 123 | TYR | CD1-CE1 | 6.56 1.49 1.39
3 7-D 291 | SER CA-CB 6.56 1.62 1.52
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 1-D 56 | GLU | CD-OE1 | 6.56 1.32 1.25
3 1-D 192 | ARG CD-NE 6.56 1.57 1.46
3 10-C | 114 | ARG | CD-NE | 6.56 1.57 1.46
3 1-C 161 | ARG NE-CZ 6.55 1.41 1.33
1 1-A 627 | ARG | CZ-NH2 | 6.55 1.41 1.33
1 10-A | 675 | GLU | CD-OE1 | 6.54 1.32 1.25
3 9-C 427 | ARG | CZ-NH1 | 6.54 1.41 1.33
3 4-C 136 | PHE | CG-CD1 | 6.54 1.48 1.38
1 4-A 204 | ARG NE-CZ 6.54 1.41 1.33
3 8-D 170 | TYR | CG-CD1 | 6.54 1.47 1.39
2 5-B 228 | GLY CA-C -6.53 1.41 1.51
2 6-B 635 | SER CA-CB 6.53 1.62 1.52
3 9-C 346 | SER CA-CB 6.52 1.62 1.52
3 7-C 427 | ARG | CZ-NH1 | 6.52 1.41 1.33
3 2-D 162 | TYR | CE2-CZ | 6.52 1.47 1.38
2 9-B 839 | PHE | CG-CD2 | 6.52 1.48 1.38
2 3-B 846 | ARG NE-CZ 6.51 1.41 1.33
2 7-B 776 | TYR | CG-CD1 | 6.50 1.47 1.39
3 7-C 249 | TYR | CG-CD1 | 6.50 1.47 1.39
3 10-C 277 | SER CA-CB 6.50 1.62 1.52
1 8-A 302 | TYR | CG-CD1 | 6.49 1.47 1.39
2 4-B 299 | ARG | CZ-NH1 | 6.49 1.41 1.33
2 9-B 288 | TYR | CE2-CZ | 6.49 1.47 1.38
1 1-A 111 | ARG | CZ-NH2 | 6.49 1.41 1.33
2 8-B 822 | ARG CD-NE 6.49 1.57 1.46
2 2-B 600 | TYR | CG-CD1 | 6.48 1.47 1.39
1 4-A 623 | ARG | CZ-NH2 | 6.47 1.41 1.33
3 6-C 256 | TYR | CG-CD2 | 6.47 1.47 1.39
3 2-D 55 | ARG CD-NE 6.46 1.57 1.46
3 6-D 218 | ARG NE-CZ 6.46 1.41 1.33
1 7-A 111 | ARG | CZ-NH2 | 6.45 1.41 1.33
1 7-A 714 | ARG | CD-NE | 6.45 1.57 1.46
2 1-B 438 | TYR | CG-CD2 | 6.45 1.47 1.39
2 3-B 306 | GLU CG-CD | 6.45 1.61 1.51
1 2-A 262 | ARG | CZ-NH2 | 6.44 1.41 1.33
3 3-D 291 | SER CA-CB 6.44 1.62 1.52
3 4-D 86 | PHE | CG-CD1 | 6.44 1.48 1.38
3 6-D 275 | PHE | CG-CD1 | 6.43 1.48 1.38
1 5-A 582 | TYR CZ-OH 6.42 1.48 1.37
2 6-B 598 | TYR | CG-CD1 | 6.42 1.47 1.39
2 10-B 827 | ARG CD-NE 6.42 1.57 1.46
2 9-B 577 | PRO N-CD -6.42 1.38 1.47
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 8-A 663 | TYR CZ-OH 6.41 1.48 1.37
3 9-D 292 | TYR CZ-OH 6.41 1.48 1.37
3 7-C 333 | ARG NE-CZ 6.41 1.41 1.33
2 10-B 578 | PHE | CG-CD1 | 6.41 1.48 1.38
1 9-A 203 | ARG | CZ-NH2 | 6.40 1.41 1.33
2 10-B 510 | TYR CZ-OH 6.40 1.48 1.37
3 6-C 341 | ARG | CD-NE | 6.40 1.57 1.46
3 1-C 394 | PHE | CG-CD2 | 6.39 1.48 1.38
2 4-B 470 | TYR | CE2-CZ | 6.39 1.46 1.38
2 4-B 225 | PHE | CG-CD2 | 6.38 1.48 1.38
3 1-D 43 SER CA-CB 6.38 1.62 1.52
2 5-B 216 | PHE CB-CG | -6.38 1.40 1.51
3 7-D 358 | ARG NE-CZ 6.37 1.41 1.33
1 5-A 324 | TYR | CD2-CE2 | 6.37 1.48 1.39
1 6-A 123 | TYR | CE2-CZ | 6.37 1.46 1.38
2 4-B 592 | ARG | CZ-NH2 | 6.36 1.41 1.33
1 8-A 137 | ARG NE-CZ 6.36 1.41 1.33
3 9-C 59 | ARG | CZ-NH2 | 6.36 1.41 1.33
1 6-A 193 | TYR CZ-OH 6.36 1.48 1.37
1 6-A 264 | SER CA-CB | -6.35 1.43 1.52
1 8-A 393 | TYR | CE2-CZ | 6.35 1.46 1.38
3 2-C 302 | SER CA-CB 6.34 1.62 1.52
2 5-B 508 | PRO N-CA -6.34 1.36 1.47
3 9-D 59 | ARG NE-CZ 6.34 1.41 1.33
3 9-D 407 | TYR | CB-CG | 6.34 1.61 1.51
1 8-A 393 | TYR | CZ-OH | 6.33 1.48 1.37
1 8-A 597 | ARG | CZ-NH1 | 6.33 1.41 1.33
3 8-C 46 | ARG NE-CZ 6.33 1.41 1.33
2 7-B 289 | GLU CB-CG 6.33 1.64 1.52
3 6-D 161 | ARG CD-NE 6.33 1.57 1.46
3 4-C 415 | SER CA-CB 6.33 1.62 1.52
1 8-A 190 | TYR | CEI1-CZ | 6.33 1.46 1.38
3 1-D 173 | PHE | CG-CD2 | 6.32 1.48 1.38
2 4-B 181 | GLU CG-CD | 6.32 1.61 1.51
1 5-A 479 | ARG NE-CZ 6.32 1.41 1.33
1 3-A 160 | ARG CD-NE 6.32 1.57 1.46
3 2-C 244 | PHE | CG-CD2 | 6.32 1.48 1.38
3 5-D 445 | TYR | CD1-CE1 | 6.31 1.48 1.39
1 9-A 794 | TYR | CE2-CZ | 6.31 1.46 1.38
2 2-B 236 | TYR | CE2-CZ | 6.31 1.46 1.38
3 7-C 217 | PHE | CG-CD2 | 6.31 1.48 1.38
1 2-A 139 | ALA N-CA -6.30 1.33 1.46
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 6-B 651 | TYR | CE2-CZ | 6.29 1.46 1.38
3 3-D 179 | GLU | CD-OE2 | 6.29 1.32 1.25
3 4-C 45 | GLU | CD-OE1 | 6.29 1.32 1.25
3 10-D | 344 | PHE | CG-CD2 | 6.29 1.48 1.38
3 9-D 156 | GLU CG-CD | 6.28 1.61 1.51
3 4-D 66 | ALA CA-C -6.28 1.36 1.52
1 7-A 77 | TYR | CE2-CZ | 6.28 1.46 1.38
3 8-D 358 | ARG | CZ-NH1 | 6.28 1.41 1.33
2 9-B 361 | GLU | CD-OE2 | 6.28 1.32 1.25
2 6-B 844 | SER CA-CB 6.27 1.62 1.52
1 5-A 398 | TYR | CE1-CZ | 6.27 1.46 1.38
2 7-B 824 | TYR | CE1-CZ | 6.26 1.46 1.38
3 7-C 339 | GLN | CG-CD | 6.26 1.65 1.51
2 4-B 670 | ARG | CZ-NH2 | 6.26 1.41 1.33
1 7-A 262 | ARG | CZ-NH2 | 6.26 1.41 1.33
2 7-B 328 | ARG NE-CZ 6.26 1.41 1.33
3 7-C 178 | SER CA-CB 6.26 1.62 1.52
3 7-D 93 | TRP | CDI1-NE1 | 6.26 1.48 1.38
2 8-B 811 | GLU C-N 6.26 1.48 1.34
3 2-C 170 | TYR | CG-CD2 | 6.25 1.47 1.39
3 3-D 203 | VAL CA-CB | -6.25 1.41 1.54
1 5-A 587 | ARG NE-CZ 6.25 1.41 1.33
1 9-A 74 | TYR | CG-CD1 | 6.25 1.47 1.39
2 9-B 433 | TYR | CG-CD1 | 6.25 1.47 1.39
3 3-C 398 | PHE CB-CG 6.24 1.61 1.51
2 10-B | 585 | ARG | CD-NE | 6.24 1.57 1.46
1 6-A 387 | GLY CA-C -6.24 1.41 1.51
3 9-C 162 | TYR | CG-CD2 | 6.24 1.47 1.39
3 3-C 383 | VAL | CB-CG1 | 6.23 1.66 1.52
3 3-D 64 | PRO N-CD -6.23 1.39 1.47
3 7-D 90 | ARG NE-CZ 6.23 1.41 1.33
3 3-D 362 | TYR | CE1-CZ | 6.23 1.46 1.38
2 5-B 598 | TYR | CE1-CZ | 6.23 1.46 1.38
1 8-A 623 | ARG NE-CZ 6.22 1.41 1.33
3 2-D 375 | MET CA-C -6.22 1.36 1.52
3 10-D 105 | TRP | NE1-CE2 | 6.22 1.45 1.37
1 7-A 345 | PHE CB-CG 6.22 1.61 1.51
2 5-B 768 | SER CA-CB 6.22 1.62 1.52
3 4-C 218 | ARG NE-CZ 6.21 1.41 1.33
3 5-D 173 | PHE | CG-CD1 | 6.21 1.48 1.38
1 4-A 489 | GLU | CD-OE1 | 6.21 1.32 1.25
2 1-B 228 | GLY CA-C -6.21 1.42 1.51
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 5-D 90 | ARG | CZ-NH1 | 6.20 1.41 1.33
1 4-A 386 | GLU | CD-OE1 | 6.20 1.32 1.25
3 6-C 218 | ARG CA-CB | 6.19 1.67 1.53
2 3-B 504 | SER CA-CB 6.19 1.62 1.52
2 1-B 641 | PHE CB-CG | -6.19 1.40 1.51
1 9-A 597 | ARG NE-CZ 6.19 1.41 1.33
1 4-A 687 | ARG NE-CZ 6.19 1.41 1.33
1 3-A 285 | GLU | CD-OE1 | 6.18 1.32 1.25
2 5-B 598 | TYR | CG-CD1 | 6.18 1.47 1.39
3 8-D 359 | ARG NE-CZ 6.18 1.41 1.33
1 5-A 450 | TYR | CG-CD1 | 6.18 1.47 1.39
3 10-D 11 GLY N-CA -6.18 1.36 1.46
2 2-B 644 | PHE | CG-CD2 | 6.18 1.48 1.38
3 4-D 185 | TYR CZ-OH 6.18 1.48 1.37
3 9-C 359 | ARG | CZ-NH2 | 6.18 1.41 1.33
3 3-D 161 | ARG | CZ-NH2 | 6.18 1.41 1.33
2 9-B 824 | TYR | CG-CD2 | 6.18 1.47 1.39
3 2-C 232 | SER CA-CB 6.17 1.62 1.52
3 7-D 427 | ARG | CZ-NH2 | 6.17 1.41 1.33
1 8-A 157 | ARG NE-CZ 6.17 1.41 1.33
1 9-A 105 | PHE N-CA -6.17 1.34 1.46
3 5-D 192 | ARG | CZ-NH2 | 6.17 1.41 1.33
3 5-D 236 | SER CA-CB 6.17 1.62 1.52
3 7-D 62 | PHE | CE1-CZ | 6.17 1.49 1.37
3 2-D 135 | GLY N-CA -6.17 1.36 1.46
1 7-A 594 | TYR | CG-CD1 | 6.16 1.47 1.39
1 10-A | 400 | ARG | CZ-NH1 | 6.16 1.41 1.33
1 7-A 107 | ARG NE-CZ 6.16 1.41 1.33
1 7-A 469 | ARG NE-CZ 6.16 1.41 1.33
3 1-C 161 | ARG | CZ-NH1 | 6.16 1.41 1.33
2 6-B 670 | ARG NE-CZ 6.15 1.41 1.33
3 3-D 55 | ARG NE-CZ 6.15 1.41 1.33
3 3-D 47 ASP CB-CG 6.15 1.64 1.51
1 4-A 156 | GLU CG-CD | 6.15 1.61 1.51
3 5-C 183 | GLN CA-CB | 6.15 1.67 1.53
2 9-B 231 | TYR | CG-CD1 | 6.15 1.47 1.39
2 10-B 666 | ARG | CZ-NH2 | 6.15 1.41 1.33
3 10-D | 292 | TYR | CE1-CZ | 6.14 1.46 1.38
2 8-B 297 | TYR | CZ-OH | 6.14 1.48 1.37
1 2-A 558 | TYR CZ-OH 6.13 1.48 1.37
1 3-A 143 | ARG | CZ-NH2 | 6.13 1.41 1.33
2 5-B 518 | GLU CA-C -6.13 1.37 1.52
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 10-D 20 | PHE | CG-CD1 | 6.13 1.48 1.38
1 2-A 111 | ARG NE-CZ 6.13 1.41 1.33
3 2-D 193 | ARG | CZ-NH2 | 6.13 1.41 1.33
2 3-B 827 | ARG | CZ-NH1 | 6.13 1.41 1.33
2 1-B 239 | GLU CA-CB 6.12 1.67 1.53
3 4-D 114 | ARG NE-CZ 6.12 1.41 1.33
2 8-B 288 | TYR | CD1-CE1 | 6.12 1.48 1.39
2 8-B 638 | ARG NE-CZ 6.12 1.41 1.33
3 5-D 274 | PRO N-CD -6.11 1.39 1.47
1 8-A 458 | TYR | CG-CD1 | 6.11 1.47 1.39
3 9-C 372 | VAL | CB-CG1 | 6.11 1.65 1.52
1 6-A 630 | ARG | CD-NE | 6.11 1.56 1.46
2 3-B 562 | TYR | CD2-CE2 | -6.11 1.30 1.39
1 1-A 156 | GLU CB-CG 6.11 1.63 1.52
1 6-A 171 | ARG | CZ-NH1 | 6.11 1.41 1.33
1 10-A | 614 | TYR | CB-CG | -6.11 1.42 1.51
2 1-B 557 | VAL N-CA -6.11 1.34 1.46
3 3-C 267 | PHE | CG-CD1 | 6.11 1.48 1.38
1 2-A 359 | ALA CA-CB 6.10 1.65 1.52
3 4-D 358 | ARG | CZ-NH2 | 6.09 1.41 1.33
3 5-C 427 | ARG | CZ-NH2 | 6.09 1.41 1.33
2 7-B 260 | GLU | CD-OE1 | 6.09 1.32 1.25
1 9-A 262 | ARG NE-CZ 6.09 1.41 1.33
1 6-A 137 | ARG NE-CZ 6.09 1.41 1.33
1 3-A 108 | ARG | CZ-NH1 | -6.09 1.25 1.33
3 1-D 319 | TYR | CDI1-CE1 | 6.08 1.48 1.39
1 10-A 168 | PHE | CG-CD2 | 6.08 1.47 1.38
1 5-A 171 | ARG | CZ-NH1 | 6.07 1.41 1.33
3 7-C 218 | ARG CD-NE 6.07 1.56 1.46
1 7-A 251 | PHE | CG-CD1 | 6.07 1.47 1.38
1 5-A 138 | PHE | CE2-CZ | 6.07 1.48 1.37
2 10-B 526 | ARG | CZ-NH1 | 6.07 1.41 1.33
3 3-D 445 | TYR | CE2-CZ | 6.07 1.46 1.38
1 2-A 400 | ARG NE-CZ 6.07 1.41 1.33
3 6-C 84 | ARG NE-CZ 6.07 1.41 1.33
1 1-A 767 | TYR | CG-CD1 | 6.06 1.47 1.39
3 2-D 264 | GLU | CD-OE1 | 6.06 1.32 1.25
3 7-C 329 | ARG NE-CZ 6.06 1.41 1.33
2 2-B 435 | SER CA-CB 6.06 1.62 1.52
1 6-A 759 | GLU CB-CG | 6.06 1.63 1.52
3 8-C 129 | SER CA-CB 6.06 1.62 1.52
3 1-C 249 | TYR | CG-CD2 | 6.05 1.47 1.39
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 10-D | 281 | HIS CB-CG | 6.05 1.60 1.50
3 1-C 253 | SER CA-CB 6.05 1.62 1.52
1 2-A 190 | TYR | CE1-CZ | 6.05 1.46 1.38
3 5-D 192 | ARG NE-CZ 6.05 1.41 1.33
1 9-A 126 | TRP CB-CG | 6.05 1.61 1.50
3 10-C | 325 | ASN N-CA -6.05 1.34 1.46
1 2-A 203 | ARG | CZ-NH2 | 6.05 1.41 1.33
1 1-A 400 | ARG NE-CZ 6.04 1.41 1.33
3 3-C 359 | ARG | CZ-NH1 | 6.04 1.41 1.33
3 5-D 171 | SER CA-CB 6.04 1.62 1.52
2 3-B 587 | PHE | CG-CD2 | 6.04 1.47 1.38
1 5-A 663 | TYR | CE1-CZ | 6.04 1.46 1.38
3 2-D 315 | TYR | CG-CD1 | 6.04 1.47 1.39
1 7-A 400 | ARG NE-CZ 6.04 1.41 1.33
1 6-A 596 | SER CA-CB 6.04 1.62 1.52
3 3-C 90 | ARG | CZ-NH1 | 6.04 1.40 1.33
3 6-C 69 | MET N-CA -6.04 1.34 1.46
1 1-A 138 | PHE | CG-CD2 | 6.03 1.47 1.38
3 1-D 84 | ARG | CZ-NH1 | 6.03 1.40 1.33
1 6-A 664 | ARG | CD-NE | 6.03 1.56 1.46
2 9-B 670 | ARG NE-CZ 6.03 1.40 1.33
2 6-B 582 | GLU | CG-CD | 6.03 1.60 1.51
2 1-B 592 | ARG | CZ-NH1 | 6.03 1.40 1.33
2 10-B | 836 | GLU | CG-CD | 6.03 1.60 1.51
2 1-B 337 | SER CA-CB 6.03 1.61 1.52
3 4-D 65 | ARG | CZ-NH2 | 6.03 1.40 1.33
1 10-A | 627 | ARG NE-CZ 6.03 1.40 1.33
3 10-C 193 | ARG CD-NE 6.02 1.56 1.46
1 3-A 381 | PHE | CG-CD1 | 6.02 1.47 1.38
1 9-A 798 | SER CA-CB 6.02 1.61 1.52
3 1-D 90 | ARG | CZ-NH2 | 6.02 1.40 1.33
3 1-D 161 | ARG | CZ-NH1 | 6.02 1.40 1.33
2 1-B 576 | ARG NE-CZ 6.02 1.40 1.33
1 9-A 469 | ARG CD-NE 6.01 1.56 1.46
2 9-B 585 | ARG NE-CZ 6.01 1.40 1.33
2 3-B 187 | TYR | CG-CD1 | 6.01 1.47 1.39
3 7-C 55 | ARG NE-CZ 6.01 1.40 1.33
3 3-C 369 | GLU CB-CG | 6.00 1.63 1.52
3 5-C 100 | SER CA-CB | 6.00 1.61 1.52
2 6-B 514 | ARG CD-NE 6.00 1.56 1.46
2 6-B 805 | PHE CB-CG 6.00 1.61 1.51
2 2-B 600 | TYR | CZ-OH | 6.00 1.48 1.37
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 4-C 148 | SER C-N 6.00 1.43 1.33
1 2-A 429 | TYR | CG-CD1 | 6.00 1.47 1.39
2 9-B 356 | ARG NE-CZ 6.00 1.40 1.33
3 9-D 274 | PRO CA-C 6.00 1.64 1.52
3 4-D 87 | PHE | CG-CD1 | 6.00 1.47 1.38
1 5-A 78 | PHE | CG-CD2 | 6.00 1.47 1.38
3 8-D 236 | SER CA-CB 2.99 1.61 1.52
1 2-A 714 | ARG | CZ-NH1 | 5.99 1.40 1.33
1 7-A 413 | TYR | CG-CD2 | 5.99 1.47 1.39
3 7-C 445 | TYR | CE2-CZ | 5.99 1.46 1.38
3 9-C 315 | TYR | CE1-CZ | 5.99 1.46 1.38
3 3-C 161 | ARG | CZ-NH1 | 5.99 1.40 1.33
3 9-C 170 | TYR | CG-CD1 | 5.98 1.47 1.39
1 6-A 626 | VAL | CB-CG2 | 5.98 1.65 1.52
1 9-A 262 | ARG CA-C -2.98 1.37 1.52
2 10-B 628 | ILE N-CA 5.98 1.58 1.46
2 9-B 576 | ARG CD-NE 5.98 1.56 1.46
3 4-C 317 | ASN CB-CG 5.98 1.64 1.51
3 3-D 315 | TYR | CE2-CZ | 5.97 1.46 1.38
2 5-B 340 | SER CA-CB 5.97 1.61 1.52
1 1-A 627 | ARG | CZ-NH1 | 5.97 1.40 1.33
1 5-A 137 | ARG NE-CZ 0.97 1.40 1.33
3 8-C 173 | PHE | CG-CD2 | 5.97 1.47 1.38
3 3-C 185 | TYR | CE1-CZ | 5.97 1.46 1.38
1 9-A 62 ASP CB-CG | 597 1.64 1.51
2 5-B 345 | TYR | CEL1-CZ | 5.97 1.46 1.38
2 1-B 670 | ARG NE-CZ 5.97 1.40 1.33
1 2-A 324 | TYR | CE2-CZ | 5.97 1.46 1.38
2 5-B 328 | ARG | CZ-NH2 | 5.97 1.40 1.33
3 1-D 35 GLY CA-C -5.96 1.42 1.51
2 5-B 297 | TYR | CG-CD1 | 5.96 1.47 1.39
3 7-C 65 | ARG | CZ-NH1 | 5.96 1.40 1.33
3 8-D 109 | TYR | CEI1-CZ | 5.96 1.46 1.38
1 7-A 624 | ARG NE-CZ 5.96 1.40 1.33
3 6-C 344 | PHE | CG-CD2 | 5.96 1.47 1.38
3 2-C 193 | ARG | CZ-NH1 | 5.95 1.40 1.33
3 6-D 83 | PHE | CE1-CZ | 5.95 1.48 1.37
1 5-A 286 | TRP | CD1-NE1 | 5.95 1.48 1.38
1 9-A 664 | ARG | CD-NE | 5.95 1.56 1.46
1 9-A 658 | SER CA-CB 5.9 1.61 1.52
3 3-D 341 | ARG NE-CZ 5.94 1.40 1.33
3 5-D 161 | ARG | CZ-NH2 | 5.94 1.40 1.33
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 8-A 451 | ARG | CZ-NH1 | 5.94 1.40 1.33
1 2-A 646 | TYR | CG-CD1 | 5.94 1.46 1.39
1 1-A 646 | TYR | CD2-CE2 | 5.94 1.48 1.39
3 3-C 437 | TYR | CE1-CZ | 5.94 1.46 1.38
3 4-C 407 | TYR | CG-CD1 | 5.94 1.46 1.39
1 5-A 450 | TYR | CG-CD2 | 5.94 1.46 1.39
2 5-B 504 | SER CA-CB 5.94 1.61 1.52
2 10-B 533 | ARG | CZ-NH1 | 5.94 1.40 1.33
1 1-A 333 | ARG NE-CZ 0.94 1.40 1.33
1 2-A 161 | ASP CA-CB 5.94 1.67 1.53
3 4-D 371 | GLU | CG-CD | 5.93 1.60 1.51
2 6-B 526 | ARG | CZ-NH1 | 5.93 1.40 1.33
2 9-B 628 | ILE N-CA 0.93 1.58 1.46
1 6-A 349 | ARG CD-NE 5.93 1.56 1.46
3 1-D 256 | TYR | CB-CG | -5.93 1.42 1.51
2 4-B 439 | ARG | CZ-NH2 | 5.93 1.40 1.33
3 1-D 3 GLY CA-C 5.92 1.61 1.51
1 1-A 144 | ARG NE-CZ 5.92 1.40 1.33
2 8-B 741 | PHE | CG-CD1 | 5.92 1.47 1.38
3 10-D | 367 | PRO CA-C -5.92 1.41 1.52
3 4-C 161 | ARG | CZ-NH2 | 5.92 1.40 1.33
3 5-D 84 | ARG | CZ-NH2 | 591 1.40 1.33
2 10-B 424 | GLU | CD-OE2 | 5.91 1.32 1.25
1 2-A 664 | ARG NE-CZ 5.91 1.40 1.33
2 2-B 533 | ARG | CZ-NH2 | 591 1.40 1.33
1 6-A 325 | PHE | CG-CD1 | 5.91 1.47 1.38
1 7-A 124 | GLU | CD-OE1 | 5.90 1.32 1.25
1 2-A 262 | ARG | CZ-NH1 | 5.90 1.40 1.33
2 3-B 719 | LEU N-CA 2.90 1.58 1.46
2 6-B 319 | PHE CB-CG 5.90 1.61 1.51
1 2-A 143 | ARG CD-NE 5.90 1.56 1.46
2 3-B 822 | ARG | CZ-NH1 | 5.90 1.40 1.33
3 1-C 262 | SER CA-CB 5.89 1.61 1.52
3 5-C 292 | TYR | CZ-OH 5.89 1.47 1.37
2 1-B 447 | GLU | CD-OE1 | 5.89 1.32 1.25
3 4-D 184 | SER CA-CB 0.88 1.61 1.52
1 5-A 76 | ARG | CZ-NH2 | 5.88 1.40 1.33
2 2-B 592 | ARG | CZ-NH2 | 5.88 1.40 1.33
3 10-C | 358 | ARG | CZ-NH2 | 5.88 1.40 1.33
2 7-B 343 | TYR | CB-CG | 5.87 1.60 1.51
3 5-C 148 | SER C-N 0.87 1.43 1.33
3 8-C 329 | ARG NE-CZ 0.87 1.40 1.33
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 9-A 409 | PHE | CG-CD1 | 5.87 1.47 1.38
2 9-B 264 | TYR | CG-CD1 | 5.87 1.46 1.39
3 10-C 161 | ARG NE-CZ 0.87 1.40 1.33
1 4-A 443 | MET C-N 5.86 1.43 1.33
2 8-B 264 | TYR | CE2-CZ | 5.86 1.46 1.38
1 10-A | 201 | GLU | CD-OE1 | 5.86 1.32 1.25
2 6-B 638 | ARG | CD-NE | 5.86 1.56 1.46
1 2-A 97 LYS CA-CB .86 1.66 1.53
1 9-A 171 | ARG CD-NE .86 1.56 1.46
3 9-D 272 | PHE | CG-CD1 | 5.86 1.47 1.38
2 3-B 285 | ARG | CZ-NH1 | 5.86 1.40 1.33
3 5-D 359 | ARG | CZ-NH1 | 5.86 1.40 1.33
1 5-A 161 | ASP N-CA -5.86 1.34 1.46
3 5-C 409 | VAL CA-CB .86 1.67 1.54
2 9-B 583 | TYR | CG-CD2 | 5.86 1.46 1.39
3 1-D 59 | ARG | CZ-NH2 | 5.85 1.40 1.33
2 4-B 544 | ARG | CZ-NH2 | 5.85 1.40 1.33
3 4-D 161 | ARG NE-CZ 5.85 1.40 1.33
3 4-C 359 | ARG NE-CZ 5.85 1.40 1.33
3 8-D 441 | GLU | CD-OE2 | 5.85 1.32 1.25
2 9-B 471 | ARG NE-CZ 0.85 1.40 1.33
2 4-B 200 | PHE CB-CG 5.85 1.61 1.51
1 6-A 471 | SER CA-CB 5.85 1.61 1.52
3 2-C 360 | SER CB-OG | 5.84 1.49 1.42
2 3-B 582 | GLU | CG-CD | 5.84 1.60 1.51
2 7-B 827 | ARG CD-NE 5.84 1.56 1.46
2 5-B 585 | ARG NE-CZ 5.84 1.40 1.33
3 5-D 176 | ARG | CZ-NH1 | 5.84 1.40 1.33
3 10-C | 327 | GLU CB-CG | 5.84 1.63 1.52
3 10-D | 358 | ARG NE-CZ 5.83 1.40 1.33
1 1-A 74 | TYR | CG-CD2 | -5.83 1.31 1.39
1 4-A 582 | TYR | CG-CD2 | 5.83 1.46 1.39
1 8-A 333 | ARG | CZ-NH2 | 5.83 1.40 1.33
1 9-A 624 | ARG | CZ-NH1 | 5.83 1.40 1.33
3 2-D 329 | ARG NE-CZ 0.83 1.40 1.33
1 5-A 150 | TYR | CG-CD2 | 5.83 1.46 1.39
2 5-B 565 | TYR | CG-CD2 | 5.83 1.46 1.39
2 8-B 670 | ARG NE-CZ 5.82 1.40 1.33
1 6-A 71 GLU N-CA -5.82 1.34 1.46
3 7-C 176 | ARG | CZ-NH2 | 5.82 1.40 1.33
1 3-A 273 | ASN CB-CG .82 1.64 1.51
2 4-B 415 | TYR CZ-OH .82 1.47 1.37
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 6-B 565 | TYR | CE2-CZ | 5.82 1.46 1.38
3 9-D 266 | HIS CB-CG | -5.82 1.39 1.50
1 9-A 558 | TYR | CD1-CE1 | 5.81 1.48 1.39
1 10-A 144 | ARG | CZ-NH2 | 5.81 1.40 1.33
2 6-B 424 | GLU CG-CD 5.81 1.60 1.51
2 2-B 725 | GLU CG-CD 5.81 1.60 1.51
2 3-B 592 | ARG CD-NE 0.81 1.56 1.46
1 2-A 587 | ARG | CZ-NH1 | 5.81 1.40 1.33
3 2-D 368 | ASN N-CA -5.81 1.34 1.46
2 10-B 453 | TYR | CB-CG 5.81 1.60 1.51
1 2-A 655 | GLU | CD-OE1 | 5.81 1.32 1.25
3 3-C 136 | PHE CB-CG | -5.81 1.41 1.51
1 4-A 111 | ARG | CZ-NH1 | 5.81 1.40 1.33
3 4-C 403 | PHE | CG-CD2 | 5.81 1.47 1.38
1 7-A 204 | ARG | CZ-NH2 | 5.81 1.40 1.33
2 10-B | 413 | GLU CB-CG | 5.80 1.63 1.52
2 10-B 343 | TYR | CE1-CZ | 5.80 1.46 1.38
3 6-C 185 | TYR | CG-CD2 | 5.80 1.46 1.39
3 1-C 196 | GLU | CD-OE2 | 5.80 1.32 1.25
3 10-D 43 SER CB-OG | 5.80 1.49 1.42
2 2-B 839 | PHE | CG-CD1 | 5.80 1.47 1.38
3 7-D 107 | ASN C-N 5.80 1.43 1.33
2 2-B 258 | SER CA-CB 5.80 1.61 1.52
2 10-B | 418 | GLU | CG-CD | 5.80 1.60 1.51
3 6-C 1 MET C-N 5.79 1.43 1.33
2 7-B 360 | GLY N-CA -5.79 1.37 1.46
1 10-A | 162 | PHE | CG-CD2 | 5.79 1.47 1.38
1 10-A | 393 | TYR | CD1-CE1 | 5.79 1.48 1.39
3 4-C 275 | PHE CB-CG | -5.79 1.41 1.51
1 2-A 687 | ARG | CZ-NH2 | 5.79 1.40 1.33
1 10-A | 358 | ARG NE-CZ 5.79 1.40 1.33
2 2-B 486 | SER CA-CB 5.79 1.61 1.52
1 5-A 400 | ARG | CD-NE | 5.78 1.56 1.46
2 5-B 356 | ARG | CZ-NH1 | 5.78 1.40 1.33
2 6-B 260 | GLU CB-CG | 5.78 1.63 1.52
2 6-B 293 | ARG CD-NE 2.78 1.56 1.46
3 9-D 71 SER CB-OG | 5.78 1.49 1.42
1 1-A 131 | PHE | CG-CD1 | 5.78 1.47 1.38
1 3-A 587 | ARG | CZ-NH1 | 5.78 1.40 1.33
3 4-D 204 | PHE | CE2-CZ | 5.78 1.48 1.37
3 10-D | 304 | SER N-CA -0.78 1.34 1.46
3 2-C 184 | SER CA-CB 2.78 1.61 1.52
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 6-A 794 | TYR | CG-CD2 | 5.78 1.46 1.39
2 6-B 328 | ARG CD-NE 0.78 1.56 1.46
2 8-B 425 | PHE | CG-CD2 | 5.78 1.47 1.38
3 2-C 333 | ARG | CD-NE | 5.77 1.56 1.46
3 4-D 136 | PHE | CG-CD1 | 5.77 1.47 1.38
3 10-D | 362 | TYR | CZ-OH 5.77 1.47 1.37
2 3-B 562 | TYR | CG-CD2 | 5.77 1.46 1.39
2 4-B 578 | PHE | CG-CD1 | 5.77 1.47 1.38
1 2-A 588 | TYR | CB-CG | -5.76 1.43 1.51
1 3-A 337 | SER CA-CB 5.76 1.61 1.52
3 10-D 34 ASP CB-CG | 5.76 1.63 1.51
2 5-B 306 | GLU | CG-CD | 5.76 1.60 1.51
2 2-B 411 | PHE CB-CG 5.76 1.61 1.51
2 8-B 231 | TYR CZ-OH 0.76 1.47 1.37
3 1-C 437 | TYR | CG-CD1 | 5.76 1.46 1.39
2 7-B 328 | ARG | CZ-NH2 | 5.75 1.40 1.33
3 7-C 353 | HIS CB-CG | -5.75 1.39 1.50
1 3-A 143 | ARG NE-CZ 5.75 1.40 1.33
2 9-B 802 | LEU C-N 5.75 1.43 1.33
2 10-B | 242 | ARG | CZ-NH1 | 5.75 1.40 1.33
1 4-A 320 | TRP | CZ2-CH2 | 5.75 1.48 1.37
1 7-A 627 | ARG | CZ-NH2 | 5.75 1.40 1.33
3 6-D 45 | GLU CB-CG | 5.75 1.63 1.52
3 5-C 59 | ARG | CZ-NH2 | 5.75 1.40 1.33
1 9-A 400 | ARG | CZ-NH1 | 5.75 1.40 1.33
2 5-B 562 | TYR | CZ-OH 5.75 1.47 1.37
3 5-C 415 | SER CA-CB | -5.75 1.44 1.52
2 6-B 345 | TYR CZ-OH 0.74 1.47 1.37
2 8-B 503 | PRO N-CD -5.74 1.39 1.47
3 2-C 161 | ARG | CD-NE | 5.74 1.56 1.46
3 8-C 261 | PRO CA-C -5.74 1.41 1.52
3 9-D 109 | TYR | CG-CD2 | 5.74 1.46 1.39
1 6-A 333 | ARG | CZ-NH1 | 5.74 1.40 1.33
2 1-B 216 | PHE | CG-CD1 | 5.73 1.47 1.38
3 8-D 193 | ARG | CZ-NH1 | 5.73 1.40 1.33
3 3-C 84 | ARG NE-CZ 2.73 1.40 1.33
2 3-B 589 | PHE C-N 5.73 1.47 1.34
2 4-B 453 | TYR | CE1-CZ | 5.73 1.46 1.38
1 1-A 429 | TYR | CG-CD2 | 5.72 1.46 1.39
1 2-A 771 | ALA CA-CB 5.72 1.64 1.52
1 8-A 776 | ARG CD-NE D.72 1.56 1.46
1 4-A 337 | SER CA-CB | -5.72 1.44 1.52
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 7-A 658 | SER CA-C -0.72 1.38 1.52
2 8-B 837 | GLU | CG-CD | 5.72 1.60 1.51
1 2-A 775 | PHE CA-CB 5.71 1.66 1.53
3 5-D 329 | ARG NE-CZ 5.71 1.40 1.33
2 6-B 661 | PHE | CG-CD2 | 5.71 1.47 1.38
1 8-A 262 | ARG | CZ-NH2 | 5.71 1.40 1.33
2 2-B 299 | ARG | CZ-NH1 | 5.71 1.40 1.33
3 4-C 176 | ARG | CZ-NH2 | 5.71 1.40 1.33
1 1-A 474 | PRO N-CA -5.71 1.37 1.47
1 2-A 664 | ARG | CZ-NH1 | 5.71 1.40 1.33
1 5-A 794 | TYR | CG-CD1 | 5.71 1.46 1.39
3 7-C 192 | ARG | CD-NE | 5.71 1.56 1.46
1 5-A 138 | PHE | CG-CD2 | 5.70 1.47 1.38
1 6-A 193 | TYR | CE1-CZ | 5.70 1.46 1.38
2 10-B | 510 | TYR | CG-CD2 | 5.70 1.46 1.39
2 7-B 438 | TYR | CG-CD2 | 5.70 1.46 1.39
3 9-D 292 | TYR | CE2-CZ | 5.70 1.46 1.38
2 3-B 293 | ARG NE-CZ 5.70 1.40 1.33
3 5-D 354 | VAL | CB-CG2 | 5.70 1.64 1.52
3 6-D 333 | ARG | CZ-NH2 | 5.70 1.40 1.33
2 7-B 197 | SER CA-CB 2.70 1.61 1.52
1 8-A 558 | TYR | CZ-OH 5.70 1.47 1.37
2 7-B 295 | ARG | CZ-NH2 | 5.70 1.40 1.33
1 3-A 568 | TYR | CG-CD1 | 5.69 1.46 1.39
2 9-B 78 | TYR | CZ-OH 5.69 1.47 1.37
2 4-B 265 | THR C-N 2.69 1.47 1.34
1 6-A 479 | ARG CD-NE 5.69 1.56 1.46
1 8-A 107 | ARG | CZ-NH2 | 5.69 1.40 1.33
1 2-A 267 | PHE | CG-CD1 | 5.69 1.47 1.38
3 2-D 333 | ARG NE-CZ 5.69 1.40 1.33
3 3-C 247 | TYR | CZ-OH | 5.69 1.47 1.37
3 8-C 12 | GLN CG-CD 5.69 1.64 1.51
2 3-B 379 | TYR | CB-CG | 5.68 1.60 1.51
1 9-A 704 | TYR | CG-CD1 | 5.68 1.46 1.39
2 10-B 814 | SER CA-CB 0.68 1.61 1.52
1 2-A 624 | ARG | CZ-NH1 | 5.68 1.40 1.33
3 7-C 403 | PHE | CG-CD2 | 5.68 1.47 1.38
3 10-D 151 | GLY CA-C -5.68 1.42 1.51
3 2-C 46 | ARG CD-NE 5.68 1.56 1.46
3 4-C 215 | LYS N-CA -5.68 1.34 1.46
3 8-C 329 | ARG | CZ-NH1 | 5.68 1.40 1.33
1 3-A 587 | ARG | CZ-NH2 | 5.67 1.40 1.33
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 9-A 302 | TYR | CE1-CZ | 5.67 1.46 1.38
1 10-A 121 | ARG CD-NE 0.67 1.56 1.46
3 2-D 350 | SER CA-CB 5.67 1.61 1.52
3 6-D 126 | GLU | CD-OE1 | 5.67 1.31 1.25
3 3-C 249 | TYR | CG-CD1 | 5.67 1.46 1.39
3 3-D 427 | ARG CA-CB 5.67 1.66 1.53
1 10-A 157 | ARG | CZ-NH2 | 5.67 1.40 1.33
3 5-D 170 | TYR | CB-CG | 5.67 1.60 1.51
1 1-A 410 | PHE CA-CB 2.67 1.66 1.53
2 8-B 533 | ARG NE-CZ 5.66 1.40 1.33
3 8-C 315 | TYR | CG-CD2 | 5.66 1.46 1.39
1 8-A 665 | ASN CB-CG 5.66 1.64 1.51
1 9-A 143 | ARG CD-NE 0.66 1.56 1.46
2 1-B 565 | TYR | CG-CD1 | 5.66 1.46 1.39
1 3-A 612 | TRP | CG-CD1 | 5.66 1.44 1.36
3 3-C 24 | GLN CG-CD 5.66 1.64 1.51
2 6-B 598 | TYR | CB-CG | 5.66 1.60 1.51
3 7-C 445 | TYR | CZ-OH | 5.66 1.47 1.37
1 8-A 451 | ARG NE-CZ 5.66 1.40 1.33
3 8-D 277 | SER CA-CB .66 1.61 1.52
3 9-C 20 | PHE | CG-CD1 | 5.66 1.47 1.38
1 10-A | 296 | TYR | CG-CD2 | 5.66 1.46 1.39
1 2-A 124 | GLU CB-CG 5.66 1.62 1.52
1 4-A 594 | TYR | CE2-CZ | 5.65 1.46 1.38
2 5-B 288 | TYR | CG-CD2 | 5.65 1.46 1.39
3 3-D 173 | PHE | CG-CD1 | 5.65 1.47 1.38
1 7-A 687 | ARG NE-CZ 2.65 1.40 1.33
2 8-B 288 | TYR | CE2-CZ | 5.65 1.45 1.38
1 2-A 320 | TRP CB-CG | 5.65 1.60 1.50
3 2-D 271 | SER CA-CB 5.65 1.61 1.52
2 1-B 666 | ARG NE-CZ 5.65 1.40 1.33
2 2-B 652 | TYR | CE1-CZ | 5.64 1.45 1.38
1 4-A 121 | ARG NE-CZ 5.64 1.40 1.33
1 2-A 398 | TYR | CG-CD2 | 5.64 1.46 1.39
1 1-A 458 | TYR | CB-CG 0.64 1.60 1.51
1 4-A 66 VAL | CB-CG1 | 5.64 1.64 1.52
2 1-B 421 | TRP | CE3-CZ3 | 5.64 1.48 1.38
2 6-B 322 | HIS CB-CG | -5.64 1.40 1.50
2 1-B 302 | GLU | CD-OE2 | 5.63 1.31 1.25
1 3-A 468 | GLU | CD-OEl | 5.63 1.31 1.25
1 5-A 74 | TYR | CG-CD2 | 5.63 1.46 1.39
1 7-A 348 | LEU CA-C -2.63 1.38 1.52
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 10-D | 292 | TYR | CG-CD2 | 5.63 1.46 1.39
1 2-A 327 | ARG | CZ-NH2 | 5.63 1.40 1.33
2 5-B 520 | VAL CA-CB | -5.63 1.43 1.54
2 9-B 514 | ARG NE-CZ 5.63 1.40 1.33
2 2-B 533 | ARG | CZ-NH1 | 5.63 1.40 1.33
1 3-A 157 | ARG NE-CZ 5.63 1.40 1.33
1 8-A 276 | SER CB-OG | 5.63 1.49 1.42
3 9-D 218 | ARG | CZ-NH1 | 5.63 1.40 1.33
2 10-B 663 | GLU | CD-OE2 | 5.63 1.31 1.25
2 6-B 433 | TYR CZ-OH 0.62 1.47 1.37
3 9-C 155 | LEU N-CA -5.62 1.35 1.46
1 7-A 794 | TYR | CZ-OH 5.62 1.47 1.37
3 9-C 161 | ARG | CZ-NH1 | 5.62 1.40 1.33
1 10-A | 714 | ARG NE-CZ 5.62 1.40 1.33
3 10-C | 329 | ARG | CZ-NH1 | 5.62 1.40 1.33
1 5-A 203 | ARG | CZ-NH1 | 5.62 1.40 1.33
1 6-A 179 | GLU CG-CD 5.62 1.60 1.51
2 10-B 270 | ASN CA-C -5.62 1.38 1.52
3 2-C 407 | TYR | CE2-CZ | 5.61 1.45 1.38
3 6-C 218 | ARG | CD-NE | 561 1.55 1.46
3 6-C 4 GLU | CD-OE1 | 5.61 1.31 1.25
3 9-D 313 | PRO N-CD -5.61 1.40 1.47
3 10-D | 435 | GLU CB-CG 0.61 1.62 1.52
3 2-C 307 | SER CA-CB 5.61 1.61 1.52
1 5-A 381 | PHE | CG-CD1 | 5.61 1.47 1.38
1 10-A | 597 | ARG | CZ-NH2 | 561 1.40 1.33
2 7-B 666 | ARG CD-NE 0.61 1.55 1.46
3 4-D 114 | ARG | CZ-NH2 | 5.60 1.40 1.33
1 7-A 576 | ARG | CZ-NH1 | 5.60 1.40 1.33
2 10-B 571 | VAL N-CA -5.60 1.35 1.46
1 2-A 107 | ARG NE-CZ 5.60 1.40 1.33
1 10-A | 284 | TYR | CZ-OH 5.60 1.47 1.37
1 5-A 794 | TYR | CE2-CZ | 5.60 1.45 1.38
2 6-B 363 | PHE CB-CG | 5.59 1.60 1.51
2 2-B 260 | GLU | CD-OE1 | 5.59 1.31 1.25
1 5-A 700 | PHE | CG-CD1 | 5.59 1.47 1.38
1 6-A 143 | ARG NE-CZ 5.59 1.40 1.33
3 6-C 147 | GLY CA-C -5.59 1.43 1.51
3 6-D 134 | GLU | CG-CD | 5.59 1.60 1.51
1 8-A 262 | ARG NE-CZ 5.59 1.40 1.33
3 5-D 216 | VAL CA-C -5.59 1.38 1.52
3 6-C 162 | TYR | CE2-CZ | 5.59 1.45 1.38
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 7-A 624 | ARG | CZ-NH1 | 5.59 1.40 1.33
3 8-C 14 GLY N-CA 5.59 1.54 1.46
3 10-D | 204 | PHE | CG-CD2 | 5.58 1.47 1.38
3 3-D 114 | ARG NE-CZ 5.58 1.40 1.33
1 6-A 197 | PHE | CG-CD1 | 5.58 1.47 1.38
1 4-A 603 | TRP CB-CG | 5.58 1.60 1.50
2 5-B 633 | ARG NE-CZ 2.58 1.40 1.33
3 3-C 403 | PHE | CG-CD1 | 5.58 1.47 1.38
3 7-C 53 | PHE | CG-CD1 | 5.58 1.47 1.38
3 8-D 45 | GLU CB-CG 2.58 1.62 1.52
2 9-B 284 | TYR | CG-CD1 | 5.58 1.46 1.39
3 2-C 214 | GLY CA-C -5.08 1.43 1.51
1 6-A 78 | PHE | CG-CD2 | 5.58 1.47 1.38
2 1-B 658 | GLU | CD-OE1 | 5.57 1.31 1.25
2 6-B 288 | TYR | CG-CD2 | 5.57 1.46 1.39
2 7-B 236 | TYR | CE1-CZ | 5.57 1.45 1.38
3 8-D 445 | TYR | CG-CD2 | 5.57 1.46 1.39
3 1-D 329 | ARG | CZ-NH2 | 5.57 1.40 1.33
1 7-A 79 | GLU | CD-OE2 | 5.57 1.31 1.25
2 3-B 359 | TYR | CG-CD2 | 5.57 1.46 1.39
3 4-C 264 | GLU | CG-CD | 5.57 1.60 1.51
2 8-B 231 | TYR | CB-CG | -5.57 1.43 1.51
1 1-A 358 | ARG | CD-NE | 5.57 1.55 1.46
3 9-C 65 | ARG NE-CZ 5.57 1.40 1.33
2 9-B 247 | SER CA-CB 5.56 1.61 1.52
3 3-C 45 | GLU N-CA -5.56 1.35 1.46
3 4-C 341 | ARG | CZ-NH2 | 5.56 1.40 1.33
1 5-A 262 | ARG | CZ-NH2 | 5.56 1.40 1.33
3 5-D 251 | SER CA-CB 2.56 1.61 1.52
1 6-A 74 | TYR | CD1-CE1 | 5.56 1.47 1.39
1 9-A 398 | TYR | CE2-CZ | 5.56 1.45 1.38
3 6-C 90 | ARG | CD-NE | 5.56 1.55 1.46
2 8-B 417 | LYS N-CA -5.56 1.35 1.46
2 2-B 824 | TYR | CE1-CZ | 5.56 1.45 1.38
3 2-D 279 | TYR | CG-CD2 | 5.56 1.46 1.39
3 8-D 65 | ARG | CD-NE | 5.56 1.55 1.46
1 9-A 776 | ARG | CZ-NH2 | 5.56 1.40 1.33
3 9-D 316 | PHE | CG-CD2 | 5.56 1.47 1.38
3 6-D 353 | HIS CA-CB 5.56 1.66 1.53
3 8-D 46 | ARG NE-CZ 2.99 1.40 1.33
3 1-C 425 | GLU | CG-CD | 5.55 1.60 1.51
3 4-D 23 SER CA-CB 2.59 1.61 1.52
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 5-D 59 | ARG | CD-NE | 5.55 1.55 1.46
1 3-A 171 | ARG | CZ-NH2 | 5.55 1.40 1.33
2 10-B 389 | ARG NE-CZ 2.59 1.40 1.33
3 3-D 358 | ARG NE-CZ 5.59 1.40 1.33
1 6-A 144 | ARG | CZ-NH2 | 5.55 1.40 1.33
2 7-B 633 | ARG | CZ-NH1 | 5.55 1.40 1.33
1 3-A 108 | ARG | CZ-NH2 | 5.54 1.40 1.33
1 3-A 691 | ASP CA-CB 0.54 1.66 1.53
3 3-D 316 | PHE | CG-CD1 | 5.54 1.47 1.38
1 8-A 630 | ARG CD-NE 5.54 1.55 1.46
2 2-B 379 | TYR | CE1-CZ | 5.54 1.45 1.38
2 4-B 602 | LYS CA-C -5.54 1.38 1.52
1 6-A 105 | PHE | CG-CD1 | 5.54 1.47 1.38
2 6-B 299 | ARG | CZ-NH1 | 5.54 1.40 1.33
3 2-C 256 | TYR | CD1-CE1 | 5.54 1.47 1.39
3 3-D 114 | ARG | CZ-NH2 | 5.54 1.40 1.33
3 1-D 105 | TRP | CG-CD1 | 5.54 1.44 1.36
1 6-A 582 | TYR | CD2-CE2 | 5.54 1.47 1.39
1 7-A 400 | ARG CD-NE 5.54 1.55 1.46
3 2-C 87 | PHE CA-CB 5.54 1.66 1.53
3 7-C 316 | PHE | CG-CD1 | 5.54 1.47 1.38
1 1-A 265 | VAL CA-CB | -5.53 1.43 1.54
1 6-A 132 | GLY N-CA -2.53 1.37 1.46
1 3-A 781 | ASN CA-CB 5.53 1.67 1.53
1 6-A 77 | TYR | CG-CD2 | 5.53 1.46 1.39
3 5-D 253 | SER CB-OG | 5.53 1.49 1.42
2 2-B 418 | GLU | CG-CD | 5.53 1.60 1.51
2 2-B 490 | ASP CA-CB 2.53 1.66 1.53
2 7-B 844 | SER CA-CB 2.53 1.61 1.52
1 2-A 794 | TYR | CE1-CZ | 5.52 1.45 1.38
2 1-B 440 | GLY CA-C -5.52 1.43 1.51
3 1-D 22 | TRP | CD2-CE3 | 5.52 1.48 1.40
3 2-C 59 | ARG NE-CZ 5.52 1.40 1.33
3 2-C 84 | ARG | CZ-NH1 | 5.52 1.40 1.33
1 6-A 203 | ARG NE-CZ 2.52 1.40 1.33
1 8-A 614 | TYR | CE2-CZ | 5.52 1.45 1.38
2 8-B 582 | GLU | CD-OE2 | 5.52 1.31 1.25
1 7-A 794 | TYR | CD1-CE1 | 5.52 1.47 1.39
2 2-B 393 | PHE CB-CG 5.52 1.60 1.51
1 10-A 140 | TYR | CB-CG | -5.52 1.43 1.51
2 7-B 598 | TYR | CG-CD1 | 5.52 1.46 1.39
3 1-D 204 | PHE | CG-CD1 | 5.52 1.47 1.38
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 2-A 663 | TYR | CE2-CZ | 5.51 1.45 1.38
2 2-B 285 | ARG NE-CZ 5.51 1.40 1.33
1 3-A 286 | TRP | CZ2-CH2 | 5.51 1.47 1.37
1 8-A 286 | TRP CB-CG | 5.51 1.60 1.50
2 8-B 719 | LEU N-CA 5.51 1.57 1.46
1 3-A 203 | ARG NE-CZ 5.51 1.40 1.33
3 6-C 341 | ARG | CZ-NH1 | 5.51 1.40 1.33
3 7-C 413 | PHE | CE1-CZ | 5.51 1.47 1.37
3 1-D 277 | SER CB-OG | 5.51 1.49 1.42
2 5-B 592 | ARG | CZ-NH2 | 5.51 1.40 1.33
3 5-D 445 | TYR | CE2-CZ | 5.51 1.45 1.38
3 6-C 302 | SER CA-CB 5.51 1.61 1.52
1 8-A 575 | SER CA-CB 5.51 1.61 1.52
3 9-D 65 | ARG CD-NE 5.51 1.55 1.46
2 5-B 446 | PHE | CG-CD2 | 5.51 1.47 1.38
3 2-C 46 | ARG | CZ-NH2 | 5.50 1.40 1.33
1 3-A 190 | TYR | CE2-CZ | 5.50 1.45 1.38
2 3-B 243 | MET | CA-CB 5.50 1.66 1.53
3 5-D 65 | ARG NE-CZ 5.50 1.40 1.33
3 10-D | 193 | ARG | CZ-NH2 | 5.50 1.40 1.33
3 10-C 162 | TYR | CE1-CZ | 5.50 1.45 1.38
1 2-A 160 | ARG CD-NE 5.50 1.55 1.46
2 6-B 284 | TYR | CE1-CZ | 5.50 1.45 1.38
1 8-A 587 | ARG | CZ-NH1 | 5.50 1.40 1.33
3 6-C 290 | SER CA-CB 5.49 1.61 1.52
3 6-C 427 | ARG | CD-NE | 5.49 1.55 1.46
1 9-A 276 | SER CA-CB 5.49 1.61 1.52
2 9-B 565 | TYR | CG-CD2 | 5.49 1.46 1.39
3 10-C | 324 | GLY CA-C -5.49 1.43 1.51
3 10-D | 329 | ARG NE-CZ 5.49 1.40 1.33
2 7-B 438 | TYR | CZ-OH 5.49 1.47 1.37
1 4-A 263 | SER CA-CB 5.49 1.61 1.52
2 4-B 308 | SER | CB-OG | -5.49 1.35 1.42
1 8-A 77 | TYR | CG-CD1 | 5.49 1.46 1.39
3 9-D 3 GLY CA-C -5.49 1.43 1.51
3 9-D 236 | SER CA-CB 5.49 1.61 1.52
1 4-A 74 | TYR | CG-CD1 | 5.49 1.46 1.39
1 4-A 107 | ARG | CZ-NH2 | 5.49 1.40 1.33
1 7-A 444 | GLY N-CA 5.49 1.54 1.46
1 2-A 349 | ARG CD-NE 5.49 1.55 1.46
3 1-D 185 | TYR | CE1-CZ | 5.49 1.45 1.38
2 4-B 446 | PHE | CG-CD1 | 5.48 1.47 1.38
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 2-A 377 | GLU | CD-OE2 | 5.48 1.31 1.25
3 8-D 178 | SER CA-CB 0.48 1.61 1.52
3 9-D 87 | PHE | CG-CD1 | 5.48 1.47 1.38
3 10-C 65 | ARG | CD-NE | 5.48 1.55 1.46
1 4-A 203 | ARG | CZ-NH2 | 5.48 1.40 1.33
3 3-C 56 | GLU | CD-OE2 | -5.47 1.19 1.25
3 4-C 319 | TYR | CB-CG | -5.47 1.43 1.51
1 5-A 137 | ARG | CZ-NH1 | 5.47 1.40 1.33
1 10-A | 559 | HIS CB-CG | 547 1.59 1.50
1 10-A | 582 | TYR CZ-OH 0.47 1.47 1.37
3 1-D 171 | SER CA-CB 5.47 1.61 1.52
1 1-A 171 | ARG | CZ-NH1 | 5.47 1.40 1.33
1 5-A 162 | PHE | CG-CD2 | 5.47 1.47 1.38
2 3-B 612 | ARG CD-NE 0.47 1.55 1.46
3 3-C 108 | GLY CA-C -0.47 1.43 1.51
3 5-C 427 | ARG | CZ-NH1 | 5.47 1.40 1.33
1 7-A 7% | ARG CD-NE 0.47 1.55 1.46
2 5-B 523 | SER CB-OG | -5.47 1.35 1.42
2 6-B 471 | ARG NE-CZ 5.47 1.40 1.33
1 4-A 324 | TYR | CZ-OH 5.46 1.47 1.37
2 7-B 768 | SER CA-CB .46 1.61 1.52
1 8-A 143 | ARG | CZ-NH1 | 5.46 1.40 1.33
1 10-A | 465 | PHE | CG-CD1 | 5.46 1.47 1.38
2 10-B | 397 | GLU | CG-CD | 5.46 1.60 1.51
2 5-B 532 | PRO N-CD -5.46 1.40 1.47
3 7-C 162 | TYR | CG-CD2 | 5.46 1.46 1.39
1 4-A 754 | GLU N-CA 5.46 1.57 1.46
2 6-B 827 | ARG | CZ-NH2 | 5.46 1.40 1.33
1 2-A 588 | TYR | CE1-CZ | 5.45 1.45 1.38
3 4-D 208 | SER CA-CB 5.45 1.61 1.52
3 10-D 146 | THR C-N 5.45 1.42 1.33
1 2-A 639 | PHE | CG-CD1 | 5.45 1.47 1.38
1 2-A 198 | ARG | CZ-NH2 | 5.45 1.40 1.33
2 8-B 554 | GLY CA-C -0.45 1.43 1.51
3 8-C 324 | GLY CA-C -5.45 1.43 1.51
2 8-B 580 | ARG | CZ-NH2 | 5.45 1.40 1.33
1 4-A 657 | TYR | CG-CD2 | 5.45 1.46 1.39
1 4-A 776 | ARG | CZ-NH2 | 5.44 1.40 1.33
3 6-D 364 | PRO CA-CB | -5.44 1.42 1.53
2 10-B | 644 | PHE | CG-CD1 | 5.44 1.47 1.38
2 4-B 531 | SER CA-CB .44 1.61 1.52
3 5-D 218 | ARG | CZ-NH1 | 5.44 1.40 1.33

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK

§& EMDataBank



Page 61

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 6-A 438 | PHE | CG-CD2 | 5.44 1.47 1.38
3 9-D 302 | SER CA-CB 5.44 1.61 1.52
2 1-B 776 | TYR | CE1-CZ | 5.44 1.45 1.38
3 3-C 140 | HIS CB-CG | 5.44 1.59 1.50
1 8-A 286 | TRP | CG-CD1 | 5.44 1.44 1.36
1 1-A 410 | PHE | CE2-CZ | 5.44 1.47 1.37
2 2-B 514 | ARG | CZ-NH1 | 5.43 1.40 1.33
1 3-A 645 | GLU | CD-OE1 | 5.43 1.31 1.25
2 4-B 180 | PRO CA-C -5.43 1.42 1.52
1 5-A 405 | PHE | CG-CD1 | 5.43 1.47 1.38
2 5-B 778 | ASN CB-CG 5.43 1.63 1.51
2 7-B 816 | TYR | CE1-CZ | 5.43 1.45 1.38
3 10-C | 398 | PHE | CG-CD1 | 5.43 1.47 1.38
1 5-A 123 | TYR | CB-CG | -5.43 1.43 1.51
3 5-C 413 | PHE | CG-CD1 | 5.43 1.46 1.38
3 6-D 20 | PHE | CG-CD2 | 5.43 1.46 1.38
2 9-B 359 | TYR C-N 5.43 1.42 1.33
3 1-D 361 | PRO N-CA -5.43 1.38 1.47
1 3-A 413 | TYR | CG-CD2 | 5.43 1.46 1.39
3 6-C 192 | ARG | CZ-NH1 | 543 1.40 1.33
1 5-A 614 | TYR | CE1-CZ | 5.43 1.45 1.38
2 7-B 761 | SER CA-CB 5.42 1.61 1.52
2 8-B 323 | GLY CA-C -5.42 1.43 1.51
2 9-B 297 | TYR | CG-CD1 | 5.42 1.46 1.39
3 10-D | 262 | SER CA-CB 5.42 1.61 1.52
1 2-A 782 | PHE | CG-CD1 | 5.42 1.46 1.38
3 9-C 341 | ARG NE-CZ 5.42 1.40 1.33
2 2-B 510 | TYR CA-CB 0.42 1.65 1.53
3 8-C 59 | ARG CD-NE 0.42 1.55 1.46
1 2-A 201 | GLU CA-CB 0.42 1.65 1.53
2 4-B 651 | TYR | CB-CG | -5.42 1.43 1.51
2 8-B 585 | ARG | CD-NE | 5.42 1.55 1.46
3 2-C 99 | ALA N-CA -0.41 1.35 1.46
3 4-D 45 | GLU | CD-OE1 | 5.41 1.31 1.25
1 6-A 714 | ARG | CZ-NH2 | 5.41 1.40 1.33
2 2-B 816 | TYR | CG-CD1 | 5.41 1.46 1.39
2 4-B 366 | GLU CB-CG 5.41 1.62 1.52
2 10-B 544 | ARG CD-NE 5.41 1.55 1.46
3 10-D | 261 | PRO N-CD -5.41 1.40 1.47
2 1-B 253 | LEU CA-CB 5.41 1.66 1.53
1 4-A 190 | TYR CZ-OH 0.41 1.47 1.37
1 10-A | 568 | TYR | CD2-CE2 | 5.41 1.47 1.39
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 1-A 558 | TYR | CG-CD1 | 5.41 1.46 1.39
3 5-C 275 | PHE | CE1-CZ | 5.41 1.47 1.37
2 7-B 592 | ARG | CZ-NH1 | 5.41 1.40 1.33
3 9-C 359 | ARG NE-CZ 5.41 1.40 1.33
2 3-B 824 | TYR | CG-CD1 | 5.40 1.46 1.39
2 5-B 190 | TYR | CE1-CZ | 5.40 1.45 1.38
1 7-A 712 | SER CA-CB 5.40 1.61 1.52
3 9-C 378 | SER CA-CB .40 1.61 1.52
1 3-A 658 | SER CA-CB 5.40 1.61 1.52
3 5-D 136 | PHE | CG-CD1 | 5.40 1.46 1.38
1 8-A 794 | TYR | CE2-CZ | 5.40 1.45 1.38
2 8-B 293 | ARG | CZ-NH2 | 5.40 1.40 1.33
3 9-D 4 GLU | CD-OE1 | -5.40 1.19 1.25
3 3-D 326 | VAL N-CA -5.40 1.35 1.46
3 5-C 22 | TRP | CZ3-CH2 | 5.40 1.48 1.40
3 6-D 428 | GLU CB-CG 5.40 1.62 1.52
3 8-D 55 | ARG NE-CZ 5.40 1.40 1.33
2 2-B 776 | TYR | CD1-CE1 | 5.40 1.47 1.39
3 6-C 358 | ARG | CD-NE | 5.40 1.55 1.46
2 7-B 638 | ARG NE-CZ 5.40 1.40 1.33
3 8-C 279 | TYR | CG-CD1 | 5.40 1.46 1.39
3 8-D 80 | GLU CB-CG .40 1.62 1.52
2 4-B 425 | PHE CB-CG 5.39 1.60 1.51
1 5-A 140 | TYR | CG-CD1 | 5.39 1.46 1.39
2 1-B 823 | LEU CB-CG | 5.39 1.68 1.52
1 9-A 144 | ARG | CZ-NH1 | 5.39 1.40 1.33
1 10-A | 458 | TYR | CZ-OH 5.39 1.47 1.37
3 1-C 247 | TYR | CE2-CZ | 5.39 1.45 1.38
2 2-B 216 | PHE CB-CG 2.39 1.60 1.51
2 2-B 356 | ARG NE-CZ 5.39 1.40 1.33
3 10-D 59 | ARG | CZ-NH2 | 5.39 1.40 1.33
1 1-A 714 | ARG CD-NE 5.39 1.55 1.46
2 1-B 557 | VAL | CB-CG1 | 5.39 1.64 1.52
3 7-C 148 | SER C-N 0.38 1.42 1.33
2 1-B 297 | TYR | CE2-CZ | 5.38 1.45 1.38
2 5-B 770 | TYR | CG-CD2 | 5.38 1.46 1.39
1 7-A 687 | ARG CD-NE 5.38 1.55 1.46
3 3-C 18 GLY CA-C -5.38 1.43 1.51
3 6-C 80 | GLU CB-CG | 5.38 1.62 1.52
2 10-B | 342 | TYR | CE1-CZ | 5.38 1.45 1.38
2 10-B 415 | TYR | CD1-CE1 | 5.38 1.47 1.39
1 5-A 687 | ARG | CZ-NH1 | 5.38 1.40 1.33
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 5-B 389 | ARG | CZ-NH2 | 5.38 1.40 1.33
3 2-C 192 | ARG NE-CZ 2.38 1.40 1.33
3 10-C | 348 | SER N-CA -5.38 1.35 1.46
3 2-D 90 | ARG NE-CZ 5.37 1.40 1.33
1 4-A 295 | PRO CA-C -0.37 1.42 1.52
3 7-C 216 | VAL | CB-CG1 | 5.37 1.64 1.52
3 3-D 108 | GLY CA-C -5.37 1.43 1.51
2 4-B 424 | GLU | CD-OE1 | 5.37 1.31 1.25
1 1-A 262 | ARG CD-NE 5.36 1.55 1.46
3 5-C 177 | SER CA-CB 5.36 1.60 1.52
1 7-A 181 | GLU CB-CG 5.36 1.62 1.52
2 7-B 651 | TYR | CZ-OH 5.36 1.47 1.37
2 9-B 526 | ARG | CD-NE | 5.36 1.55 1.46
1 10-A | 345 | PHE | CG-CD1 | 5.36 1.46 1.38
2 1-B 569 | SER CA-CB 5.36 1.60 1.52
3 4-C 407 | TYR | CZ-OH 5.36 1.47 1.37
1 6-A 116 | TYR CZ-OH 5.36 1.47 1.37
3 6-C 37 SER CA-CB 5.36 1.60 1.52
3 4-D 185 | TYR | CEI1-CZ | 5.36 1.45 1.38
3 5-D 86 | PHE | CE1-CZ | 5.36 1.47 1.37
2 6-B 580 | ARG CD-NE .36 1.55 1.46
2 10-B 379 | TYR | CD1-CE1 | 5.36 1.47 1.39
1 5-A 121 | ARG | CZ-NH1 | 5.36 1.40 1.33
1 8-A 451 | ARG CD-NE 5.36 1.55 1.46
3 8-D 59 | ARG NE-CZ 5.36 1.40 1.33
1 10-A | 646 | TYR | CG-CD1 | 5.36 1.46 1.39
2 3-B 509 | ASN N-CA -5.36 1.35 1.46
2 4-B 446 | PHE CB-CG 2.35 1.60 1.51
2 2-B 633 | ARG | CD-NE | 5.35 1.55 1.46
3 3-C 333 | ARG | CZ-NH2 | 5.35 1.40 1.33
3 6-D 83 | PHE | CG-CD1 | 5.35 1.46 1.38
3 7-C 105 | TRP | NE1-CE2 | 5.35 1.44 1.37
3 3-D 162 | TYR | CG-CD2 | 5.35 1.46 1.39
2 9-B 180 | PRO N-CD 2.39 1.55 1.47
3 9-D 35 GLY CA-C -5.35 1.43 1.51
1 2-A 630 | ARG | CZ-NH2 | 5.34 1.40 1.33
2 2-B 737 | SER CA-CB 5.34 1.60 1.52
2 4-B 550 | HIS C-N 5.34 1.42 1.33
1 9-A 787 | SER CA-CB 5.34 1.60 1.52
1 9-A 327 | ARG CA-C -5.34 1.39 1.52
2 9-B 433 | TYR | CB-CG | -5.34 1.43 1.51
1 1-A 74 | TYR CZ-OH 5.34 1.47 1.37
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 1-A 157 | ARG CD-NE 0.34 1.55 1.46
2 1-B 217 | GLU | CD-OE2 | 5.34 1.31 1.25
3 6-C 46 | ARG CD-NE 5.34 1.55 1.46
3 10-C | 432 | SER CA-CB 5.34 1.60 1.52
2 4-B 488 | PHE CB-CG | -5.34 1.42 1.51
2 5-B 809 | LEU C-N 5.34 1.46 1.34
3 9-C 347 | TRP CB-CG | 5.34 1.59 1.50
1 4-A 588 | TYR CZ-OH 0.34 1.47 1.37
3 9-D 236 | SER CB-OG | 5.34 1.49 1.42
3 10-D | 362 | TYR | CE2-CZ | 5.34 1.45 1.38
2 6-B 737 | SER CA-CB | 5.33 1.60 1.52
3 8-C 135 | GLY N-CA -5.33 1.38 1.46
1 9-A 111 | ARG NE-CZ 2.33 1.40 1.33
2 1-B 600 | TYR | CG-CD1 | 5.33 1.46 1.39
3 8-D 247 | TYR | CE1-CZ | 5.33 1.45 1.38
1 9-A 769 | SER CA-CB | -5.33 1.45 1.52
2 7-B 598 | TYR | CZ-OH 5.33 1.47 1.37
3 5-C 217 | PHE | CG-CD2 | 5.33 1.46 1.38
2 7-B 846 | ARG | CZ-NH1 | 5.33 1.40 1.33
3 8-D 62 PHE CB-CG 5.33 1.60 1.51
1 9-A 687 | ARG CD-NE 0.33 1.55 1.46
2 7-B 670 | ARG | CZ-NH2 | 5.33 1.40 1.33
2 2-B 822 | ARG CD-NE 5.33 1.55 1.46
1 3-A 102 | PHE | CD1-CE1 | 5.33 1.50 1.39
3 3-C 91 ASN CB-CG | 5.33 1.63 1.51
3 7-D 243 | ARG | CZ-NH2 | 5.33 1.40 1.33
3 1-C 315 | TYR | CG-CD1 | 5.32 1.46 1.39
1 8-A 776 | ARG NE-CZ 0.32 1.40 1.33
2 9-B 312 | PHE | CG-CD1 | 5.32 1.46 1.38
3 1-C 65 | ARG NE-CZ 5.32 1.40 1.33
3 4-C 163 | PRO CA-C -5.32 1.42 1.52
1 9-A 479 | ARG | CZ-NH2 | 5.32 1.40 1.33
2 9-B 822 | ARG NE-CZ 0.32 1.40 1.33
3 10-C | 359 | ARG | CZ-NH2 | 5.32 1.40 1.33
2 1-B 379 | TYR CZ-OH 2.32 1.46 1.37
3 3-C 445 | TYR | CE1-CZ | 5.32 1.45 1.38
3 7-C 146 | THR C-N 5.32 1.42 1.33
3 3-D 84 | ARG | CZ-NH2 | 5.32 1.40 1.33
1 5-A 333 | ARG | CZ-NH2 | 5.32 1.40 1.33
2 2-B 585 | ARG | CZ-NH1 | 5.31 1.40 1.33
2 3-B 641 | PHE | CG-CD2 | 5.31 1.46 1.38
2 5-B 470 | TYR | CE2-CZ | 5.31 1.45 1.38
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 5-D 341 | ARG NE-CZ 5.31 1.40 1.33
2 9-B 770 | TYR | CG-CD1 | 5.31 1.46 1.39
1 10-A | 594 | TYR | CB-CG 5.31 1.59 1.51
1 4-A 194 | GLU CB-CG 5.31 1.62 1.52
2 8-B 635 | SER CA-CB 5.31 1.60 1.52
3 2-C 109 | TYR | CE2-CZ | 5.31 1.45 1.38
3 2-C 176 | ARG | CZ-NH2 | 5.31 1.40 1.33
2 4-B 603 | GLU | CD-OE2 | 5.31 1.31 1.25
3 3-C 388 | GLU CA-CB 5.31 1.65 1.53
2 9-B 236 | TYR CZ-OH 5.31 1.46 1.37
3 9-C 319 | TYR | CG-CD2 | 5.31 1.46 1.39
3 6-D 358 | ARG NE-CZ 5.31 1.40 1.33
2 10-B 569 | SER CA-CB 5.31 1.60 1.52
2 2-B 437 | SER CA-CB 5.30 1.60 1.52
2 3-B 408 | SER CA-CB 5.30 1.60 1.52
2 4-B 741 | PHE | CE2-CZ | 5.30 1.47 1.37
3 1-C 328 | PRO CA-C -5.30 1.42 1.52
1 3-A 144 | ARG NE-CZ 5.30 1.40 1.33
3 5-C 369 | GLU | CD-OE1 | 5.30 1.31 1.25
3 9-C 256 | TYR | CG-CD1 | 5.30 1.46 1.39
1 10-A | 587 | ARG CD-NE 5.30 1.55 1.46
2 4-B 221 | LEU N-CA -5.30 1.35 1.46
3 4-C 426 | SER CB-OG | 5.30 1.49 1.42
3 4-D 426 | SER CA-CB 5.30 1.60 1.52
1 4-A 262 | ARG CD-NE 5.29 1.55 1.46
1 6-A 630 | ARG | CZ-NH2 | 5.29 1.40 1.33
2 1-B 285 | ARG | CZ-NH1 | 5.29 1.40 1.33
2 4-B 384 | GLU | CD-OE1 | 5.29 1.31 1.25
2 10-B 426 | SER CA-CB 2.29 1.60 1.52
2 6-B 411 | PHE | CG-CD1 | 5.29 1.46 1.38
1 7-A 612 | TRP | CE3-CZ3 | 5.29 1.47 1.38
1 9-A 112 | TYR CZ-OH 5.29 1.46 1.37
1 9-A 327 | ARG NE-CZ 5.29 1.40 1.33
2 2-B 273 | SER CB-OG | 5.29 1.49 1.42
3 4-D 56 | GLU CB-CG 5.29 1.62 1.52
2 8-B 299 | ARG NE-CZ 5.29 1.40 1.33
3 9-C 350 | SER CA-CB 5.29 1.60 1.52
1 1-A 646 | TYR | CB-CG 5.29 1.59 1.51
1 2-A 687 | ARG CD-NE 5.29 1.55 1.46
2 3-B 725 | GLU CG-CD 5.29 1.59 1.51
3 1-C 359 | ARG | CZ-NH2 | 5.28 1.40 1.33
2 2-B 422 | THR N-CA -5.28 1.35 1.46
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 7-D 161 | ARG | CZ-NH2 | 5.28 1.40 1.33
3 8-D 381 | SER CA-CB 0.28 1.60 1.52
2 10-B 236 | TYR | CG-CD2 | 5.28 1.46 1.39
3 5-D 326 | VAL | CB-CG2 | 5.28 1.64 1.52
3 5-D 149 | GLY CA-C -5.28 1.43 1.51
1 6-A 324 | TYR | CB-CG |-5.28 1.43 1.51
1 8-A 646 | TYR | CB-CG 0.28 1.59 1.51
2 6-B 544 | ARG NE-CZ 0.28 1.40 1.33
3 8-D 74 SER CA-CB 2.28 1.60 1.52
2 9-B 761 | SER CA-CB 5.28 1.60 1.52
1 4-A 687 | ARG | CZ-NH2 | 5.27 1.40 1.33
3 7-C 59 | ARG | CD-NE | 5.27 1.55 1.46
2 1-B 345 | TYR | CB-CG | -5.27 1.43 1.51
3 5-C 290 | SER CA-CB 0.27 1.60 1.52
3 9-C 86 | PHE | CG-CD1 | -5.27 1.30 1.38
3 2-D 358 | ARG | CZ-NH2 | 5.27 1.40 1.33
2 1-B 488 | PHE | CE2-CZ | 5.27 1.47 1.37
3 1-C 423 | PHE | CG-CD2 | 5.27 1.46 1.38
1 9-A 186 | MET CG-SD 5.27 1.94 1.81
1 9-A 472 | GLU CB-CG 5.27 1.62 1.52
2 2-B 297 | TYR | CE2-CZ | 5.27 1.45 1.38
3 2-C 401 | GLY N-CA -0.27 1.38 1.46
2 5-B 387 | GLN N-CA -5.27 1.35 1.46
3 6-C 285 | ALA CA-CB 5.27 1.63 1.52
3 8-D 126 | GLU CA-CB 5.27 1.65 1.53
2 4-B 227 | ALA C-N 0.26 1.42 1.33
3 5-C 356 | ILE C-N 0.26 1.42 1.33
1 1-A 576 | ARG NE-CZ 0.26 1.39 1.33
1 3-A 69 GLY N-CA -5.26 1.38 1.46
3 7-C 249 | TYR CZ-OH 5.26 1.46 1.37
2 10-B 544 | ARG | CZ-NH2 | 5.26 1.39 1.33
3 2-D 437 | TYR | CE2-CZ | 5.26 1.45 1.38
3 3-D 218 | ARG NE-CZ 0.26 1.39 1.33
3 8-D 43 SER N-CA -0.26 1.35 1.46
2 2-B 231 | TYR CZ-OH 0.26 1.46 1.37
1 3-A 624 | ARG CD-NE 5.26 1.55 1.46
2 3-B 218 | SER CA-CB 5.26 1.60 1.52
1 5-A 661 | LYS CA-CB 5.26 1.65 1.53
3 6-D 218 | ARG | CD-NE | 5.26 1.55 1.46
2 9-B 638 | ARG NE-CZ 0.26 1.39 1.33
3 9-D 223 | ASP N-CA -5.26 1.35 1.46
3 10-D 54 | PHE | CE2-CZ | 5.26 1.47 1.37
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 3-D 94 VAL | CB-CG2 | 5.25 1.63 1.52
3 7-D 361 | PRO N-CD -9.25 1.40 1.47
3 4-D 98 GLY N-CA -5.25 1.38 1.46
3 7-C 8 LEU CA-C -5.25 1.39 1.52
1 7-A 776 | ARG NE-CZ 5.25 1.39 1.33
2 3-B 457 | VAL | CB-CG2 | 5.25 1.63 1.52
1 5-A 787 | SER CB-OG | 5.25 1.49 1.42
3 6-C 359 | ARG | CZ-NH2 | 5.25 1.39 1.33
1 3-A 400 | ARG | CZ-NH1 | 5.25 1.39 1.33
3 7-D 437 | TYR CZ-OH 5.25 1.46 1.37
1 8-A 171 | ARG | CZ-NH2 | 5.25 1.39 1.33
2 10-B 826 | PHE | CE1-CZ | 5.25 1.47 1.37
2 4-B 599 | PHE | CE2-CZ | 5.25 1.47 1.37
3 7-C 358 | ARG | CZ-NH2 | 5.25 1.39 1.33
2 1-B 525 | LEU N-CA -5.24 1.35 1.46
1 4-A 479 | ARG | CZ-NH2 | 5.24 1.39 1.33
1 8-A 624 | ARG NE-CZ 5.24 1.39 1.33
2 10-B 598 | TYR | CG-CD1 | 5.24 1.46 1.39
1 6-A 116 | TYR | CG-CD1 | 5.24 1.46 1.39
3 6-D 361 | PRO CA-C -5.24 1.42 1.52
3 1-C 173 | PHE CB-CG | -5.23 1.42 1.51
3 6-C 218 | ARG NE-CZ 0.23 1.39 1.33
3 8-C 192 | ARG NE-CZ 5.23 1.39 1.33
1 2-A 445 | GLU CG-CD 5.23 1.59 1.51
1 6-A 131 | PHE CA-CB 5.23 1.65 1.53
2 10-B | 587 | PHE CA-CB 5.23 1.65 1.53
2 4-B 612 | ARG NE-CZ 0.23 1.39 1.33
3 8-D 180 | VAL | CB-CG2 | 5.23 1.63 1.52
2 4-B 770 | TYR | CE2-CZ | 5.23 1.45 1.38
1 7-A 614 | TYR | CG-CD2 | 5.23 1.46 1.39
2 7-B 846 | ARG NE-CZ 5.23 1.39 1.33
3 2-C 181 | VAL | CB-CG1 | 5.22 1.63 1.52
1 10-A 56 | GLU | CD-OE1 | 5.22 1.31 1.25
1 4-A 137 | ARG | CZ-NH1 | 5.22 1.39 1.33
2 5-B 284 | TYR | CG-CD1 | 5.22 1.46 1.39
2 5-B 323 | GLY CA-C -5.22 1.43 1.51
2 7-B 544 | ARG | CZ-NH1 | 5.22 1.39 1.33
1 8-A 159 | GLU | CG-CD | -5.22 1.44 1.51
1 4-A 141 | GLU | CD-OE2 | 5.22 1.31 1.25
2 8-B 389 | ARG | CZ-NH1 | 5.22 1.39 1.33
2 2-B 663 | GLU | CD-OE1 | 5.22 1.31 1.25
1 6-A 600 | ASP CA-CB 0.22 1.65 1.53
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 1-B 638 | ARG CD-NE 0.22 1.55 1.46
3 4-C 84 | ARG CD-NE 5.22 1.55 1.46
2 6-B 343 | TYR | CG-CD1 | 5.21 1.46 1.39
3 7-D 290 | SER | CB-OG | 5.21 1.49 1.42
1 6-A 74 | TYR | CZ-OH 5.21 1.46 1.37
1 6-A 663 | TYR | CZ-OH 5.21 1.46 1.37
3 2-C 177 | SER CA-CB 0.21 1.60 1.52
3 9-C 162 | TYR | CB-CG 0.21 1.59 1.51
2 2-B 583 | TYR | CG-CD1 | 5.21 1.46 1.39
2 6-B 264 | TYR | CG-CD2 | 5.21 1.46 1.39
1 7-A 597 | ARG | CZ-NH1 | 5.21 1.39 1.33
2 2-B 780 | ASN CA-CB 5.21 1.66 1.53
2 5-B 514 | ARG CD-NE 0.21 1.55 1.46
1 10-A 185 | GLN N-CA -5.21 1.35 1.46
2 2-B 638 | ARG NE-CZ 0.21 1.39 1.33
2 2-B 544 | ARG | CZ-NH1 | 5.20 1.39 1.33
3 1-D 90 | ARG NE-CZ 5.20 1.39 1.33
2 1-B 409 | TYR | CE2-CZ | 5.20 1.45 1.38
1 5-A 754 | GLU CB-CG 5.20 1.62 1.52
2 6-B 826 | PHE | CE2-CZ | 5.20 1.47 1.37
3 6-C 196 | GLU | CD-OE2 | 5.20 1.31 1.25
1 8-A 776 | ARG | CZ-NH2 | 5.20 1.39 1.33
3 3-C 319 | TYR CZ-OH 5.20 1.46 1.37
1 5-A 75 ILE N-CA -5.20 1.35 1.46
1 9-A 160 | ARG | CZ-NH1 | 5.20 1.39 1.33
3 5-D 65 | ARG | CZ-NH2 | 5.20 1.39 1.33
1 7-A 123 | TYR | CG-CD2 | 5.20 1.46 1.39
3 2-C 96 SER CA-CB 5.19 1.60 1.52
3 5-D 425 | GLU | CD-OE2 | 5.19 1.31 1.25
3 2-D 277 | SER CA-CB 5.19 1.60 1.52
3 3-D 378 | SER CA-C -5.19 1.39 1.52
3 6-D 257 | SER CA-CB 5.19 1.60 1.52
3 8-C 34 ASP C-N 5.19 1.42 1.33
1 2-A 78 | PHE N-CA 0.19 1.56 1.46
2 6-B 379 | TYR | CG-CD1 | -5.19 1.32 1.39
3 8-D 90 | ARG | CZ-NH1 | 5.19 1.39 1.33
2 4-B 342 | TYR | CE2-CZ | 5.19 1.45 1.38
2 7-B 293 | ARG | CZ-NH1 | 5.19 1.39 1.33
2 8-B 225 | PHE | CG-CD2 | 5.19 1.46 1.38
1 9-A 591 | VAL | CB-CG2 | 5.19 1.63 1.52
3 10-D 46 | ARG | CZ-NH2 | 5.19 1.39 1.33
2 1-B 562 | TYR | CG-CD1 | 5.19 1.45 1.39
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 2-A 69 GLY CA-C -5.19 1.43 1.51
3 2-D 264 | GLU C-N 5.18 1.46 1.34
2 3-B 598 | TYR | CE2-CZ | 5.18 1.45 1.38
2 5-B 666 | ARG | CZ-NH2 | 5.18 1.39 1.33
2 1-B 531 | SER C-N 0.18 1.44 1.34
2 9-B 335 | PHE | CE1-CZ | 5.18 1.47 1.37
2 1-B 394 | ILE N-CA -5.18 1.35 1.46
3 4-D 161 | ARG | CZ-NH2 | 5.18 1.39 1.33
3 7-D 37 SER CB-OG | 5.18 1.49 1.42
3 7-C 302 | SER CA-CB 5.18 1.60 1.52
3 1-C 176 | ARG | CZ-NH2 | 5.18 1.39 1.33
3 2-C 262 | SER CA-CB 5.18 1.60 1.52
2 6-B 486 | SER CA-CB 0.18 1.60 1.52
1 9-A 106 | SER CA-CB 0.17 1.60 1.52
3 10-C 59 | ARG NE-CZ 0.17 1.39 1.33
1 1-A 284 | TYR N-CA -0.17 1.36 1.46
3 2-C 185 | TYR | CG-CD2 | 5.17 1.45 1.39
3 4-D 359 | ARG | CZ-NH1 | 5.17 1.39 1.33
3 8-D 22 | TRP | CZ2-CH2 | 5.17 1.47 1.37
2 10-B 415 | TYR | CG-CD2 | 5.17 1.45 1.39
2 5-B 764 | LEU CA-CB 0.17 1.65 1.53
1 3-A 204 | ARG | CZ-NH2 | 5.17 1.39 1.33
3 9-D 398 | PHE | CE2-CZ | 5.17 1.47 1.37
2 1-B 308 | SER CA-CB 5.17 1.60 1.52
3 5-D 100 | SER N-CA -5.17 1.36 1.46
3 2-C 403 | PHE | CE2-CZ | 5.16 1.47 1.37
3 4-C 59 | ARG CD-NE 0.16 1.55 1.46
3 6-D 105 | TRP | NE1-CE2 | -5.16 1.30 1.37
3 1-C 388 | GLU | CD-OE1 | 5.16 1.31 1.25
1 3-A 123 | TYR | CB-CG 5.16 1.59 1.51
2 4-B 576 | ARG NE-CZ 5.16 1.39 1.33
1 2-A 198 | ARG | CZ-NH1 | 5.16 1.39 1.33
3 2-C 445 | TYR | CE2-CZ | 5.16 1.45 1.38
2 6-B 225 | PHE | CG-CD2 | 5.16 1.46 1.38
1 3-A 203 | ARG CD-NE 0.16 1.55 1.46
3 5-C 418 | ASN N-CA -5.16 1.36 1.46
3 8-D 329 | ARG | CZ-NH1 | 5.16 1.39 1.33
2 5-B 345 | TYR CZ-OH 5.15 1.46 1.37
1 10-A | 588 | TYR | CG-CD2 | 5.15 1.45 1.39
1 4-A 400 | ARG | CZ-NH1 | 5.15 1.39 1.33
2 4-B 532 | PRO CA-CB 5.15 1.63 1.53
3 5-D 319 | TYR CZ-OH 2.15 1.46 1.37
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 8-A 284 | TYR | CB-CG 0.15 1.59 1.51
1 1-A 150 | TYR | CD1-CE1 | -5.15 1.31 1.39
3 10-C | 425 | GLU | CG-CD | 5.15 1.59 1.51
1 1-A 370 | SER CA-CB 5.15 1.60 1.52
2 1-B 518 | GLU | CD-OE1 | 5.15 1.31 1.25
3 5-C 198 | SER CA-CB 5.15 1.60 1.52
2 1-B 824 | TYR | CZ-OH 5.15 1.46 1.37
2 7-B 577 | PRO CA-C -5.15 1.42 1.52
1 8-A 578 | CYS CA-CB 2.15 1.65 1.53
1 5-A 116 | TYR | CE1-CZ | 5.14 1.45 1.38
2 6-B 567 | PRO | CA-CB | 5.14 1.63 1.53
1 9-A 137 | ARG CD-NE 5.14 1.55 1.46
2 9-B 651 | TYR CZ-OH 5.14 1.46 1.37
3 5-D 329 | ARG | CZ-NH2 | 5.14 1.39 1.33
2 6-B 379 | TYR | CG-CD2 | 5.14 1.45 1.39
1 8-A 576 | ARG | CZ-NH1 | 5.14 1.39 1.33
3 1-D 304 | SER CA-CB 5.14 1.60 1.52
3 9-C 310 | MET | CA-CB 5.14 1.65 1.53
1 10-A 113 | GLY CA-C -0.14 1.43 1.51
3 1-D 237 | SER CA-CB 5.14 1.60 1.52
2 3-B 523 | SER CA-CB 5.14 1.60 1.52
3 3-C 45 | GLU | CD-OE2 | 5.14 1.31 1.25
1 4-A 107 | ARG CD-NE 5.14 1.55 1.46
2 8-B 340 | SER CA-CB 5.14 1.60 1.52
2 5-B 185 | LEU CA-C -5.14 1.39 1.52
2 5-B 299 | ARG CD-NE 5.14 1.55 1.46
1 6-A 327 | ARG NE-CZ 5.14 1.39 1.33
1 2-A 614 | TYR | CE1-CZ | 5.13 1.45 1.38
2 1-B 822 | ARG | CZ-NH2 | 5.13 1.39 1.33
2 10-B 638 | ARG | CZ-NH1 | 5.13 1.39 1.33
3 5-C 359 | ARG | CZ-NH1 | 5.13 1.39 1.33
3 5-D o1 LYS CD-CE 5.13 1.64 1.51
1 2-A 197 | PHE | CG-CD2 | 5.13 1.46 1.38
1 2-A 338 | GLU | CD-OE1l | -5.13 1.20 1.25
3 6-D 178 | SER CA-CB 0.13 1.60 1.52
1 3-A 279 | TYR N-CA -5.13 1.36 1.46
3 9-C 245 | PRO N-CA -5.13 1.38 1.47
2 10-B 343 | TYR | CD1-CE1 | 5.13 1.47 1.39
2 4-B 464 | LEU N-CA -5.12 1.36 1.46
3 9-D 170 | TYR | CE2-CZ | -5.12 1.31 1.38
2 8-B 297 | TYR | CE2-CZ | 5.12 1.45 1.38
1 9-A 446 | LEU CA-CB 5.12 1.65 1.53
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 9-D 114 | ARG CD-NE 5.12 1.55 1.46
1 4-A 767 | TYR | CE2-CZ | 5.12 1.45 1.38
3 4-D 45 | GLU CB-CG 5.12 1.61 1.52
3 3-C 292 | TYR | CG-CD2 | 5.12 1.45 1.39
2 6-B 555 | TRP | CE3-CZ3 | 5.12 1.47 1.38
2 7-B 526 | ARG | CZ-NH2 | 5.12 1.39 1.33
3 9-C 267 | PHE | CG-CD2 | 5.12 1.46 1.38
1 1-A 410 | PHE N-CA -5.12 1.36 1.46
1 3-A 116 | TYR | CD2-CE2 | 5.12 1.47 1.39
1 8-A 704 | TYR | CE1-CZ | -5.12 1.31 1.38
3 8-C 67 ILE CA-CB | -5.12 1.43 1.54
3 8-D 22 | TRP | CD2-CE3 | -5.12 1.32 1.40
1 4-A 669 | ALA CA-CB 0.12 1.63 1.52
3 5-D 292 | TYR | CG-CD2 | 5.12 1.45 1.39
1 5-A 594 | TYR | CE1-CZ | 5.12 1.45 1.38
3 4-C 43 SER CA-CB 5.11 1.60 1.52
3 2-D 437 | TYR CZ-OH 5.11 1.46 1.37
1 1-A 265 | VAL N-CA -5.11 1.36 1.46
1 6-A 658 | SER CA-CB 5.11 1.60 1.52
3 4-D 306 | VAL | CB-CG1 | 5.11 1.63 1.52
3 5-D 193 | ARG | CZ-NH1 | 5.11 1.39 1.33
1 4-A 333 | ARG | CZ-NH1 | 5.10 1.39 1.33
3 8-C 373 | SER CA-CB 5.10 1.60 1.52
1 3-A 646 | TYR | CE1-CZ | 5.10 1.45 1.38
2 7-B 598 | TYR | CE1-CZ | 5.10 1.45 1.38
3 10-C | 346 | SER CB-OG | -5.10 1.35 1.42
2 1-B 214 | PRO N-CD -5.10 1.40 1.47
3 3-C 109 | TYR | CE2-CZ | 5.10 1.45 1.38
3 3-D 369 | GLU CB-CG 5.10 1.61 1.52
2 5-B 359 | TYR | CB-CG | -5.10 1.44 1.51
1 8-A 462 | LEU N-CA -5.10 1.36 1.46
2 7-B 644 | PHE | CG-CD1 | 5.10 1.46 1.38
3 1-C 341 | ARG | CZ-NH1 | 5.09 1.39 1.33
1 2-A 108 | ARG | CZ-NH2 | 5.09 1.39 1.33
1 2-A 140 | TYR | CE1-CZ | 5.09 1.45 1.38
2 4-B 197 | SER CB-OG | 5.09 1.48 1.42
3 2-D 130 | THR CA-C -5.09 1.39 1.52
2 4-B 439 | ARG NE-CZ 5.09 1.39 1.33
1 2-A 794 | TYR | CD2-CE2 | 5.09 1.47 1.39
3 8-C 176 | ARG | CD-NE | 5.09 1.55 1.46
3 2-C 243 | ARG CD-NE 5.09 1.55 1.46
2 7-B 433 | TYR | CG-CD1 | 5.09 1.45 1.39
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 3-B 362 | PHE | CG-CD2 | 5.09 1.46 1.38
3 7-D 316 | PHE | CG-CD1 | 5.09 1.46 1.38
1 2-A 296 | TYR | CG-CD1 | 5.08 1.45 1.39
1 1-A 137 | ARG | CZ-NH2 | 5.08 1.39 1.33
2 2-B 731 | PHE | CG-CD1 | 5.08 1.46 1.38
3 4-D 192 | ARG | CZ-NH2 | 5.08 1.39 1.33
1 7-A 647 | PHE | CE1-CZ | 5.08 1.47 1.37
2 5-B 523 | SER CA-C -0.08 1.39 1.52
3 6-C 28 | GLU | CG-CD | 5.08 1.59 1.51
3 3-C 218 | ARG | CZ-NH2 | 5.08 1.39 1.33
1 6-A 204 | ARG NE-CZ 5.08 1.39 1.33
2 7-B 200 | PHE C-N -5.08 1.24 1.34
1 9-A 399 | SER CA-CB 5.08 1.60 1.52
3 9-C 251 | SER CA-CB | -5.08 1.45 1.52
3 2-C 55 | ARG | CZ-NH2 | 5.08 1.39 1.33
1 6-A 198 | ARG CD-NE 5.08 1.55 1.46
1 6-A 198 | ARG NE-CZ 5.08 1.39 1.33
3 1-C 407 | TYR | CE1-CZ | 5.08 1.45 1.38
1 6-A 636 | MET CG-SD 5.08 1.94 1.81
1 9-A 262 | ARG CD-NE 5.08 1.55 1.46
1 1-A 176 | ILE CA-CB | -5.08 1.43 1.54
3 5-D 215 | LYS CA-C -5.08 1.39 1.52
3 7-C 420 | GLN CB-CG | 5.08 1.66 1.52
2 5-B 593 | PHE | CE2-CZ | 5.07 1.47 1.37
3 6-D 170 | TYR | CE1-CZ | 5.07 1.45 1.38
1 1-A 168 | PHE N-CA -0.07 1.36 1.46
3 2-C 319 | TYR | CG-CD2 | 5.07 1.45 1.39
1 3-A 107 | ARG | CZ-NH1 | 5.07 1.39 1.33
3 3-C 198 | SER CA-CB 0.07 1.60 1.52
3 5-D 358 | ARG NE-CZ 5.07 1.39 1.33
1 3-A 74 | TYR | CB-CG 5.07 1.59 1.51
2 3-B 658 | GLU CA-CB | -5.07 1.42 1.53
2 6-B 597 | ASN CB-CG 5.07 1.62 1.51
2 8-B 846 | ARG NE-CZ 5.07 1.39 1.33
3 8-C 407 | TYR | CD2-CE2 | 5.07 1.47 1.39
2 9-B 651 | TYR | CG-CD2 | 5.07 1.45 1.39
3 4-C 80 | GLU | CD-OE2 | 5.07 1.31 1.25
3 5-D 72 | GLU CB-CG | 5.07 1.61 1.52
3 3-C 93 | TRP | CZ2-CH2 | 5.07 1.47 1.37
3 5-C 134 | GLU | CD-OE1 | 5.07 1.31 1.25
3 7-C 161 | ARG | CZ-NH2 | 5.07 1.39 1.33
3 9-C 185 | TYR | CZ-OH 0.07 1.46 1.37
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
1 10-A | 450 | TYR | CG-CD1 | 5.07 1.45 1.39
3 10-C | 266 | HIS CA-CB 0.07 1.65 1.53
3 9-D 65 | ARG | CZ-NH1 | 5.06 1.39 1.33
2 1-B 471 | ARG | CZ-NH1 | 5.06 1.39 1.33
2 2-B 510 | TYR | CZ-OH 5.06 1.46 1.37
3 2-C 279 | TYR | CD1-CE1 | 5.06 1.47 1.39
3 3-C 358 | ARG | CD-NE | 5.06 1.55 1.46
1 10-A | 451 | ARG N-CA -5.06 1.36 1.46
3 1-C 243 | ARG | CZ-NH2 | 5.06 1.39 1.33
3 4-D 441 | GLU CG-CD 5.06 1.59 1.51
2 9-B 297 | TYR | CZ-OH 5.06 1.46 1.37
2 2-B 423 | ASN CB-CG .06 1.62 1.51
3 3-C 212 | ILE N-CA -5.06 1.36 1.46
3 6-C 367 | PRO N-CD -5.06 1.40 1.47
3 2-C 84 | ARG NE-CZ .06 1.39 1.33
1 3-A 398 | TYR | CZ-OH 5.06 1.46 1.37
2 5-B 532 | PRO CA-CB | -5.06 1.43 1.53
2 5-B 670 | ARG | CZ-NH1 | 5.06 1.39 1.33
1 6-A 588 | TYR | CG-CD1 | 5.06 1.45 1.39
1 6-A 773 | SER CA-CB 5.06 1.60 1.52
1 6-A 143 | ARG | CZ-NH2 | 5.06 1.39 1.33
1 9-A 349 | ARG NE-CZ .06 1.39 1.33
3 2-D 220 | PRO N-CD -5.05 1.40 1.47
1 7-A 121 | ARG CD-NE 5.05 1.55 1.46
2 7-B 284 | TYR | CG-CD2 | 5.05 1.45 1.39
3 4-D 48 ASP CB-CG 5.05 1.62 1.51
2 5-B 465 | ASN N-CA -5.05 1.36 1.46
3 5-D 244 | PHE | CG-CD2 | 5.05 1.46 1.38
2 1-B 285 | ARG CD-NE 2.05 1.55 1.46
2 4-B 471 | ARG | CZ-NH2 | 5.05 1.39 1.33
2 7-B 343 | TYR | CZ-OH 5.05 1.46 1.37
1 1-A 124 | GLU | CD-OE2 | -5.05 1.20 1.25
2 6-B 771 | GLU | CG-CD | 5.05 1.59 1.51
1 10-A 145 | PHE | CG-CD1 | 5.05 1.46 1.38
2 5-B 455 | GLU | CD-OE1 | 5.05 1.31 1.25
3 9-C 341 | ARG | CZ-NH1 | 5.05 1.39 1.33
1 10-A | 450 | TYR | CB-CG | 5.05 1.59 1.51
3 4-D 91 ASN CA-CB 5.04 1.66 1.53
2 8-B 816 | TYR N-CA 5.04 1.56 1.46
3 9-D 179 | GLU | CG-CD | 5.04 1.59 1.51
3 10-D | 250 | SER CA-C -0.04 1.39 1.52
2 1-B 758 | TYR | CE2-CZ | 5.04 1.45 1.38
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 2-D 417 | GLN N-CA -5.04 1.36 1.46
1 9-A 140 | TYR | CG-CD2 | 5.04 1.45 1.39
1 2-A 260 | GLY N-CA 5.04 1.53 1.46
2 3-B 802 | LEU C-N 5.04 1.42 1.33
3 10-C | 407 | TYR | CG-CD2 | 5.04 1.45 1.39
2 5-B 555 | TRP | CE3-CZ3 | 5.04 1.47 1.38
2 2-B 218 | SER C-N 5.04 1.42 1.33
1 4-A 479 | ARG NE-CZ 5.04 1.39 1.33
3 4-D 344 | PHE | CG-CD2 | 5.04 1.46 1.38
3 5-D 316 | PHE | CG-CD2 | 5.04 1.46 1.38
2 6-B 293 | ARG | CZ-NH1 | 5.04 1.39 1.33
2 5-B 300 | PHE | CG-CD2 | 5.03 1.46 1.38
2 5-B 565 | TYR | CG-CD1 | 5.03 1.45 1.39
3 5-C 109 | TYR | CG-CD1 | 5.03 1.45 1.39
2 8-B 471 | ARG NE-CZ 5.03 1.39 1.33
3 10-C | 243 | ARG | CZ-NH2 | 5.03 1.39 1.33
3 1-D 218 | ARG NE-CZ 5.03 1.39 1.33
3 6-C 243 | ARG | CZ-NH2 | 5.03 1.39 1.33
1 8-A 603 | TRP | CE3-CZ3 | 5.03 1.47 1.38
2 10-B 348 | ASN N-CA -5.03 1.36 1.46
2 4-B 805 | PHE | CG-CD1 | 5.03 1.46 1.38
2 6-B 510 | TYR | CE2-CZ | 5.03 1.45 1.38
2 9-B 558 | PHE | CG-CD1 | 5.03 1.46 1.38
1 2-A 131 | PHE CB-CG 5.03 1.59 1.51
1 9-A 469 | ARG NE-CZ 5.03 1.39 1.33
2 10-B | 514 | ARG | CZ-NH2 | 5.03 1.39 1.33
1 1-A 791 | PHE | CE1-CZ | 5.03 1.46 1.37
2 2-B 471 | ARG NE-CZ 5.02 1.39 1.33
2 5-B 592 | ARG | CZ-NH1 | 5.02 1.39 1.33
2 7-B 239 | GLU | CG-CD | 5.02 1.59 1.51
3 8-D 1 MET C-N 5.02 1.42 1.33
1 10-A | 657 | TYR CZ-OH 5.02 1.46 1.37
3 2-D 407 | TYR | CE2-CZ | 5.02 1.45 1.38
3 5-C 243 | ARG | CD-NE | 5.02 1.54 1.46
3 8-D 275 | PHE | CG-CD1 | 5.02 1.46 1.38
2 10-B 397 | GLU | CD-OE1 | 5.02 1.31 1.25
1 8-A 112 | TYR | CE1-CZ | 5.02 1.45 1.38
3 10-C | 249 | TYR | CB-CG | -5.02 1.44 1.51
1 6-A 121 | ARG | CZ-NH1 | 5.02 1.39 1.33
3 7-C 59 | ARG NE-CZ 5.02 1.39 1.33
3 4-C 392 | ASN CB-CG 5.02 1.62 1.51
3 4-C 422 | GLU CB-CG 5.02 1.61 1.52
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
2 8-B 544 | ARG NE-CZ 5.02 1.39 1.33
3 8-D 373 | SER CA-CB 5.02 1.60 1.52
1 9-A 121 | ARG NE-CZ 5.02 1.39 1.33
2 9-B 267 | PHE | CG-CD2 | 5.02 1.46 1.38
3 2-C 445 | TYR | CG-CD2 | 5.01 1.45 1.39
2 7-B 666 | ARG NE-CZ 5.01 1.39 1.33
2 9-B 612 | ARG | CZ-NH2 | 5.01 1.39 1.33
3 1-C 410 | GLY CA-C -5.01 1.43 1.51
3 4-C 133 | PHE | CE1-CZ | 5.01 1.46 1.37
1 5-A 450 | TYR | CE2-CZ | 5.01 1.45 1.38
3 6-D 271 | SER N-CA -5.01 1.36 1.46
1 8-A 479 | ARG NE-CZ 5.01 1.39 1.33
1 10-A | 472 | GLU | CD-OE2 | 5.01 1.31 1.25
2 10-B 846 | ARG CD-NE 5.01 1.54 1.46
2 4-B 827 | ARG NE-CZ 5.01 1.39 1.33
3 5-C 218 | ARG | CZ-NH1 | 5.01 1.39 1.33
2 10-B 776 | TYR | CB-CG 5.01 1.59 1.51
2 5-B 359 | TYR | CE2-CZ | 5.01 1.45 1.38
2 3-B 526 | ARG | CZ-NH2 | 5.01 1.39 1.33
1 4-A 451 | ARG | CZ-NH1 | 5.01 1.39 1.33
2 5-B 236 | TYR CA-C -5.01 1.40 1.52
2 5-B 431 | VAL CA-CB | -5.01 1.44 1.54
2 5-B 600 | TYR | CG-CD1 | 5.01 1.45 1.39
3 7-C 288 | CYS C-N 5.01 1.45 1.34
1 3-A 603 | TRP CB-CG | 5.00 1.59 1.50
1 5-A 558 | TYR | CG-CD2 | 5.00 1.45 1.39
2 6-B 589 | PHE | CG-CD1 | 5.00 1.46 1.38
3 10-D 129 | SER CA-CB 5.00 1.60 1.52
2 1-B 359 | TYR | CZ-OH 5.00 1.46 1.37
2 4-B 771 | GLU CB-CG 5.00 1.61 1.52
1 8-A 687 | ARG | CZ-NH2 | 5.00 1.39 1.33
3 8-D 286 | HIS CB-CG | 5.00 1.59 1.50

All (4714) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 10-B | 433 | TYR | CB-CG-CD2 | -20.70 108.58 121.00
1 1-A 107 | ARG NE-CZ-NH1 20.67 130.63 120.30
3 9-D 256 | TYR | CB-CG-CD2 | 20.54 133.32 121.00
3 9-D 256 | TYR | CB-CG-CD1 | -19.19 109.48 121.00
2 10-B 264 | TYR | CB-CG-CD1 18.97 132.38 121.00
1 4-A 400 | ARG NE-CZ-NH1 18.54 129.57 120.30
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 7-D 90 | ARG NE-CZ-NH2 | -18.13 111.24 120.30
3 6-D 333 | ARG NE-CZ-NH2 | -18.04 111.28 120.30
3 7-D 55 | ARG NE-CZ-NH1 17.93 129.26 120.30
1 2-A 102 | PHE | CB-CG-CD1 | 17.55 133.09 120.80
2 3-B 433 | TYR | CB-CG-CD2 | -17.20 110.68 121.00
2 3-B 285 | ARG NE-CZ-NH2 | -17.16 111.72 120.30
1 7-A 558 | TYR | CB-CG-CD1 17.14 131.29 121.00
2 3-B 438 | TYR | CB-CG-CD2 | -16.99 110.81 121.00
2 4-B 343 | TYR | CB-CG-CD2 | -16.80 110.92 121.00
1 5-A 657 | TYR | CB-CG-CD1 16.75 131.05 121.00
2 3-B 585 | ARG NE-CZ-NH2 | -16.59 112.01 120.30
2 8-B 633 | ARG NE-CZ-NH1 16.54 128.57 120.30
2 4-B 342 | TYR | CB-CG-CD1 | -16.53 111.08 121.00
3 2-C 176 | ARG NE-CZ-NH2 | -16.50 112.05 120.30
3 10-C | 333 | ARG NE-CZ-NH1 16.41 128.50 120.30
3 6-C 218 | ARG NE-CZ-NH2 | -16.36 112.12 120.30
2 6-B 824 | TYR | CB-CG-CD1 | 16.27 130.76 121.00
2 3-B 438 | TYR | CB-CG-CD1 16.25 130.75 121.00
3 10-C | 333 | ARG NE-CZ-NH2 | -16.14 112.23 120.30
3 7-D 427 | ARG NE-CZ-NH2 | -16.11 112.25 120.30
2 6-B 328 | ARG NE-CZ-NH2 | -16.08 112.26 120.30
2 6-B 429 | TYR | CB-CG-CD2 | -15.97 111.42 121.00
2 9-B 345 | TYR | CB-CG-CD2 | -15.96 111.42 121.00
2 6-B 824 | TYR | CB-CG-CD2 | -15.91 111.45 121.00
2 5-B 429 | TYR | CB-CG-CD2 | -15.91 111.46 121.00
2 10-B 264 | TYR | CB-CG-CD2 | -15.91 111.46 121.00
3 10-D 176 | ARG NE-CZ-NH2 | -15.85 112.37 120.30
1 7-A 558 | TYR | CB-CG-CD2 | -15.85 111.49 121.00
3 10-C | 359 | ARG NE-CZ-NH2 | -15.84 112.38 120.30
1 2-A 111 | ARG NE-CZ-NH1 15.81 128.20 120.30
1 3-A 140 | TYR | CB-CG-CD1 | -15.79 111.53 121.00
2 4-B 328 | ARG NE-CZ-NH1 15.78 128.19 120.30
2 6-B 343 | TYR | CB-CG-CD1 15.75 130.45 121.00
3 9-C 437 | TYR | CB-CG-CD2 15.72 130.43 121.00
3 9-C 329 | ARG NE-CZ-NH2 | -15.72 112.44 120.30
1 2-A 627 | ARG NE-CZ-NH2 | -15.68 112.46 120.30
3 3-D 161 | ARG NE-CZ-NH2 | -15.59 11251 120.30
1 9-A 157 | ARG NE-CZ-NH2 | -15.50 112.55 120.30
3 7-D 359 | ARG NE-CZ-NH1 15.40 128.00 120.30
1 8-A 137 | ARG NE-CZ-NH2 | -15.25 112.67 120.30
3 3-D 193 | ARG NE-CZ-NH2 | -15.17 112.71 120.30
2 1-B 666 | ARG NE-CZ-NH1 15.16 127.88 120.30
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2 9-B 345 | TYR | CB-CG-CD1 15.15 130.09 121.00
1 6-A 479 | ARG NE-CZ-NH2 | -15.09 112.75 120.30
1 7-A 400 | ARG NE-CZ-NH2 | -15.07 112.77 120.30
1 4-A 123 | TYR | CB-CG-CD1 | -15.04 111.97 121.00
2 6-B 345 | TYR | CB-CG-CD2 | -15.01 111.99 121.00
1 6-A 791 | PHE CB-CG-CD2 | -14.95 110.33 120.80
3 4-D 341 | ARG NE-CZ-NH2 | -14.89 112.86 120.30
2 8-B 758 | TYR | CB-CG-CD2 14.87 129.92 121.00
2 7-B 190 | TYR | CB-CG-CD2 | -14.87 112.08 121.00
1 8-A 198 | ARG NE-CZ-NH2 14.77 127.69 120.30
2 6-B 816 | TYR | CB-CG-CD2 | -14.77 112.14 121.00
2 6-B 345 | TYR | CB-CG-CD1 14.71 129.82 121.00
2 9-B 470 | TYR | CB-CG-CD1 | -14.65 112.21 121.00
3 2-D 161 | ARG NE-CZ-NH2 | -14.61 113.00 120.30
1 1-A 107 | ARG NE-CZ-NH2 | -14.60 113.00 120.30
1 2-A 108 | ARG NE-CZ-NH1 14.58 127.59 120.30
1 6-A 157 | ARG NE-CZ-NH1 14.57 127.58 120.30
1 4-A 614 | TYR | CB-CG-CD1 | -14.55 112.27 121.00
2 5-B 411 | PHE CB-CG-CD2 | -14.51 110.64 120.80
2 6-B 343 | TYR | CB-CG-CD2 | -14.50 112.30 121.00
3 5-C 341 | ARG NE-CZ-NH1 14.49 127.55 120.30
1 7-A 479 | ARG NE-CZ-NH1 | -14.49 113.06 120.30
2 4-B 285 | ARG NE-CZ-NH1 14.46 127.53 120.30
2 9-B 641 | PHE CB-CG-CD2 | -14.44 110.69 120.80
1 7-A 704 | TYR | CB-CG-CD2 14.42 129.65 121.00
2 10-B 445 | PHE CB-CG-CD1 14.41 130.89 120.80
3 6-C 46 | ARG NE-CZ-NH2 | -14.39 113.11 120.30
1 4-A 630 | ARG NE-CZ-NH2 | -14.38 113.11 120.30
2 9-B 583 | TYR | CB-CG-CD2 | -14.36 112.38 121.00
3 10-D 87 | PHE CB-CG-CD1 14.31 130.82 120.80
2 6-B 533 | ARG NE-CZ-NH1 14.30 127.45 120.30
2 10-B 445 | PHE CB-CG-CD2 | -14.29 110.80 120.80
2 7-B 297 | TYR | CB-CG-CD2 | -14.22 112.47 121.00
1 6-A 791 | PHE CB-CG-CD1 14.21 130.75 120.80
2 5-B 651 | TYR | CB-CG-CD2 | -14.14 112.52 121.00
2 10-B 666 | ARG NE-CZ-NH2 | -14.13 113.24 120.30
2 7-B 585 | ARG NE-CZ-NH2 | -14.10 113.25 120.30
1 7-A 429 | TYR | CB-CG-CD1 14.02 129.41 121.00
3 2-C 55 | ARG NE-CZ-NH2 | -14.00 113.30 120.30
1 7-A 429 | TYR | CB-CG-CD2 | -13.97 112.61 121.00
3 8-D 136 | PHE CB-CG-CD2 | -13.97 111.02 120.80
3 5-C 267 | PHE | CB-CG-CD1 | 13.95 130.56 120.80
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1 6-A 709 | PHE CB-CG-CD2 | -13.92 111.05 120.80
1 7-A 687 | ARG NE-CZ-NH2 | -13.91 113.34 120.30
2 2-B 264 | TYR | CB-CG-CD2 | -13.86 112.68 121.00
2 9-B 772 | PHE CB-CG-CD2 | -13.84 111.11 120.80
2 3-B 600 | TYR | CB-CG-CD1 | 13.83 129.30 121.00
3 6-C 292 | TYR | CB-CG-CD2 |-13.83 112.70 121.00
2 5-B 187 | TYR | CB-CG-CD1 13.79 129.28 121.00
3 1-C 387 | PHE | CB-CG-CD1 | 13.79 130.45 120.80
3 6-C 176 | ARG NE-CZ-NH1 13.77 127.19 120.30
2 4-B 583 | TYR | CB-CG-CD2 | -13.77 112.74 121.00
3 2-C 86 | PHE | CB-CG-CD1 | 13.76 130.43 120.80
2 4-B 438 | TYR | CB-CG-CD2 | -13.71 112.77 121.00
2 5-B 415 | TYR | CB-CG-CD2 | -13.71 112.77 121.00
1 5-A 138 | PHE | CB-CG-CD1 | 13.68 130.38 120.80
2 10-B 345 | TYR | CB-CG-CD2 | -13.65 112.81 121.00
1 10-A | 700 | PHE | CB-CG-CD1 | 13.63 130.34 120.80
3 9-D 358 | ARG NE-CZ-NH2 | -13.62 113.49 120.30
1 8-A 429 | TYR | CB-CG-CD2 | -13.62 112.83 121.00
1 4-A 450 | TYR | CB-CG-CD2 | -13.61 112.83 121.00
3 4-D 192 | ARG NE-CZ-NH2 | -13.53 113.53 120.30
2 7-B 297 | TYR | CB-CG-CD1 13.51 129.11 121.00
2 2-B 299 | ARG NE-CZ-NH1 13.46 127.03 120.30
3 2-D 83 | PHE CB-CG-CD2 | -13.45 111.39 120.80
2 5-B 342 | TYR | CB-CG-CD1 |-13.45 112.93 121.00
3 5-D 362 | TYR | CB-CG-CD2 | -13.43 112.94 121.00
2 9-B 599 | PHE CB-CG-CD2 | -13.40 111.42 120.80
1 10-A | 469 | ARG NE-CZ-NH2 13.39 127.00 120.30
3 10-C 247 | TYR | CB-CG-CD1 | -13.36 112.98 121.00
1 2-A 627 | ARG NE-CZ-NH1 13.36 126.98 120.30
1 8-A 251 | PHE CB-CG-CD1 13.32 130.13 120.80
2 10-B 510 | TYR | CB-CG-CD2 | -13.28 113.03 121.00
1 2-A 111 | ARG NE-CZ-NH2 | -13.27 113.66 120.30
2 4-B 593 | PHE | CB-CG-CD1 | 13.26 130.08 120.80
2 4-B 612 | ARG NE-CZ-NH2 | -13.26 113.67 120.30
2 10-B 638 | ARG NE-CZ-NH1 13.25 126.93 120.30
3 5-C 407 | TYR | CB-CG-CD1 | -13.25 113.05 121.00
2 2-B 299 | ARG NE-CZ-NH2 | -13.17 113.72 120.30
1 8-A 144 | ARG NE-CZ-NH2 | -13.16 113.72 120.30
2 2-B 805 | PHE CB-CG-CD2 | -13.15 111.59 120.80
1 4-A 76 | ARG NE-CZ-NH1 13.15 126.88 120.30
1 2-A 706 | PHE CB-CG-CD2 | -13.14 111.60 120.80
3 3-D 161 | ARG NE-CZ-NH1 13.12 126.86 120.30
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2 5-B 284 | TYR | CB-CG-CD2 |-13.12 113.13 121.00
2 10-B 356 | ARG NE-CZ-NH1 13.07 126.83 120.30
2 4-B 328 | ARG NE-CZ-NH2 | -13.06 113.77 120.30
2 8-B 78 | TYR | CB-CG-CD1 | -13.04 113.17 121.00
1 3-A 479 | ARG NE-CZ-NH2 | -13.03 113.79 120.30
1 6-A 639 | PHE CB-CG-CD1 | -13.00 111.70 120.80
1 8-A 438 | PHE CB-CG-CD1 12.96 129.88 120.80
1 4-A 413 | TYR | CB-CG-CD2 12.94 128.76 121.00
2 3-B 433 | TYR | CB-CG-CD1 12.94 128.76 121.00
3 8-C 437 | TYR | CB-CG-CD1 12.93 128.76 121.00
1 8-A 429 | TYR | CB-CG-CD1 12.92 128.75 121.00
2 8-B 599 | PHE CB-CG-CD2 | -12.91 111.76 120.80
2 9-B 565 | TYR | CB-CG-CD2 | -12.90 113.26 121.00
3 8-C 427 | ARG NE-CZ-NH2 | -12.88 113.86 120.30
3 2-C 86 | PHE CB-CG-CD2 | -12.87 111.79 120.80
2 5-B 772 | PHE CB-CG-CD2 | -12.87 111.79 120.80
1 7-A 138 | PHE CB-CG-CD1 | -12.82 111.82 120.80
2 4-B 583 | TYR | CB-CG-CD1 12.80 128.68 121.00
2 7-B 342 | TYR | CB-CG-CD1 | -12.80 113.32 121.00
3 5-C 243 | ARG NE-CZ-NH1 12.79 126.69 120.30
1 1-A 451 | ARG NE-CZ-NH1 | -12.78 113.91 120.30
3 10-D 87 | PHE CB-CG-CD2 | -12.78 111.85 120.80
1 2-A 597 | ARG NE-CZ-NH2 | -12.72 113.94 120.30
3 7-D 358 | ARG NE-CZ-NH1 | -12.71 113.94 120.30
2 8-B 328 | ARG NE-CZ-NH1 12.68 126.64 120.30
2 8-B 433 | TYR | CB-CG-CD2 | -12.68 113.39 121.00
2 3-B 576 | ARG NE-CZ-NH1 12.68 126.64 120.30
3 7-C 162 | TYR | CB-CG-CD2 | -12.68 113.39 121.00
3 3-D 362 | TYR | CB-CG-CD2 | -12.61 113.43 121.00
1 2-A 296 | TYR | CB-CG-CD2 | -12.59 113.45 121.00
2 9-B 231 | TYR | CB-CG-CD1 12.57 128.54 121.00
3 10-C | 358 | ARG NE-CZ-NH2 | -12.55 114.03 120.30
3 6-D 249 | TYR | CB-CG-CD2 12.52 128.51 121.00
2 9-B 379 | TYR | CB-CG-CD2 12.50 128.50 121.00
2 9-B 446 | PHE CB-CG-CD2 | -12.49 112.06 120.80
3 8-D 341 | ARG NE-CZ-NH1 12.46 126.53 120.30
2 9-B 470 | TYR | CB-CG-CD2 12.44 128.47 121.00
3 6-C 218 | ARG NE-CZ-NH1 12.42 126.51 120.30
3 3-D 437 | TYR | CB-CG-CD1 | -12.41 113.56 121.00
3 9-D 55 | ARG NE-CZ-NH1 12.40 126.50 120.30
1 7-A 775 | PHE CB-CG-CD2 | -12.39 112.12 120.80
2 5-B 359 | TYR | CB-CG-CD1 12.39 128.43 121.00
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1 7-A 144 | ARG NE-CZ-NH1 12.39 126.50 120.30
2 10-B 776 | TYR | CB-CG-CD2 | -12.37 113.58 121.00
3 2-C 65 | ARG NE-CZ-NH2 | -12.36 114.12 120.30
1 5-A 450 | TYR | CB-CG-CD1 12.35 128.41 121.00
2 10-B | 510 | TYR | CB-CG-CD1 | 12.32 128.40 121.00
3 6-D 193 | ARG NE-CZ-NH1 12.31 126.46 120.30
2 8-B 772 | PHE CB-CG-CD1 12.29 129.41 120.80
1 4-A 160 | ARG NE-CZ-NH2 | -12.27 114.17 120.30
2 4-B 533 | ARG NE-CZ-NH2 | -12.26 114.17 120.30
3 8-C 90 | ARG NE-CZ-NH2 | -12.24 114.18 120.30
1 2-A 302 | TYR | CB-CG-CD2 |-12.24 113.66 121.00
3 3-C 217 | PHE CB-CG-CD2 12.21 129.35 120.80
1 4-A 193 | TYR | CB-CG-CD2 | -12.20 113.68 121.00
1 10-A | 409 | PHE CB-CG-CD2 | -12.19 112.27 120.80
1 4-A 262 | ARG NE-CZ-NH1 12.17 126.39 120.30
3 7-C 362 | TYR | CB-CG-CD1 12.09 128.25 121.00
1 8-A 627 | ARG NE-CZ-NH2 12.08 126.34 120.30
2 2-B 409 | TYR | CB-CG-CD2 | -12.08 113.75 121.00
3 6-D 176 | ARG NE-CZ-NH1 12.07 126.34 120.30
3 9-C 272 | PHE CB-CG-CD1 | -12.05 112.36 120.80
2 5-B 343 | TYR | CB-CG-CD1 12.05 128.23 121.00
1 6-A 479 | ARG NE-CZ-NH1 12.05 126.32 120.30
2 4-B 343 | TYR | CB-CG-CD1 12.02 128.21 121.00
1 8-A 469 | ARG NE-CZ-NH1 11.98 126.29 120.30
3 6-C 445 | TYR | CB-CG-CD1 11.98 128.19 121.00
2 8-B 772 | PHE CB-CG-CD2 | -11.97 112.42 120.80
2 3-B 776 | TYR | CB-CG-CD2 | -11.97 113.82 121.00
2 5-B 342 | TYR | CB-CG-CD2 11.96 128.18 121.00
2 2-B 345 | TYR | CB-CG-CD2 | -11.96 113.83 121.00
1 4-A 204 | ARG NE-CZ-NH1 11.95 126.27 120.30
2 5-B 429 | TYR | CB-CG-CD1 11.95 128.17 121.00
2 8-B 599 | PHE CB-CG-CD1 11.94 129.16 120.80
2 1-B 580 | ARG NE-CZ-NH2 11.92 126.26 120.30
2 3-B 819 | PHE CB-CG-CD2 | -11.92 112.45 120.80
3 5-D 427 | ARG NE-CZ-NH1 11.92 126.26 120.30
2 9-B 439 | ARG NE-CZ-NH2 | -11.91 114.34 120.30
3 4-D 387 | PHE CB-CG-CD2 | -11.91 112.46 120.80
1 2-A 102 | PHE CB-CG-CD2 | -11.91 112.47 120.80
2 8-B 411 | PHE CB-CG-CD1 | -11.90 112.47 120.80
1 8-A 775 | PHE CB-CG-CD2 | -11.90 112.47 120.80
2 1-B 731 | PHE CB-CG-CD2 | -11.87 112.49 120.80
2 7-B 741 | PHE CB-CG-CD1 11.86 129.10 120.80
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3 6-D 333 | ARG NE-CZ-NH1 11.85 126.22 120.30
2 9-B 446 | PHE | CB-CG-CD1 | 11.85 129.09 120.80
2 9-B 284 | TYR | CB-CG-CD2 11.82 128.09 121.00
2 9-B 633 | ARG NE-CZ-NH2 | -11.82 114.39 120.30
1 4-A 597 | ARG NE-CZ-NH2 | -11.79 114.40 120.30
1 7-A 714 | ARG NE-CZ-NH2 | -11.78 114.41 120.30
1 5-A 398 | TYR | CB-CG-CD1 | -11.77 113.94 121.00
3 9-D 59 | ARG NE-CZ-NH2 | -11.75 114.42 120.30
1 9-A 405 | PHE CB-CG-CD2 | -11.75 112.57 120.80
2 2-B 241 | PHE | CB-CG-CD2 | -11.75 112.58 120.80
3 3-D 162 | TYR | CB-CG-CD2 11.72 128.03 121.00
3 5-C 90 | ARG NE-CZ-NH2 11.72 126.16 120.30
3 6-D 170 | TYR | CB-CG-CD2 | -11.71 113.97 121.00
1 4-A 469 | ARG NE-CZ-NH2 | -11.70 114.45 120.30
2 9-B 670 | ARG NE-CZ-NH2 | -11.69 114.45 120.30
2 2-B 816 | TYR | CB-CG-CD2 11.69 128.01 121.00
2 1-B 587 | PHE CB-CG-CD2 | -11.68 112.62 120.80
2 9-B 231 | TYR | CB-CG-CD2 | -11.67 114.00 121.00
3 2-C 387 | PHE | CB-CG-CD2 | 11.66 128.96 120.80
3 10-D 84 | ARG NE-CZ-NH2 | -11.66 114.47 120.30
2 6-B 187 | TYR | CB-CG-CD1 11.66 127.99 121.00
1 9-A 576 | ARG NE-CZ-NH2 | -11.64 114.48 120.30
2 10-B 433 | TYR | CB-CG-CD1 11.62 127.97 121.00
3 3-D 87 | PHE CB-CG-CD1 11.62 128.93 120.80
3 6-C 86 | PHE CB-CG-CD1 11.60 128.92 120.80
2 2-B 470 | TYR | CB-CG-CD2 | -11.60 114.04 121.00
3 2-C 170 | TYR | CB-CG-CD1 11.57 127.94 121.00
2 5-B 470 | TYR | CB-CG-CD2 | -11.55 114.07 121.00
1 5-A 657 | TYR | CB-CG-CD2 | -11.53 114.08 121.00
3 9-C 359 | ARG NE-CZ-NH1 11.53 126.06 120.30
2 4-B 359 | TYR | CB-CG-CD2 | -11.52 114.09 121.00
2 4-B 514 | ARG NE-CZ-NH2 | -11.52 114.54 120.30
2 8-B 475 | PHE CB-CG-CD1 11.52 128.87 120.80
1 4-A 193 | TYR | CB-CG-CD1 11.51 127.91 121.00
1 1-A 204 | ARG NE-CZ-NH2 11.49 126.05 120.30
1 5-A 197 | PHE CB-CG-CD2 | -11.48 112,77 120.80
3 5-C 86 | PHE CB-CG-CD2 | -11.48 112,77 120.80
2 2-B 264 | TYR | CB-CG-CD1 11.46 127.88 121.00
1 6-A 349 | ARG NE-CZ-NH1 11.45 126.03 120.30
3 2-C 46 | ARG NE-CZ-NH1 | -11.45 114.58 120.30
3 2-D 161 | ARG NE-CZ-NH1 11.40 126.00 120.30
2 7-B 393 | PHE CB-CG-CD2 | -11.39 112.83 120.80
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1 6-A 381 | PHE CB-CG-CD1 11.38 128.77 120.80
3 1-D 65 | ARG NE-CZ-NH1 11.36 125.98 120.30
3 9-C 315 | TYR | CB-CG-CD2 | -11.35 114.19 121.00
1 8-A 576 | ARG NE-CZ-NH2 | -11.33 114.63 120.30
3 5-C 20 | PHE | CB-CG-CD1 | 11.32 128.73 120.80
2 4-B 544 | ARG NE-CZ-NH1 11.32 125.96 120.30
3 1-C 161 | ARG NE-CZ-NH2 11.31 125.95 120.30
2 4-B 544 | ARG NE-CZ-NH2 | -11.29 114.65 120.30
3 6-D 413 | PHE CB-CG-CD2 | -11.27 112.91 120.80
3 8-C 341 | ARG NE-CZ-NH2 | -11.25 114.67 120.30
1 7-A 150 | TYR | CB-CG-CD1 11.24 127.75 121.00
1 4-A 597 | ARG NE-CZ-NH1 11.23 125.91 120.30
2 10-B 612 | ARG NE-CZ-NH1 11.22 125.91 120.30
3 6-C 445 | TYR | CB-CG-CD2 | -11.19 114.28 121.00
1 9-A 105 | PHE CB-CG-CD2 | -11.19 112.97 120.80
3 1-D 176 | ARG NE-CZ-NH1 11.19 125.89 120.30
3 2-C 161 | ARG NE-CZ-NH1 11.18 125.89 120.30
1 9-A 171 | ARG NE-CZ-NH2 | -11.17 114.71 120.30
2 2-B 328 | ARG NE-CZ-NH2 | -11.16 114.72 120.30
1 7-A 349 | ARG NE-CZ-NH2 11.16 125.88 120.30
2 1-B 514 | ARG NE-CZ-NH1 11.14 125.87 120.30
2 9-B 284 | TYR | CB-CG-CD1 |-11.12 114.33 121.00
2 10-B 187 | TYR | CB-CG-CD1 11.12 127.67 121.00
1 3-A 251 | PHE CB-CG-CD1 11.11 128.58 120.80
2 6-B 400 | TYR | CB-CG-CD2 | -11.11 114.33 121.00
2 1-B 670 | ARG NE-CZ-NH1 | -11.10 114.75 120.30
2 4-B 345 | TYR | CB-CG-CD2 | -11.10 114.34 121.00
3 9-D 84 | ARG NE-CZ-NH1 11.09 125.85 120.30
3 1-C 387 | PHE CB-CG-CD2 | -11.08 113.05 120.80
2 8-B 433 | TYR | CB-CG-CD1 11.07 127.64 121.00
2 2-B 345 | TYR | CB-CG-CD1 11.07 127.64 121.00
2 4-B 666 | ARG NE-CZ-NH1 11.06 125.83 120.30
2 7-B 599 | PHE CB-CG-CD2 | -11.06 113.06 120.80
1 6-A 709 | PHE CB-CG-CD1 11.06 128.54 120.80
3 4-C 359 | ARG NE-CZ-NH2 | -11.05 114.78 120.30
3 5-D 423 | PHE CB-CG-CD2 | -11.04 113.07 120.80
3 9-D 55 | ARG NE-CZ-NH2 | -11.04 114.78 120.30
1 8-A 582 | TYR | CB-CG-CD1 |-11.03 114.38 121.00
3 5-C 247 | TYR | CB-CG-CD2 | -11.03 114.38 121.00
2 6-B 429 | TYR | CB-CG-CD1 11.03 127.62 121.00
2 8-B 641 | PHE CB-CG-CD1 11.02 128.51 120.80
2 7-B 741 | PHE CB-CG-CD2 | -11.02 113.09 120.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 4-D 362 | TYR | CB-CG-CD2 | -11.01 114.40 121.00
1 5-A 102 | PHE CB-CG-CD2 | -11.01 113.10 120.80
2 3-B 600 | TYR | CB-CG-CD2 | -11.00 114.40 121.00
1 4-A 400 | ARG NE-CZ-NH2 | -10.97 114.81 120.30
2 2-B 411 | PHE | CB-CG-CD2 | -10.96 113.12 120.80
2 7-B 819 | PHE CB-CG-CD2 | -10.96 113.13 120.80
2 9-B 776 | TYR | CB-CG-CD2 | -10.96 114.42 121.00
2 9-B 816 | TYR | CB-CG-CD1 | -10.96 114.43 121.00
1 7-A 385 | MET CG-SD-CE -10.95 82.68 100.20
2 1-B 433 | TYR | CB-CG-CD1 | -10.95 114.43 121.00
2 10-B | 758 | TYR | CB-CG-CD2 | -10.94 114.43 121.00
1 9-A 636 | MET CG-SD-CE -10.93 82.72 100.20
3 5-C 84 | ARG NE-CZ-NH2 | -10.92 114.84 120.30
1 5-A 77 | TYR | CB-CG-CD2 | -10.92 114.45 121.00
1 7-A 657 | TYR | CB-CG-CD1 | -10.91 114.45 121.00
3 10-D | 362 | TYR | CB-CG-CD2 | -10.90 114.46 121.00
2 10-B 824 | TYR | CB-CG-CD1 10.90 127.54 121.00
3 2-C 176 | ARG NE-CZ-NH1 10.89 125.75 120.30
2 1-B 429 | TYR | CB-CG-CD2 | -10.88 114.47 121.00
3 2-D 359 | ARG NE-CZ-NH1 10.88 125.74 120.30
1 7-A 108 | ARG NE-CZ-NH2 | -10.88 114.86 120.30
3 3-D 427 | ARG NE-CZ-NH2 10.86 125.73 120.30
1 1-A 296 | TYR | CB-CG-CD2 | -10.86 114.48 121.00
2 1-B 599 | PHE CB-CG-CD2 | -10.86 113.20 120.80
2 5-B 439 | ARG NE-CZ-NH2 | -10.86 114.87 120.30
2 9-B 343 | TYR | CB-CG-CD2 | -10.86 114.49 121.00
2 10-B 299 | ARG NE-CZ-NH1 10.85 125.72 120.30
2 2-B 612 | ARG NE-CZ-NH1 10.83 125.72 120.30
2 6-B 846 | ARG NE-CZ-NH1 10.83 125.71 120.30
3 3-C 218 | ARG NE-CZ-NH2 | -10.81 114.89 120.30
1 9-A 604 | MET CG-SD-CE -10.81 82.91 100.20
2 2-B 216 | PHE CB-CG-CD2 | -10.80 113.24 120.80
3 9-D 133 | PHE | CB-CG-CD1 | 10.80 128.36 120.80
3 10-D 192 | ARG NE-CZ-NH2 | -10.79 114.91 120.30
2 3-B 827 | ARG NE-CZ-NH1 10.78 125.69 120.30
3 1-D 170 | TYR | CB-CG-CD2 | 10.78 127.47 121.00
3 6-D 114 | ARG NE-CZ-NH2 10.76 125.68 120.30
2 7-B 345 | TYR | CB-CG-CD1 10.75 127.45 121.00
2 9-B 776 | TYR | CB-CG-CD1 10.75 127.45 121.00
1 3-A 198 | ARG NE-CZ-NH1 10.73 125.66 120.30
3 8-C 133 | PHE CB-CG-CD2 | -10.72 113.29 120.80
1 5-A 261 | ASP CB-CG-OD2 | -10.72 108.65 118.30
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 9-D 176 | ARG NE-CZ-NH1 | -10.71 114.95 120.30
1 6-A 597 | ARG NE-CZ-NH2 | -10.69 114.95 120.30
1 8-A 251 | PHE | CB-CG-CD2 | -10.68 113.33 120.80
2 7-B 824 | TYR | CB-CG-CD2 10.67 127.40 121.00
1 3-A 450 | TYR | CB-CG-CD2 | -10.66 114.60 121.00
3 9-D 319 | TYR | CB-CG-CD2 | -10.66 114.60 121.00
2 6-B 600 | TYR | CB-CG-CD1 10.65 127.39 121.00
3 6-C 362 | TYR | CB-CG-CD2 | -10.65 114.61 121.00
1 1-A 262 | ARG NE-CZ-NH1 10.64 125.62 120.30
2 4-B 824 | TYR | CB-CG-CD1 10.62 127.37 121.00
2 5-B 236 | TYR | CB-CG-CD2 10.62 127.37 121.00
2 4-B 533 | ARG NE-CZ-NH1 10.61 125.61 120.30
2 7-B 612 | ARG NE-CZ-NH2 | -10.60 115.00 120.30
2 6-B 599 | PHE | CB-CG-CD2 | -10.59 113.39 120.80
3 2-D 83 | PHE CB-CG-CD1 10.57 128.20 120.80
1 8-A 627 | ARG NE-CZ-NH1 | -10.57 115.02 120.30
1 3-A 140 | TYR | CB-CG-CD2 10.56 127.34 121.00
3 5-C 87 | PHE CB-CG-CD2 | -10.56 113.41 120.80
3 8-C 279 | TYR | CB-CG-CD2 | -10.56 114.67 121.00
3 10-D | 282 | ASP CB-CG-OD1 | 10.56 127.80 118.30
3 5-D 387 | PHE CB-CG-CD1 10.55 128.18 120.80
2 9-B 312 | PHE CB-CG-CD1 10.55 128.18 120.80
3 4-D 387 | PHE CB-CG-CD1 10.54 128.18 120.80
3 3-C 427 | ARG NE-CZ-NH2 | -10.54 115.03 120.30
2 8-B 822 | ARG NE-CZ-NH1 10.53 125.56 120.30
1 7-A 775 | PHE CB-CG-CD1 10.53 128.17 120.80
2 7-B 488 | PHE CB-CG-CD2 | -10.52 113.44 120.80
3 10-D | 218 | ARG NE-CZ-NH1 10.50 125.55 120.30
1 5-A 479 | ARG NE-CZ-NH1 10.50 125.55 120.30
3 7-C 84 | ARG NE-CZ-NH1 10.50 125.55 120.30
1 8-A 171 | ARG NE-CZ-NH2 | -10.50 115.05 120.30
3 1-D 55 | ARG NE-CZ-NH1 10.49 125.55 120.30
1 4-A 627 | ARG NE-CZ-NH2 | -10.49 115.05 120.30
2 5-B 585 | ARG NE-CZ-NH2 | -10.49 115.05 120.30
2 10-B 293 | ARG NE-CZ-NH2 | -10.48 115.06 120.30
2 5-B 433 | TYR | CB-CG-CD1 10.47 127.28 121.00
2 1-B 183 | ASP CB-CG-OD2 | 10.45 127.71 118.30
2 4-B 342 | TYR | CB-CG-CD2 10.45 127.27 121.00
3 5-D 292 | TYR | CB-CG-CD1 | -10.44 114.73 121.00
1 9-A 704 | TYR | CB-CG-CD1 10.43 127.25 121.00
1 4-A 204 | ARG NE-CZ-NH2 | -10.42 115.09 120.30
2 6-B 190 | TYR | CB-CG-CD2 | -10.40 114.76 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 9-A 405 | PHE CB-CG-CD1 10.40 128.08 120.80
1 1-A 296 | TYR | CB-CG-CD1 10.39 127.24 121.00
3 10-C 243 | ARG NE-CZ-NH1 10.39 125.49 120.30
3 8-C 193 | ARG NE-CZ-NH2 | -10.39 115.11 120.30
2 5-B 411 | PHE | CB-CG-CD1 | 10.38 128.06 120.80
1 1-A 624 | ARG NE-CZ-NH2 | -10.38 115.11 120.30
1 1-A 453 | ASP CB-CG-OD2 | -10.36 108.97 118.30
2 4-B 593 | PHE | CB-CG-CD2 | -10.35 113.56 120.80
1 8-A 171 | ARG NE-CZ-NH1 10.35 125.47 120.30
3 7-D 90 | ARG NE-CZ-NH1 10.34 12547 120.30
1 8-A 78 | PHE | CB-CG-CD2 | -10.34 113.56 120.80
1 3-A 108 | ARG NE-CZ-NH2 | -10.34 115.13 120.30
3 9-D 437 | TYR | CB-CG-CD1 10.33 127.20 121.00
1 1-A 171 | ARG NE-CZ-NH1 | -10.32 115.14 120.30
3 7-D 244 | PHE CB-CG-CD1 10.32 128.02 120.80
2 9-B 816 | TYR | CB-CG-CD2 10.32 127.19 121.00
1 4-A 262 | ARG NE-CZ-NH2 | -10.32 115.14 120.30
3 3-C 247 | TYR | CB-CG-CD2 | -10.31 114.81 121.00
1 1-A 145 | PHE CB-CG-CD1 10.30 128.01 120.80
3 9-D 427 | ARG NE-CZ-NH2 | -10.30 115.15 120.30
3 9-C 341 | ARG NE-CZ-NH1 10.30 125.45 120.30
1 5-A 138 | PHE CB-CG-CD2 | -10.29 113.59 120.80
3 5-C 423 | PHE CB-CG-CD1 10.29 128.01 120.80
2 1-B 776 | TYR | CB-CG-CD1 10.29 127.17 121.00
1 8-A 767 | TYR | CB-CG-CD2 10.29 127.17 121.00
1 3-A 76 | ARG NE-CZ-NH1 10.28 125.44 120.30
2 8-B 526 | ARG NE-CZ-NH1 10.28 125.44 120.30
2 4-B 389 | ARG NE-CZ-NH1 10.26 125.43 120.30
2 10-B 598 | TYR | CB-CG-CD1 | -10.26 114.85 121.00
3 7-C 176 | ARG NE-CZ-NH1 10.25 125.43 120.30
2 5-B 839 | PHE CB-CG-CD1 10.25 127.97 120.80
2 7-B 819 | PHE CB-CG-CD1 10.22 127.95 120.80
2 6-B 816 | TYR | CB-CG-CD1 10.21 127.12 121.00
3 5-D 443 | ASP CB-CG-OD1 10.19 127.47 118.30
3 6-C 247 | TYR | CB-CG-CD2 | -10.20 114.88 121.00
2 9-B 299 | ARG NE-CZ-NH2 | -10.19 115.20 120.30
1 5-A 630 | ARG NE-CZ-NH2 | -10.18 115.21 120.30
1 9-A 776 | ARG NE-CZ-NH1 10.18 125.39 120.30
3 9-D 192 | ARG NE-CZ-NH1 10.17 125.38 120.30
3 10-C 249 | TYR | CD1-CE1-CZ | 10.15 128.94 119.80
2 5-B 652 | TYR | CB-CG-CD2 | -10.15 114.91 121.00
3 10-C | 362 | TYR | CB-CG-CD2 | -10.15 114.91 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 1-A 116 | TYR | CB-CG-CD1 10.14 127.09 121.00
3 6-C 341 | ARG NE-CZ-NH2 | -10.14 115.23 120.30
2 9-B 583 | TYR | CB-CG-CD1 10.14 127.08 121.00
1 3-A 349 | ARG NE-CZ-NH1 10.13 125.36 120.30
3 9-C 176 | ARG NE-CZ-NH2 | -10.12 115.24 120.30
1 2-A 398 | TYR | CB-CG-CD1 | -10.11 114.94 121.00
3 1-C 160 | ASP CB-CG-OD1 | 10.10 127.39 118.30
1 4-A 594 | TYR | CB-CG-CD2 | -10.10 114.94 121.00
1 9-A 691 | ASP CB-CG-OD1 | -10.09 109.22 118.30
1 1-A 74 | TYR | CB-CG-CD1 | 10.09 127.05 121.00
3 4-D 54 | PHE CB-CG-CD2 | -10.09 113.74 120.80
3 7-C 407 | TYR | CB-CG-CD2 | 10.08 127.05 121.00
1 10-A | 594 | TYR | CB-CG-CD1 10.07 127.05 121.00
3 7-D 161 | ARG NE-CZ-NH1 10.07 125.33 120.30
2 5-B 758 | TYR | CB-CG-CD1 | -10.06 114.96 121.00
1 8-A 349 | ARG NE-CZ-NH1 10.06 125.33 120.30
1 3-A 251 | PHE | CB-CG-CD2 | -10.06 113.76 120.80
2 2-B 187 | TYR | CB-CG-CD2 | -10.05 114.97 121.00
2 2-B 638 | ARG NE-CZ-NH1 10.05 125.33 120.30
2 5-B 293 | ARG NE-CZ-NH2 | -10.04 115.28 120.30
3 5-D 362 | TYR | CB-CG-CD1 10.04 127.03 121.00
1 6-A 458 | TYR | CB-CG-CD1 | -10.03 114.98 121.00
2 9-B 187 | TYR | CB-CG-CD2 | -10.03 114.98 121.00
3 5-C 170 | TYR | CB-CG-CD2 10.02 127.01 121.00
3 8-D 341 | ARG NE-CZ-NH2 | -10.02 115.29 120.30
3 5-C 249 | TYR | CB-CG-CD2 | -10.02 114.99 121.00
3 1-C 223 | ASP CB-CG-OD2 | -10.01 109.29 118.30
3 1-C 437 | TYR | CB-CG-CD2 | -10.01 115.00 121.00
2 1-B 741 | PHE | CB-CG-CD2 | -10.01 113.80 120.80
2 1-B 285 | ARG NE-CZ-NH2 10.00 125.30 120.30
2 3-B 312 | PHE | CB-CG-CD1 | -10.00 113.80 120.80
2 6-B 592 | ARG NE-CZ-NH1 10.00 125.30 120.30
2 6-B 846 | ARG NE-CZ-NH2 -9.99 115.31 120.30
2 2-B 356 | ARG NE-CZ-NH2 -9.97 115.31 120.30
2 5-B 514 | ARG NE-CZ-NH1 9.96 125.28 120.30
3 4-C 131 | ASP CB-CG-OD1 9.95 127.25 118.30
3 5-C 247 | TYR | CB-CG-CD1 9.95 126.97 121.00
2 7-B 362 | PHE CB-CG-CD2 -9.94 113.84 120.80
1 1-A 327 | ARG NE-CZ-NH2 -9.93 115.34 120.30
3 1-C 398 | PHE | CB-CG-CD1 9.93 127.75 120.80
3 8-D 87 | PHE | CB-CG-CD1 -9.93 113.85 120.80
1 3-A 325 | PHE | CB-CG-CD1 -9.92 113.86 120.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 9-A 664 | ARG NE-CZ-NH2 -9.92 115.34 120.30
2 2-B 819 | PHE CB-CG-CD1 9.92 127.74 120.80
3 6-C 316 | PHE CB-CG-CD1 9.91 127.74 120.80
2 2-B 328 | ARG NE-CZ-NH1 9.91 125.25 120.30
1 3-A 144 | ARG | NE-CZ-NH2 -9.90 115.35 120.30
1 4-A 793 | PHE | CB-CG-CD2 9.90 127.73 120.80
2 4-B 585 | ARG NE-CZ-NH1 -9.90 115.35 120.30
3 1-D 176 | ARG NE-CZ-NH2 -9.90 115.35 120.30
1 6-A 562 | PHE | CB-CG-CD2 9.90 127.73 120.80
2 6-B 438 | TYR | CB-CG-CD1 -9.87 115.08 121.00
3 4-D 295 | MET CG-SD-CE -9.87 84.42 100.20
1 7-A 486 | PHE | CB-CG-CD2 9.86 127.70 120.80
3 2-D 114 | ARG NE-CZ-NH2 9.86 125.23 120.30
1 4-A 279 | TYR | CB-CG-CD1 -9.84 115.10 121.00
3 5-C 86 | PHE | CB-CG-CD1 9.83 127.68 120.80
1 9-A 646 | TYR | CB-CG-CD1 -9.83 115.10 121.00
3 1-D 161 | ARG NE-CZ-NH2 -9.82 115.39 120.30
1 4-A 410 | PHE | CB-CG-CD2 | -9.82 113.92 120.80
1 6-A 438 | PHE | CB-CG-CD1 9.82 127.67 120.80
1 6-A 92 | PHE | CB-CG-CD2 | -9.81 113.93 120.80
1 6-A 478 | MET CG-SD-CE -9.80 84.52 100.20
1 2-A 116 | TYR | CB-CG-CD2 -9.80 115.12 121.00
3 8-D 272 | PHE CB-CG-CD2 -9.80 113.94 120.80
2 5-B 824 | TYR | CB-CG-CD2 -9.79 115.12 121.00
2 8-B 409 | TYR | CB-CG-CD1 -9.79 115.12 121.00
2 9-B 731 | PHE CB-CG-CD2 -9.79 113.94 120.80
2 1-B 612 | ARG NE-CZ-NH2 -9.77 115.41 120.30
1 4-A 137 | ARG NE-CZ-NH2 -9.77 115.41 120.30
2 4-B 652 | TYR | CB-CG-CD1 -9.77 115.14 121.00
1 10-A 121 | ARG NE-CZ-NH1 -9.77 115.42 120.30
1 6-A 197 | PHE | CB-CG-CD2 | -9.76 113.97 120.80
2 2-B 468 | PHE | CB-CG-CD1 -9.75 113.98 120.80
3 8-D 192 | ARG NE-CZ-NH2 9.74 125.17 120.30
3 1-C 55 | ARG NE-CZ-NH2 -9.73 115.43 120.30
2 9-B 359 | TYR | CB-CG-CD1 9.72 126.83 121.00
2 2-B 475 | PHE | CB-CG-CD2 | -9.71 114.00 120.80
3 3-C 243 | ARG NE-CZ-NH1 9.67 125.14 120.30
1 3-A 102 | PHE | CB-CG-CD2 | -9.67 114.03 120.80
1 7-A 400 | ARG NE-CZ-NH1 9.67 125.13 120.30
2 5-B 300 | PHE | CB-CG-CD1 9.67 127.57 120.80
1 8-A 791 | PHE CB-CG-CD1 -9.67 114.03 120.80
3 5-D 136 | PHE | CB-CG-CD1 9.66 127.56 120.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 4-D 423 | PHE CB-CG-CD2 -9.65 114.05 120.80
1 7-A 138 | PHE | CB-CG-CD2 9.64 127.55 120.80
1 9-A 171 | ARG NE-CZ-NH1 9.63 125.12 120.30
2 8-B 284 | TYR | CB-CG-CD1 -9.62 115.23 121.00
3 1-C 329 | ARG NE-CZ-NH1 9.62 125.11 120.30
2 4-B 824 | TYR | CB-CG-CD2 -9.61 115.23 121.00
2 4-B 187 | TYR | CG-CD1-CE1 | -9.60 113.62 121.30
2 2-B 312 | PHE | CB-CG-CD1 9.58 127.51 120.80
1 5-A 458 | TYR | CB-CG-CD1 9.58 126.75 121.00
1 10-A | 633 | HIS CA-CB-CG 9.58 129.88 113.60
1 6-A 193 | TYR | CB-CG-CD2 -9.57 115.25 121.00
1 8-A 393 | TYR | CB-CG-CD1 -9.57 115.26 121.00
1 5-A 381 | PHE | CB-CG-CD1 9.56 127.50 120.80
1 5-A 623 | ARG NE-CZ-NH2 -9.56 115.52 120.30
2 9-B 319 | PHE CB-CG-CD1 9.56 127.49 120.80
2 7-B 295 | ARG NE-CZ-NH2 -9.55 115.52 120.30
2 9-B 839 | PHE CB-CG-CD1 9.55 127.49 120.80
3 6-C 398 | PHE CB-CG-CD2 -9.55 114.12 120.80
3 7-D 272 | PHE CB-CG-CD2 -9.55 114.12 120.80
3 6-C 443 | ASP CB-CG-OD1 9.54 126.89 118.30
1 6-A 588 | TYR | CB-CG-CD1 9.54 126.72 121.00
3 10-C | 329 | ARG NE-CZ-NH1 9.54 125.07 120.30
2 5-B 772 | PHE CB-CG-CD1 9.54 127.47 120.80
2 8-B 319 | PHE CB-CG-CD2 -9.54 114.13 120.80
1 6-A 381 | PHE CB-CG-CD2 -9.53 114.13 120.80
3 2-D 267 | PHE CB-CG-CD2 -9.52 114.13 120.80
1 6-A 663 | TYR | CB-CG-CD1 9.51 126.71 121.00
1 3-A 410 | PHE CB-CG-CD1 9.51 127.45 120.80
3 8-C 78 ASP CB-CG-OD2 | -9.51 109.75 118.30
3 5-D 267 | PHE CB-CG-CD1 9.50 127.45 120.80
1 10-A | 795 | ASP CB-CG-OD1 9.50 126.85 118.30
3 5-D 267 | PHE CB-CG-CD2 -9.50 114.15 120.80
2 4-B 666 | ARG NE-CZ-NH2 -9.50 115.55 120.30
3 8-C 437 | TYR | CB-CG-CD2 -9.50 115.30 121.00
3 1-D 315 | TYR | CB-CG-CD2 -9.49 115.30 121.00
1 9-A 624 | ARG NE-CZ-NH1 9.49 125.05 120.30
2 8-B 295 | ARG NE-CZ-NH2 -9.49 115.56 120.30
2 7-B 295 | ARG NE-CZ-NH1 9.48 125.04 120.30
3 7-C 244 | PHE CB-CG-CD1 9.48 127.44 120.80
3 8-C 217 | PHE CB-CG-CD1 -9.48 114.16 120.80
3 3-C 34 ASP CB-CG-OD1 9.48 126.83 118.30
1 6-A 107 | ARG NE-CZ-NH1 9.47 125.03 120.30
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2 7-B 200 | PHE CB-CG-CD2 -9.47 114.17 120.80
2 7-B 599 | PHE CB-CG-CD1 9.46 127.42 120.80
3 7-C 319 | TYR | CB-CG-CD2 9.45 126.67 121.00
3 1-D 387 | PHE CB-CG-CD2 -9.45 114.19 120.80
2 8-B 544 | ARG NE-CZ-NH2 -9.44 115.58 120.30
3 1-D 315 | TYR | CB-CG-CD1 9.44 126.66 121.00
2 6-B 295 | ARG NE-CZ-NH1 9.44 125.02 120.30
3 1-C 279 | TYR | CB-CG-CD2 -9.44 115.34 121.00
2 6-B 533 | ARG NE-CZ-NH2 -9.44 115.58 120.30
1 3-A 587 | ARG NE-CZ-NH1 9.43 125.02 120.30
3 1-D 333 | ARG NE-CZ-NH2 -9.43 115.59 120.30
2 5-B 652 | TYR | CB-CG-CD1 9.43 126.66 121.00
1 7-A 627 | ARG NE-CZ-NH1 9.42 125.01 120.30
3 2-D 437 | TYR | CB-CG-CD2 -9.41 115.35 121.00
1 10-A | 349 | ARG NE-CZ-NH2 -9.40 115.60 120.30
2 3-B 776 | TYR | CB-CG-CD1 9.40 126.64 121.00
3 9-C 279 | TYR | CB-CG-CD1 9.40 126.64 121.00
3 2-D 59 | ARG NE-CZ-NH1 9.39 125.00 120.30
3 7-C 411 | ASP CB-CG-0OD2 9.39 126.75 118.30
2 8-B 587 | PHE CB-CG-CD2 -9.38 114.23 120.80
2 9-B 651 | TYR | CB-CG-CD2 9.38 126.63 121.00
1 3-A 262 | ARG NE-CZ-NH1 9.38 124.99 120.30
3 7-D 55 | ARG NE-CZ-NH2 -9.35 115.63 120.30
3 7-C 362 | TYR | CB-CG-CD2 -9.34 115.39 121.00
3 7-C 407 | TYR | CB-CG-CD1 -9.33 115.40 121.00
2 8-B 236 | TYR | CB-CG-CD2 -9.33 115.40 121.00
3 2-D 445 | TYR | CB-CG-CD2 -9.32 115.41 121.00
1 10-A | 793 | PHE CB-CG-CD2 -9.32 114.28 120.80
1 10-A | 116 | TYR N-CA-CB 9.30 127.34 110.60
2 10-B 520 | VAL CA-CB-CG2 9.29 124.84 110.90
2 9-B 612 | ARG NE-CZ-NH1 9.29 124.94 120.30
1 7-A 410 | PHE CB-CG-CD2 -9.28 114.30 120.80
2 9-B 288 | TYR | CB-CG-CD2 -9.28 115.43 121.00
1 6-A 171 | ARG NE-CZ-NH2 9.28 124.94 120.30
2 9-B 242 | ARG NE-CZ-NH2 -9.27 115.67 120.30
1 3-A 160 | ARG NE-CZ-NH1 9.26 124.93 120.30
3 9-D 65 | ARG NE-CZ-NH1 -9.26 115.67 120.30
3 5-D 403 | PHE CB-CG-CD2 -9.25 114.33 120.80
2 8-B 633 | ARG NE-CZ-NH2 -9.24 115.68 120.30
3 9-C 341 | ARG NE-CZ-NH2 -9.24 115.68 120.30
1 1-A 145 | PHE CB-CG-CD2 -9.23 114.33 120.80
2 9-B 187 | TYR | CB-CG-CD1 9.23 126.54 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 3-D 162 | TYR | CB-CG-CD1 -9.22 115.47 121.00
1 9-A 597 | ARG NE-CZ-NH1 -9.22 115.69 120.30
2 4-B 393 | PHE CB-CG-CD2 -9.22 114.34 120.80
1 10-A | 251 | PHE CB-CG-CD1 9.22 127.25 120.80
3 10-C | 162 | TYR | CB-CG-CD2 | -9.22 115.47 121.00
1 6-A 203 | ARG NE-CZ-NH1 9.22 124.91 120.30
2 10-B 345 | TYR | CB-CG-CD1 9.21 126.53 121.00
3 7-C 170 | TYR | CB-CG-CD2 -9.21 115.47 121.00
2 6-B 514 | ARG NE-CZ-NH2 -9.21 115.69 120.30
2 9-B 453 | TYR | CB-CG-CD2 9.20 126.52 121.00
2 3-B 651 | TYR | CB-CG-CD1 9.19 126.52 121.00
1 4-A 469 | ARG NE-CZ-NH1 9.19 124.89 120.30
1 8-A 568 | TYR | CG-CD2-CE2 | -9.18 113.95 121.30
1 3-A 171 | ARG NE-CZ-NH1 9.18 124.89 120.30
1 5-A 450 | TYR | CB-CG-CD2 -9.18 115.49 121.00
2 2-B 409 | TYR | CB-CG-CD1 9.18 126.51 121.00
3 3-D 430 | VAL CA-CB-CG1 -9.18 97.14 110.90
3 6-C 124 | ASP CB-CG-OD1 -9.18 110.04 118.30
1 4-A 639 | PHE CB-CG-CD2 -9.17 114.38 120.80
1 10-A 105 | PHE CB-CG-CD1 -9.17 114.38 120.80
3 8-D 53 | PHE CB-CG-CD2 -9.16 114.39 120.80
2 10-B 599 | PHE CB-CG-CD1 9.16 127.21 120.80
2 10-B 776 | TYR | CB-CG-CD1 9.16 126.49 121.00
3 3-D 84 | ARG NE-CZ-NH2 9.14 124.87 120.30
2 1-B 514 | ARG NE-CZ-NH2 -9.14 115.73 120.30
3 7-D 407 | TYR | CB-CG-CD1 -9.14 115.52 121.00
3 7-C 398 | PHE CB-CG-CD2 -9.13 114.41 120.80
3 9-C 445 | TYR | CB-CG-CD1 -9.13 115.52 121.00
1 9-A 112 | TYR | CB-CG-CD2 -9.12 115.53 121.00
3 3-D 193 | ARG NE-CZ-NH1 9.11 124.85 120.30
3 3-D 256 | TYR | CB-CG-CD2 -9.11 115.53 121.00
2 10-B 342 | TYR | CB-CG-CD1 9.11 126.47 121.00
3 6-C 55 | ARG NE-CZ-NH2 -9.11 115.75 120.30
3 8-C 445 | TYR | CB-CG-CD2 -9.11 115.54 121.00
2 8-B 190 | TYR | CB-CG-CD1 9.10 126.46 121.00
1 3-A 706 | PHE CB-CG-CD1 -9.10 114.43 120.80
3 6-C 249 | TYR | CB-CG-CD2 -9.09 115.54 121.00
3 4-C 109 | TYR | CB-CG-CD2 -9.09 115.55 121.00
2 6-B 827 | ARG NE-CZ-NH2 -9.09 115.75 120.30
1 10-A | 594 | TYR | CB-CG-CD2 -9.09 115.55 121.00
3 6-D 437 | TYR | CB-CG-CD1 9.09 126.45 121.00
1 10-A | 251 | PHE CB-CG-CD2 -9.09 114.44 120.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 10-C | 403 | PHE CB-CG-CD1 -9.09 114.44 120.80
3 5-D 292 | TYR | CB-CG-CD2 9.08 126.45 121.00
3 9-D 314 | THR | CA-CB-CG2 | -9.08 99.68 112.40
1 4-A 714 | ARG NE-CZ-NH1 -9.08 115.76 120.30
3 3-D 173 | PHE | CB-CG-CD1 9.08 127.15 120.80
1 2-A 687 | ARG NE-CZ-NH1 9.07 124.84 120.30
3 7-C 161 | ARG NE-CZ-NH1 9.06 124.83 120.30
3 7-D 427 | ARG NE-CZ-NH1 9.05 124.83 120.30
1 5-A 793 | PHE CB-CG-CD1 9.05 127.14 120.80
1 3-A 102 | PHE CB-CG-CD1 9.05 127.13 120.80
3 6-D 329 | ARG NE-CZ-NH2 9.04 124.82 120.30
1 6-A 639 | PHE CB-CG-CD2 9.04 127.13 120.80
2 9-B 200 | PHE CB-CG-CD2 -9.04 114.47 120.80
1 5-A 74 | TYR | CB-CG-CD1 -9.04 115.58 121.00
1 5-A 102 | PHE CB-CG-CD1 9.03 127.12 120.80
3 9-C 87 | PHE CB-CG-CD2 -9.03 114.48 120.80
3 5-D 247 | TYR | CZ-CE2-CD2 | -9.02 111.68 119.80
3 10-C 50 | THR | CA-CB-CG2 | -9.02 99.77 112.40
3 8-D 403 | PHE CB-CG-CD2 -9.01 114.49 120.80
2 10-B 242 | ARG NE-CZ-NH2 9.01 124.81 120.30
2 3-B 379 | TYR | CB-CG-CD2 -9.01 115.59 121.00
1 6-A 451 | ARG NE-CZ-NH2 -9.01 115.80 120.30
3 3-C 65 | ARG NE-CZ-NH1 9.01 124.80 120.30
3 4-D 341 | ARG NE-CZ-NH1 9.00 124.80 120.30
1 9-A 775 | PHE CB-CG-CD2 -9.00 114.50 120.80
3 1-D 272 | PHE CB-CG-CD2 -9.00 114.50 120.80
1 7-A 426 | PHE CB-CG-CD2 -8.99 114.51 120.80
1 7-A 372 | ASP CB-CG-OD2 8.99 126.39 118.30
1 8-A 204 | ARG NE-CZ-NH1 8.98 124.79 120.30
1 4-A 646 | TYR | CB-CG-CD1 -8.98 115.61 121.00
1 8-A 193 | TYR | CB-CG-CD1 8.97 126.38 121.00
3 5-D 192 | ARG NE-CZ-NH2 -8.96 115.82 120.30
3 9-D 162 | TYR | CB-CG-CD2 -8.96 115.62 121.00
1 3-A 393 | TYR | CB-CG-CD1 -8.96 115.63 121.00
2 3-B 609 | ASP CB-CG-0OD2 -8.96 110.24 118.30
2 5-B 580 | ARG NE-CZ-NH2 -8.96 115.82 120.30
2 10-B | 225 | PHE | CB-CG-CD1 8.96 127.07 120.80
1 1-A 131 | PHE | CB-CG-CDl1 8.95 127.06 120.80
1 7-A 633 | HIS CA-CB-CG 8.95 128.81 113.60
2 8-B 641 | PHE CB-CG-CD2 -8.94 114.54 120.80
1 3-A 663 | TYR | CB-CG-CD2 -8.94 115.64 121.00
3 4-D 394 | PHE CB-CG-CD2 -8.94 114.55 120.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 6-C 427 | ARG NE-CZ-NH2 -8.94 115.83 120.30
3 3-D 88 ASP CB-CG-OD1 -8.93 110.26 118.30
1 5-A 438 | PHE | CB-CG-CD1 8.93 127.05 120.80
1 4-A 614 | TYR | CB-CG-CD2 8.92 126.35 121.00
3 3-D 84 | ARG NE-CZ-NH1 -8.91 115.85 120.30
2 7-B 342 | TYR | CB-CG-CD2 8.90 126.34 121.00
1 8-A 296 | TYR | CB-CG-CD2 -8.90 115.66 121.00
1 5-A 123 | TYR | CD1-CE1-CZ 8.89 127.80 119.80
3 7-C 46 | ARG NE-CZ-NH1 8.88 124.74 120.30
3 7-D 247 | TYR | CB-CG-CD2 -8.88 115.67 121.00
2 3-B 312 | PHE CB-CG-CD2 8.88 127.01 120.80
2 7-B 816 | TYR | CB-CG-CD1 -8.88 115.67 121.00
2 3-B 816 | TYR | CB-CG-CD2 -8.87 115.68 121.00
3 6-D 427 | ARG NE-CZ-NH2 -8.87 115.86 120.30
3 7-D 316 | PHE CB-CG-CD1 8.87 127.01 120.80
1 10-A 157 | ARG NE-CZ-NH1 8.87 124.73 120.30
3 1-C 87 | PHE | CB-CG-CDl1 8.86 127.00 120.80
2 9-B 839 | PHE CB-CG-CD2 -8.86 114.60 120.80
3 5-D 275 | PHE | CB-CG-CD1 8.86 127.00 120.80
1 7-A 714 | ARG NE-CZ-NH1 8.86 124.73 120.30
1 9-A 413 | TYR | CB-CG-CD1 8.85 126.31 121.00
2 10-B 580 | ARG NE-CZ-NH2 8.85 124.72 120.30
3 1-C 170 | TYR | CB-CG-CD1 -8.84 115.70 121.00
1 8-A 108 | ARG NE-CZ-NH1 8.83 124.72 120.30
2 1-B 587 | PHE | CB-CG-CD1 8.83 126.98 120.80
2 5-B 415 | TYR | CB-CG-CD1 8.83 126.30 121.00
2 4-B 470 | TYR | CG-CD1-CE1l 8.82 128.36 121.30
3 4-D 362 | TYR | CB-CG-CD1 8.82 126.29 121.00
3 5-D 173 | PHE CB-CG-CD2 8.82 126.97 120.80
1 6-A 704 | TYR | CB-CG-CD2 -8.82 115.71 121.00
3 4-D 161 | ARG NE-CZ-NH2 -8.82 115.89 120.30
1 7-A 647 | PHE CB-CG-CD2 -8.82 114.63 120.80
2 10-B 335 | PHE CB-CG-CD1 -8.82 114.63 120.80
1 7-A 393 | TYR | CB-CG-CD1 -8.81 115.71 121.00
1 5-A 360 | SER C-N-CA 8.81 143.73 121.70
3 7-C 54 | PHE CB-CG-CD1 -8.81 114.63 120.80
3 2-C 279 | TYR | CB-CG-CD1 8.80 126.28 121.00
1 3-A 410 | PHE CB-CG-CD2 -8.81 114.64 120.80
3 2-D 41 ASP CB-CG-OD1 | -8.80 110.38 118.30
3 3-C 87 | PHE | CB-CG-CD2 8.80 126.96 120.80
1 4-A 108 | ARG NE-CZ-NH1 8.80 124.70 120.30
1 2-A 623 | ARG NE-CZ-NH2 -8.80 115.90 120.30

WO RLDWIDE

PROTEIN DATA BANK

Continued on next page...



Page 93

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 5-A 168 | PHE CB-CG-CD1 -8.79 114.65 120.80
1 6-A 400 | ARG NE-CZ-NH2 -8.78 115.91 120.30
1 6-A 663 | TYR | CB-CG-CD2 | -8.78 115.73 121.00
2 10-B 824 | TYR | CB-CG-CD2 -8.77 115.74 121.00
3 6-C 292 | TYR | CB-CG-CD1 8.77 126.26 121.00
3 6-D 267 | PHE CB-CG-CD1 8.76 126.94 120.80
3 3-C 358 | ARG NE-CZ-NH2 8.76 124.68 120.30
3 8-C 394 | PHE | CB-CG-CD1 8.76 126.93 120.80
3 9-C 176 | ARG NE-CZ-NH1 8.76 124.68 120.30
1 7-A 198 | ARG NE-CZ-NH2 -8.75 115.93 120.30
1 2-A 372 | ASP CB-CG-0OD1 -8.74 110.43 118.30
3 8-C 398 | PHE CB-CG-CD2 -8.74 114.68 120.80
1 10-A 168 | PHE CB-CG-CD1 8.74 126.92 120.80
2 10-B 380 | HIS CA-CB-CG 8.74 128.46 113.60
2 5-B 285 | ARG NE-CZ-NH2 -8.73 115.93 120.30
1 3-A 161 | ASP CB-CG-0OD2 -8.73 110.44 118.30
2 1-B 666 | ARG NE-CZ-NH2 -8.73 115.94 120.30
3 6-D 315 | TYR | CG-CD1-CEl1 | -8.73 114.32 121.30
3 1-D 65 | ARG NE-CZ-NH2 -8.73 115.94 120.30
2 5-B 585 | ARG NE-CZ-NH1 8.73 124.66 120.30
3 9-C 59 | ARG NE-CZ-NH1 8.73 124.66 120.30
1 5-A 413 | TYR | CZ-CE2-CD2 | -8.72 111.95 119.80
2 8-B 438 | TYR | CG-CD1-CE1 | -8.72 114.32 121.30
3 10-D | 387 | PHE CB-CG-CD2 -8.72 114.69 120.80
1 7-A 395 | ASP CB-CG-OD1 8.71 126.14 118.30
3 7-C 87 | PHE CB-CG-CD2 -8.71 114.70 120.80
3 2-D 41 ASP CB-CG-0OD2 8.71 126.14 118.30
2 1-B 816 | TYR | CB-CG-CD2 -8.71 115.78 121.00
3 3-D 292 | TYR | CB-CG-CD1 -8.71 115.78 121.00
3 6-C 133 | PHE CB-CG-CD2 -8.70 114.71 120.80
1 7-A 102 | PHE | CB-CG-CDl1 8.70 126.89 120.80
3 7-C 109 | TYR | CB-CG-CD1 -8.70 115.78 121.00
2 9-B 526 | ARG NE-CZ-NH2 8.70 124.65 120.30
3 1-C 341 | ARG NE-CZ-NH1 -8.69 115.95 120.30
2 5-B 526 | ARG NE-CZ-NH1 8.69 124.64 120.30
3 10-C | 335 | MET CG-SD-CE -8.69 86.30 100.20
1 6-A 296 | TYR | CB-CG-CD1 -8.69 115.79 121.00
3 7-D 279 | TYR | CB-CG-CD1 8.68 126.21 121.00
2 7-B 433 | TYR | CB-CG-CD1 -8.68 115.79 121.00
2 7-B 583 | TYR | CB-CG-CD1 8.68 126.21 121.00
3 6-C 243 | ARG NE-CZ-NH2 8.67 124.64 120.30
3 7-C 44 | THR | CA-CB-CG2 -8.67 100.26 112.40
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 5-D 387 | PHE CB-CG-CD2 -8.67 114.73 120.80
2 1-B 580 | ARG NE-CZ-NH1 -8.66 115.97 120.30
1 6-A 588 | TYR | CB-CG-CD2 -8.66 115.81 121.00
1 2-A 190 | TYR | CB-CG-CD1 8.66 126.19 121.00
2 10-B | 264 | TYR | CD1-CE1-CZ | -8.66 112.01 119.80
1 8-A 703 | VAL CA-CB-CG2 8.65 123.88 110.90
2 1-B 345 | TYR | CG-CD1-CE1 | -8.65 114.38 121.30
1 5-A 150 | TYR | CB-CG-CD1 -8.65 115.81 121.00
2 4-B 288 | TYR | CB-CG-CD1 -8.65 115.81 121.00
2 7-B 776 | TYR | CB-CG-CD1 8.65 126.19 121.00
1 4-A 123 | TYR | CB-CG-CD2 8.64 126.18 121.00
1 6-A 140 | TYR | CB-CG-CD2 -8.64 115.82 121.00
3 8-C 335 | MET CG-SD-CE -8.64 86.38 100.20
2 9-B 343 | TYR | CB-CG-CD1 8.63 126.18 121.00
1 5-A 413 | TYR | CB-CG-CD2 8.63 126.18 121.00
2 7-B 231 | TYR | CB-CG-CD1 -8.62 115.83 121.00
3 3-C 403 | PHE CB-CG-CD1 -8.62 114.77 120.80
3 9-C 319 | TYR | CB-CG-CD2 -8.62 115.83 121.00
3 3-D 20 | PHE CB-CG-CD2 -8.62 114.77 120.80
3 5-D 249 | TYR | CB-CG-CD1 -8.62 115.83 121.00
2 6-B 409 | TYR | CB-CG-CD2 -8.62 115.83 121.00
1 8-A 284 | TYR | CB-CG-CD1 -8.62 115.83 121.00
2 10-B | 335 | PHE | CB-CG-CD2 8.62 126.83 120.80
1 4-A 190 | TYR | CB-CG-CD2 -8.61 115.83 121.00
2 2-B 776 | TYR | CB-CG-CD2 -8.61 115.84 121.00
3 2-C 205 | ASP CB-CG-0OD2 8.60 126.04 118.30
3 10-C 185 | TYR | CB-CG-CD2 -8.60 115.84 121.00
1 9-A 646 | TYR | CB-CG-CD2 8.60 126.16 121.00
3 10-C 68 | MET CG-SD-CE -8.60 86.44 100.20
1 8-A 193 | TYR | CB-CG-CD2 -8.59 115.85 121.00
1 2-A 663 | TYR | CB-CG-CD2 8.58 126.15 121.00
2 5-B 319 | PHE CB-CG-CD2 -8.58 114.79 120.80
1 1-A 334 | ASP CB-CG-OD1 | -8.58 110.58 118.30
1 5-A 413 | TYR | CG-CD2-CE2 | 8.58 128.16 121.30
2 3-B 741 | PHE CB-CG-CD2 -8.57 114.80 120.80
2 1-B 661 | PHE | CB-CG-CD2 | -8.57 114.80 120.80
1 3-A 150 | TYR | CZ-CE2-CD2 8.56 127.51 119.80
1 10-A 168 | PHE CB-CG-CD2 -8.56 114.81 120.80
2 10-B 612 | ARG NE-CZ-NH2 -8.54 116.03 120.30
1 9-A 794 | TYR | CB-CG-CD2 -8.54 115.88 121.00
2 4-B 514 | ARG NE-CZ-NH1 8.53 124.56 120.30
1 5-A 458 | TYR | CB-CG-CD2 -8.53 115.88 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 9-D 86 | PHE CB-CG-CD2 -8.53 114.83 120.80
3 7-D 329 | ARG NE-CZ-NH1 8.52 124.56 120.30
1 1-A 74 | TYR | CB-CG-CD2 -8.52 115.89 121.00
1 8-A 137 | ARG NE-CZ-NH1 8.52 124.56 120.30
2 1-B 356 | ARG NE-CZ-NH2 -8.51 116.05 120.30
1 8-A 458 | TYR | CB-CG-CD1 8.51 126.10 121.00
3 4-D 20 | PHE CB-CG-CD2 -8.50 114.85 120.80
3 4-D 136 | PHE | CB-CG-CD1 8.50 126.75 120.80
3 8-D 421 | ASP CB-CG-0OD2 8.50 125.95 118.30
3 9-C 437 | TYR | CB-CG-CD1 -8.50 115.90 121.00
2 10-B 187 | TYR | CB-CG-CD2 -8.50 115.90 121.00
1 2-A 190 | TYR | CB-CG-CD2 -8.49 115.90 121.00
1 9-A 117 | MET CG-SD-CE -8.49 86.61 100.20
2 5-B 816 | TYR | CG-CD2-CE2 | 8.49 128.09 121.30
2 6-B 187 | TYR | CB-CG-CD2 -8.49 115.91 121.00
1 9-A 393 | TYR | CB-CG-CD2 -8.49 115.91 121.00
1 1-A 614 | TYR | CG-CD1-CE1 8.48 128.09 121.30
1 1-A 410 | PHE | CB-CG-CD2 | -8.48 114.86 120.80
3 1-D 83 | PHE CB-CG-CD2 -8.48 114.86 120.80
2 4-B 471 | ARG NE-CZ-NH1 8.48 124.54 120.30
2 3-B 666 | ARG NE-CZ-NH1 8.48 124.54 120.30
3 6-C 362 | TYR | CB-CG-CD1 8.48 126.09 121.00
1 8-A 182 | VAL CA-CB-CG2 8.48 123.62 110.90
3 9-D 423 | PHE | CB-CG-CD2 8.48 126.73 120.80
1 6-A 336 | ASP CB-CG-OD1 8.47 125.93 118.30
3 7-D 359 | ARG NE-CZ-NH2 -8.47 116.06 120.30
1 7-A 251 | PHE | CB-CG-CD1 8.47 126.73 120.80
3 5-C 109 | TYR | CB-CG-CD2 -8.47 115.92 121.00
2 7-B 200 | PHE CB-CG-CD1 8.46 126.72 120.80
2 4-B 243 | MET CG-SD-CE -8.46 86.66 100.20
3 6-D 249 | TYR | CG-CD1-CE1 8.46 128.07 121.30
2 10-B 231 | TYR | CB-CG-CD2 -8.46 115.92 121.00
3 6-C 341 | ARG NE-CZ-NH1 8.46 124.53 120.30
2 5-B 453 | TYR | CB-CG-CD2 -8.45 115.93 121.00
3 10-D | 223 | ASP CB-CG-OD2 | -8.45 110.69 118.30
1 6-A 262 | ARG NE-CZ-NH2 -8.45 116.08 120.30
1 5-A 198 | ARG NE-CZ-NH1 8.44 124.52 120.30
3 7-D 403 | PHE CB-CG-CD1 -8.43 114.90 120.80
1 9-A 324 | TYR | CB-CG-CD1 8.43 126.06 121.00
1 4-A 157 | ARG NE-CZ-NH2 -8.42 116.09 120.30
1 9-A 558 | TYR | CB-CG-CD2 -8.42 115.95 121.00
3 4-C 309 | ALA N-CA-CB 8.42 121.89 110.10
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 5-B 409 | TYR | CG-CD1-CE1 8.42 128.03 121.30
2 1-B 471 | ARG NE-CZ-NH1 8.41 124.50 120.30
1 10-A | 450 | TYR | CB-CG-CD1 -8.41 115.95 121.00
1 9-A 657 | TYR | CB-CG-CD1 8.40 126.04 121.00
2 10-B | 285 | ARG NE-CZ-NH2 8.40 124.50 120.30
3 2-C 333 | ARG NE-CZ-NH1 8.40 124.50 120.30
3 5-C 292 | TYR | CB-CG-CD2 -8.40 115.96 121.00
1 6-A 486 | PHE | CB-CG-CD1 8.40 126.68 120.80
3 6-D 335 | MET CG-SD-CE -8.40 86.76 100.20
1 8-A 647 | PHE | CB-CG-CD1 8.40 126.68 120.80
3 5-D 55 | ARG NE-CZ-NH1 8.40 124.50 120.30
1 3-A 450 | TYR | CB-CG-CD1 8.39 126.04 121.00
3 10-D 136 | PHE CB-CG-CD2 -8.39 114.92 120.80
2 3-B 526 | ARG NE-CZ-NH2 -8.39 116.10 120.30
3 6-C 325 | ASN N-CA-CB 8.39 125.70 110.60
1 2-A 349 | ARG NE-CZ-NH2 -8.38 116.11 120.30
1 4-A 111 | ARG NE-CZ-NH1 8.38 124.49 120.30
2 2-B 805 | PHE | CB-CG-CD1 8.38 126.66 120.80
1 5-A 568 | TYR | CG-CD1-CE1 | -8.38 114.60 121.30
3 5-C 283 | ASP CB-CG-0OD2 8.38 125.84 118.30
3 10-D | 387 | PHE | CB-CG-CD1 8.38 126.67 120.80
1 6-A 414 | ASP CB-CG-OD2 | -8.38 110.76 118.30
3 10-D | 333 | ARG NE-CZ-NH1 8.38 124.49 120.30
2 9-B 731 | PHE | CB-CG-CD1 8.37 126.66 120.80
1 7-A 165 | VAL N-CA-C -8.37 88.41 111.00
1 3-A 576 | ARG NE-CZ-NH2 -8.37 116.12 120.30
1 9-A 614 | TYR | CB-CG-CD2 8.36 126.01 121.00
1 7-A 278 | ASP CB-CG-OD2 | -8.35 110.78 118.30
1 9-A 198 | ARG NE-CZ-NH2 -8.35 116.12 120.30
3 5-C 39 LEU CB-CG-CD1 8.34 125.18 111.00
1 8-A 78 | PHE CB-CG-CD1 8.34 126.64 120.80
2 5-B 362 | PHE CB-CG-CD1 -8.34 114.96 120.80
2 5-B 661 | PHE CB-CG-CD1 -8.33 114.97 120.80
2 2-B 393 | PHE | CB-CG-CD1 8.33 126.63 120.80
3 2-C 387 | PHE CB-CG-CD1 -8.33 114.97 120.80
1 2-A 597 | ARG NE-CZ-NH1 8.32 124.46 120.30
2 6-B 824 | TYR | CZ-CE2-CD2 | -8.32 112.31 119.80
1 3-A 700 | PHE CB-CG-CD2 -8.32 114.98 120.80
1 10-A | 663 | TYR | CD1-CE1-CZ 8.32 127.29 119.80
2 8-B 612 | ARG NE-CZ-NH2 -8.32 116.14 120.30
1 9-A 150 | TYR | CB-CG-CD2 8.32 125.99 121.00
1 9-A 157 | ARG NE-CZ-NH1 8.31 124.46 120.30
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 2-C 193 | ARG NE-CZ-NH1 -8.31 116.14 120.30
2 1-B 400 | TYR | CB-CG-CD2 8.31 125.98 121.00
3 1-D 267 | PHE CB-CG-CD2 -8.31 114.98 120.80
2 10-B 638 | ARG NE-CZ-NH2 -8.31 116.15 120.30
2 3-B 319 | PHE | CB-CG-CD1 8.30 126.61 120.80
3 1-D 62 PHE CB-CG-CD1 8.30 126.61 120.80
3 3-C 217 | PHE CB-CG-CD1 -8.29 114.99 120.80
2 2-B 816 | TYR | CB-CG-CD1 -8.29 116.03 121.00
1 2-A 706 | PHE | CB-CG-CD1 8.28 126.60 120.80
1 10-A | 558 | TYR | CB-CG-CD2 8.28 125.97 121.00
3 2-C 170 | TYR | CB-CG-CD2 -8.28 116.03 121.00
2 10-B | 312 | PHE | CB-CG-CD2 | -8.28 115.00 120.80
3 4-D 413 | PHE CB-CG-CD1 -8.28 115.01 120.80
1 7-A 793 | PHE | CB-CG-CD1 8.28 126.59 120.80
2 5-B 297 | TYR | CB-CG-CD1 -8.27 116.04 121.00
3 10-C | 403 | PHE CB-CG-CD2 8.27 126.59 120.80
2 3-B 295 | ARG NE-CZ-NH1 8.27 124.43 120.30
2 8-B 393 | PHE CB-CG-CD2 -8.26 115.02 120.80
3 7-D 319 | TYR | CB-CG-CD2 -8.26 116.04 121.00
3 8-D 315 | TYR | CB-CG-CD1 -8.26 116.05 121.00
3 10-C | 423 | PHE CB-CG-CD2 -8.26 115.02 120.80
2 10-B 641 | PHE CB-CG-CD2 -8.25 115.02 120.80
2 6-B 409 | TYR | CB-CG-CD1 8.25 125.95 121.00
1 7-A 193 | TYR | CB-CG-CD2 -8.25 116.05 121.00
3 5-C 83 | PHE CB-CG-CD1 -8.25 115.03 120.80
1 7-A 198 | ARG NE-CZ-NH1 8.25 124.42 120.30
2 7-B 415 | TYR | CB-CG-CD1 -8.25 116.05 121.00
1 2-A 450 | TYR | CB-CG-CD2 -8.25 116.05 121.00
1 2-A 451 | ARG NE-CZ-NH2 -8.24 116.18 120.30
2 1-B 190 | TYR | CB-CG-CD2 -8.24 116.06 121.00
2 4-B 587 | PHE | CB-CG-CD1 8.24 126.57 120.80
3 3-C 403 | PHE CB-CG-CD2 8.24 126.56 120.80
3 7-C 47 ASP CB-CG-OD1 8.23 125.71 118.30
3 1-C 59 | ARG NE-CZ-NH2 -8.23 116.19 120.30
1 1-A 792 | ASP CB-CG-OD1 8.23 125.71 118.30
2 1-B 236 | TYR | CB-CG-CD1 -8.23 116.06 121.00
2 6-B 400 | TYR | CB-CG-CD1 8.23 125.94 121.00
2 8-B 580 | ARG NE-CZ-NH2 -8.22 116.19 120.30
1 4-A 143 | ARG NE-CZ-NH1 8.22 124.41 120.30
3 8-C 362 | TYR | CB-CG-CD2 8.22 125.93 121.00
1 6-A 714 | ARG NE-CZ-NH2 -8.22 116.19 120.30
1 6-A 657 | TYR | CB-CG-CD2 -8.21 116.07 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 7-A 302 | TYR | CB-CG-CD1 8.21 125.92 121.00
1 6-A 644 | MET CG-SD-CE -8.20 87.08 100.20
2 8-B 241 | PHE CB-CG-CD1 8.20 126.54 120.80
3 2-D 217 | PHE CB-CG-CD1 8.20 126.54 120.80
2 7-B 666 | ARG NE-CZ-NH1 8.20 124.40 120.30
3 10-D 162 | TYR | CB-CG-CD2 -8.20 116.08 121.00
2 9-B 475 | PHE | CB-CG-CD2 | -8.19 115.06 120.80
2 2-B 587 | PHE | CB-CG-CD2 | -8.19 115.07 120.80
2 2-B 641 | PHE | CB-CG-CD1 8.19 126.53 120.80
3 2-C 114 | ARG NE-CZ-NH1 8.19 124.39 120.30
3 2-D 329 | ARG NE-CZ-NH1 8.19 124.39 120.30
1 4-A 337 | SER N-CA-CB 8.18 122.78 110.50
1 7-A 111 | ARG NE-CZ-NH1 8.18 124.39 120.30
3 6-D 272 | PHE CB-CG-CD2 -8.18 115.08 120.80
3 4-D 438 | VAL CA-CB-CG2 8.17 123.16 110.90
3 10-C | 105 | TRP CB-CG-CD1 -8.17 116.38 127.00
3 10-D | 362 | TYR | CB-CG-CD1 8.17 125.90 121.00
1 2-A 646 | TYR | CB-CG-CD1 8.17 125.90 121.00
3 3-D 293 | ASP CB-CG-OD2 | -8.17 110.95 118.30
2 5-B 612 | ARG NE-CZ-NH2 -8.16 116.22 120.30
2 5-B 343 | TYR | CB-CG-CD2 -8.16 116.11 121.00
3 9-C 247 | TYR | CB-CG-CD1 -8.16 116.11 121.00
3 9-D 70 ASP CB-CG-OD2 | -8.15 110.96 118.30
3 9-D 358 | ARG NE-CZ-NH1 8.15 124.38 120.30
2 10-B 429 | TYR | CG-CD2-CE2 | -8.15 114.78 121.30
2 10-B 231 | TYR | CB-CG-CD1 8.14 125.89 121.00
3 5-C 243 | ARG | NH1-CZ-NH2 | -8.14 110.44 119.40
2 6-B 510 | TYR | CB-CG-CD2 -8.14 116.12 121.00
3 7-D 316 | PHE CB-CG-CD2 -8.14 115.10 120.80
3 2-C 292 | TYR | CB-CG-CD2 -8.14 116.12 121.00
1 6-A 657 | TYR | CB-CG-CD1 8.13 125.88 121.00
3 7-D 53 | PHE CB-CG-CD2 -8.14 115.11 120.80
3 9-D 445 | TYR | CB-CG-CD2 8.13 125.88 121.00
2 1-B 562 | TYR | CB-CG-CD1 -8.13 116.12 121.00
1 5-A 7% | ARG NE-CZ-NH2 8.13 124.37 120.30
3 3-C 34 ASP CB-CG-0OD2 -8.13 110.98 118.30
2 8-B 827 | ARG NE-CZ-NH1 8.13 124.36 120.30
1 2-A 161 | ASP CB-CG-0OD2 -8.12 110.99 118.30
2 5-B 264 | TYR | CG-CD2-CE2 | -8.12 114.80 121.30
1 9-A 105 | PHE CB-CG-CD1 8.12 126.48 120.80
2 10-B 297 | TYR | CB-CG-CD1 8.12 125.87 121.00
3 4-C 427 | ARG NE-CZ-NH2 8.11 124.36 120.30
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 2-B 599 | PHE CB-CG-CD2 -8.11 115.12 120.80
3 1-D 279 | TYR | CB-CG-CD1 -8.11 116.14 121.00
2 9-B 633 | ARG NE-CZ-NH1 8.11 124.35 120.30
1 3-A 594 | TYR | CB-CG-CD2 -8.10 116.14 121.00
3 7-C 160 | ASP CB-CG-OD2 | -8.10 111.01 118.30
2 10-B 565 | TYR | CB-CG-CD2 -8.09 116.14 121.00
3 4-D 279 | TYR | CG-CD2-CE2 | 8.09 127.77 121.30
1 1-A 775 | PHE | CB-CG-CD1 8.08 126.45 120.80
3 8-C 176 | ARG NE-CZ-NH2 -8.07 116.27 120.30
1 1-A 405 | PHE CB-CG-CD2 8.06 126.44 120.80
2 6-B 827 | ARG NE-CZ-NH1 8.06 124.33 120.30
1 1-A 116 | TYR | CG-CD2-CE2 | 8.05 127.74 121.30
2 5-B 526 | ARG NE-CZ-NH2 -8.05 116.27 120.30
2 2-B 187 | TYR | CB-CG-CD1 8.05 125.83 121.00
2 4-B 475 | PHE | CB-CG-CD2 | -8.05 115.16 120.80
2 5-B 562 | TYR | CB-CG-CD2 8.05 125.83 121.00
1 4-A 62 ASP CB-CG-OD1 8.04 125.54 118.30
3 3-C 333 | ARG NE-CZ-NH2 -8.04 116.28 120.30
1 7-A 262 | ARG NE-CZ-NH2 -8.04 116.28 120.30
3 7-D 279 | TYR | CB-CG-CD2 -8.04 116.17 121.00
2 9-B 200 | PHE CB-CG-CD1 8.04 126.43 120.80
1 10-A | 409 | PHE CB-CG-CD1 8.04 126.43 120.80
3 8-D 333 | ARG NE-CZ-NH1 8.04 124.32 120.30
2 9-B 297 | TYR | CB-CG-CD2 -8.04 116.18 121.00
3 10-D | 416 | MET CG-SD-CE -8.03 87.34 100.20
2 10-B 429 | TYR | CB-CG-CD2 -8.03 116.18 121.00
3 10-D | 282 | ASP CB-CG-0OD2 -8.03 111.07 118.30
1 7-A 410 | PHE CB-CG-CD1 8.03 126.42 120.80
2 4-B 578 | PHE CB-CG-CD1 8.03 126.42 120.80
1 5-A 160 | ARG NE-CZ-NH1 8.02 124.31 120.30
2 9-B 641 | PHE CB-CG-CD1 8.02 126.41 120.80
1 9-A 111 | ARG NE-CZ-NH1 8.02 124.31 120.30
2 9-B 758 | TYR | CG-CD1-CE1 | -8.02 114.89 121.30
3 9-D 44 | THR | CA-CB-CG2 -8.02 101.18 112.40
2 10-B 446 | PHE CB-CG-CD2 -8.01 115.19 120.80
3 5-C 20 | PHE CB-CG-CD2 -8.01 115.19 120.80
1 2-A 74 | TYR | CB-CG-CD1 8.00 125.80 121.00
2 1-B 822 | ARG NE-CZ-NH2 -8.00 116.30 120.30
2 3-B 242 | ARG NE-CZ-NH1 7.99 124.29 120.30
2 7-B 293 | ARG NE-CZ-NH2 7.99 124.29 120.30
2 7-B 359 | TYR | CD1-CE1-CZ 7.99 126.99 119.80
2 3-B 741 | PHE | CB-CG-CD1 7.98 126.39 120.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 4-D 403 | PHE CB-CG-CD2 -7.98 115.21 120.80
3 2-C 413 | PHE | CB-CG-CD2 7.98 126.39 120.80
2 4-B 312 | PHE CB-CG-CD2 -7.98 115.22 120.80
3 6-C 358 | ARG NE-CZ-NH1 -7.98 116.31 120.30
3 1-D 352 | MET CG-SD-CE -7.97 87.44 100.20
3 2-D 362 | TYR | CB-CG-CD1 -7.97 116.22 121.00
3 6-D 204 | PHE CB-CG-CD1 -7.97 115.22 120.80
2 10-B 568 | LEU CB-CG-CD2 7.97 124.56 111.00
2 5-B 533 | ARG NE-CZ-NH1 7.97 124.29 120.30
1 7-A 204 | ARG NE-CZ-NH2 7.97 124.28 120.30
2 1-B 475 | PHE CB-CG-CD2 -7.97 115.22 120.80
2 3-B 638 | ARG NE-CZ-NH1 -7.97 116.32 120.30
2 4-B 312 | PHE | CB-CG-CD1 7.96 126.38 120.80
1 5-A 145 | PHE | CB-CG-CD2 7.96 126.38 120.80
1 1-A 663 | TYR | CB-CG-CD1 -7.96 116.22 121.00
2 9-B 312 | PHE CB-CG-CD2 -7.96 115.23 120.80
1 5-A 157 | ARG NE-CZ-NH1 7.96 124.28 120.30
1 7-A 76 | ARG NE-CZ-NH1 7.96 124.28 120.30
2 2-B 389 | ARG NE-CZ-NH2 -7.95 116.32 120.30
1 4-A 197 | PHE | CB-CG-CD2 | -7.95 115.23 120.80
2 8-B 285 | ARG NE-CZ-NH1 -7.95 116.32 120.30
2 6-B 592 | ARG NE-CZ-NH2 -7.95 116.32 120.30
2 3-B 599 | PHE CB-CG-CD2 -7.95 115.24 120.80
2 4-B 299 | ARG NE-CZ-NH1 7.95 124.27 120.30
2 3-B 826 | PHE | CB-CG-CD1 7.94 126.36 120.80
3 3-C 78 ASP CB-CG-0OD2 -7.94 111.15 118.30
3 1-C 208 | SER N-CA-CB 7.94 122.41 110.50
2 3-B 425 | PHE CB-CG-CD2 -7.94 115.24 120.80
3 6-D 170 | TYR | CB-CG-CD1 7.94 125.76 121.00
3 1-C 54 | PHE CB-CG-CD2 -7.93 115.25 120.80
3 1-C 218 | ARG NE-CZ-NH1 7.93 124.27 120.30
3 3-C 434 | MET CG-SD-CE -7.93 87.51 100.20
3 10-D 162 | TYR | CG-CD2-CE2 | -7.93 114.96 121.30
3 2-C 217 | PHE CB-CG-CD2 -7.92 115.25 120.80
1 4-A 558 | TYR | CG-CD1-CE1 | -7.92 114.96 121.30
2 1-B 343 | TYR | CG-CD2-CE2 | -7.92 114.96 121.30
1 1-A 451 | ARG NE-CZ-NH2 7.92 124.26 120.30
2 1-B 839 | PHE CB-CG-CD2 -7.92 115.26 120.80
3 1-C 87 | PHE CB-CG-CD2 -7.92 115.26 120.80
1 5-A 327 | ARG NE-CZ-NH2 -7.92 116.34 120.30
1 3-A 639 | PHE CB-CG-CD2 -7.91 115.26 120.80
3 3-D 48 ASP CB-CG-OD2 7.91 125.42 118.30
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3 5-D 293 | ASP CB-CG-OD1 7.91 125.42 118.30
3 5-C 341 | ARG NE-CZ-NH2 -7.91 116.35 120.30
3 7-D 315 | TYR | CG-CD2-CE2 | -7.91 114.97 121.30
1 8-A 704 | TYR | CG-CDI1-CE1 | -7.91 114.98 121.30
2 9-B 328 | ARG | NE-CZ-NH2 -7.90 116.35 120.30
3 5-C 87 | PHE | CB-CG-CD1 7.90 126.33 120.80
2 3-B 585 | ARG NE-CZ-NH1 7.90 124.25 120.30
1 9-A 701 | ASP CB-CG-0OD2 -7.90 111.19 118.30
2 4-B 822 | ARG NE-CZ-NH1 7.89 124.25 120.30
2 9-B 565 | TYR | CB-CG-CD1 7.89 125.73 121.00
3 10-D | 176 | ARG NE-CZ-NH1 7.88 124.24 120.30
3 10-D 41 ASP CB-CG-OD1 -7.88 111.21 118.30
2 8-B 429 | TYR | CB-CG-CD2 -7.88 116.27 121.00
1 1-A 646 | TYR | CB-CG-CD2 -7.88 116.28 121.00
1 2-A 588 | TYR | CB-CG-CD1 7.87 125.72 121.00
1 4-A 110 | VAL CA-CB-CG2 7.87 122.71 110.90
3 8-C 87 | PHE CB-CG-CD2 -7.87 115.29 120.80
2 9-B 379 | TYR | CB-CG-CD1 -7.87 116.28 121.00
3 9-D 170 | TYR | CB-CG-CD1 -7.87 116.28 121.00
3 6-D 173 | PHE | CB-CG-CD1 7.86 126.30 120.80
1 10-A 198 | ARG NE-CZ-NH1 7.86 124.23 120.30
3 6-C 87 | PHE | CB-CG-CD2 | -7.86 115.30 120.80
2 2-B 652 | TYR | CB-CG-CD1 7.85 125.71 121.00
3 3-D 247 | TYR | CB-CG-CD1 -7.85 116.29 121.00
1 10-A | 144 | ARG NE-CZ-NH2 -7.85 116.38 120.30
3 1-D 143 | ALA N-CA-CB 7.85 121.08 110.10
2 6-B 576 | ARG NE-CZ-NH1 7.84 124.22 120.30
1 6-A 486 | PHE CB-CG-CD2 -7.84 115.31 120.80
1 8-A 623 | ARG NE-CZ-NH2 -7.84 116.38 120.30
2 4-B 670 | ARG NE-CZ-NH2 7.84 124.22 120.30
2 5-B 243 | MET CG-SD-CE -7.84 87.66 100.20
1 8-A 704 | TYR | CB-CG-CD2 -7.83 116.30 121.00
3 5-D 190 | ALA CB-CA-C -7.83 98.35 110.10
3 8-C 233 | THR | CA-CB-CG2 -7.83 101.43 112.40
1 10-A | 150 | TYR N-CA-CB -7.83 96.50 110.60
2 8-B 468 | PHE | CB-CG-CD2 | -7.83 115.32 120.80
1 9-A 116 | TYR | CB-CG-CD2 -7.83 116.30 121.00
2 7-B 319 | PHE | CB-CG-CD2 | -7.83 115.32 120.80
1 1-A 714 | ARG NE-CZ-NH1 -7.82 116.39 120.30
3 1-C 316 | PHE CB-CG-CD2 -7.82 115.32 120.80
1 6-A 591 | VAL CA-CB-CG2 | -7.82 99.17 110.90
3 3-C 243 | ARG NE-CZ-NH2 -7.82 116.39 120.30
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 7-C 104 | SER N-CA-CB 7.81 122.22 110.50
1 3-A 203 | ARG NE-CZ-NH2 7.81 124.21 120.30
1 4-A 327 | ARG NE-CZ-NH2 -7.81 116.39 120.30
1 9-A 657 | TYR | CB-CG-CD2 -7.81 116.31 121.00
2 5-B 338 | MET CG-SD-CE -7.81 87.71 100.20
1 6-A 140 | TYR | CB-CG-CD1 7.81 125.68 121.00
1 4-A 465 | PHE CB-CG-CD2 7.81 126.27 120.80
2 7-B 488 | PHE CB-CG-CD1 7.81 126.26 120.80
3 5-C 333 | ARG NE-CZ-NH2 -7.80 116.40 120.30
1 3-A 111 | ARG NE-CZ-NH1 -7.80 116.40 120.30
2 8-B 661 | PHE CB-CG-CD1 7.80 126.26 120.80
3 6-C 256 | TYR | CB-CG-CD2 7.79 125.68 121.00
1 3-A 755 | ASP CB-CG-OD1 7.79 125.31 118.30
1 5-A 469 | ARG NE-CZ-NH1 7.79 124.19 120.30
2 5-B 470 | TYR | CD1-CE1-CZ 7.79 126.81 119.80
1 7-A 190 | TYR | CB-CG-CD2 -7.79 116.33 121.00
3 1-D 285 | ALA CB-CA-C -7.79 98.42 110.10
1 4-A 714 | ARG NE-CZ-NH2 7.79 124.19 120.30
1 7-A 327 | ARG NE-CZ-NH2 -7.79 116.41 120.30
1 10-A | 429 | TYR | CB-CG-CD2 -7.79 116.33 121.00
3 2-C 83 | PHE | CB-CG-CD2 | -7.78 115.35 120.80
3 3-D 55 | ARG NE-CZ-NH1 7.78 124.19 120.30
2 4-B 404 | MET CG-SD-CE -7.78 87.75 100.20
1 6-A 597 | ARG NE-CZ-NH1 7.78 124.19 120.30
2 6-B 510 | TYR | CB-CG-CD1 7.78 125.67 121.00
1 9-A 663 | TYR | CB-CG-CD1 7.78 125.67 121.00
2 9-B 439 | ARG NE-CZ-NH1 7.78 124.19 120.30
2 9-B 741 | PHE | CB-CG-CD2 | -7.78 115.36 120.80
1 9-A 587 | ARG NE-CZ-NH2 -7.78 116.41 120.30
2 2-B 846 | ARG NE-CZ-NH1 .77 124.19 120.30
2 7-B 400 | TYR | CG-CD1-CEl | -7.77 115.08 121.30
1 1-A 131 | PHE | CB-CG-CD2 | -7.77 115.36 120.80
2 3-B 592 | ARG NE-CZ-NH2 =777 116.42 120.30
3 4-C 34 ASP CB-CG-OD2 -7.76 111.31 118.30
3 5-C 292 | TYR CA-CB-CG 7.76 128.15 113.40
3 10-D | 278 | ASP CB-CG-0OD2 -7.76 111.31 118.30
2 6-B 599 | PHE CB-CG-CD1 7.76 126.23 120.80
2 1-B 389 | ARG NE-CZ-NH2 -7.76 116.42 120.30
2 2-B 312 | PHE | CB-CG-CD2 | -7.76 115.37 120.80
2 5-B 249 | MET CG-SD-CE -7.76 87.78 100.20
3 7-C 445 | TYR | CB-CG-CD1 -7.76 116.34 121.00
1 8-A 279 | TYR | CB-CG-CD1 -7.76 116.34 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 2-D 192 | ARG NE-CZ-NH2 -7.76 116.42 120.30
2 7-B 638 | ARG NE-CZ-NH1 -7.76 116.42 120.30
1 7-A 267 | PHE | CB-CG-CD1 7.75 126.23 120.80
2 10-B | 468 | PHE | CB-CG-CD2 | -7.75 115.37 120.80
3 4-C 136 | PHE | CB-CG-CD1 7.75 126.23 120.80
2 6-B 514 | ARG NE-CZ-NH1 7.75 124.18 120.30
1 2-A 393 | TYR | CB-CG-CD1 7.75 125.65 121.00
3 8-C 65 | ARG NE-CZ-NH2 7.75 124.18 120.30
3 4-D 65 | ARG NE-CZ-NH2 -7.75 116.42 120.30
3 6-C 86 | PHE | CB-CG-CD2 | -7.75 115.38 120.80
3 7-C 176 | ARG NE-CZ-NH2 -7.75 116.43 120.30
3 10-D | 407 | TYR | CB-CG-CD1 7.75 125.65 121.00
3 2-D 384 | VAL CA-CB-CG1 7.74 122.51 110.90
1 5-A 630 | ARG NE-CZ-NH1 7.74 124.17 120.30
3 2-D 197 | ASP CB-CG-OD1 7.73 125.26 118.30
1 6-A 469 | ARG NE-CZ-NH2 -7.72 116.44 120.30
3 10-C 192 | ARG NE-CZ-NH1 -7.72 116.44 120.30
3 7-D 411 | ASP CB-CG-OD1 -7.72 111.35 118.30
2 1-B 293 | ARG NE-CZ-NH1 7.72 124.16 120.30
3 2-C 66 | ALA N-CA-CB 7.72 120.90 110.10
2 5-B 816 | TYR | CB-CG-CD1 7.71 125.63 121.00
1 2-A 639 | PHE CB-CG-CD1 7.71 126.20 120.80
3 8-D 59 | ARG NE-CZ-NH1 -7.71 116.44 120.30
2 4-B 393 | PHE CB-CG-CD1 7.71 126.20 120.80
1 2-A 279 | TYR | CB-CG-CD2 -7.71 116.38 121.00
1 8-A 325 | PHE CB-CG-CD1 7.71 126.19 120.80
2 2-B 524 | SER N-CA-CB 7.70 122.06 110.50
1 9-A 486 | PHE CB-CG-CD2 -7.70 115.41 120.80
2 8-B 345 | TYR | CB-CG-CD1 7.70 125.62 121.00
2 10-B | 664 | MET CG-SD-CE -7.70 87.88 100.20
3 9-C 177 | SER N-CA-CB 7.70 122.05 110.50
2 4-B 297 | TYR | CB-CG-CD2 | -7.70 116.38 121.00
2 9-B 661 | PHE CB-CG-CD1 7.70 126.19 120.80
3 2-C 283 | ASP CB-CG-OD1 7.69 125.22 118.30
1 4-A 381 | PHE | CB-CG-CD1 7.68 126.18 120.80
2 5-B 409 | TYR | CB-CG-CD2 7.68 125.61 121.00
1 8-A 76 | ARG NE-CZ-NH1 -7.68 116.46 120.30
3 6-D 341 | ARG NE-CZ-NH2 -7.68 116.46 120.30
1 7-A 329 | ASP CB-CG-OD2 | -7.68 111.39 118.30
2 4-B 470 | TYR | CB-CG-CD1 7.68 125.61 121.00
3 6-C 316 | PHE CB-CG-CD2 -7.67 115.43 120.80
2 7-B 342 | TYR CA-CB-CG -7.67 98.83 113.40
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2 4-B 661 | PHE | CB-CG-CD2 7.67 126.17 120.80
3 6-D 248 | MET CG-SD-CE -7.67 87.93 100.20
1 9-A 121 | ARG NE-CZ-NH2 -7.67 116.47 120.30
3 6-D 247 | TYR | CB-CG-CD2 -7.67 116.40 121.00
1 10-A | 795 | ASP CB-CG-OD2 | -7.67 111.40 118.30
3 8-C 333 | ARG NE-CZ-NH1 -7.67 116.47 120.30
1 10-A 193 | TYR | CB-CG-CD1 7.67 125.60 121.00
2 8-B 312 | PHE CB-CG-CD2 -7.66 115.44 120.80
2 5-B 300 | PHE | CB-CG-CD2 | -7.66 115.44 120.80
1 3-A 393 | TYR | CB-CG-CD2 -7.66 116.41 121.00
3 10-C 161 | ARG NE-CZ-NH1 7.66 124.13 120.30
2 3-B 819 | PHE CB-CG-CD1 7.66 126.16 120.80
1 9-A 568 | TYR | CB-CG-CD1 -7.66 116.41 121.00
1 6-A 336 | ASP CB-CG-0OD2 -7.65 111.41 118.30
3 8-D 247 | TYR | CB-CG-CD2 -7.65 116.41 121.00
2 2-B 335 | PHE | CB-CG-CD1 -7.65 115.45 120.80
3 5-C 423 | PHE CB-CG-CD2 -7.65 115.45 120.80
1 2-A 116 | TYR | CB-CG-CD1 7.65 125.59 121.00
2 3-B 278 | VAL CA-CB-CG1 7.65 122.37 110.90
2 5-B 187 | TYR | CB-CG-CD2 -7.64 116.41 121.00
2 6-B 231 | TYR | CB-CG-CD1 -7.64 116.41 121.00
3 10-D 84 | ARG NE-CZ-NH1 7.64 124.12 120.30
3 3-D 158 | LEU CB-CG-CD1 7.64 123.99 111.00
3 6-C 333 | ARG NE-CZ-NH1 7.63 124.12 120.30
3 1-C 192 | ARG NE-CZ-NH2 -7.63 116.49 120.30
1 4-A 486 | PHE | CB-CG-CD2 | -7.63 115.46 120.80
2 2-B 356 | ARG NE-CZ-NH1 7.62 124.11 120.30
1 3-A 664 | ARG NE-CZ-NH2 7.62 124.11 120.30
2 8-B 846 | ARG NE-CZ-NH2 7.62 124.11 120.30
2 2-B 431 | VAL CA-CB-CG2 | -7.61 99.48 110.90
2 7-B 772 | PHE CB-CG-CD1 -7.61 115.47 120.80
2 8-B 514 | ARG NE-CZ-NH1 7.61 124.10 120.30
3 7-C 359 | ARG NE-CZ-NH2 -7.60 116.50 120.30
2 2-B 651 | TYR | CG-CD2-CE2 | -7.59 115.22 121.30
1 2-A 261 | ASP CB-CG-0OD2 -7.59 111.47 118.30
3 6-C 118 | ASP CB-CG-OD1 -7.59 111.47 118.30
2 8-B 776 | TYR CA-CB-CG 7.59 127.82 113.40
3 3-D 293 | ASP CB-CG-OD1 7.58 125.13 118.30
3 10-D 86 | PHE CB-CG-CD2 7.58 126.11 120.80
3 4-D 247 | TYR | CG-CD2-CE2 | -7.58 115.24 121.30
3 6-D 90 | ARG NE-CZ-NH2 -7.58 116.51 120.30
3 8-D 413 | PHE CB-CG-CD2 7.58 126.11 120.80
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1 9-A 102 | PHE CB-CG-CD2 -7.58 115.49 120.80
1 3-A 588 | TYR | CG-CD1-CE1 | -7.58 115.24 121.30
1 5-A 646 | TYR | CB-CG-CD1 7.58 125.55 121.00
3 4-C 25 LEU CB-CG-CD2 7.58 123.88 111.00
1 8-A 334 | ASP CB-CG-OD1 7.58 125.12 118.30
3 8-C 26 | ALA CB-CA-C -7.58 98.73 110.10
1 10-A 161 | ASP CB-CG-OD1 7.58 125.12 118.30
1 8-A 647 | PHE | CB-CG-CD2 | -7.57 115.50 120.80
1 10-A | 458 | TYR | CB-CG-CD2 -7.57 116.45 121.00
1 8-A 143 | ARG NE-CZ-NH2 7.57 124.08 120.30
1 10-A | 105 | PHE | CB-CG-CD2 7.57 126.10 120.80
2 5-B 409 | TYR | CB-CG-CD1 -7.56 116.46 121.00
1 7-A 349 | ARG NE-CZ-NH1 -7.56 116.52 120.30
1 2-A 262 | ARG NE-CZ-NH2 -7.55 116.52 120.30
2 8-B 483 | MET CG-SD-CE -7.55 88.11 100.20
1 10-A | 794 | TYR | CB-CG-CD1 7.55 125.53 121.00
2 1-B 641 | PHE | CB-CG-CD2 | -7.55 115.51 120.80
1 4-A 558 | TYR | CDI1-CE1-CZ 7.55 126.59 119.80
3 4-C 20 | PHE | CB-CG-CD1 7.5 126.08 120.80
3 6-C 93 | TRP CA-CB-CG 7.54 128.03 113.70
3 6-D 278 | ASP CB-CG-OD2 7.54 125.09 118.30
3 6-D 114 | ARG NE-CZ-NH1 -7.54 116.53 120.30
1 8-A 704 | TYR | CD1-CE1-CZ 7.54 126.58 119.80
1 2-A 663 | TYR | CB-CG-CD1 -7.54 116.48 121.00
1 6-A 161 | ASP CB-CG-OD1 7.54 125.08 118.30
2 8-B 485 | LYS N-CA-C -7.54 90.65 111.00
1 9-A 358 | ARG NE-CZ-NH2 -7.53 116.53 120.30
2 8-B 359 | TYR | CB-CG-CD2 7.53 125.52 121.00
1 8-A 279 | TYR | CB-CG-CD2 7.53 125.52 121.00
2 7-B 844 | SER N-CA-CB 7.53 121.79 110.50
2 8-B 267 | PHE | CB-CG-CD2 | -7.52 115.53 120.80
3 10-C 162 | TYR | CG-CD1-CE1 | -7.52 115.28 121.30
2 1-B 571 | VAL CA-CB-CG2 | -7.52 99.62 110.90
3 4-D 271 | SER N-CA-CB 7.52 121.78 110.50
3 5-C 376 | MET CG-SD-CE -7.52 88.17 100.20
2 3-B 652 | TYR | CB-CG-CD2 7.52 125.51 121.00
2 8-B 183 | ASP CB-CG-0OD2 -7.52 111.53 118.30
3 9-C 272 | PHE CB-CG-CD2 7.52 126.06 120.80
3 1-D 90 | ARG NE-CZ-NH1 7.51 124.06 120.30
2 8-B 533 | ARG NE-CZ-NH1 7.51 124.06 120.30
3 1-C 176 | ARG NE-CZ-NH2 -7.50 116.55 120.30
2 5-B 409 | TYR | CD1-CE1-CZ | -7.50 113.05 119.80
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1 2-A 299 | PHE | CB-CG-CD2 | -7.50 115.55 120.80
2 5-B 827 | ARG NE-CZ-NH2 -7.50 116.55 120.30
2 5-B 846 | ARG NE-CZ-NH1 7.50 124.05 120.30
2 9-B 285 | ARG NE-CZ-NH2 7.50 124.05 120.30
3 8-C 78 | ASP | CB-CG-OD1 7.50 125.05 118.30
3 6-C 20 | PHE CB-CG-CD1 7.49 126.05 120.80
2 7-B 758 | TYR | CG-CD2-CE2 | -7.49 115.31 121.30
2 4-B 587 | PHE | CB-CG-CD2 | -7.49 115.56 120.80
3 7-C 87 | PHE CB-CG-CD1 7.49 126.04 120.80
3 7-C 109 | TYR | CB-CG-CD2 7.49 125.49 121.00
3 4-C 348 | SER N-CA-CB 7.49 121.73 110.50
3 2-D 136 | PHE | CG-CD1-CE1 7.48 129.03 120.80
3 9-C 423 | PHE CB-CG-CD1 -7.48 115.56 120.80
2 9-B 565 | TYR | CG-CD1-CE1 | -7.48 115.32 121.30
2 1-B 731 | PHE | CB-CG-CD1 7.47 126.03 120.80
3 9-D 62 PHE CB-CG-CD1 -7.47 115.57 120.80
2 1-B 403 | PHE | CB-CG-CD1 -7.47 115.57 120.80
1 2-A 658 | SER CB-CA-C -7.47 95.91 110.10
2 6-B 328 | ARG | NH1-CZ-NH2 7.47 127.62 119.40
3 4-C 407 | TYR | CG-CD2-CE2 | -7.46 115.33 121.30
3 9-D 20 | PHE CB-CG-CD1 -7.46 115.58 120.80
3 10-C 279 | TYR | CB-CG-CD1 7.46 125.48 121.00
3 6-C 437 | TYR | CB-CG-CD1 7.46 125.48 121.00
1 2-A 286 | TRP | CG-CD2-CE3 | -7.46 127.19 133.90
1 2-A 137 | ARG NE-CZ-NH1 7.46 124.03 120.30
1 4-A 138 | PHE | CB-CG-CD1 -7.46 115.58 120.80
2 5-B 612 | ARG NE-CZ-NH1 7.46 124.03 120.30
2 9-B 475 | PHE CB-CG-CD1 7.46 126.02 120.80
1 1-A 594 | TYR | CG-CD2-CE2 | 7.45 127.26 121.30
1 3-A 121 | ARG NE-CZ-NH2 7.45 124.03 120.30
3 4-C 199 | ASP CB-CG-OD1 -7.45 111.59 118.30
2 2-B 464 | LEU CB-CG-CD2 7.45 123.66 111.00
2 4-B 236 | TYR | CB-CG-CD1 7.45 125.47 121.00
3 1-D 83 | PHE CB-CG-CD1 7.45 126.01 120.80
3 2-C 131 | ASP CB-CG-0OD2 -7.44 111.60 118.30
2 4-B 343 | TYR CA-CB-CG 7.44 127.54 113.40
3 10-D | 218 | ARG NE-CZ-NH2 -7.44 116.58 120.30
2 4-B 633 | ARG NE-CZ-NH1 7.44 124.02 120.30
1 7-A 700 | PHE CB-CG-CD2 -7.44 115.59 120.80
2 2-B 770 | TYR | CB-CG-CD1 -7.44 116.54 121.00
2 4-B 285 | ARG | NH1-CZ-NH2 | -7.44 111.22 119.40
2 4-B 728 | HIS CA-CB-CG 7.44 126.24 113.60

WO RLDWIDE

PROTEIN DATA BANK

Continued on next page...



Page 107

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 5-B 598 | TYR | CB-CG-CD1 7.44 125.46 121.00
3 7-D 315 | TYR | CB-CG-CD1 -7.44 116.54 121.00
2 6-B 562 | TYR | CB-CG-CD1 7.44 125.46 121.00
3 6-D 279 | TYR | CB-CG-CD2 -7.43 116.54 121.00
1 4-A 171 | ARG NE-CZ-NH2 -7.43 116.58 120.30
3 5-D 66 | ALA CB-CA-C -7.43 98.95 110.10
3 4-D 90 | ARG NE-CZ-NH1 -7.43 116.59 120.30
3 4-C 380 | MET CG-SD-CE -7.42 88.32 100.20
1 4-A 775 | PHE CB-CG-CD2 -7.42 115.61 120.80
3 3-C 47 ASP CB-CG-0OD2 7.42 124.98 118.30
3 9-C 161 | ARG NE-CZ-NH2 -7.42 116.59 120.30
1 8-A 395 | ASP CB-CG-0OD2 7.42 124.98 118.30
1 10-A | 486 | PHE CB-CG-CD2 -7.42 115.61 120.80
3 6-D 413 | PHE | CG-CD2-CE2 | -7.41 112.64 120.80
1 7-A 102 | PHE CB-CG-CD2 -7.41 115.61 120.80
1 7-A 605 | ASP CB-CG-0OD2 -7.41 111.63 118.30
2 7-B 839 | PHE CB-CG-CD1 -7.41 115.61 120.80
3 9-D 86 | PHE CB-CG-CD1 7.41 125.98 120.80
3 1-C 439 | ALA CB-CA-C -7.41 98.99 110.10
3 1-D 249 | TYR | CB-CG-CD1 7.40 125.44 121.00
1 1-A 251 | PHE | CB-CG-CD1 7.40 125.98 120.80
3 8-C 423 | PHE CB-CG-CD2 -7.40 115.62 120.80
1 4-A 194 | GLU N-CA-CB 7.40 123.92 110.60
2 7-B 451 | ASP CB-CG-0OD1 -7.40 111.64 118.30
2 3-B 293 | ARG NE-CZ-NH2 7.39 124.00 120.30
2 4-B 562 | TYR | CG-CD1-CE1 | -7.39 115.39 121.30
3 1-C 97 | ASP CB-CG-OD2 | -7.39 111.65 118.30
3 3-D 20 | PHE | CB-CG-CD1 7.39 125.97 120.80
1 4-A 172 | GLU | OE1-CD-OE2 | 7.39 132.17 123.30
3 5-C 427 | ARG NE-CZ-NH1 7.39 124.00 120.30
1 8-A 160 | ARG NE-CZ-NH1 7.39 123.99 120.30
3 3-C 49 ASP CB-CG-OD1 -7.39 111.65 118.30
1 6-A 684 | MET CA-CB-CG 7.38 125.85 113.30
3 4-D 275 | PHE | CB-CG-CD2 | -7.38 115.63 120.80
1 8-A 302 | TYR | CD1-CE1-CZ 7.38 126.44 119.80
3 1-C 53 | PHE CB-CG-CD1 -7.38 115.64 120.80
2 6-B 648 | MET CG-SD-CE -7.38 88.40 100.20
3 8-C 57 | ASN N-CA-CB 7.38 123.87 110.60
1 3-A 327 | ARG NE-CZ-NH1 7.37 123.99 120.30
1 7-A 706 | PHE CB-CG-CD2 -7.37 115.64 120.80
3 9-D 445 | TYR | CB-CG-CD1 -7.37 116.58 121.00
2 1-B 776 | TYR | CB-CG-CD2 | -7.37 116.58 121.00
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1 4-A 150 | TYR | CB-CG-CD2 | -7.37 116.58 121.00
2 4-B 411 | PHE | CB-CG-CD2 | -7.37 115.64 120.80
3 9-C 244 | PHE | CB-CG-CD1 7.37 125.96 120.80
1 2-A 171 | ARG NE-CZ-NH2 -7.37 116.62 120.30
3 3-C 68 | MET CA-CB-CG 7.37 125.83 113.30
3 3-D 292 | TYR | CB-CG-CD2 7.37 125.42 121.00
1 10-A | 302 | TYR | CB-CG-CD2 -7.37 116.58 121.00
1 4-A 112 | TYR | CB-CG-CD1 7.36 125.42 121.00
1 7-A 706 | PHE | CB-CG-CD1 7.36 125.95 120.80
3 2-D 241 | SER N-CA-CB 7.36 121.54 110.50
3 4-C 48 ASP CB-CG-0OD2 -7.36 111.68 118.30
2 8-B 652 | TYR | CB-CG-CD2 -7.36 116.58 121.00
1 8-A 636 | MET CG-SD-CE -7.36 88.43 100.20
2 3-B 526 | ARG NE-CZ-NH1 7.35 123.98 120.30
2 5-B 452 | GLN N-CA-CB 7.35 123.83 110.60
3 8-D 65 | ARG NE-CZ-NH1 -7.35 116.63 120.30
1 2-A 775 | PHE | CB-CG-CD2 7.35 125.94 120.80
3 4-C 375 | MET CG-SD-CE -7.34 88.45 100.20
1 9-A 782 | PHE CB-CG-CD1 7.34 125.94 120.80
2 5-B 471 | ARG NE-CZ-NH1 7.33 123.97 120.30
2 10-B 508 | PRO CA-N-CD -7.33 101.23 111.50
2 1-B 284 | TYR | CB-CG-CD2 | -7.33 116.60 121.00
1 2-A 624 | ARG NE-CZ-NH1 -7.33 116.64 120.30
3 4-C 319 | TYR | CB-CG-CD2 7.33 125.40 121.00
1 8-A 426 | PHE | CB-CG-CD1 7.33 125.93 120.80
1 2-A 321 | ASP CB-CG-OD1 7.33 124.89 118.30
1 7-A 157 | ARG NE-CZ-NH2 -7.32 116.64 120.30
3 2-C 87 | PHE CB-CG-CD1 -7.32 115.68 120.80
2 1-B 638 | ARG NE-CZ-NH2 -7.31 116.64 120.30
2 1-B 225 | PHE CB-CG-CD1 7.31 125.92 120.80
2 9-B 445 | PHE | CB-CG-CD1 -7.31 115.68 120.80
2 9-B 644 | PHE | CB-CG-CD1 -7.31 115.68 120.80
1 1-A 700 | PHE CB-CG-CD1 7.31 125.92 120.80
3 10-C 277 | SER N-CA-CB 7.31 121.46 110.50
3 7-C 75 VAL CA-CB-CG2 7.31 121.86 110.90
3 3-C 62 PHE CB-CG-CD2 7.31 125.91 120.80
3 10-D | 439 | ALA CB-CA-C -7.31 99.14 110.10
3 2-D 278 | ASP CB-CG-0OD2 -7.30 111.72 118.30
3 8-C 65 | ARG NE-CZ-NH1 -7.30 116.65 120.30
2 1-B 299 | ARG NE-CZ-NH1 7.30 123.95 120.30
3 7-C 60 ASN N-CA-CB 7.30 123.74 110.60
2 2-B 638 | ARG NE-CZ-NH2 -7.30 116.65 120.30

WO RLDWIDE

PROTEIN DATA BANK

Continued on next page...



Page 109

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 3-B 285 | ARG NE-CZ-NH1 7.30 123.95 120.30
3 6-D 136 | PHE | CB-CG-CD1 -7.30 115.69 120.80
2 1-B 510 | TYR | CB-CG-CD1 -7.29 116.62 121.00
1 5-A 256 | LEU CB-CG-CD1 -7.29 98.60 111.00
2 6-B 242 | ARG NE-CZ-NH2 7.29 123.95 120.30
1 3-A 349 | ARG NE-CZ-NH2 -7.29 116.65 120.30
2 7-B 490 | ASP CB-CG-OD1 7.29 124.86 118.30
1 8-A 588 | TYR | CB-CG-CD2 -7.29 116.62 121.00
3 10-C 292 | TYR | CB-CG-CD2 -7.29 116.63 121.00
2 3-B 244 | LEU C-N-CA 7.29 139.91 121.70
1 2-A 786 | LEU N-CA-CB 7.28 124.97 110.40
2 3-B 445 | PHE | CB-CG-CD2 7.28 125.90 120.80
1 5-A 329 | ASP CB-CG-OD1 -7.28 111.75 118.30
2 5-B 510 | TYR N-CA-CB 7.27 123.69 110.60
2 8-B 766 | LEU CB-CG-CD2 7.27 123.37 111.00
1 2-A 116 | TYR CA-CB-CG 7.27 127.22 113.40
1 5-A 646 | TYR | CB-CG-CD2 -7.27 116.64 121.00
1 8-A 112 | TYR | CB-CG-CD1 7.27 125.36 121.00
2 1-B 183 | ASP CB-CG-OD1 -7.26 111.76 118.30
2 2-B 470 | TYR | CB-CG-CD1 7.26 125.36 121.00
3 3-C 271 | SER N-CA-CB 7.26 121.40 110.50
3 5-C 315 | TYR | CB-CG-CD2 -7.26 116.65 121.00
2 8-B 558 | PHE CB-CG-CD2 -7.26 115.72 120.80
3 8-C 341 | ARG NE-CZ-NH1 7.25 123.93 120.30
2 10-B 827 | ARG NE-CZ-NH1 -7.25 116.67 120.30
2 5-B 391 | PRO N-CA-CB 7.25 112.00 103.30
3 1-C 161 | ARG NE-CZ-NH1 -7.25 116.68 120.30
3 5-C 333 | ARG NE-CZ-NH1 7.25 123.92 120.30
3 9-C 46 | ARG NE-CZ-NH1 -7.25 116.68 120.30
2 9-B 190 | TYR | CB-CG-CD2 -7.24 116.66 121.00
3 6-C 285 | ALA CB-CA-C -7.24 99.25 110.10
3 7-C 46 | ARG NE-CZ-NH2 -7.23 116.68 120.30
3 9-C 70 ASP CB-CG-OD2 -7.23 111.79 118.30
2 10-B | 385 | PHE | CB-CG-CD1 7.23 125.86 120.80
2 2-B 529 | MET CG-SD-CE -7.23 88.64 100.20
2 5-B 822 | ARG NE-CZ-NH2 7.23 123.91 120.30
2 7-B 324 | ASP CB-CG-0OD1 -7.22 111.80 118.30
1 9-A 203 | ARG NE-CZ-NH1 7.22 123.91 120.30
3 1-C 217 | PHE CB-CG-CD1 7.22 125.86 120.80
2 2-B 405 | ILE CB-CA-C -7.22 97.16 111.60
3 10-C 292 | TYR CA-CB-CG 7.22 127.11 113.40
3 7-D 243 | ARG NE-CZ-NH2 -7.21 116.69 120.30
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1 7-A 144 | ARG NE-CZ-NH2 -7.21 116.69 120.30
2 10-B | 644 | PHE | CB-CG-CD2 7.21 125.85 120.80
2 7-B 429 | TYR | CB-CG-CD2 -7.21 116.67 121.00
1 10-A 112 | TYR | CG-CD2-CE2 | -7.21 115.53 121.30
3 5-D 128 | ASP CB-CG-OD1 7.21 124.79 118.30
1 4-A 345 | PHE CB-CG-CD1 7.21 125.84 120.80
2 1-B 565 | TYR | CG-CD1-CE1 | -7.20 115.54 121.30
2 1-B 758 | TYR | CB-CG-CD1 -7.20 116.68 121.00
3 1-C 279 | TYR | CG-CD2-CE2 | -7.20 115.54 121.30
1 10-A | 327 | ARG NE-CZ-NH2 -7.20 116.70 120.30
3 1-C 307 | SER N-CA-CB 7.20 121.30 110.50
3 4-D 407 | TYR | CG-CD2-CE2 | -7.20 115.54 121.30
3 5-D 223 | ASP CB-CG-0OD2 7.20 124.78 118.30
3 7-C 161 | ARG NE-CZ-NH2 -7.20 116.70 120.30
3 10-C 256 | TYR | CD1-CE1-CZ | -7.19 113.33 119.80
1 4-A 95 | ALA N-CA-CB 7.19 120.17 110.10
1 7-A 58 LEU CB-CG-CD1 7.19 123.23 111.00
2 4-B 661 | PHE | CB-CG-CD1 -7.19 115.77 120.80
3 2-C 413 | PHE CB-CG-CD1 -7.19 115.77 120.80
3 5-D 443 | ASP CB-CG-0OD2 -7.19 111.83 118.30
1 2-A 405 | PHE | CB-CG-CD1 7.19 125.83 120.80
1 3-A 382 | ALA CB-CA-C -7.19 99.32 110.10
3 2-D 46 | ARG NE-CZ-NH2 -7.18 116.71 120.30
1 1-A 623 | ARG NE-CZ-NH2 7.18 123.89 120.30
3 8-D 136 | PHE CB-CG-CD1 7.18 125.82 120.80
1 1-A 349 | ARG NE-CZ-NH2 =717 116.71 120.30
2 3-B 382 | PRO N-CA-CB 7.17 111.91 103.30
3 9-C 117 | ASP CB-CG-OD1 -7.17 111.84 118.30
1 10-A | 410 | PHE | CB-CG-CD2 | -7.17 115.78 120.80
2 3-B 200 | PHE CB-CG-CD1 7.17 125.82 120.80
3 6-C 394 | PHE CB-CG-CD1 -7.17 115.78 120.80
1 6-A 98 | MET CG-SD-CE -7.17 88.73 100.20
2 8-B 580 | ARG NE-CZ-NH1 7.16 123.88 120.30
3 8-C 267 | PHE CB-CG-CD2 7.16 125.81 120.80
3 10-C 272 | PHE CB-CG-CD2 -7.16 115.79 120.80
2 2-B 438 | TYR | CB-CG-CD2 -7.16 116.70 121.00
3 3-D 436 | ASP CB-CG-0OD2 -7.16 111.86 118.30
1 10-A 161 | ASP CB-CG-0OD2 -7.15 111.86 118.30
2 10-B | 772 | PHE | CB-CG-CD2 | -7.15 115.79 120.80
1 9-A 334 | ASP CB-CG-OD1 7.15 124.73 118.30
2 1-B 562 | TYR | CG-CD1-CE1 | -7.15 115.58 121.30
1 3-A 162 | PHE | CB-CG-CD2 | -7.15 115.80 120.80
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2 5-B 365 | ALA CB-CA-C -7.15 99.38 110.10
3 7-C 84 | ARG NE-CZ-NH2 -7.15 116.73 120.30
3 2-C 188 | ILE CA-CB-CG1 7.14 124.58 111.00
1 5-A 78 | PHE CB-CG-CD2 7.14 125.80 120.80
1 5-A 435 | VAL CA-CB-CG2 7.14 121.61 110.90
1 1-A 582 | TYR | CB-CG-CD2 -7.14 116.72 121.00
3 7-C 162 | TYR | CB-CG-CD1 7.14 125.28 121.00
3 5-D 315 | TYR | CB-CG-CD2 -7.14 116.72 121.00
3 5-C 402 | ALA N-CA-CB 7.13 120.09 110.10
3 6-C 387 | PHE CB-CG-CD1 -7.13 115.81 120.80
3 7-D 329 | ARG NE-CZ-NH2 -7.13 116.73 120.30
1 1-A 653 | ASP CB-CG-OD1 -7.13 111.88 118.30
2 2-B 589 | PHE CB-CG-CD2 -7.13 115.81 120.80
3 4-D 65 | ARG NE-CZ-NH1 7.13 123.87 120.30
3 5-D 299 | LEU CB-CG-CD2 7.13 123.12 111.00
1 3-A 395 | ASP CB-CG-0OD2 -7.13 111.88 118.30
2 4-B 288 | TYR | CB-CG-CD2 7.13 125.28 121.00
2 8-B 231 | TYR | CB-CG-CD2 -7.13 116.72 121.00
3 6-D 362 | TYR | CB-CG-CD2 -7.12 116.72 121.00
1 5-A 603 | TRP CB-CG-CD2 7.12 135.86 126.60
1 6-A 345 | PHE CB-CG-CD1 -7.12 115.81 120.80
3 4-C 315 | TYR | CB-CG-CD1 7.12 125.27 121.00
2 3-B 565 | TYR | CG-CDI1-CEl | -7.12 115.60 121.30
1 9-A 62 ASP CB-CG-0OD1 7.12 124.71 118.30
2 5-B 664 | MET CG-SD-CE -7.12 88.81 100.20
1 10-A | 450 | TYR | CB-CG-CD2 7.12 125.27 121.00
3 8-D 330 | GLN CA-CB-CG 7.11 129.05 113.40
3 7-C 70 ASP N-CA-CB 7.10 123.39 110.60
3 7-D 222 | ILE CA-CB-CG2 | -7.10 96.69 110.90
3 2-D 315 | TYR | CB-CG-CD2 | -7.10 116.74 121.00
3 5-C 133 | PHE | CB-CG-CDl1 7.10 125.77 120.80
2 9-B 651 | TYR | CB-CG-CD1 -7.10 116.74 121.00
3 9-D 333 | ARG NE-CZ-NH2 -7.10 116.75 120.30
2 10-B 236 | TYR | CB-CG-CD1 7.10 125.26 121.00
1 3-A 143 | ARG NE-CZ-NH2 -7.10 116.75 120.30
1 1-A 193 | TYR | CB-CG-CD1 7.09 125.26 121.00
2 4-B 562 | TYR | CB-CG-CD1 -7.09 116.74 121.00
3 6-C 247 | TYR | CB-CG-CD1 7.09 125.26 121.00
1 3-A 795 | ASP CB-CG-OD1 7.09 124.68 118.30
1 7-A 127 | SER N-CA-CB 7.09 121.14 110.50
1 6-A 398 | TYR | CZ-CE2-CD2 7.09 126.18 119.80
3 8-C 376 | MET CG-SD-CE -7.09 88.86 100.20
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 9-A 111 | ARG NE-CZ-NH2 -7.09 116.76 120.30
2 1-B 300 | PHE | CB-CG-CD2 | -7.08 115.84 120.80
2 5-B 284 | TYR | CG-CDI1-CE1 | -7.08 115.64 121.30
2 6-B 531 | SER CB-CA-C 7.08 123.56 110.10
1 1-A 400 | ARG NE-CZ-NH1 7.08 123.84 120.30
1 2-A 99 ASP CB-CG-OD1 | -7.08 111.93 118.30
1 5-A 568 | TYR | CB-CG-CD1 -7.08 116.75 121.00
2 7-B 653 | LEU CB-CG-CD2 7.08 123.03 111.00
2 3-B 816 | TYR | CB-CG-CD1 7.08 125.25 121.00
1 5-A 612 | TRP CB-CG-CD2 | -7.08 117.40 126.60
1 10-A | 642 | THR | CA-CB-CG2 -7.08 102.50 112.40
1 2-A 123 | TYR | CB-CG-CD2 | -7.07 116.76 121.00
2 7-B 583 | TYR | CB-CG-CD2 -7.07 116.76 121.00
3 8-C 20 | PHE | CB-CG-CD2 | -7.07 115.85 120.80
3 1-D 170 | TYR | CB-CG-CD1 -7.07 116.76 121.00
2 5-B 216 | PHE | CB-CG-CD1 -7.07 115.85 120.80
3 8-D 55 | ARG | NE-CZ-NH2 -7.07 116.76 120.30
2 4-B 335 | PHE | CB-CG-CD1 7.07 125.75 120.80
3 4-C 131 | ASP CB-CG-0OD2 -7.07 111.94 118.30
3 8-D 422 | GLU | OE1-CD-OE2 | 7.07 131.78 123.30
2 8-B 587 | PHE | CB-CG-CD1 7.06 125.75 120.80
3 8-C 311 | ASN N-CA-CB 7.06 123.31 110.60
3 9-C 84 | ARG | NE-CZ-NH2 -7.06 116.77 120.30
3 2-D 333 | ARG NE-CZ-NH1 7.06 123.83 120.30
2 3-B 470 | TYR | CB-CG-CD2 7.06 125.24 121.00
1 6-A 157 | ARG NE-CZ-NH2 -7.06 116.77 120.30
2 10-B 319 | PHE CB-CG-CD1 7.06 125.74 120.80
3 1-C 398 | PHE | CB-CG-CD2 | -7.06 115.86 120.80
1 3-A 144 | ARG | NH1-CZ-NH2 7.05 127.16 119.40
3 6-C 87 | PHE | CB-CG-CDl1 7.05 125.74 120.80
3 7-D 318 | VAL C-N-CA 7.05 139.34 121.70
1 3-A 337 | SER N-CA-CB 7.05 121.08 110.50
3 6-D 243 | ARG NE-CZ-NH1 7.05 123.83 120.30
3 8-C 252 | MET CG-SD-CE -7.05 88.92 100.20
1 4-A 562 | PHE | CB-CG-CD1 7.05 125.73 120.80
1 10-A | 687 | ARG NE-CZ-NH2 -7.04 116.78 120.30
3 1-D 383 | VAL CA-CB-CG1 7.04 121.47 110.90
3 8-D 362 | TYR | CG-CD1-CE1 | -7.04 115.67 121.30
1 2-A 575 | SER C-N-CA 7.04 139.30 121.70
3 8-D 403 | PHE CB-CG-CD1 7.04 125.73 120.80
1 7-A 486 | PHE | CB-CG-CD1 -7.04 115.87 120.80
3 8-D 279 | TYR | CB-CG-CD2 7.04 125.22 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 10-B | 225 | PHE | CB-CG-CD2 | -7.04 115.87 120.80
3 2-D 43 SER N-CA-CB 7.04 121.05 110.50
3 6-C 411 | ASP CB-CG-OD1 -7.04 111.97 118.30
1 7-A 203 | ARG NE-CZ-NH2 -7.04 116.78 120.30
1 6-A 687 | ARG NE-CZ-NH1 7.03 123.82 120.30
2 8-B 450 | ASN N-CA-CB 7.03 123.26 110.60
2 4-B 612 | ARG NE-CZ-NH1 7.03 123.82 120.30
3 6-D 275 | PHE CB-CG-CD1 7.03 125.72 120.80
2 2-B 393 | PHE | CB-CG-CD2 | -7.02 115.88 120.80
3 8-C 308 | THR | CA-CB-CG2 -7.02 102.57 112.40
2 6-B 505 | ASP CB-CG-OD1 7.02 124.62 118.30
3 10-C 86 | PHE CB-CG-CD1 7.01 125.71 120.80
2 4-B 839 | PHE | CB-CG-CD2 | -7.01 115.89 120.80
3 8-C 300 | ASP CB-CG-OD1 -7.01 111.99 118.30
3 10-C 204 | PHE CB-CG-CD2 7.01 125.71 120.80
3 1-D 387 | PHE | CB-CG-CD1 7.01 125.70 120.80
2 5-B 264 | TYR | CB-CG-CD1 -7.01 116.80 121.00
1 10-A 150 | TYR | CB-CG-CD2 -7.01 116.80 121.00
1 7-A 186 | MET CG-SD-CE -7.00 88.99 100.20
1 8-A 102 | PHE | CB-CG-CD1 7.00 125.70 120.80
1 1-A 704 | TYR | CB-CG-CD2 7.00 125.20 121.00
1 8-A 325 | PHE | CB-CG-CD2 | -7.00 115.90 120.80
2 5-B 514 | ARG NE-CZ-NH2 -7.00 116.80 120.30
1 2-A 633 | HIS CA-CB-CG 7.00 125.49 113.60
2 3-B 187 | TYR | CG-CD1-CE1 | -7.00 115.70 121.30
3 5-C 267 | PHE | CB-CG-CD2 | -7.00 115.90 120.80
1 9-A 267 | PHE N-CA-CB 7.00 123.19 110.60
1 2-A 299 | PHE | CB-CG-CD1 6.99 125.69 120.80
1 9-A 624 | ARG NE-CZ-NH2 -6.99 116.80 120.30
1 8-A 791 | PHE | CB-CG-CD2 6.99 125.69 120.80
2 10-B 78 | TYR | CG-CDI1-CE1l | -6.99 115.71 121.30
2 1-B 244 | LEU N-CA-CB 6.99 124.38 110.40
2 5-B 285 | ARG NE-CZ-NH1 6.99 123.79 120.30
2 5-B 576 | ARG NE-CZ-NH1 6.99 123.79 120.30
2 2-B 433 | TYR | CG-CD2-CE2 | -6.99 115.71 121.30
1 10-A | 368 | SER N-CA-CB 6.99 120.98 110.50
1 4-A 704 | TYR | CB-CG-CD2 -6.98 116.81 121.00
3 6-C 1) VAL CA-CB-CG2 -6.98 100.42 110.90
3 4-C 55 | ARG NE-CZ-NH1 -6.98 116.81 120.30
3 7-D 244 | PHE CB-CG-CD2 -6.98 115.92 120.80
1 8-A 334 | ASP CB-CG-OD2 -6.98 112.02 118.30
2 1-B 510 | TYR | CB-CG-CD2 6.97 125.19 121.00
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3 4-D 333 | ARG NE-CZ-NH1 -6.97 116.81 120.30
3 8-D 279 | TYR | CG-CD1-CE1 6.97 126.88 121.30
2 7-B 816 | TYR | CB-CG-CD2 6.97 125.18 121.00
1 1-A 671 | ALA N-CA-CB 6.97 119.86 110.10
2 1-B 612 | ARG | NE-CZ-NH1 6.97 123.78 120.30
1 4-A 664 | ARG NE-CZ-NH2 6.97 123.78 120.30
3 4-D 300 | ASP CB-CG-OD1 | -6.97 112.03 118.30
1 6-A 99 ASP CB-CG-OD2 | -6.97 112.03 118.30
2 6-B 631 | LEU CB-CG-CD2 6.97 122.84 111.00
1 1-A 410 | PHE | CB-CG-CD1 6.96 125.67 120.80
1 2-A 558 | TYR | CG-CD2-CE2 | -6.96 115.73 121.30
3 9-C 427 | ARG NE-CZ-NH2 6.96 123.78 120.30
2 5-B 609 | ASP CB-CG-0OD2 6.96 124.57 118.30
2 5-B 639 | THR | CA-CB-CG2 -6.96 102.65 112.40
3 1-D 359 | ARG NE-CZ-NH2 -6.96 116.82 120.30
1 10-A 192 | ILE CA-CB-CG1 6.96 124.22 111.00
1 6-A 116 | TYR | CB-CG-CDl1 -6.96 116.83 121.00
1 2-A 373 | ILE CA-CB-CG1 6.96 124.22 111.00
1 6-A 107 | ARG NE-CZ-NH2 -6.96 116.82 120.30
2 6-B 591 | TRP CB-CG-CD1 6.95 136.03 127.00
2 3-B 297 | TYR | CB-CG-CD1 -6.95 116.83 121.00
1 10-A | 186 | MET CG-SD-CE -6.95 89.08 100.20
3 6-C 46 | ARG | NH1-CZ-NH2 6.95 127.04 119.40
3 7-D 197 | ASP CB-CG-OD1 -6.95 112.05 118.30
2 6-B 826 | PHE CB-CG-CD1 -6.94 115.94 120.80
1 9-A 293 | ASN CB-CA-C -6.94 96.52 110.40
1 9-A 393 | TYR | CG-CD1-CE1 | -6.94 115.75 121.30
3 1-C 90 | ARG NE-CZ-NH1 6.94 123.77 120.30
1 1-A 687 | ARG NE-CZ-NH1 -6.93 116.83 120.30
2 1-B 547 | ASP CB-CG-OD2 | -6.93 112.06 118.30
1 5-A 340 | ASP CB-CG-OD2 | -6.93 112.06 118.30
3 5-C 358 | ARG NE-CZ-NH2 -6.93 116.83 120.30
1 4-A 600 | ASP CB-CG-OD1 | -6.93 112.06 118.30
3 1-C 160 | ASP CB-CG-OD2 -6.93 112.07 118.30
1 2-A 413 | TYR | CG-CD2-CE2 | 6.93 126.84 121.30
3 1-D 138 | LEU CB-CG-CD1 6.92 122.77 111.00
1 4-A 117 | MET CG-SD-CE 6.92 111.28 100.20
3 10-D 78 ASP CB-CG-0OD2 -6.92 112.07 118.30
2 1-B 488 | PHE CB-CG-CD2 6.92 125.64 120.80
3 3-C 335 | MET CA-CB-CG 6.92 125.07 113.30
1 4-A 709 | PHE | CB-CG-CD2 | -6.92 115.96 120.80
1 9-A 148 | ASP CB-CG-OD2 -6.92 112.08 118.30
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2 4-B 295 | ARG NE-CZ-NH1 -6.91 116.84 120.30
3 3-C 199 | ASP CB-CG-OD1 -6.91 112.08 118.30
3 10-C 247 | TYR | CG-CD2-CE2 | -6.91 11577 121.30
2 8-B 416 | CYS N-CA-C -6.91 92.35 111.00
1 10-A | 299 | PHE | CB-CG-CD2 | -6.91 115.97 120.80
3 10-D | 384 | VAL CA-CB-CG1 -6.91 100.54 110.90
1 3-A 162 | PHE | CB-CG-CD1 6.90 125.63 120.80
1 5-A 139 | ALA CB-CA-C -6.90 99.75 110.10
3 8-C 275 | PHE | CB-CG-CD2 | -6.90 115.97 120.80
3 10-D 101 | ALA N-CA-CB 6.90 119.76 110.10
3 5-C 109 | TYR | CG-CD2-CE2 | -6.90 115.78 121.30
2 7-B 187 | TYR | CB-CG-CD2 6.89 125.14 121.00
1 2-A 393 | TYR | CB-CG-CD2 | -6.89 116.86 121.00
1 1-A 132 | GLY N-CA-C -6.89 95.88 113.10
1 1-A 689 | LEU CB-CG-CD2 6.89 122.71 111.00
3 10-D | 362 | TYR | CZ-CE2-CD2 | -6.88 113.61 119.80
1 4-A 102 | PHE | CB-CG-CDl1 6.88 125.61 120.80
3 9-C 247 | TYR | CB-CG-CD2 6.88 125.13 121.00
2 1-B 600 | TYR | CZ-CE2-CD2 6.88 125.99 119.80
3 1-C 333 | ARG NE-CZ-NH1 -6.88 116.86 120.30
2 3-B 363 | PHE | CB-CG-CD2 | -6.88 115.99 120.80
2 4-B 187 | TYR | CB-CG-CD2 | -6.88 116.88 121.00
1 6-A 767 | TYR | CB-CG-CD1 6.87 125.12 121.00
3 4-C 64 | PRO N-CA-CB 6.87 111.54 103.30
2 10-B | 202 | PHE | CB-CG-CD1 -6.87 115.99 120.80
1 3-A 324 | TYR | CB-CG-CD2 6.87 125.12 121.00
2 4-B 439 | ARG NE-CZ-NH2 -6.87 116.87 120.30
3 4-C 66 | ALA N-CA-CB 6.87 119.71 110.10
1 10-A | 588 | TYR | CG-CD1-CE1 | -6.87 115.81 121.30
3 7-C 434 | MET CA-CB-CG 6.86 124.97 113.30
2 7-B 593 | PHE | CB-CG-CD1 6.86 125.60 120.80
3 1-C 407 | TYR | CG-CD1-CE1 | -6.86 115.81 121.30
2 1-B 343 | TYR | CB-CG-CD2 | -6.85 116.89 121.00
1 7-A 62 ASP CB-CG-OD1 6.85 124.47 118.30
3 3-C 54 | PHE | CB-CG-CD1 -6.85 116.00 120.80
3 4-C 319 | TYR | CB-CG-CD1 -6.85 116.89 121.00
2 9-B 433 | TYR | CG-CD1-CEl 6.85 126.78 121.30
3 2-C 268 | LEU CB-CG-CD1 6.85 122.64 111.00
2 5-B 328 | ARG NE-CZ-NH2 -6.84 116.88 120.30
2 5-B 543 | ALA CB-CA-C -6.84 99.83 110.10
2 9-B 328 | ARG NE-CZ-NH1 6.84 123.72 120.30
2 7-B 555 | TRP | CG-CD2-CE3 | -6.84 127.74 133.90
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2 9-B 385 | PHE | CB-CG-CD1 6.84 125.59 120.80
3 3-C 359 | ARG NE-CZ-NH1 6.84 123.72 120.30
2 6-B 288 | TYR | CB-CG-CD1 6.84 125.10 121.00
2 2-B 502 | THR | CA-CB-CG2 -6.84 102.83 112.40
1 4-A 582 | TYR | CB-CG-CD1 6.84 125.10 121.00
2 3-B 471 | ARG NE-CZ-NH2 -6.83 116.88 120.30
2 1-B 645 | ASN CB-CA-C -6.83 96.73 110.40
2 2-B 294 | LEU CB-CG-CD2 | -6.83 99.38 111.00
2 8-B 666 | ARG NE-CZ-NH1 6.83 123.72 120.30
2 10-B 776 | TYR | CG-CDI1-CEl | -6.83 115.83 121.30
1 4-A 624 | ARG NE-CZ-NH2 -6.83 116.88 120.30
3 10-D | 329 | ARG NE-CZ-NH2 -6.83 116.89 120.30
1 5-A 623 | ARG NE-CZ-NH1 6.83 123.72 120.30
2 9-B 242 | ARG NE-CZ-NH1 6.83 123.71 120.30
2 9-B 459 | HIS CA-CB-CG -6.83 101.99 113.60
2 7-B 453 | TYR | CB-CG-CD1 -6.83 116.90 121.00
2 9-B 805 | PHE | CB-CG-CD2 6.83 125.58 120.80
3 2-C 338 | LEU CB-CG-CD1 6.82 122.60 111.00
3 8-C 217 | PHE CB-CG-CD2 6.82 125.58 120.80
3 7-D 239 | THR | CA-CB-CG2 -6.82 102.85 112.40
1 5-A 117 | MET CG-SD-CE -6.82 89.29 100.20
3 5-C 362 | TYR | CB-CG-CD2 6.82 125.09 121.00
2 6-B 472 | ASP CB-CG-OD1 6.82 124.44 118.30
2 8-B 453 | TYR | CB-CG-CD1 6.82 125.09 121.00
3 8-D 55 | ARG NE-CZ-NH1 6.82 123.71 120.30
3 10-D | 245 | PRO N-CA-CB 6.82 111.48 103.30
2 2-B 732 | LEU CB-CA-C -6.82 97.25 110.20
1 5-A 193 | TYR | CB-CG-CD2 -6.82 116.91 121.00
1 9-A 429 | TYR | CB-CG-CD2 -6.82 116.91 121.00
1 7-A 576 | ARG NE-CZ-NH2 6.81 123.71 120.30
1 8-A 112 | TYR | CG-CD2-CE2 | 6.81 126.75 121.30
1 8-A 190 | TYR | CG-CD1-CE1 6.81 126.75 121.30
1 10-A | 162 | PHE | CB-CG-CD2 | -6.81 116.03 120.80
3 4-D 92 | THR | CA-CB-CG2 -6.81 102.87 112.40
3 9-D 133 | PHE | CD1-CE1-CZ 6.81 128.27 120.10
2 5-B 651 | TYR | CB-CG-CD1 6.81 125.08 121.00
3 10-C | 407 | TYR | CG-CD1-CE1 | -6.81 115.86 121.30
1 5-A 182 | VAL CA-CB-CG2 | -6.80 100.70 110.90
1 3-A 327 | ARG NE-CZ-NH2 -6.80 116.90 120.30
1 5-A 121 | ARG NE-CZ-NH2 6.80 123.70 120.30
2 6-B 468 | PHE CB-CG-CD1 -6.80 116.04 120.80
1 7-A 776 | ARG NE-CZ-NH1 -6.80 116.90 120.30
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1 9-A 327 | ARG NE-CZ-NH2 -6.80 116.90 120.30
2 10-B | 474 | VAL CA-CB-CG2 | -6.80 100.70 110.90
1 8-A 123 | TYR | CZ-CE2-CD2 6.80 125.92 119.80
2 9-B 591 | TRP CB-CG-CD2 | -6.80 117.77 126.60
2 4-B 720 | ASN N-CA-CB 6.79 122.83 110.60
1 5-A 760 | LEU CB-CG-CD1 6.79 122.55 111.00
2 6-B 389 | ARG NE-CZ-NH2 -6.79 116.90 120.30
3 6-C 204 | PHE CB-CA-C -6.79 96.81 110.40
1 6-A 358 | ARG NE-CZ-NH1 6.79 123.69 120.30
3 6-D 275 | PHE | CG-CD2-CE2 | 6.79 128.27 120.80
1 2-A 587 | ARG NE-CZ-NH2 -6.79 116.91 120.30
2 4-B 305 | GLU N-CA-CB 6.79 122.82 110.60
1 5-A 334 | ASP CB-CG-OD1 -6.79 112.19 118.30
3 7-C 436 | ASP CB-CG-OD1 6.78 124.41 118.30
1 3-A 409 | PHE | CB-CG-CD1 -6.78 116.05 120.80
2 7-B 362 | PHE | CB-CG-CD1 6.78 125.55 120.80
1 8-A 117 | MET N-CA-CB 6.78 122.81 110.60
2 8-B 345 | TYR | CB-CG-CD2 -6.78 116.93 121.00
3 8-D 319 | TYR | CG-CD2-CE2 | -6.78 115.88 121.30
1 1-A 110 | VAL CA-CB-CG1 6.78 121.07 110.90
2 2-B 200 | PHE | CB-CG-CD1 -6.78 116.06 120.80
1 8-A 111 | ARG NE-CZ-NH2 6.77 123.69 120.30
3 9-D 218 | ARG NE-CZ-NH1 6.77 123.69 120.30
3 3-C 335 | MET CG-SD-CE -6.76 89.38 100.20
3 7-D 100 | SER N-CA-CB 6.76 120.65 110.50
1 3-A 393 | TYR | CG-CD1-CE1 | -6.76 115.89 121.30
3 3-D 332 | SER N-CA-CB 6.76 120.64 110.50
1 5-A 261 | ASP CB-CG-OD1 6.76 124.38 118.30
1 6-A 630 | ARG NE-CZ-NH1 6.76 123.68 120.30
3 2-D 87 | PHE | CB-CG-CD2 | -6.76 116.07 120.80
3 2-D 117 | ASP CB-CG-0OD2 -6.76 112.22 118.30
3 8-D 315 | TYR | CB-CG-CD2 6.76 125.06 121.00
3 9-D 133 | PHE | CB-CG-CD2 | -6.76 116.07 120.80
3 10-D 25 LEU CB-CG-CD2 6.75 122.48 111.00
2 10-B | 471 | ARG NE-CZ-NH1 6.75 123.68 120.30
1 3-A 568 | TYR | CB-CG-CD1 -6.75 116.95 121.00
1 6-A 755 | ASP CB-CG-OD1 -6.75 112.22 118.30
3 5-C 193 | ARG NE-CZ-NH2 -6.75 116.93 120.30
3 7-C 387 | PHE CB-CG-CD1 6.75 125.52 120.80
3 9-D 341 | ARG NE-CZ-NH2 -6.75 116.93 120.30
3 10-D | 285 | ALA C-N-CA 6.75 138.57 121.70
3 1-C 249 | TYR | CB-CG-CD2 6.75 125.05 121.00
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3 1-C 437 | TYR | CB-CG-CD1 6.75 125.05 121.00
3 6-D 192 | ARG NE-CZ-NH1 6.75 123.67 120.30
2 1-B 429 | TYR | CD1-CG-CD2 | 6.74 125.32 117.90
2 4-B 359 | TYR | CB-CG-CD1 6.74 125.05 121.00
3 10-C o8 CYS CA-CB-SG -6.74 101.86 114.00
2 4-B 319 | PHE | CB-CG-CD2 | -6.74 116.08 120.80
1 1-A 262 | ARG NE-CZ-NH2 -6.74 116.93 120.30
1 10-A 150 | TYR | CG-CD2-CE2 | -6.74 115.91 121.30
1 10-A | 568 | TYR | CB-CG-CD1 6.74 125.04 121.00
1 6-A 605 | ASP CB-CG-0OD2 -6.74 112.24 118.30
1 10-A | 393 | TYR | CB-CG-CD2 -6.74 116.96 121.00
2 10-B | 508 | PRO N-CA-CB 6.74 111.38 103.30
2 3-B 411 | PHE | CB-CG-CD2 | -6.73 116.09 120.80
3 9-C 113 | THR | CA-CB-CG2 -6.73 102.97 112.40
1 1-A 278 | ASP CB-CG-OD2 6.73 124.36 118.30
3 5-C 319 | TYR | CB-CG-CD2 -6.73 116.96 121.00
3 8-C 173 | PHE | CB-CG-CD2 | -6.73 116.09 120.80
2 1-B 593 | PHE | CB-CG-CD1 6.73 125.51 120.80
3 5-D 398 | PHE | CB-CG-CD1 -6.73 116.09 120.80
1 9-A 663 | TYR | CB-CG-CD2 -6.73 116.96 121.00
2 10-B | 599 | PHE | CB-CG-CD2 | -6.73 116.09 120.80
1 5-A 451 | ARG NE-CZ-NH1 -6.73 116.94 120.30
3 8-D 124 | ASP CB-CG-OD1 6.73 124.35 118.30
1 1-A 294 | ASP CB-CG-0OD1 -6.72 112.25 118.30
1 6-A 633 | HIS CA-CB-CG 6.72 125.03 113.60
3 10-C 46 | ARG NE-CZ-NH2 -6.72 116.94 120.30
1 2-A 594 | TYR | CG-CD2-CE2 | 6.72 126.68 121.30
2 3-B 446 | PHE | CB-CG-CD1 6.72 125.50 120.80
2 10-B 181 | GLU CA-CB-CG 6.72 128.18 113.40
1 6-A 614 | TYR | CB-CG-CD2 -6.72 116.97 121.00
2 5-B 385 | PHE CB-CG-CD2 -6.71 116.10 120.80
2 10-B 805 | PHE CB-CG-CD2 -6.71 116.10 120.80
3 1-D 249 | TYR | CB-CG-CD2 -6.71 116.97 121.00
2 6-B 468 | PHE N-CA-CB 6.71 122.68 110.60
1 9-A 426 | PHE CB-CG-CD1 -6.71 116.11 120.80
1 7-A 478 | MET CG-SD-CE -6.70 89.47 100.20
3 3-C 387 | PHE CB-CG-CD1 6.70 125.49 120.80
3 10-D 185 | TYR | CB-CG-CD2 -6.70 116.98 121.00
2 4-B 821 | ASP CB-CG-OD1 6.70 124.33 118.30
1 3-A 112 | TYR | CD1-CE1-CZ | -6.70 113.77 119.80
3 6-D 445 | TYR | CG-CD1-CE1 | -6.69 115.95 121.30
1 1-A 193 | TYR | CG-CD2-CE2 | 6.69 126.65 121.30
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2 4-B 729 | ASN N-CA-CB 6.69 122.64 110.60
3 6-C 275 | PHE CB-CG-CD2 -6.69 116.12 120.80
2 6-B 661 | PHE CB-CG-CD2 -6.69 116.12 120.80
2 7-B 805 | PHE | CG-CD2-CE2 | -6.69 113.44 120.80
1 8-A 332 | LEU CB-CG-CD1 6.69 122.37 111.00
1 3-A 558 | TYR | CB-CG-CD1 6.68 125.01 121.00
2 6-B 293 | ARG NE-CZ-NH1 -6.68 116.96 120.30
3 8-D 87 | PHE CB-CG-CD2 6.68 125.48 120.80
2 1-B 409 | TYR | CB-CG-CD1 -6.68 116.99 121.00
1 10-A | 159 | GLU N-CA-CB 6.68 122.63 110.60
1 10-A | 449 | HIS CA-CB-CG 6.68 124.96 113.60
2 2-B 580 | ARG NE-CZ-NH1 6.68 123.64 120.30
3 2-C 249 | TYR | CB-CG-CD1 -6.68 116.99 121.00
1 4-A 299 | PHE | CB-CG-CD1 6.67 125.47 120.80
2 4-B 409 | TYR | CB-CG-CD1 -6.67 117.00 121.00
1 6-A 134 | VAL | CG1-CB-CG2 | 6.67 121.58 110.90
1 5-A 627 | ARG NE-CZ-NH2 -6.67 116.96 120.30
1 6-A 647 | PHE | CB-CG-CD1 6.67 125.47 120.80
3 9-C 445 | TYR | CB-CG-CD2 6.67 125.00 121.00
3 3-D 48 ASP CB-CG-OD1 -6.67 112.30 118.30
2 10-B 819 | PHE CB-CG-CD1 6.67 125.47 120.80
3 2-D 362 | TYR | CB-CG-CD2 6.66 125.00 121.00
1 5-A 588 | TYR | CB-CG-CD2 6.66 125.00 121.00
2 3-B 514 | ARG NE-CZ-NH2 6.66 123.63 120.30
2 10-B | 293 | ARG NE-CZ-NH1 6.66 123.63 120.30
2 3-B 475 | PHE CB-CG-CD1 6.66 125.46 120.80
3 8-C 1 MET CG-SD-CE -6.66 89.55 100.20
2 4-B 591 | TRP | CG-CD2-CE3 | -6.66 127.91 133.90
3 10-C | 176 | ARG NE-CZ-NH2 -6.66 116.97 120.30
1 6-A 380 | ASP CB-CG-0OD2 -6.66 112.31 118.30
1 7-A 624 | ARG NE-CZ-NH2 -6.66 116.97 120.30
3 9-D 443 | ASP CB-CG-0OD2 -6.65 112.31 118.30
1 2-A 792 | ASP CB-CG-OD1 -6.65 112.31 118.30
2 3-B 236 | TYR | CD1-CE1-CZ | -6.65 113.81 119.80
2 9-B 461 | ASN O-C-N -6.65 112.06 122.70
1 3-A 121 | ARG NE-CZ-NH1 -6.65 116.97 120.30
3 5-D 101 | ALA N-CA-CB 6.65 119.41 110.10
1 9-A 566 | ILE CB-CA-C -6.65 98.30 111.60
3 7-C 315 | TYR | CB-CG-CD1 -6.64 117.01 121.00
2 10-B | 394 | ILE N-CA-C -6.64 93.06 111.00
1 7-A 591 | VAL CA-CB-CG1 -6.64 100.94 110.90
2 7-B 565 | TYR N-CA-C -6.64 93.07 111.00
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3 2-D 279 | TYR | CB-CG-CD2 6.64 124.98 121.00
2 9-B 648 | MET CG-SD-CE -6.64 89.58 100.20
3 5-D 436 | ASP CB-CG-0OD2 6.64 124.27 118.30
2 9-B 78 | TYR | CB-CG-CD2 -6.63 117.02 121.00
2 10-B | 328 | ARG NE-CZ-NH2 6.63 123.62 120.30
1 10-A | 157 | ARG NE-CZ-NH2 -6.63 116.98 120.30
3 7-D 170 | TYR | CB-CG-CD1 -6.63 117.02 121.00
2 10-B 342 | TYR | CB-CG-CD2 -6.63 117.02 121.00
2 2-B 772 | PHE | CB-CG-CD2 | -6.63 116.16 120.80
1 7-A 304 | ASP CB-CG-OD2 | -6.63 112.33 118.30
2 3-B 415 | TYR | CB-CG-CD1 6.63 124.98 121.00
2 4-B 428 | LYS CB-CG-CD 6.62 128.81 111.60
2 4-B 460 | THR N-CA-CB 6.62 122.88 110.30
2 7-B 505 | ASP CB-CG-0OD2 6.62 124.26 118.30
1 8-A 600 | ASP CB-CA-C -6.62 97.16 110.40
3 8-D 352 | MET CA-CB-CG 6.62 124.56 113.30
2 3-B 242 | ARG NE-CZ-NH2 -6.62 116.99 120.30
1 5-A 340 | ASP N-CA-CB 6.62 122.52 110.60
3 3-D 65 | ARG NE-CZ-NH2 -6.62 116.99 120.30
3 6-D 47 ASP CB-CG-0OD2 -6.62 112.35 118.30
1 10-A | 327 | ARG NE-CZ-NH1 6.62 123.61 120.30
2 7-B 357 | ALA N-CA-CB 6.61 119.36 110.10
3 2-C 315 | TYR | CB-CG-CD2 -6.61 117.04 121.00
2 6-B 433 | TYR | CB-CG-CD1 -6.61 117.04 121.00
1 2-A 800 | ASP CB-CG-OD1 -6.61 112.36 118.30
2 5-B 660 | ASN N-CA-CB 6.61 122.49 110.60
1 8-A 284 | TYR | CB-CG-CD2 6.60 124.96 121.00
1 2-A 161 | ASP N-CA-CB 6.60 122.48 110.60
1 9-A 487 | ASP CB-CG-OD2 | -6.60 112.36 118.30
2 10-B 501 | ALA N-CA-CB 6.60 119.34 110.10
1 1-A 664 | ARG NE-CZ-NH2 6.60 123.60 120.30
3 7-C 90 | ARG NE-CZ-NH1 6.60 123.60 120.30
1 8-A 150 | TYR | CB-CG-CD1 -6.60 117.04 121.00
3 9-D 423 | PHE CB-CG-CD1 -6.59 116.18 120.80
3 10-D 72 | GLU CB-CA-C -6.59 97.21 110.40
2 9-B 297 | TYR | CB-CG-CD1 6.59 124.96 121.00
1 1-A 465 | PHE CB-CG-CD1 6.59 125.41 120.80
1 8-A 767 | TYR | CG-CD2-CE2 | 6.59 126.57 121.30
3 5-C 292 | TYR N-CA-CB 6.59 122.46 110.60
1 7-A 568 | TYR N-CA-CB 6.59 122.46 110.60
1 2-A 267 | PHE | CB-CG-CD2 | -6.59 116.19 120.80
2 5-B 598 | TYR | CZ-CE2-CD2 6.59 125.73 119.80
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3 6-C 443 | ASP CB-CG-OD2 -6.59 112.37 118.30
3 7-D 87 | PHE CB-CG-CD2 -6.58 116.19 120.80
1 8-A 488 | THR | CA-CB-CG2 -6.58 103.19 112.40
2 3-B 415 | TYR | CB-CG-CD2 | -6.58 117.05 121.00
1 4-A 80 ASP CB-CG-OD1 6.58 124.22 118.30
1 8-A 140 | TYR | CB-CG-CD1 -6.58 117.06 121.00
2 8-B 591 | TRP | CE3-CZ3-CH2 | -6.58 113.97 121.20
1 4-A 299 | PHE | CB-CG-CD2 | -6.57 116.20 120.80
1 1-A 793 | PHE | CB-CG-CD2 | -6.57 116.20 120.80
1 7-A 464 | ASN N-CA-CB 6.57 122.43 110.60
3 5-D 249 | TYR | CZ-CE2-CD2 | -6.57 113.89 119.80
3 8-D 54 | PHE CB-CG-CD2 -6.57 116.20 120.80
2 8-B 828 | ALA N-CA-CB 6.57 119.29 110.10
3 3-C 59 | ARG NE-CZ-NH2 -6.56 117.02 120.30
2 5-B 236 | TYR | CB-CG-CD1 -6.56 117.06 121.00
1 3-A 334 | ASP CB-CG-OD1 6.56 124.20 118.30
1 4-A 76 | ARG | NHI-CZ-NH2 | -6.56 112.18 119.40
3 5-D 282 | ASP N-CA-CB 6.56 122.41 110.60
3 6-C 398 | PHE | CB-CG-CD1 6.56 125.39 120.80
2 7-B 393 | PHE | CB-CG-CD1 6.56 125.39 120.80
1 2-A 624 | ARG NE-CZ-NH2 6.56 123.58 120.30
2 9-B 670 | ARG NE-CZ-NH1 6.56 123.58 120.30
3 5-D 41 ASP CB-CG-0OD2 -6.55 112.40 118.30
3 7-D 65 | ARG NE-CZ-NH1 6.55 123.58 120.30
1 9-A 450 | TYR | CG-CD1-CEl | -6.55 116.06 121.30
2 10-B 445 | PHE | CD1-CE1-CZ 6.55 127.96 120.10
1 4-A 62 ASP CB-CG-0OD2 -6.55 112.40 118.30
3 10-C | 427 | ARG NE-CZ-NH2 6.5 123.58 120.30
1 2-A 279 | TYR | CB-CG-CD1 6.5 124.93 121.00
3 2-C 398 | PHE | CG-CDI1-CEl | 6.55 128.00 120.80
2 3-B 236 | TYR | CB-CG-CD2 6.5 124.93 121.00
1 7-A 157 | ARG NE-CZ-NH1 6.5 123.58 120.30
2 2-B 652 | TYR | CB-CG-CD2 | -6.55 117.07 121.00
2 9-B 585 | ARG NE-CZ-NH2 -6.55 117.03 120.30
3 2-C 173 | PHE CB-CG-CD2 -6.55 116.22 120.80
3 7-C 83 | PHE CB-CG-CD1 -6.55 116.22 120.80
1 10-A | 700 | PHE CB-CG-CD2 -6.55 116.22 120.80
2 6-B 285 | ARG NE-CZ-NH2 -6.54 117.03 120.30
3 5-D 17 | VAL CA-CB-CG1 6.54 120.71 110.90
3 2-C 205 | ASP CB-CG-OD1 -6.54 112.41 118.30
3 6-C 169 | THR | CA-CB-CG2 -6.54 103.24 112.40
1 8-A 302 | TYR | CG-CD1-CE1 | -6.54 116.07 121.30
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1 4-A 602 | THR | CA-CB-CG2 -6.54 103.24 112.40
3 1-C 335 | MET CG-SD-CE 6.54 110.66 100.20
3 3-D 407 | TYR | CG-CD2-CE2 | -6.54 116.07 121.30
2 6-B 542 | ASP CB-CG-0OD1 -6.54 112.42 118.30
2 4-B 267 | PHE | CB-CG-CD2 | -6.53 116.23 120.80
1 9-A 204 | ARG NE-CZ-NH2 6.53 123.57 120.30
2 2-B 646 | SER N-CA-CB 6.53 120.30 110.50
3 5-D 97 ASP CB-CG-OD1 -6.53 112.42 118.30
3 5-C 185 | TYR | CB-CG-CD2 6.53 124.92 121.00
2 3-B 824 | TYR | CB-CG-CD1 6.53 124.92 121.00
2 8-B 453 | TYR | CB-CG-CD2 -6.53 117.08 121.00
1 9-A 443 | MET CG-SD-CE -6.53 89.76 100.20
1 2-A 657 | TYR | CB-CG-CD2 -6.52 117.09 121.00
3 4-C 185 | TYR | CB-CG-CD2 -6.52 117.09 121.00
3 5-C 8 LEU CB-CG-CD2 6.52 122.09 111.00
2 5-B 562 | TYR | CB-CG-CD1 -6.52 117.09 121.00
1 7-A 577 | THR | CA-CB-CG2 6.52 121.53 112.40
2 3-B 379 | TYR | CB-CG-CD1 6.52 12491 121.00
3 4-C 34 ASP CB-CG-OD1 6.51 124.16 118.30
2 2-B 472 | ASP CB-CG-0OD2 -6.51 112.44 118.30
3 2-C 217 | PHE C-N-CA 6.51 137.98 121.70
2 5-B 770 | TYR | CD1-CE1-CZ 6.51 125.66 119.80
2 9-B 431 | VAL CA-CB-CG2 -6.51 101.13 110.90
2 8-B 543 | ALA N-CA-CB 6.51 119.21 110.10
3 8-C 240 | ASN CB-CA-C -6.51 97.39 110.40
1 2-A 296 | TYR | CG-CD1-CE1 | -6.50 116.10 121.30
2 6-B 421 | TRP CB-CG-CD2 | -6.50 118.15 126.60
3 9-C 244 | PHE CB-CG-CD2 -6.50 116.25 120.80
2 1-B 510 | TYR CA-CB-CG 6.50 125.75 113.40
2 3-B 537 | VAL | CG1-CB-CG2 | 6.50 121.30 110.90
2 5-B 393 | PHE CB-CG-CD2 -6.50 116.25 120.80
1 3-A 294 | ASP CB-CG-0OD2 -6.50 112.45 118.30
3 4-D 223 | ASP CB-CG-OD1 6.50 124.15 118.30
1 5-A 400 | ARG NE-CZ-NH2 -6.50 117.05 120.30
3 1-C 347 | TRP N-CA-CB 6.49 122.29 110.60
3 9-C 316 | PHE CB-CG-CD2 -6.49 116.25 120.80
2 10-B 585 | ARG NE-CZ-NH2 -6.49 117.05 120.30
3 3-D 282 | ASP CB-CG-0OD2 6.49 124.14 118.30
3 5-C 367 | PRO N-CA-CB 6.49 111.09 103.30
3 7-D 138 | LEU CB-CG-CD1 6.49 122.03 111.00
1 3-A 160 | ARG NE-CZ-NH2 -6.49 117.06 120.30
1 10-A | 561 | LYS N-CA-CB 6.49 122.28 110.60
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1 1-A 333 | ARG NE-CZ-NH2 -6.49 117.06 120.30
2 6-B 421 | TRP | CH2-CZ2-CE2 | 6.49 123.89 117.40
3 2-C 403 | PHE CB-CG-CD2 -6.48 116.26 120.80
3 4-D 118 | ASP CB-CG-0OD2 6.48 124.13 118.30
3 5-C 395 | ASP N-CA-CB 6.48 122.26 110.60
3 6-C 176 | ARG NE-CZ-NH2 -6.48 117.06 120.30
1 9-A 121 | ARG NE-CZ-NH1 6.48 123.54 120.30
3 2-C 432 | SER O-C-N -6.48 112.34 122.70
1 3-A 286 | TRP CA-CB-CG 6.48 126.00 113.70
2 4-B 388 | GLU | OE1-CD-OE2 | -6.48 115.53 123.30
1 2-A 121 | ARG NE-CZ-NH2 -6.47 117.06 120.30
1 2-A 263 | SER N-CA-CB 6.47 120.21 110.50
2 6-B 565 | TYR | CD1-CE1-CZ 6.47 125.63 119.80
3 5-C 394 | PHE CB-CG-CD1 6.47 125.33 120.80
1 6-A 78 | PHE CB-CG-CD1 -6.47 116.27 120.80
1 4-A 594 | TYR | CB-CG-CD1 6.47 124.88 121.00
2 6-B 488 | PHE CB-CG-CD2 -6.47 116.27 120.80
3 8-D 41 ASP CB-CG-0OD2 -6.47 112.48 118.30
1 10-A | 623 | ARG NE-CZ-NH2 6.47 123.53 120.30
2 5-B 438 | TYR | CB-CG-CD2 6.46 124.88 121.00
1 7-A 657 | TYR | CB-CG-CD2 6.46 124.88 121.00
2 8-B 508 | PRO N-CD-CG 6.46 112.89 103.20
3 10-D | 223 | ASP CB-CG-OD1 6.46 124.11 118.30
1 9-A 383 | ASP CB-CG-0OD2 6.46 124.11 118.30
3 3-D 363 | LEU N-CA-C -6.46 93.56 111.00
2 5-B 362 | PHE CB-CG-CD2 6.46 125.32 120.80
1 1-A 706 | PHE CB-CG-CD2 -6.46 116.28 120.80
1 3-A 576 | ARG | NH1-CZ-NH2 6.46 126.50 119.40
2 3-B 583 | TYR | CG-CD2-CE2 | -6.46 116.14 121.30
3 4-C 8 LEU N-CA-CB 6.46 123.31 110.40
1 3-A 262 | ARG NE-CZ-NH2 -6.45 117.07 120.30
3 6-C 386 | VAL CA-CB-CG1 -6.45 101.22 110.90
2 8-B 846 | ARG NE-CZ-NH1 -6.45 117.07 120.30
3 10-C | 271 | SER N-CA-C -6.45 93.58 111.00
3 2-D 223 | ASP CB-CG-OD1 -6.45 112.49 118.30
3 2-D 266 | HIS N-CA-CB 6.45 122.21 110.60
2 8-B 822 | ARG NE-CZ-NH2 -6.45 117.07 120.30
1 3-A 413 | TYR | CB-CG-CD1 6.45 124.87 121.00
3 4-D 192 | ARG NE-CZ-NH1 6.45 123.52 120.30
1 7-A 451 | ARG NE-CZ-NH1 6.45 123.52 120.30
1 10-A | 290 | GLY O-C-N 6.44 133.01 122.70
1 10-A | 597 | ARG NE-CZ-NH1 6.44 123.52 120.30
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3 10-C | 315 | TYR | CB-CG-CD1 -6.44 117.14 121.00
1 2-A 131 | PHE CB-CG-CD2 6.44 125.31 120.80
3 6-C 128 | ASP CB-CG-OD1 6.44 124.10 118.30
1 9-A 74 | TYR | CG-CD1-CEl | -6.44 116.15 121.30
1 4-A 91 | GLU N-CA-CB 6.44 122.19 110.60
2 7-B 415 | TYR | CB-CG-CD2 6.44 124.86 121.00
3 8-C 96 SER N-CA-CB 6.44 120.16 110.50
2 5-B 359 | TYR | CB-CG-CD2 -6.44 117.14 121.00
1 6-A 693 | ILE CA-C-N 6.44 135.12 117.10
3 7-D 249 | TYR | CG-CD2-CE2 | -6.43 116.15 121.30
3 3-D 437 | TYR | CB-CG-CD2 6.43 124.86 121.00
2 5-B 345 | TYR | CB-CG-CD1 -6.43 117.14 121.00
3 6-C 437 | TYR | CB-CG-CD2 -6.43 117.14 121.00
1 8-A 576 | ARG NE-CZ-NH1 6.43 123.52 120.30
1 8-A 612 | TRP | CE2-CD2-CG | 6.43 112.45 107.30
3 7-C 180 | VAL CA-CB-CG1 -6.43 101.25 110.90
2 5-B 297 | TYR | CG-CDI1-CEl | -6.43 116.16 121.30
3 8-C 244 | PHE CB-CG-CD2 -6.43 116.30 120.80
1 4-A 284 | TYR N-CA-CB 6.43 122.17 110.60
2 7-B 202 | PHE CB-CG-CD2 6.42 125.30 120.80
3 7-D 333 | ARG NE-CZ-NH2 -6.42 117.09 120.30
1 8-A 603 | TRP | CE3-CZ3-CH2 | -6.42 114.13 121.20
2 10-B 505 | ASP CB-CG-0OD2 -6.42 112.52 118.30
1 1-A 704 | TYR | CB-CG-CD1 -6.42 117.15 121.00
2 3-B 661 | PHE CB-CG-CD1 6.42 125.30 120.80
2 1-B 604 | MET CG-SD-CE 6.42 110.47 100.20
3 1-C 223 | ASP CB-CG-OD1 6.42 124.08 118.30
3 10-C 272 | PHE | CD1-CE1-CZ 6.42 127.81 120.10
1 1-A 400 | ARG NE-CZ-NH2 -6.42 117.09 120.30
2 2-B 599 | PHE CB-CG-CD1 6.42 125.29 120.80
3 7-C 387 | PHE CB-CG-CD2 -6.42 116.31 120.80
2 1-B 532 | PRO C-N-CA 6.41 137.74 121.70
3 1-C 359 | ARG NE-CZ-NH1 6.41 123.51 120.30
2 6-B 562 | TYR | CB-CG-CD2 -6.41 117.15 121.00
2 7-B 216 | PHE CB-CG-CD1 6.41 125.29 120.80
3 5-C 104 | SER N-CA-CB 6.41 120.12 110.50
3 8-D 12 | GLN C-N-CA 6.41 137.73 121.70
1 9-A 126 | TRP | CG-CD2-CE3 | -6.41 128.13 133.90
2 9-B 295 | ARG NE-CZ-NH2 -6.41 117.09 120.30
1 5-A 105 | PHE CB-CG-CD2 -6.41 116.31 120.80
2 5-B 637 | LEU CB-CA-C -6.41 98.03 110.20
1 8-A 462 | LEU CB-CG-CD1 6.41 121.89 111.00
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2 6-B 340 | SER N-CA-CB 6.40 120.10 110.50
3 1-D 407 | TYR | CB-CG-CD2 -6.40 117.16 121.00
3 2-C 54 | PHE CB-CG-CD2 -6.40 116.32 120.80
3 2-D 105 | TRP CB-CG-CD1 6.40 135.32 127.00
3 7-D 59 | ARG NE-CZ-NH1 6.40 123.50 120.30
1 5-A 332 | LEU CB-CG-CD2 6.40 121.87 111.00
3 6-C 195 | ILE CA-CB-CG1 6.40 123.15 111.00
2 6-B 194 | ALA N-CA-CB 6.39 119.05 110.10
2 7-B 665 | THR | CA-CB-CG2 -6.39 103.45 112.40
2 1-B 409 | TYR | CG-CD2-CE2 | -6.39 116.19 121.30
2 1-B 433 | TYR | CG-CD1-CE1 | -6.39 116.19 121.30
2 1-B 816 | TYR | CB-CG-CD1 6.39 124.83 121.00
1 2-A 405 | PHE | CB-CG-CD2 | -6.39 116.33 120.80
2 7-B 514 | ARG NE-CZ-NH1 6.39 123.50 120.30
3 7-D 248 | MET CG-SD-CE -6.39 89.97 100.20
1 8-A 646 | TYR | CB-CG-CD1 -6.39 117.17 121.00
2 9-B 592 | ARG NE-CZ-NH1 6.39 123.50 120.30
2 10-B | 319 | PHE | CB-CG-CD2 | -6.39 116.33 120.80
2 3-B 515 | VAL CA-CB-CG2 6.39 120.49 110.90
3 3-D 185 | TYR | CB-CG-CD1 -6.39 117.17 121.00
3 4-C 204 | PHE CB-CG-CD1 6.39 125.27 120.80
3 7-D 398 | PHE | CB-CG-CD2 | -6.39 116.33 120.80
3 6-D 243 | ARG NE-CZ-NH2 -6.39 117.11 120.30
3 7-C 294 | VAL CA-CB-CG2 6.39 120.48 110.90
1 5-A 74 | TYR | CG-CD2-CE2 | -6.39 116.19 121.30
1 3-A 334 | ASP CB-CG-OD2 | -6.39 112.55 118.30
2 4-B 585 | ARG CD-NE-CZ 6.39 132.54 123.60
2 6-B 558 | PHE | CB-CG-CD2 | -6.39 116.33 120.80
1 10-A | 303 | ASP CB-CG-OD1 | -6.39 112.55 118.30
1 5-A 636 | MET CG-SD-CE -6.38 89.98 100.20
1 8-A 296 | TYR | CG-CD2-CE2 | -6.38 116.19 121.30
1 10-A | 162 | PHE | CG-CD2-CE2 | -6.38 113.78 120.80
3 5-C 271 | SER N-CA-C -6.38 93.77 111.00
2 1-B 505 | ASP CB-CG-OD1 | -6.38 112.56 118.30
1 4-A 587 | ARG NE-CZ-NH1 6.38 123.49 120.30
2 6-B 666 | ARG NE-CZ-NH1 6.38 123.49 120.30
3 6-C 73 | PRO N-CD-CG 6.38 112.76 103.20
3 8-D 443 | ASP N-CA-CB 6.38 122.08 110.60
3 7-D 337 | LYS CB-CA-C -6.38 97.65 110.40
3 10-C | 128 | ASP CB-CG-OD2 | -6.38 112.56 118.30
2 3-B 236 | TYR | CG-CD1-CE1 6.37 126.40 121.30
2 4-B 511 | LYS N-CA-CB 6.37 122.07 110.60
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1 8-A 398 | TYR | CB-CG-CD1 -6.37 117.18 121.00
3 2-C 185 | TYR | CD1-CE1-CZ | -6.37 114.07 119.80
2 7-B 225 | PHE CA-CB-CG 6.37 129.18 113.90
2 3-B 385 | PHE CB-CG-CD1 6.37 125.26 120.80
1 8-A 393 | TYR | CB-CG-CD2 6.37 124.82 121.00
1 9-A 603 | TRP O-C-N -6.37 112.51 122.70
2 6-B 769 | VAL CA-CB-CG2 | -6.37 101.35 110.90
2 7-B 324 | ASP CB-CG-0OD2 6.37 124.03 118.30
2 2-B 819 | PHE | CB-CG-CD2 | -6.36 116.34 120.80
1 7-A 772 | SER N-CA-CB 6.36 120.05 110.50
1 8-A 394 | VAL CA-CB-CG1 6.36 120.44 110.90
1 3-A 430 | GLN N-CA-CB 6.36 122.05 110.60
2 9-B 644 | PHE CB-CG-CD2 6.36 125.25 120.80
2 6-B 585 | ARG NE-CZ-NH1 6.36 123.48 120.30
1 2-A 458 | TYR | CG-CD2-CE2 | 6.36 126.39 121.30
2 4-B 418 | GLU CB-CA-C 6.36 123.12 110.40
2 10-B 580 | ARG NE-CZ-NH1 -6.36 117.12 120.30
3 7-D 54 | PHE | CB-CG-CD2 | -6.36 116.35 120.80
2 1-B 772 | PHE | CB-CG-CD2 | -6.35 116.35 120.80
1 5-A 638 | HIS CA-CB-CG 6.35 124.40 113.60
2 5-B 565 | TYR | CB-CG-CD2 -6.35 117.19 121.00
3 5-C 97 ASP CB-CG-OD1 6.35 124.02 118.30
2 6-B 652 | TYR | CB-CG-CD2 -6.35 117.19 121.00
3 6-C 20 | PHE | CB-CG-CD2 | -6.35 116.35 120.80
3 8-C 362 | TYR | CG-CD2-CE2 | 6.35 126.38 121.30
1 1-A 190 | TYR | CB-CG-CD1 6.35 124.81 121.00
1 1-A 393 | TYR CA-CB-CG -6.35 101.34 113.40
2 1-B 218 | SER N-CA-CB 6.35 120.02 110.50
1 6-A 771 | ALA CB-CA-C -6.35 100.58 110.10
2 8-B 562 | TYR | CDI1-CE1-CZ | -6.35 114.08 119.80
1 9-A 77 | TYR | CB-CG-CD1 -6.35 117.19 121.00
1 2-A 137 | ARG NE-CZ-NH2 -6.35 117.13 120.30
3 3-D 423 | PHE | CB-CG-CD2 | -6.35 116.36 120.80
3 4-C 352 | MET C-N-CA 6.35 137.57 121.70
2 9-B 661 | PHE | CB-CG-CD2 | -6.35 116.36 120.80
1 3-A 98 | MET CG-SD-CE -6.35 90.05 100.20
3 5-D 400 | LYS C-N-CA 6.35 135.63 122.30
3 1-C 97 ASP N-CA-CB 6.34 122.02 110.60
1 7-A 393 | TYR | CB-CG-CD2 6.34 124.81 121.00
1 3-A 795 | ASP CB-CG-OD2 -6.34 112.59 118.30
1 1-A 158 | LEU N-CA-CB 6.34 123.08 110.40
1 2-A 300 | MET O-C-N 6.34 132.85 122.70
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3 10-D | 249 | TYR CA-CB-CG -6.34 101.35 113.40
1 5-A 116 | TYR | CB-CG-CD2 -6.34 117.20 121.00
2 5-B 356 | ARG NE-CZ-NH1 6.34 123.47 120.30
1 8-A 262 | ARG NE-CZ-NH1 -6.34 117.13 120.30
2 9-B 453 | TYR | CG-CD1-CE1 | 6.34 126.37 121.30
3 3-C 162 | TYR | CB-CG-CD2 -6.34 117.20 121.00
1 8-A 700 | PHE | CB-CG-CD2 | -6.33 116.36 120.80
2 2-B 285 | ARG NE-CZ-NH1 -6.33 117.13 120.30
3 4-C 311 | ASN N-CA-C -6.33 93.90 111.00
3 5-D 362 | TYR | CG-CD1-CEl | -6.33 116.23 121.30
1 2-A 409 | PHE | CB-CG-CD2 6.33 125.23 120.80
3 7-D 247 | TYR | CG-CD2-CE2 | -6.33 116.23 121.30
3 9-D 291 | SER CB-CA-C -6.33 98.07 110.10
3 5-C 344 | PHE CB-CG-CD1 6.33 125.23 120.80
1 1-A 92 | PHE | CB-CG-CD2 6.33 125.23 120.80
1 6-A 304 | ASP CB-CG-OD1 | -6.33 112.60 118.30
1 9-A 131 | PHE CB-CG-CD1 6.33 125.23 120.80
2 4-B 829 | ASP CB-CG-0OD2 -6.33 112.61 118.30
1 5-A 368 | SER N-CA-CB 6.33 119.99 110.50
2 7-B 425 | PHE | CB-CG-CD2 | -6.33 116.37 120.80
2 3-B 805 | PHE CB-CG-CD1 6.32 125.23 120.80
2 2-B 664 | MET CG-SD-CE 6.32 110.31 100.20
2 4-B 561 | ASP CB-CG-0OD2 -6.32 112.61 118.30
2 8-B 438 | TYR | CB-CG-CD2 -6.32 117.21 121.00
3 1-D 185 | TYR | CB-CG-CD1 6.32 124.79 121.00
3 3-D 191 | LEU N-CA-CB 6.32 123.04 110.40
3 3-D 256 | TYR | CB-CG-CD1 6.32 124.79 121.00
2 6-B 295 | ARG NE-CZ-NH2 -6.32 117.14 120.30
2 6-B 561 | ASP CB-CG-OD1 -6.32 112.61 118.30
2 2-B 839 | PHE | CB-CG-CD2 | -6.32 116.38 120.80
2 5-B 839 | PHE | CB-CG-CD2 | -6.32 116.38 120.80
1 3-A 128 | ASP CB-CG-OD1 -6.32 112.62 118.30
1 10-A | 405 | PHE | CB-CG-CD2 | -6.32 116.38 120.80
1 4-A 700 | PHE CB-CG-CD1 6.31 125.22 120.80
3 1-C 95 | ALA N-CA-CB 6.31 118.94 110.10
1 3-A 325 | PHE CB-CG-CD2 6.31 125.22 120.80
1 8-A 438 | PHE | CB-CG-CD2 | -6.31 116.38 120.80
1 9-A 558 | TYR | CD1-CG-CD2 | 6.31 124.84 117.90
2 5-B 598 | TYR | CG-CD1-CE1 | -6.31 116.25 121.30
1 1-A 714 | ARG | NH1-CZ-NH2 6.30 126.33 119.40
1 9-A 347 | MET CG-SD-CE -6.30 90.11 100.20
3 9-D 48 ASP CB-CG-OD2 6.30 123.97 118.30
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3 7-C 47 ASP CB-CG-OD2 -6.30 112.63 118.30
1 8-A 485 | GLN N-CA-CB 6.30 121.94 110.60
3 8-D 273 | THR O-C-N -6.30 109.13 121.10
3 10-D | 437 | TYR | CDI1-CE1-CZ | -6.30 114.13 119.80
2 2-B 598 | TYR | CB-CG-CD1 -6.30 117.22 121.00
3 6-D 162 | TYR | CB-CG-CD1 -6.30 117.22 121.00
3 2-D 367 | PRO N-CD-CG 6.29 112.64 103.20
1 6-A 296 | TYR | CB-CG-CD2 6.29 124.78 121.00
3 6-D 292 | TYR | CB-CG-CD1 6.29 124.78 121.00
1 1-A 414 | ASP CB-CG-0OD2 -6.29 112.64 118.30
3 4-D 408 | ASN CB-CA-C -6.29 97.81 110.40
2 5-B 265 | THR | CA-CB-CG2 -6.29 103.59 112.40
1 8-A 204 | ARG NE-CZ-NH2 -6.29 117.15 120.30
2 2-B 359 | TYR | CB-CG-CD1 6.29 124.77 121.00
3 4-D 299 | LEU CB-CG-CD2 6.29 121.69 111.00
1 10-A | 646 | TYR | CB-CG-CD1 -6.29 117.23 121.00
1 10-A | 794 | TYR | CB-CG-CD2 -6.29 117.23 121.00
3 4-C 244 | PHE CB-CG-CD2 -6.29 116.40 120.80
3 9-D 407 | TYR | CG-CD2-CE2 | -6.29 116.27 121.30
1 1-A 251 | PHE CB-CG-CD2 -6.28 116.40 120.80
3 1-C 199 | ASP CB-CG-OD2 -6.28 112.64 118.30
2 1-B 199 | LEU CB-CG-CD2 6.28 121.68 111.00
2 2-B 433 | TYR | CZ-CE2-CD2 6.28 125.45 119.80
2 4-B 839 | PHE CB-CG-CD1 6.28 125.20 120.80
3 5-D 315 | TYR N-CA-CB 6.28 121.90 110.60
3 6-D 344 | PHE CB-CG-CD2 6.28 125.20 120.80
3 7-C 279 | TYR | CG-CD2-CE2 | 6.28 126.32 121.30
2 4-B 416 | CYS N-CA-CB 6.28 121.90 110.60
3 1-C 20 | PHE CB-CG-CD1 6.28 125.19 120.80
2 2-B 822 | ARG NE-CZ-NH1 6.28 123.44 120.30
3 2-C 364 | PRO N-CA-CB 6.28 110.83 103.30
2 4-B 491 | ALA CB-CA-C -6.28 100.69 110.10
3 7-D 443 | ASP CB-CG-OD2 6.28 123.95 118.30
3 8-C 160 | ASP CB-CG-OD1 6.28 123.95 118.30
1 10-A 111 | ARG NE-CZ-NH2 -6.28 117.16 120.30
2 10-B 587 | PHE | CG-CD2-CE2 | -6.28 113.90 120.80
2 2-B 666 | ARG NE-CZ-NH2 -6.27 117.16 120.30
2 3-B 200 | PHE CB-CG-CD2 -6.27 116.41 120.80
3 2-C 275 | PHE CB-CG-CD2 -6.27 116.41 120.80
3 7-C 436 | ASP CB-CG-OD2 -6.27 112.66 118.30
3 9-C 429 | VAL CA-CB-CG2 6.27 120.31 110.90
2 5-B 485 | LYS N-CA-CB 6.27 121.88 110.60
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1 9-A 91 | GLU C-N-CA 6.27 137.37 121.70
1 9-A 345 | PHE CB-CG-CD2 -6.27 116.41 120.80
2 2-B 280 | LEU CB-CG-CD1 6.26 121.65 111.00
3 2-C 249 | TYR | CD1-CE1-CZ | -6.26 114.16 119.80
2 10-B | 468 | PHE N-CA-C -6.26 94.08 111.00
1 4-A 684 | MET CG-SD-CE -6.26 90.18 100.20
3 1-C 54 | PHE CB-CG-CD1 6.26 125.18 120.80
3 10-C 54 | PHE CB-CG-CD2 -6.26 116.42 120.80
1 9-A 591 | VAL CA-CB-CG2 6.26 120.29 110.90
3 1-D 23 SER N-CA-CB 6.26 119.89 110.50
2 4-B 598 | TYR | CG-CD2-CE2 | 6.25 126.30 121.30
3 9-C 193 | ARG NE-CZ-NH2 6.25 123.42 120.30
2 1-B 343 | TYR | CZ-CE2-CD2 6.25 125.42 119.80
3 3-D 341 | ARG NE-CZ-NH2 -6.25 117.18 120.30
1 4-A 299 | PHE N-CA-C -6.25 94.13 111.00
1 9-A 71 GLU CA-CB-CG 6.25 127.14 113.40
1 1-A 363 | ILE N-CA-C -6.24 94.14 111.00
3 2-D 124 | ASP CB-CG-0OD1 6.24 123.92 118.30
1 9-A 383 | ASP CB-CG-OD1 -6.24 112.68 118.30
3 9-C 117 | ASP CB-CG-0OD2 6.24 123.92 118.30
3 10-D 133 | PHE CB-CG-CD1 -6.24 116.43 120.80
2 2-B 776 | TYR | CB-CG-CD1 6.24 124.75 121.00
1 6-A 299 | PHE CB-CG-CD2 6.24 125.17 120.80
3 2-C 407 | TYR | CB-CG-CD1 -6.24 117.25 121.00
3 10-C 1 MET CG-SD-CE -6.24 90.22 100.20
2 1-B 578 | PHE CB-CG-CD1 6.24 125.17 120.80
3 1-C 90 | ARG NE-CZ-NH2 -6.24 117.18 120.30
3 4-D 223 | ASP CB-CG-0OD2 -6.24 112.69 118.30
2 5-B 280 | LEU CB-CG-CD1 6.24 121.60 111.00
2 2-B 236 | TYR | CB-CG-CD2 6.24 124.74 121.00
2 3-B 812 | ILE O-C-N -6.24 112,72 122.70
3 3-C 93 | TRP | CZ3-CH2-CZ2 | -6.24 114.12 121.60
3 6-D 54 | PHE CB-CG-CD2 6.23 125.16 120.80
1 10-A | 639 | PHE CB-CG-CD1 6.23 125.16 120.80
3 9-D 43 SER N-CA-CB 6.23 119.85 110.50
2 10-B 476 | ALA N-CA-CB 6.23 118.83 110.10
1 3-A 764 | LEU CB-CG-CD2 6.23 121.59 111.00
1 6-A 676 | LEU CB-CG-CD2 6.23 121.59 111.00
2 5-B 574 | VAL C-N-CA 6.23 137.27 121.70
1 3-A 627 | ARG NE-CZ-NH2 -6.23 117.19 120.30
2 4-B 295 | ARG NE-CZ-NH2 6.23 123.41 120.30
3 7-C 207 | ALA CB-CA-C -6.23 100.76 110.10
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2 3-B 653 | LEU CB-CG-CD2 -6.23 100.42 111.00
1 4-A 410 | PHE | CB-CG-CD1 6.23 125.16 120.80
3 8-D 46 | ARG NE-CZ-NH2 -6.23 117.19 120.30
1 10-A 107 | ARG NE-CZ-NH2 6.23 123.41 120.30
2 2-B 438 | TYR | CB-CG-CD1 6.22 124.73 121.00
3 6-D 272 | PHE CB-CG-CD1 6.22 125.16 120.80
2 7-B 365 | ALA N-CA-CB 6.22 118.81 110.10
3 8-D 21 LEU CB-CG-CD1 6.22 121.58 111.00
3 10-C 192 | ARG | NH1-CZ-NH2 6.22 126.25 119.40
3 7-D 220 | PRO O-C-N 6.22 132.66 122.70
2 9-B 194 | ALA N-CA-CB 6.22 118.81 110.10
1 3-A 198 | ARG NE-CZ-NH2 -6.22 117.19 120.30
3 4-D 65 | ARG CG-CD-NE -6.22 98.74 111.80
3 1-D 170 | TYR | CG-CD1-CE1 6.21 126.27 121.30
2 10-B 587 | PHE | CZ-CE2-CD2 6.21 127.56 120.10
1 5-A 117 | MET CA-CB-CG -6.21 102.74 113.30
3 4-C 248 | MET CA-CB-CG 6.21 123.86 113.30
2 7-B 827 | ARG NE-CZ-NH1 6.21 123.40 120.30
1 8-A 99 ASP CB-CG-0OD2 -6.21 112.71 118.30
2 9-B 571 | VAL N-CA-C -6.20 94.25 111.00
3 3-D 114 | ARG NE-CZ-NH2 6.20 123.40 120.30
3 10-C 192 | ARG NE-CZ-NH2 -6.20 117.20 120.30
3 7-C 93 | TRP | CG-CD2-CE3 | -6.20 128.32 133.90
1 8-A 418 | VAL CA-CB-CG2 | -6.20 101.60 110.90
3 3-C 300 | ASP CB-CG-0OD2 6.20 123.88 118.30
3 6-D 100 | SER N-CA-CB 6.20 119.80 110.50
2 4-B 471 | ARG | NH1-CZ-NH2 | -6.20 112.58 119.40
3 6-C 143 | ALA N-CA-CB 6.20 118.78 110.10
2 1-B 415 | TYR | CB-CG-CD1 6.20 124.72 121.00
2 9-B 599 | PHE CB-CG-CD1 6.20 125.14 120.80
1 1-A 403 | GLU CB-CA-C -6.19 98.01 110.40
1 1-A 587 | ARG NE-CZ-NH2 -6.19 117.20 120.30
1 1-A 302 | TYR | CG-CD2-CE2 | -6.19 116.35 121.30
3 2-D 256 | TYR | CG-CD1-CE1 | -6.19 116.35 121.30
2 4-B 438 | TYR | CG-CD1-CE1 | -6.19 116.35 121.30
1 6-A 426 | PHE CB-CG-CD1 6.19 125.13 120.80
3 7-C 59 | ARG NE-CZ-NH1 -6.19 117.20 120.30
1 8-A 123 | TYR | CB-CG-CD1 -6.19 117.29 121.00
2 8-B 379 | TYR | CG-CD2-CE2 | 6.19 126.25 121.30
3 3-D 445 | TYR | CG-CD1-CE1 6.19 126.25 121.30
1 6-A 179 | GLU N-CA-CB 6.18 121.73 110.60
3 6-C 118 | ASP CB-CG-OD2 6.18 123.87 118.30
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1 1-A 767 | TYR | CB-CG-CD1 6.18 124.71 121.00
2 3-B 543 | ALA N-CA-CB 6.18 118.75 110.10
1 8-A 386 | GLU N-CA-C -6.18 94.31 111.00
2 4-B 530 | ASN N-CA-CB 6.18 121.72 110.60
2 10-B | 598 | TYR | CB-CG-CD2 6.18 124.71 121.00
3 10-C | 319 | TYR | CG-CD1-CE1 | -6.18 116.36 121.30
2 3-B 772 | PHE CB-CG-CD2 -6.17 116.48 120.80
3 5-D 359 | ARG NE-CZ-NH2 6.17 123.39 120.30
1 7-A 78 | PHE CB-CG-CD1 6.17 125.12 120.80
3 10-D 161 | ARG NE-CZ-NH1 6.17 123.39 120.30
1 5-A 429 | TYR | CZ-CE2-CD2 6.17 125.35 119.80
1 7-A 627 | ARG N-CA-CB 6.17 121.71 110.60
1 9-A 714 | ARG NE-CZ-NH1 6.17 123.39 120.30
1 3-A 700 | PHE CB-CG-CD1 6.17 125.12 120.80
2 8-B 267 | PHE CB-CG-CD1 6.17 125.12 120.80
3 3-C 20 | PHE CB-CG-CD2 -6.17 116.48 120.80
2 8-B 272 | VAL | CG1-CB-CG2 | 6.17 120.77 110.90
1 9-A 321 | ASP CB-CG-OD1 6.17 123.85 118.30
3 9-C 95 | ALA N-CA-CB 6.17 118.73 110.10
3 10-D 1 MET CG-SD-CE -6.17 90.33 100.20
3 3-C 315 | TYR | CB-CG-CD2 -6.17 117.30 121.00
1 7-A 73 | THR | CA-CB-CG2 -6.17 103.77 112.40
1 7-A 150 | TYR | CZ-CE2-CD2 | -6.17 114.25 119.80
3 3-C 59 | ARG NE-CZ-NH1 6.16 123.38 120.30
3 3-D 49 ASP CB-CG-OD1 -6.16 112.75 118.30
2 1-B 256 | GLU | OE1-CD-OE2 | -6.16 115.91 123.30
2 1-B 824 | TYR | CB-CG-CD2 -6.16 117.30 121.00
1 3-A 158 | LEU CB-CG-CD1 6.16 121.47 111.00
3 7-C 55 | ARG NE-CZ-NH1 -6.16 117.22 120.30
3 8-D 362 | TYR | CZ-CE2-CD2 | -6.16 114.26 119.80
3 9-D 138 | LEU CB-CG-CD1 6.16 121.47 111.00
2 10-B 670 | ARG NE-CZ-NH1 6.16 123.38 120.30
3 3-D 427 | ARG | NH1-CZ-NH2 | -6.16 112.62 119.40
2 5-B 547 | ASP CB-CG-OD1 -6.16 112.76 118.30
3 6-D 21 LEU CB-CG-CD2 6.16 121.47 111.00
3 6-D 68 | MET CG-SD-CE -6.16 90.35 100.20
2 2-B 487 | ASP CB-CG-OD2 | -6.15 112.76 118.30
2 4-B 241 | PHE CB-CG-CD2 6.15 125.11 120.80
3 5-D 92 | THR | CA-CB-CG2 -6.15 103.79 112.40
2 3-B 488 | PHE CB-CG-CD1 6.15 125.11 120.80
2 7-B 526 | ARG NE-CZ-NH1 6.15 123.38 120.30
1 2-A 337 | SER N-CA-CB 6.15 119.72 110.50
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2 2-B 349 | TRP CB-CG-CD2 6.15 134.59 126.60
3 8-C 423 | PHE N-CA-CB 6.15 121.67 110.60
3 10-C 72 | GLU CA-C-N 6.15 134.32 117.10
1 2-A 398 | TYR | CD1-CE1-CZ 6.14 125.33 119.80
3 2-C 192 | ARG NE-CZ-NH1 -6.14 117.23 120.30
3 5-D 328 | PRO N-CD-CG 6.14 112.42 103.20
3 3-D 162 | TYR | CD1-CE1-CZ 6.14 125.33 119.80
2 4-B 342 | TYR | CD1-CE1-CZ | -6.14 114.27 119.80
1 7-A 588 | TYR | CG-CD1-CE1 6.14 126.21 121.30
3 9-C 256 | TYR | CG-CD2-CE2 | -6.14 116.39 121.30
3 10-C 86 | PHE CB-CG-CD2 -6.14 116.50 120.80
3 3-D 128 | ASP CB-CG-OD1 6.14 123.83 118.30
1 4-A 471 | SER N-CA-CB 6.14 119.71 110.50
1 2-A 165 | VAL N-CA-C -6.14 94.43 111.00
3 9-D 46 | ARG NE-CZ-NH1 -6.14 117.23 120.30
3 10-C | 347 | TRP | CG-CD2-CE3 | -6.14 128.37 133.90
2 9-B 742 | ALA N-CA-CB 6.14 118.69 110.10
3 9-C 437 | TYR | CG-CD1-CEl 6.14 126.21 121.30
3 3-C 68 | MET CG-SD-CE -6.13 90.39 100.20
3 9-D 20 | PHE CB-CG-CD2 6.13 125.09 120.80
1 3-A 588 | TYR | CB-CG-CD1 -6.13 117.32 121.00
3 4-D 403 | PHE | CB-CG-CD1 6.13 125.09 120.80
2 6-B 576 | ARG NE-CZ-NH2 -6.13 117.24 120.30
2 7-B 400 | TYR | CB-CG-CD1 -6.13 117.32 121.00
3 10-C 70 ASP CB-CG-0OD2 -6.13 112.79 118.30
1 2-A 687 | ARG NE-CZ-NH2 -6.12 117.24 120.30
3 5-D 256 | TYR | CB-CG-CD1 6.12 124.67 121.00
2 6-B 231 | TYR | CZ-CE2-CD2 | -6.12 114.29 119.80
3 4-C 307 | SER N-CA-CB 6.12 119.69 110.50
1 5-A 381 | PHE CB-CG-CD2 -6.12 116.51 120.80
2 6-B 222 | HIS CB-CA-C -6.12 98.15 110.40
3 8-D 321 | THR | CA-CB-CG2 -6.12 103.83 112.40
1 7-A 302 | TYR | CG-CD2-CE2 | 6.12 126.20 121.30
2 8-B 822 | ARG CA-CB-CG 6.12 126.87 113.40
2 10-B 827 | ARG NE-CZ-NH2 6.12 123.36 120.30
1 7-A 714 | ARG CD-NE-CZ -6.12 115.03 123.60
2 1-B 823 | LEU CB-CG-CD1 6.12 121.40 111.00
3 1-D 334 | ALA CB-CA-C -6.12 100.92 110.10
3 5-D 41 ASP CB-CG-OD1 6.12 123.81 118.30
1 3-A 667 | THR N-CA-C -6.12 94.49 111.00
3 3-C 128 | ASP N-CA-CB 6.12 121.61 110.60
3 3-D 87 | PHE | CG-CD1-CE1 6.12 127.53 120.80
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1 4-A 422 | LEU CB-CG-CD1 6.12 121.40 111.00
3 8-C 20 | PHE CB-CG-CD1 6.12 125.08 120.80
3 8-C 87 | PHE CB-CG-CD1 6.12 125.08 120.80
1 10-A | 337 | SER N-CA-CB 6.12 119.67 110.50
2 10-B | 471 | ARG NE-CZ-NH2 -6.12 117.24 120.30
3 10-D | 296 | LEU CB-CG-CD2 6.11 121.39 111.00
2 9-B 300 | PHE CB-CG-CD2 -6.11 116.52 120.80
3 5-D 274 | PRO N-CD-CG 6.11 112.36 103.20
3 7-C 199 | ASP CB-CG-0OD2 6.11 123.80 118.30
2 3-B 505 | ASP CB-CG-OD1 -6.10 112.81 118.30
1 10-A | 627 | ARG CA-CB-CG 6.10 126.83 113.40
2 2-B 223 | LEU CB-CG-CD2 6.10 121.37 111.00
3 5-C 193 | ARG NE-CZ-NH1 6.10 123.35 120.30
1 8-A 179 | GLU N-CA-CB 6.10 121.58 110.60
1 4-A 372 | ASP N-CA-CB 6.10 121.57 110.60
3 2-D 352 | MET N-CA-CB 6.10 121.57 110.60
1 1-A 165 | VAL N-CA-C -6.09 94.55 111.00
3 4-C 161 | ARG NE-CZ-NH1 6.09 123.35 120.30
1 6-A 77 | TYR | CB-CG-CD1 6.09 124.66 121.00
1 3-A 278 | ASP CB-CG-0OD2 6.09 123.78 118.30
1 5-A 349 | ARG NE-CZ-NH2 -6.09 117.25 120.30
2 9-B 295 | ARG NE-CZ-NH1 6.09 123.35 120.30
2 9-B 514 | ARG NE-CZ-NH1 -6.09 117.25 120.30
1 7-A 369 | ASN N-CA-C -6.09 94.56 111.00
1 2-A 756 | ALA CB-CA-C -6.09 100.97 110.10
3 2-D 195 | ILE CA-CB-CG1 6.09 122.56 111.00
2 4-B 725 | GLU | OE1-CD-OE2 | 6.09 130.60 123.30
3 5-C 218 | ARG NE-CZ-NH2 -6.09 117.26 120.30
3 7-D 192 | ARG NE-CZ-NH1 6.09 123.34 120.30
1 3-A 429 | TYR | CB-CG-CD2 | -6.08 117.35 121.00
3 7-D 97 | ASP CB-CG-0OD2 6.08 123.78 118.30
1 1-A 326 | ILE CA-CB-CG1 6.08 122.56 111.00
2 6-B 190 | TYR | CB-CG-CD1 6.08 124.65 121.00
2 3-B 345 | TYR | CB-CG-CD1 6.08 124.65 121.00
2 3-B 652 | TYR | CB-CG-CD1 -6.08 117.35 121.00
3 3-C 336 | THR | CA-CB-CG2 | -6.08 103.89 112.40
1 4-A 169 | SER C-N-CA 6.08 136.90 121.70
1 10-A | 770 | ASN N-CA-CB 6.08 121.54 110.60
2 1-B 350 | LEU CB-CA-C -6.08 98.65 110.20
3 1-C 246 | SER N-CA-CB 6.08 119.61 110.50
3 6-C 59 | ARG NE-CZ-NH1 6.08 123.34 120.30
3 8-C 387 | PHE | CB-CG-CD1 6.08 125.05 120.80
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2 6-B 415 | TYR | CB-CG-CD2 -6.07 117.36 121.00
3 9-D 171 | SER N-CA-CB 6.07 119.61 110.50
1 6-A 197 | PHE | CB-CG-CDl1 6.07 125.05 120.80
3 2-D 319 | TYR CA-CB-CG -6.07 101.86 113.40
1 3-A 587 | ARG | NH1-CZ-NH2 | -6.07 112.72 119.40
2 4-B 846 | ARG NE-CZ-NH1 6.07 123.33 120.30
3 4-D 22 | TRP | CH2-CZ2-CE2 | -6.07 111.33 117.40
2 10-B | 604 | MET CG-SD-CE -6.07 90.49 100.20
2 6-B 515 | VAL CA-CB-CG2 | -6.07 101.80 110.90
1 9-A 388 | SER CB-CA-C -6.07 98.57 110.10
2 2-B 295 | ARG NE-CZ-NH1 -6.07 117.27 120.30
2 4-B 505 | ASP CB-CG-0OD2 -6.07 112.84 118.30
1 5-A 150 | TYR | CG-CD2-CE2 | -6.07 116.45 121.30
3 5-C 90 | ARG | NH1-CZ-NH2 | -6.07 112.73 119.40
3 7-D 407 | TYR | CG-CD1-CE1 | -6.07 116.45 121.30
1 1-A 160 | ARG N-CA-CB 6.06 121.52 110.60
1 7-A 458 | TYR | CG-CD1-CEl | -6.06 116.45 121.30
3 3-C 262 | SER N-CA-CB 6.06 119.59 110.50
1 4-A 675 | GLU O-C-N -6.06 113.00 122.70
2 6-B 730 | THR | CA-CB-CG2 -6.06 103.91 112.40
1 9-A 794 | TYR | CB-CG-CD1 6.06 124.64 121.00
1 1-A 685 | THR | CA-CB-CG2 -6.06 103.91 112.40
2 9-B 553 | VAL CA-CB-CG2 6.06 119.99 110.90
3 6-D 326 | VAL CA-CB-CG2 -6.06 101.81 110.90
3 9-C 335 | MET CG-SD-CE -6.06 90.50 100.20
1 1-A 714 | ARG NE-CZ-NH2 -6.06 117.27 120.30
3 6-D 307 | SER C-N-CA 6.06 136.84 121.70
3 9-C 304 | SER N-CA-CB 6.06 119.58 110.50
1 1-A 383 | ASP N-CA-C -6.05 94.65 111.00
2 3-B 328 | ARG NE-CZ-NH1 6.05 123.33 120.30
3 3-D 17 | VAL CA-CB-CG1 6.05 119.98 110.90
3 3-C 62 | PHE | CB-CG-CD1 -6.05 116.56 120.80
3 7-C 296 | LEU CB-CA-C -6.05 98.70 110.20
2 10-B 416 | CYS CA-CB-SG 6.05 124.89 114.00
3 5-D 272 | PHE | CB-CG-CD1 6.05 125.03 120.80
1 9-A 588 | TYR | CG-CD2-CE2 | -6.05 116.46 121.30
3 3-C 395 | ASP CB-CG-0OD2 6.04 123.74 118.30
3 1-C 224 | LEU CB-CG-CD2 6.04 121.27 111.00
3 5-C 176 | ARG NE-CZ-NH1 -6.04 117.28 120.30
2 6-B 225 | PHE | CB-CG-CD1 6.04 125.03 120.80
2 8-B 411 | PHE | CB-CG-CD2 6.04 125.03 120.80
2 8-B 555 | TRP | CD2-CE3-CZ3 | -6.04 110.94 118.80
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3 9-C 173 | PHE CB-CG-CD1 -6.04 116.57 120.80
1 5-A 108 | ARG NE-CZ-NH1 -6.04 117.28 120.30
3 6-D 329 | ARG | NHI1-CZ-NH2 | -6.04 112.76 119.40
2 7-B 652 | TYR | CB-CG-CD2 -6.04 117.38 121.00
2 8-B 473 | VAL | CG1-CB-CG2 | -6.04 101.24 110.90
1 10-A 68 ILE CA-CB-CG1 6.04 122.47 111.00
3 1-C 289 | HIS CA-CB-CG 6.04 123.86 113.60
3 10-C 90 | ARG NE-CZ-NH2 -6.04 117.28 120.30
2 9-B 249 | MET CG-SD-CE -6.03 90.55 100.20
2 9-B 600 | TYR | CB-CG-CD1 6.03 124.62 121.00
2 2-B 666 | ARG NE-CZ-NH1 6.03 123.32 120.30
1 4-A 159 | GLU CB-CG-CD -6.03 97.91 114.20
2 4-B 758 | TYR | CB-CG-CD2 | -6.03 117.38 121.00
3 4-C 20 | PHE | CB-CG-CD2 | -6.03 116.58 120.80
3 7-C 249 | TYR | CB-CG-CD2 6.03 124.62 121.00
1 9-A 287 | LEU CB-CG-CD2 6.03 121.25 111.00
1 5-A 704 | TYR | CB-CG-CD1 -6.03 117.39 121.00
3 5-C 162 | TYR | CB-CG-CD2 6.03 124.61 121.00
3 5-C 244 | PHE CB-CG-CD1 6.03 125.02 120.80
2 6-B 641 | PHE CB-CG-CD1 6.03 125.02 120.80
3 7-C 241 | SER CB-CA-C -6.03 98.65 110.10
1 8-A 198 | ARG NE-CZ-NH1 -6.03 117.29 120.30
3 9-C 223 | ASP CB-CG-0OD2 6.03 123.72 118.30
1 1-A 327 | ARG NE-CZ-NH1 6.02 123.31 120.30
2 1-B 350 | LEU CB-CG-CD2 6.02 121.24 111.00
3 1-C 204 | PHE CB-CG-CD2 -6.02 116.58 120.80
2 4-B 332 | THR | CA-CB-CG2 -6.02 103.97 112.40
3 9-C 398 | PHE CB-CG-CD2 -6.02 116.58 120.80
3 10-D 88 ASP CB-CG-0OD2 -6.02 112.88 118.30
3 1-D 128 | ASP CB-CG-0OD2 6.02 123.72 118.30
3 6-D 411 | ASP CB-CG-OD1 -6.02 112.88 118.30
2 1-B 527 | HIS CB-CA-C -6.02 98.36 110.40
1 3-A 605 | ASP CB-CG-OD2 -6.02 112.88 118.30
3 3-C 12 | GLN C-N-CA 6.01 136.74 121.70
1 4-A 324 | TYR N-CA-CB 6.01 121.43 110.60
3 4-D 354 | VAL N-CA-C -6.01 94.76 111.00
2 10-B 724 | LEU CB-CG-CD2 6.01 121.22 111.00
3 1-C 170 | TYR CA-CB-CG -6.01 101.98 113.40
1 6-A 405 | PHE | CB-CG-CD1 -6.01 116.59 120.80
3 7-D 117 | ASP CB-CG-OD2 -6.01 112.89 118.30
3 10-C | 394 | PHE | CB-CG-CD2 | -6.01 116.59 120.80
3 10-D 136 | PHE | CG-CD2-CE2 | -6.01 114.19 120.80
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3 1-C 272 | PHE CB-CG-CD1 -6.01 116.59 120.80
3 2-C 394 | PHE | CG-CD2-CE2 | -6.01 114.19 120.80
1 8-A 267 | PHE | CB-CG-CD2 | -6.01 116.59 120.80
1 8-A 393 | TYR | CZ-CE2-CD2 | -6.01 114.39 119.80
2 8-B 526 | ARG NE-CZ-NH2 -6.01 117.30 120.30
2 1-B 264 | TYR | CB-CG-CD1 -6.01 117.40 121.00
3 2-C 243 | ARG NE-CZ-NH2 -6.01 117.30 120.30
1 9-A 150 | TYR | CG-CD2-CE2 | 6.01 126.11 121.30
3 3-D 120 | LEU O-C-N -6.00 113.09 122.70
2 6-B 598 | TYR | CB-CG-CD2 6.00 124.60 121.00
3 10-D | 351 | ALA N-CA-CB 6.00 118.50 110.10
1 1-A 691 | ASP CB-CG-OD2 | -6.00 112.90 118.30
1 2-A 623 | ARG NE-CZ-NH1 6.00 123.30 120.30
2 7-B 729 | ASN N-CA-CB 6.00 121.40 110.60
3 4-C 105 | TRP CB-CG-CD1 6.00 134.80 127.00
1 8-A 301 | THR N-CA-C -6.00 94.80 111.00
2 2-B 446 | PHE | CB-CG-CD2 | -6.00 116.60 120.80
2 4-B 445 | PHE | CB-CG-CD2 | -6.00 116.60 120.80
1 8-A 479 | ARG NE-CZ-NH1 6.00 123.30 120.30
1 1-A 558 | TYR | CD1-CE1-CZ | -6.00 114.40 119.80
3 1-D 437 | TYR | CB-CG-CD2 -6.00 117.40 121.00
3 2-D 48 ASP CB-CG-OD1 -6.00 112.90 118.30
2 4-B 425 | PHE | CZ-CE2-CD2 | -6.00 112.91 120.10
3 2-D 105 | TRP CB-CG-CD2 -6.00 118.81 126.60
3 4-D 236 | SER N-CA-CB 6.00 119.49 110.50
3 5-D 315 | TYR CB-CA-C -5.99 98.41 110.40
3 6-C 398 | PHE N-CA-CB 5.99 121.39 110.60
3 9-C 347 | TRP C-N-CA 5.99 136.68 121.70
3 5-D 71 SER N-CA-CB 5.99 119.49 110.50
3 10-C | 244 | PHE | CG-CD2-CE2 | 5.99 127.39 120.80
1 5-A 447 | THR | CA-CB-CG2 -5.99 104.01 112.40
2 9-B 824 | TYR | CB-CG-CD2 5.99 124.59 121.00
1 5-A 398 | TYR | CG-CD1-CE1 | -5.99 116.51 121.30
1 6-A 188 | LEU CB-CG-CD2 5.99 121.18 111.00
1 6-A 461 | LEU CB-CG-CD1 5.99 121.18 111.00
2 7-B 231 | TYR | CB-CG-CD2 5.99 124.59 121.00
2 7-B 544 | ARG NE-CZ-NH1 -5.99 117.31 120.30
3 8-D 444 | SER N-CA-CB 2.99 119.48 110.50
3 4-C 271 | SER N-CA-CB 5.99 119.48 110.50
2 5-B 433 | TYR | CB-CG-CD2 -5.99 117.41 121.00
2 8-B 343 | TYR | CG-CD2-CE2 | -5.99 116.51 121.30
3 8-C 193 | ARG NE-CZ-NH1 5.99 123.29 120.30
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3 9-C 83 | PHE CB-CG-CD1 -5.99 116.61 120.80
3 10-D | 440 | ALA N-CA-CB 5.99 118.48 110.10
2 1-B 545 | VAL N-CA-C -5.98 94.84 111.00
1 6-A 288 | THR | CA-CB-CG2 -5.98 104.02 112.40
2 10-B | 288 | TYR | CB-CG-CD1 -2.98 117.41 121.00
2 8-B 824 | TYR | CB-CG-CD2 -5.98 117.41 121.00
3 10-C | 422 | GLU N-CA-CB 5.98 121.37 110.60
3 4-C 407 | TYR CA-CB-CG -5.98 102.04 113.40
3 1-C 93 | TRP | CH2-CZ2-CE2 | 5.98 123.38 117.40
3 9-D 340 | GLN CA-CB-CG 5.98 126.55 113.40
1 2-A 324 | TYR | CB-CG-CD1 -5.98 117.41 121.00
2 4-B 510 | TYR | CZ-CE2-CD2 | -5.98 114.42 119.80
3 1-C 276 | THR | CA-CB-CG2 -5.98 104.03 112.40
2 4-B 510 | TYR | CG-CD1-CE1 | -5.97 116.52 121.30
1 6-A 112 | TYR | CB-CG-CD1 -5.97 117.42 121.00
3 4-C 370 | ASN N-CA-CB 5.97 121.35 110.60
3 7-D 403 | PHE CB-CG-CD2 5.97 124.98 120.80
3 10-C | 256 | TYR | CG-CD1-CE1 | 5.97 126.08 121.30
1 1-A 203 | ARG NE-CZ-NH1 5.97 123.28 120.30
1 3-A 450 | TYR | CD1-CE1-CZ 5.97 125.17 119.80
1 3-A 475 | ASN N-CA-CB 5.97 121.35 110.60
2 1-B 555 | TRP CB-CG-CD2 | -5.97 118.84 126.60
1 8-A 333 | ARG NE-CZ-NH1 -5.97 117.31 120.30
1 9-A 102 | PHE | CB-CG-CDl1 5.97 124.98 120.80
3 10-D 73 | PRO N-CA-CB 2.97 110.46 103.30
3 4-C 316 | PHE CB-CG-CD2 5.97 124.98 120.80
1 4-A 473 | ASN N-CA-CB 5.96 121.34 110.60
1 9-A 74 | TYR | CB-CG-CD2 -5.96 117.42 121.00
3 5-D 84 | ARG NE-CZ-NH2 -5.96 117.32 120.30
3 7-D 443 | ASP CB-CG-OD1 -5.96 112.93 118.30
3 1-D 341 | ARG NE-CZ-NH1 -5.96 117.32 120.30
2 5-B 365 | ALA N-CA-CB 5.96 118.44 110.10
2 8-B 424 | GLU N-CA-CB 5.96 121.33 110.60
1 10-A 150 | TYR | CZ-CE2-CD2 5.96 125.17 119.80
3 1-C 409 | VAL CA-CB-CG2 5.96 119.84 110.90
1 5-A 794 | TYR | CB-CG-CD2 -5.96 117.42 121.00
2 8-B 460 | THR N-CA-CB 5.96 121.62 110.30
2 7-B 347 | MET CA-CB-CG 0.96 123.42 113.30
3 7-D 237 | SER O-C-N -5.96 113.17 122.70
1 4-A 137 | ARG NE-CZ-NH1 5.95 123.28 120.30
2 4-B 591 | TRP | CE2-CD2-CG | 5.95 112.06 107.30
1 9-A 160 | ARG NE-CZ-NH2 5.95 123.28 120.30
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3 10-D | 362 | TYR | CD1-CE1-CZ 2.95 125.16 119.80
1 3-A 148 | ASP CB-CG-OD1 -5.95 112.94 118.30
2 9-B 471 | ARG NE-CZ-NH2 -5.95 117.32 120.30
3 1-C 34 ASP CB-CG-OD1 2.9 123.66 118.30
1 4-A 612 | TRP | CE2-CD2-CE3 | 5.95 125.84 118.70
1 5-A 296 | TYR | CB-CG-CD1 -5.95 117.43 121.00
2 6-B 471 | ARG NE-CZ-NH2 5.95 123.28 120.30
2 3-B 300 | PHE CB-CG-CD1 2.95 124.96 120.80
2 7-B 210 | PRO N-CA-C -5.95 96.63 112.10
2 8-B 468 | PHE | CB-CG-CD1 5.95 124.97 120.80
2 8-B 578 | PHE CB-CG-CD2 -5.95 116.64 120.80
1 4-A 627 | ARG NE-CZ-NH1 5.95 123.27 120.30
1 3-A 558 | TYR | CB-CG-CD2 -5.95 117.43 121.00
3 4-D 272 | PHE CB-CG-CD2 2.95 124.96 120.80
1 7-A 296 | TYR | CB-CG-CD2 -5.95 117.43 121.00
3 7-C 319 | TYR | CB-CG-CD1 -5.95 117.43 121.00
3 10-D 85 GLY O-C-N -5.95 113.19 122.70
2 7-B 310 | ASP CB-CG-OD1 -5.94 112.95 118.30
3 8-D 362 | TYR CA-CB-CG 5.94 124.69 113.40
3 7-C 204 | PHE CB-CG-CD2 -5.94 116.64 120.80
2 9-B 846 | ARG NE-CZ-NH1 5.94 123.27 120.30
2 4-B 345 | TYR | CB-CG-CD1 5.94 124.56 121.00
1 6-A 582 | TYR | CB-CG-CD1 -5.94 117.44 121.00
1 8-A 165 | VAL N-CA-C -5.94 94.97 111.00
1 1-A 92 | PHE | CB-CG-CD1 -5.94 116.64 120.80
2 2-B 533 | ARG CD-NE-CZ 5.94 131.91 123.60
1 7-A 183 | ASN CB-CG-OD1 | -5.94 109.73 121.60
1 5-A 714 | ARG NE-CZ-NH1 5.93 123.27 120.30
2 5-B 264 | TYR | CD1-CG-CD2 | 5.93 124.43 117.90
2 5-B 439 | ARG NE-CZ-NH1 5.93 123.27 120.30
2 6-B 531 | SER CA-C-N 5.93 133.72 117.10
1 10-A | 301 | THR | CA-CB-CG2 -5.93 104.09 112.40
1 1-A 74 | TYR CA-CB-CG 5.93 124.67 113.40
2 6-B 433 | TYR | CB-CG-CD2 5.93 124.56 121.00
1 9-A 150 | TYR | CG-CD1-CE1 5.93 126.05 121.30
3 2-D 162 | TYR | CB-CG-CD2 -5.93 117.44 121.00
3 3-D 279 | TYR | CG-CDI1-CE1 | -5.93 116.56 121.30
1 1-A 793 | PHE | CB-CG-CD1 2.93 124.95 120.80
1 7-A 612 | TRP | CE2-CD2-CG | -5.93 102.56 107.30
2 10-B | 576 | ARG NE-CZ-NH2 -5.93 117.33 120.30
3 1-C 118 | ASP CB-CA-C -5.93 98.54 110.40
2 3-B 187 | TYR | CB-CG-CD2 | -5.93 117.44 121.00
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3 5-D 55 | ARG | NH1-CZ-NH2 | -5.93 112.88 119.40
2 8-B 349 | TRP | CG-CD2-CE3 | -5.93 128.57 133.90
3 1-D 443 | ASP CB-CG-OD1 -5.92 112.97 118.30
1 7-A 700 | PHE | CG-CDI1-CEl | -5.92 114.28 120.80
2 7-B 272 | VAL | CA-CB-CG1 2.92 119.79 110.90
3 7-C 117 | ASP CB-CG-OD1 -5.92 112.97 118.30
1 8-A 134 | VAL | CG1-CB-CG2 | -5.92 101.42 110.90
3 9-D 367 | PRO N-CD-CG 5.92 112.08 103.20
3 1-C 272 | PHE CB-CG-CD2 5.92 124.94 120.80
1 3-A 576 | ARG NE-CZ-NH1 -5.92 117.34 120.30
3 5-C 122 | LYS CB-CA-C -5.92 98.56 110.40
2 10-B 266 | ALA N-CA-CB 5.92 118.39 110.10
1 7-A 150 | TYR | CB-CG-CD2 -5.92 117.45 121.00
1 1-A 333 | ARG NE-CZ-NH1 5.92 123.26 120.30
2 1-B 299 | ARG | NH1-CZ-NH2 | -5.92 112.89 119.40
2 4-B 438 | TYR | CB-CG-CD1 5.92 124.55 121.00
3 7-C 162 | TYR | CG-CD2-CE2 | -5.92 116.56 121.30
1 1-A 597 | ARG NE-CZ-NH1 5.92 123.26 120.30
1 6-A 458 | TYR | CB-CG-CD2 5.92 124.55 121.00
1 8-A 304 | ASP CB-CG-OD1 2.92 123.62 118.30
3 1-D 353 | HIS O-C-N 5.91 132.16 122.70
1 5-A 665 | ASN CB-CA-C 5.91 122.23 110.40
1 10-A | 279 | TYR | CZ-CE2-CD2 | -5.91 114.48 119.80
2 2-B 446 | PHE CB-CG-CD1 5.91 124.94 120.80
1 8-A 280 | CYS CA-CB-S5G 0.91 124.64 114.00
1 9-A 582 | TYR | CZ-CE2-CD2 | -5.91 114.48 119.80
2 9-B 587 | PHE | CB-CG-CD2 | -5.91 116.66 120.80
3 1-C 93 | TRP | CZ3-CH2-CZ2 | -5.91 114.51 121.60
3 1-C 269 | SER N-CA-CB -5.91 101.64 110.50
2 2-B 588 | ASN N-CA-CB 5.91 121.23 110.60
3 4-C 349 | SER CB-CA-C -5.91 98.87 110.10
3 10-C | 427 | ARG NE-CZ-NH1 -5.91 117.35 120.30
2 1-B 429 | TYR | CG-CD2-CE2 | -5.91 116.57 121.30
2 5-B 242 | ARG NE-CZ-NH2 5.91 123.25 120.30
3 8-C 395 | ASP N-CA-CB 5.91 121.23 110.60
2 2-B 459 | HIS N-CA-CB 5.90 121.23 110.60
3 6-D 315 | TYR | CDI1-CE1-CZ 5.90 125.11 119.80
2 9-B 223 | LEU CA-CB-CG 2.90 128.88 115.30
3 1-C 362 | TYR CB-CA-C -5.90 98.60 110.40
3 2-C 347 | TRP CB-CG-CD1 -5.90 119.33 127.00
3 6-D 183 | GLN N-CA-CB 5.90 121.22 110.60
1 7-A 612 | TRP | CD1-CG-CD2 | 5.90 111.02 106.30
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1 6-A 706 | PHE CB-CG-CD1 5.90 124.93 120.80
1 8-A 160 | ARG NE-CZ-NH2 -5.90 117.35 120.30
2 8-B 325 | LEU CB-CA-C -5.90 98.99 110.20
3 9-D 223 | ASP CB-CG-OD1 -5.90 112.99 118.30
2 10-B | 253 | LEU CB-CG-CD2 2.90 121.03 111.00
2 1-B 565 | TYR | CD1-CE1-CZ 5.90 125.11 119.80
3 9-D 54 | PHE | CB-CG-CD2 | -5.90 116.67 120.80
3 3-D 97 | ASP CB-CG-OD2 | -5.89 113.00 118.30
2 4-B 819 | PHE | CB-CG-CD2 | -5.89 116.67 120.80
2 5-B 565 | TYR N-CA-C -5.89 95.08 111.00
2 9-B 211 | SER C-N-CA 5.89 136.44 121.70
3 10-C 87 | PHE | CB-CG-CD1 -5.89 116.67 120.80
3 10-D | 247 | TYR | CG-CD1-CE1 | -5.89 116.58 121.30
3 4-C 329 | ARG NE-CZ-NH1 5.89 123.25 120.30
3 4-C 358 | ARG NE-CZ-NH1 5.89 123.25 120.30
2 6-B 819 | PHE | CB-CG-CD1 -5.89 116.67 120.80
3 7-C 292 | TYR | CG-CD2-CE2 | -5.89 116.59 121.30
3 9-D 204 | PHE | CB-CG-CD2 | -5.89 116.68 120.80
1 10-A | 469 | ARG | NH1-CZ-NH2 | -5.89 112.92 119.40
1 6-A 563 | ASP CB-CG-OD1 5.89 123.60 118.30
2 1-B 470 | TYR | CB-CG-CD2 -5.89 117.47 121.00
2 2-B 773 | VAL CA-CB-CG1 5.89 119.73 110.90
2 5-B 242 | ARG NE-CZ-NH1 -5.89 117.36 120.30
3 6-D 176 | ARG NE-CZ-NH2 -5.89 117.36 120.30
2 2-B 730 | THR | CA-CB-CG2 -5.88 104.16 112.40
3 4-C 84 | ARG NE-CZ-NH2 -5.88 117.36 120.30
3 4-C 249 | TYR | CB-CG-CD1 5.88 124.53 121.00
2 5-B 846 | ARG | NH1-CZ-NH2 | -5.88 112.93 119.40
1 8-A 395 | ASP CB-CG-OD1 | -5.88 113.00 118.30
1 8-A 769 | SER N-CA-CB 0.88 119.33 110.50
2 6-B 185 | LEU CB-CA-C -5.88 99.03 110.20
3 8-C 55 | ARG NE-CZ-NH2 -5.88 117.36 120.30
2 7-B 445 | PHE | CB-CG-CD1 -5.88 116.68 120.80
3 2-D 394 | PHE | CB-CG-CD1 -5.88 116.69 120.80
3 1-D 265 | LEU CB-CG-CD2 5.88 120.99 111.00
2 2-B 641 | PHE CB-CA-C -5.88 98.65 110.40
3 6-D 319 | TYR N-CA-C -5.88 95.13 111.00
2 1-B 526 | ARG NE-CZ-NH1 -0.87 117.36 120.30
2 2-B 487 | ASP CB-CG-OD1 5.87 123.59 118.30
1 10-A 121 | ARG | NH1-CZ-NH2 5.87 125.86 119.40
1 1-A 487 | ASP CB-CG-OD1 | -5.87 113.02 118.30
1 2-A 98 | MET N-CA-CB 5.87 121.17 110.60
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1 5-A 776 | ARG NE-CZ-NH2 -5.87 117.36 120.30
1 7-A 108 | ARG NE-CZ-NH1 5.87 123.23 120.30
2 7-B 641 | PHE | CB-CG-CD1 -5.87 116.69 120.80
2 8-B 297 | TYR | CB-CG-CD1 -5.87 117.48 121.00
3 2-D 369 | GLU N-CA-C -0.87 95.16 111.00
1 3-A 174 | GLU CB-CA-C -5.87 98.66 110.40
2 7-B 431 | VAL CA-CB-CG2 | -5.87 102.10 110.90
3 1-D 53 | PHE CB-CG-CD2 5.87 124.91 120.80
1 3-A 450 | TYR | CG-CD1-CE1 | -5.87 116.61 121.30
1 4-A 450 | TYR | CG-CD1-CE1 | -5.87 116.61 121.30
2 6-B 190 | TYR | CG-CD2-CE2 | -5.87 116.61 121.30
2 7-B 593 | PHE | CB-CG-CD2 | -5.87 116.69 120.80
3 8-C 136 | PHE CB-CA-C -5.86 98.67 110.40
1 9-A 576 | ARG | NH1-CZ-NH2 5.86 125.85 119.40
2 6-B 445 | PHE | CG-CD2-CE2 | 5.86 127.25 120.80
2 9-B 218 | SER N-CA-CB .86 119.29 110.50
3 2-D 333 | ARG NE-CZ-NH2 -5.86 117.37 120.30
3 4-C 90 | ARG NE-CZ-NH2 -5.86 117.37 120.30
1 6-A 92 PHE CB-CG-CD1 5.86 124.90 120.80
1 2-A 611 | SER N-CA-CB 5.86 119.29 110.50
3 3-D 157 | ALA CB-CA-C -5.86 101.32 110.10
1 8-A 775 | PHE CB-CG-CD1 5.86 124.90 120.80
3 8-C 133 | PHE | CB-CG-CDl1 .86 124.90 120.80
3 3-C 319 | TYR CB-CA-C -5.85 98.69 110.40
3 6-D 136 | PHE CB-CG-CD2 2.85 124.90 120.80
2 1-B 501 | ALA N-CA-CB 5.85 118.29 110.10
1 2-A 562 | PHE | CB-CG-CD2 | -5.85 116.70 120.80
3 6-D 170 | TYR | CG-CD1-CE1 | -5.85 116.62 121.30
3 8-D 44 | THR | CA-CB-CG2 -5.85 104.21 112.40
3 10-C | 319 | TYR CA-CB-CG 5.85 124.52 113.40
2 9-B 416 | CYS N-CA-CB 2.85 121.13 110.60
1 4-A 267 | PHE | CB-CG-CD1 2.85 124.89 120.80
3 5-C 165 | LYS N-CA-CB 2.85 121.12 110.60
1 7-A 193 | TYR | CG-CD1-CE1 | -5.85 116.62 121.30
3 7-D 296 | LEU CB-CA-C -5.85 99.09 110.20
3 9-C 413 | PHE CB-CG-CD1 5.85 124.89 120.80
1 3-A 254 | LYS N-CA-CB 5.84 121.12 110.60
2 3-B 846 | ARG NE-CZ-NH2 -5.84 117.38 120.30
1 4-A 636 | MET CG-SD-CE -5.84 90.85 100.20
1 4-A 693 | ILE CA-C-N 5.84 133.47 117.10
2 3-B 599 | PHE CB-CG-CD1 5.84 124.89 120.80
2 4-B 483 | MET CG-SD-CE -0.84 90.85 100.20
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1 7-A 451 | ARG NE-CZ-NH2 -5.84 117.38 120.30
3 10-C 40 | PRO N-CD-CG 5.84 111.96 103.20
3 4-D 204 | PHE CB-CG-CD1 5.84 124.89 120.80
2 5-B 467 | LYS O-C-N -5.84 113.35 122.70
3 9-D 68 | MET CG-SD-CE -0.84 90.85 100.20
3 10-D 54 | PHE CB-CG-CD2 -5.84 116.71 120.80
2 1-B 560 | LEU O-C-N -5.84 113.36 122.70
3 3-C 269 | SER N-CA-C -5.84 95.23 111.00
1 7-A 91 GLU N-CA-C -0.84 95.23 111.00
2 8-B 183 | ASP CB-CG-OD1 5.84 123.56 118.30
1 10-A | 413 | TYR | CB-CG-CD1 5.84 124.50 121.00
3 7-C 77 | ALA N-CA-CB 0.84 118.27 110.10
2 1-B 591 | TRP CB-CG-CD1 5.84 134.59 127.00
2 2-B 741 | PHE CB-CG-CD1 5.84 124.89 120.80
3 9-C 218 | ARG NE-CZ-NH2 -5.84 117.38 120.30
3 8-C 160 | ASP CB-CG-OD2 | -5.83 113.05 118.30
1 1-A 687 | ARG NE-CZ-NH2 5.83 123.22 120.30
3 4-C 329 | ARG NE-CZ-NH2 -5.83 117.38 120.30
1 5-A 347 | MET CG-SD-CE -5.83 90.87 100.20
2 5-B 772 | PHE CB-CA-C -5.83 98.73 110.40
3 2-C 117 | ASP CB-CG-OD1 | -5.83 113.05 118.30
2 4-B 826 | PHE | CG-CD1-CE1 | -5.83 114.39 120.80
2 5-B 310 | ASP CB-CG-OD1 | -5.83 113.05 118.30
2 7-B 190 | TYR | CD1-CG-CD2 | 5.83 124.31 117.90
2 9-B 359 | TYR | CB-CG-CD2 | -5.83 117.50 121.00
1 1-A 442 | ASN N-CA-CB 5.83 121.09 110.60
1 2-A 162 | PHE | CB-CG-CD2 5.83 124.88 120.80
2 4-B 826 | PHE | CD1-CE1-CZ 5.83 127.09 120.10
1 5-A 193 | TYR CB-CA-C -5.83 98.74 110.40
2 8-B 203 | ASP CB-CG-OD1 5.83 123.55 118.30
1 10-A | 482 | LEU CB-CG-CD1 0.83 120.91 111.00
3 3-D 49 ASP CB-CG-0OD2 0.83 123.54 118.30
1 5-A 479 | ARG NE-CZ-NH2 -5.83 117.39 120.30
2 2-B 394 | ILE N-CA-C -0.82 95.28 111.00
3 3-D 93 | TRP CB-CG-CD1 5.82 134.57 127.00
1 4-A 405 | PHE | CB-CG-CD1 0.82 124.88 120.80
3 4-C 403 | PHE CB-CG-CD2 -5.82 116.72 120.80
2 6-B 598 | TYR | CG-CD2-CE2 | 5.82 125.96 121.30
3 8-D 23 SER N-CA-CB 0.82 119.23 110.50
2 9-B 326 | THR | CA-CB-CG2 -0.82 104.25 112.40
3 10-C 63 | THR N-CA-CB 5.82 121.36 110.30
1 3-A 255 | ILE CA-CB-CG1 5.82 122.06 111.00
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2 4-B 577 | PRO N-CA-C -5.82 96.97 112.10
3 5-D 1) VAL CA-CB-CG2 -5.82 102.17 110.90
3 6-C 440 | ALA CB-CA-C -5.82 101.37 110.10
1 2-A 398 | TYR | CG-CD2-CE2 | -5.82 116.64 121.30
1 5-A 286 | TRP | CH2-CZ2-CE2 | 5.82 123.22 117.40
3 6-D 54 | PHE CB-CG-CD1 -5.82 116.73 120.80
2 8-B 652 | TYR | CB-CG-CD1 5.82 124.49 121.00
3 9-C 88 ASP N-CA-CB 5.82 121.07 110.60
1 6-A 630 | ARG NE-CZ-NH2 -5.82 117.39 120.30
1 6-A 634 | ALA N-CA-CB 5.82 118.24 110.10
3 4-D 279 | TYR CA-CB-CG -5.81 102.35 113.40
2 5-B 293 | ARG NE-CZ-NH1 5.81 123.21 120.30
3 4-C 132 | ASN N-CA-CB 5.81 121.06 110.60
3 8-C 88 ASP CB-CG-OD1 | -5.81 113.07 118.30
2 10-B 541 | LEU CB-CG-CD2 5.81 120.88 111.00
3 10-C | 307 | SER N-CA-CB 5.81 119.22 110.50
1 2-A 91 GLU N-CA-CB 5.81 121.06 110.60
3 3-D 245 | PRO N-CD-CG 0.81 111.91 103.20
3 5-C 193 | ARG CB-CG-CD 5.81 126.70 111.60
1 2-A 487 | ASP N-CA-CB 5.81 121.05 110.60
1 7-A 704 | TYR | CB-CG-CD1 -5.81 117.52 121.00
3 10-C | 426 | SER CB-CA-C -5.81 99.06 110.10
3 10-D | 362 | TYR | CG-CDI1-CE1 | -5.81 116.65 121.30
1 3-A 119 | LEU CB-CG-CD2 5.80 120.86 111.00
3 6-C 266 | HIS CA-CB-CG 2.80 123.47 113.60
3 1-D 407 | TYR | CG-CD1-CE1 | -5.80 116.66 121.30
3 3-C 221 | ASN N-CA-C -5.80 95.33 111.00
2 10-B 415 | TYR | CB-CG-CD2 -5.80 117.52 121.00
1 3-A 663 | TYR | CB-CG-CD1 5.80 124.48 121.00
1 3-A 693 | ILE CA-C-N 5.80 133.34 117.10
2 6-B 216 | PHE | CB-CG-CD2 | -5.80 116.74 120.80
2 8-B 439 | ARG NE-CZ-NH2 -5.80 117.40 120.30
2 1-B 834 | GLY N-CA-C -5.80 98.61 113.10
1 4-A 633 | HIS CA-CB-CG 5.80 123.45 113.60
3 9-D 33 | THR | CA-CB-CG2 -5.80 104.28 112.40
2 10-B 264 | TYR | CG-CD1-CE1 5.80 125.94 121.30
1 1-A 383 | ASP N-CA-CB 5.79 121.03 110.60
3 1-D 166 | ILE CA-CB-CG1 -2.79 99.99 111.00
3 3-C 445 | TYR CA-CB-CG -5.79 102.39 113.40
2 4-B 813 | VAL CA-CB-CG1 -5.79 102.21 110.90
3 3-C 436 | ASP CB-CG-OD2 | -5.79 113.09 118.30
1 6-A 108 | ARG NE-CZ-NH2 -2.79 117.40 120.30
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1 9-A 337 | SER N-CA-CB 5.79 119.19 110.50
2 7-B 510 | TYR | CB-CG-CD1 -2.79 117.53 121.00
3 7-D 118 | ASP CB-CG-OD1 | -5.79 113.09 118.30
1 9-A 775 | PHE CB-CG-CD1 5.79 124.85 120.80
3 6-D 78 ASP CB-CG-OD1 2.79 123.51 118.30
3 8-D 198 | SER N-CA-CB 5.79 119.18 110.50
3 1-D 431 | GLN N-CA-CB 5.79 121.02 110.60
2 2-B 264 | TYR | CG-CD1-CE1 | -5.79 116.67 121.30
3 9-C 413 | PHE | CB-CG-CD2 | -5.79 116.75 120.80
2 3-B 363 | PHE CB-CG-CD1 5.79 124.85 120.80
2 5-B 284 | TYR | CB-CG-CD1 5.79 124.47 121.00
1 2-A 582 | TYR | CB-CG-CD2 | -5.78 117.53 121.00
2 2-B 483 | MET CA-CB-CG 5.78 123.13 113.30
2 6-B 583 | TYR N-CA-CB -5.78 100.19 110.60
1 1-A 393 | TYR | CB-CG-CD2 | -5.78 117.53 121.00
2 3-B 307 | LEU N-CA-C -5.78 95.39 111.00
2 3-B 641 | PHE | CG-CD2-CE2 | -5.78 114.44 120.80
1 6-A 393 | TYR | CDI1-CE1-CZ 5.78 125.00 119.80
1 6-A 792 | ASP CB-CG-OD1 | -5.78 113.10 118.30
2 5-B 200 | PHE | CB-CG-CD2 | -5.78 116.75 120.80
3 7-C 34 ASP CB-CA-C -5.78 98.84 110.40
3 10-C | 105 | TRP CA-CB-CG 5.78 124.68 113.70
3 1-C 293 | ASP CB-CG-OD1 -5.78 113.10 118.30
1 4-A 794 | TYR CA-CB-CG 5.78 124.38 113.40
2 6-B 272 | VAL CA-CB-CG1 -2.78 102.24 110.90
2 8-B 475 | PHE | CB-CG-CD2 | -5.78 116.76 120.80
1 4-A 460 | LYS N-CA-CB 5.77 120.99 110.60
2 4-B 241 | PHE | CB-CG-CD1 -5.77 116.76 120.80
1 5-A 342 | ASN N-CA-CB 2.77 120.99 110.60
3 6-C 136 | PHE | CB-CG-CDl1 -2.77 116.76 120.80
2 8-B 763 | VAL | CG1-CB-CG2 | -5.77 101.67 110.90
3 10-C 92 | THR | CA-CB-CG2 -5.77 104.32 112.40
2 5-B 266 | ALA O-C-N -5.77 113.47 122.70
3 10-D | 247 | TYR | CB-CG-CD1 -5.77 117.54 121.00
2 2-B 411 | PHE CB-CG-CD1 2.77 124.84 120.80
3 2-C 150 | LEU CB-CG-CD2 D.77 120.81 111.00
1 4-A 138 | PHE CB-CG-CD2 D.77 124.84 120.80
1 8-A 140 | TYR | CZ-CE2-CD2 | -5.77 114.61 119.80
1 9-A 568 | TYR | CD1-CE1-CZ D.77 124.99 119.80
2 10-B 312 | PHE CB-CG-CD1 5.77 124.84 120.80
1 8-A 591 | VAL | CG1-CB-CG2 | -5.77 101.67 110.90
2 2-B 556 | ASP O-C-N -2.76 113.47 122.70
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3 8-C 143 | ALA N-CA-CB 5.76 118.17 110.10
2 9-B 236 | TYR | CB-CG-CD1 5.76 124.46 121.00
3 10-C 195 | ILE CA-CB-CG1 5.76 121.95 111.00
3 8-C 185 | TYR | CZ-CE2-CD2 | -5.76 114.61 119.80
3 8-D 114 | ARG N-CA-CB 2.76 120.97 110.60
1 3-A 140 | TYR | CG-CD2-CE2 | -5.76 116.69 121.30
3 7-D 161 | ARG NE-CZ-NH2 -5.76 117.42 120.30
2 10-B 321 | SER N-CA-CB 5.76 119.14 110.50
1 1-A 676 | LEU CB-CG-CD1 5.76 120.79 111.00
2 5-B 776 | TYR | CB-CG-CD1 -5.76 117.54 121.00
1 7-A 136 | GLN CB-CA-C -2.76 98.88 110.40
2 3-B 243 | MET CG-SD-CE -5.76 90.99 100.20
3 6-D 220 | PRO N-CA-CB 5.76 110.21 103.30
2 9-B 556 | ASP CB-CG-OD1 -5.76 113.12 118.30
1 7-A 278 | ASP CB-CG-OD1 5.76 123.48 118.30
3 8-C 344 | PHE | CB-CG-CD2 | -5.76 116.77 120.80
3 10-D | 299 | LEU N-CA-CB 5.75 121.91 110.40
2 2-B 488 | PHE | CB-CG-CD1 -2.75 116.77 120.80
1 9-A 165 | VAL N-CA-C -5.75 95.47 111.00
3 3-C 129 | SER C-N-CA 2.7 136.08 121.70
3 4-D 218 | ARG CA-CB-CG 2.7 126.05 113.40
3 5-C 10 | ALA CB-CA-C -2.75 101.47 110.10
2 6-B 764 | LEU CB-CG-CD2 5.75 120.78 111.00
1 8-A 112 | TYR | CDI1-CE1-CZ | -5.75 114.62 119.80
3 7-C 249 | TYR | CG-CD2-CE2 | 5.75 125.90 121.30
3 8-D 359 | ARG NE-CZ-NH2 -5.75 117.43 120.30
3 9-C 249 | TYR | CB-CG-CD1 -5.75 117.55 121.00
3 9-D 118 | ASP CB-CG-OD2 2.7 123.47 118.30
3 4-C 105 | TRP CB-CG-CD2 -2.75 119.13 126.60
1 4-A 163 | ASN CB-CA-C -5.75 98.91 110.40
3 5-C 192 | ARG NE-CZ-NH2 -2.75 117.43 120.30
1 2-A 197 | PHE | CB-CG-CD1 -5.74 116.78 120.80
3 5-D 68 | MET CG-SD-CE -5.74 91.01 100.20
3 8-C 371 | GLU | OE1-CD-OE2 | 5.74 130.19 123.30
3 3-C 320 | ASN N-CA-C -5.74 95.50 111.00
2 6-B 424 | GLU CB-CA-C -5.74 98.92 110.40
3 2-D 394 | PHE | CG-CD2-CE2 | -5.74 114.49 120.80
2 10-B 343 | TYR CB-CA-C -5.74 98.92 110.40
1 3-A 266 | MET CB-CA-C -5.74 98.92 110.40
2 3-B 431 | VAL CA-CB-CG1 5.74 119.51 110.90
3 3-D 329 | ARG CG-CD-NE -5.74 99.75 111.80
3 4-D 99 | ALA N-CA-CB 5.74 118.13 110.10
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3 6-D 335 | MET CA-CB-CG 5.74 123.06 113.30
3 7-C 437 | TYR | CB-CG-CD1 -5.74 117.56 121.00
3 8-C 394 | PHE CB-CG-CD2 -5.74 116.78 120.80
2 9-B 493 | ILE CA-CB-CG1 5.74 121.90 111.00
1 2-A 329 | ASP CB-CG-OD1 2.74 123.46 118.30
3 2-C 20 | PHE CB-CG-CD2 -5.74 116.78 120.80
1 4-A 123 | TYR | CG-CD2-CE2 | -5.74 116.71 121.30
2 4-B 272 | VAL | CG1-CB-CG2 | -5.74 101.72 110.90
3 4-D 204 | PHE | CB-CG-CD2 | -5.74 116.79 120.80
2 6-B 216 | PHE CB-CG-CD1 5.74 124.81 120.80
3 10-D | 344 | PHE | CB-CG-CD1 -5.74 116.79 120.80
3 2-C 311 | ASN N-CA-CB 2.73 120.92 110.60
2 3-B 453 | TYR | CB-CG-CD2 -5.73 117.56 121.00
1 4-A 473 | ASN CA-C-N -5.73 101.05 117.10
2 1-B 576 | ARG NE-CZ-NH2 -5.73 117.43 120.30
3 1-C 54 | PHE N-CA-CB 5.73 120.92 110.60
1 3-A 624 | ARG NE-CZ-NH2 -5.73 117.43 120.30
3 3-C 424 | ALA CB-CA-C -2.73 101.50 110.10
2 5-B 758 | TYR | CZ-CE2-CD2 2.73 124.96 119.80
1 1-A 286 | TRP CA-CB-CG 5.73 124.59 113.70
3 2-D 268 | LEU CB-CA-C -5.73 99.31 110.20
2 8-B 598 | TYR | CB-CG-CD2 | -5.73 117.56 121.00
3 1-D 295 | MET CG-SD-CE -5.73 91.03 100.20
3 7-C 114 | ARG NE-CZ-NH2 -5.73 117.44 120.30
3 1-D 54 | PHE | CB-CG-CD1 -2.73 116.79 120.80
3 2-C 344 | PHE | CB-CG-CD2 | -5.73 116.79 120.80
2 8-B 202 | PHE | CB-CG-CD2 | -5.73 116.79 120.80
3 5-D 54 | PHE N-CA-CB 5.73 120.91 110.60
1 10-A | 587 | ARG CG-CD-NE -2.73 99.78 111.80
3 3-D 253 | SER N-CA-CB 5.72 119.09 110.50
3 4-C 93 | TRP CB-CG-CD1 -2.72 119.56 127.00
3 7-D 363 | LEU CB-CA-C -5.72 99.32 110.20
2 9-B 334 | LEU O-C-N 2.72 131.86 122.70
2 7-B 598 | TYR | CB-CG-CD1 5.72 124.43 121.00
2 10-B 288 | TYR | CB-CG-CD2 5.72 124.43 121.00
3 10-D | 381 | SER N-CA-CB -2.72 101.92 110.50
3 4-C 256 | TYR | CB-CG-CD2 -5.72 117.57 121.00
3 2-C 66 | ALA CB-CA-C -2.72 101.52 110.10
1 3-A 333 | ARG NE-CZ-NH2 D.72 123.16 120.30
3 7-C 17 | VAL CA-CB-CG2 2.72 119.48 110.90
3 9-D 161 | ARG NE-CZ-NH1 -0.72 117.44 120.30
3 3-C 77 | ALA N-CA-CB 5.72 118.11 110.10
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2 6-B 578 | PHE | CB-CG-CD2 | -5.72 116.80 120.80
2 9-B 460 | THR N-CA-CB 5.72 121.16 110.30
3 7-C 117 | ASP CB-CG-0OD2 5.72 123.44 118.30
3 9-C 275 | PHE O-C-N -2.72 113.55 122.70
1 2-A 474 | PRO N-CD-CG 2.71 111.77 103.20
1 3-A 443 | MET C-N-CA 5.71 134.30 122.30
3 3-C 176 | ARG NE-CZ-NH2 -5.71 117.44 120.30
1 4-A 624 | ARG NE-CZ-NH1 5.71 123.16 120.30
2 4-B 308 | SER N-CA-CB 5.71 119.07 110.50
3 9-C 369 | GLU C-N-CA 5.71 135.99 121.70
2 10-B | 826 | PHE | CB-CG-CD1 -5.71 116.80 120.80
1 1-A 588 | TYR | CG-CD2-CE2 | -5.71 116.73 121.30
3 9-D 315 | TYR CA-CB-CG -5.71 102.55 113.40
1 1-A 391 | GLU | OE1-CD-OE2 | 5.71 130.15 123.30
3 2-C 289 | HIS CB-CA-C -5.71 98.98 110.40
3 10-D 93 | TRP CB-CG-CD2 -5.71 119.17 126.60
3 2-D 436 | ASP CB-CG-0OD2 -5.71 113.16 118.30
1 4-A 250 | ILE N-CA-CB 5.71 123.93 110.80
2 7-B 288 | TYR | CZ-CE2-CD2 5.71 124.94 119.80
2 8-B 834 | GLY N-CA-C -5.71 98.83 113.10
3 1-D 47 ASP O-C-N 5.71 131.83 122.70
2 6-B 470 | TYR | CD1-CE1-CZ 5.71 124.94 119.80
1 7-A 150 | TYR | CG-CD2-CE2 | 5.71 125.87 121.30
3 1-D 218 | ARG NE-CZ-NH2 -5.71 117.45 120.30
1 4-A 787 | SER N-CA-CB 2.70 119.06 110.50
3 4-C 221 | ASN N-CA-C -5.70 95.60 111.00
3 4-C 314 | THR | CA-CB-CG2 -5.70 104.42 112.40
3 6-C 302 | SER N-CA-CB 5.70 119.06 110.50
1 8-A 418 | VAL O-C-N -5.70 113.58 122.70
1 6-A 755 | ASP CB-CG-0OD2 5.70 123.43 118.30
2 8-B 495 | LYS O-C-N -5.70 113.58 122.70
3 8-C 313 | PRO C-N-CA 5.70 135.95 121.70
2 2-B 839 | PHE | CB-CG-CD1 5.70 124.79 120.80
3 2-C 192 | ARG NE-CZ-NH2 5.70 123.15 120.30
1 4-A 80 ASP CB-CG-OD2 | -5.70 113.17 118.30
3 10-D 19 LYS N-CA-CB 5.70 120.86 110.60
2 2-B 585 | ARG NE-CZ-NH2 5.70 123.15 120.30
2 4-B 198 | ALA N-CA-CB 5.70 118.08 110.10
3 5-C 292 | TYR | CD1-CE1-CZ | -5.70 114.67 119.80
2 9-B 577 | PRO N-CD-CG 5.70 111.75 103.20
3 9-D 341 | ARG NE-CZ-NH1 5.70 123.15 120.30
3 2-C 329 | ARG NE-CZ-NH1 5.70 123.15 120.30
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3 6-D 376 | MET CG-SD-CE -5.70 91.09 100.20
3 7-D 445 | TYR | CB-CG-CD1 -2.70 117.58 121.00
3 10-C | 432 | SER N-CA-CB 5.70 119.04 110.50
3 8-D 161 | ARG NE-CZ-NH1 -5.69 117.45 120.30
3 6-D 359 | ARG CA-C-O 2.69 132.05 120.10
2 7-B 772 | PHE CB-CG-CD2 5.69 124.78 120.80
2 10-B 258 | SER N-CA-CB 5.69 119.04 110.50
1 4-A 358 | ARG NE-CZ-NH2 -5.69 117.45 120.30
1 4-A 636 | MET CB-CA-C -5.69 99.02 110.40
1 6-A 91 GLU N-CA-CB 5.69 120.84 110.60
1 3-A 167 | ASN CA-CB-CG -5.69 100.88 113.40
3 5-D 319 | TYR | CB-CG-CD1 5.69 124.41 121.00
1 10-A | 612 | TRP | CD1-CG-CD2 | -5.69 101.75 106.30
3 6-D 218 | ARG NE-CZ-NH1 -5.69 117.46 120.30
1 9-A 413 | TYR | CB-CG-CD2 -5.69 117.59 121.00
2 10-B 379 | TYR | CG-CD1-CE1 | -5.69 116.75 121.30
3 5-D 78 ASP CB-CG-0OD2 0.68 123.42 118.30
2 7-B 78 | TYR | CB-CG-CD2 0.68 124.41 121.00
1 9-A 324 | TYR | CB-CG-CD2 -5.68 117.59 121.00
1 1-A 402 | ASN N-CA-CB 5.68 120.83 110.60
1 1-A 415 | LEU CB-CG-CD2 -5.68 101.34 111.00
3 1-D 416 | MET CG-SD-CE -5.68 91.11 100.20
1 2-A 795 | ASP CB-CG-OD2 | -5.68 113.19 118.30
3 4-C 93 | TRP | CG-CD2-CE3 | -5.68 128.78 133.90
2 5-B 78 | TYR | CG-CD2-CE2 | -5.68 116.75 121.30
2 1-B 415 | TYR | CG-CD1-CE1 5.68 125.84 121.30
1 4-A 697 | LEU CB-CG-CD1 5.68 120.66 111.00
1 8-A 288 | THR | CA-CB-CG2 -5.68 104.45 112.40
2 8-B 453 | TYR | CZ-CE2-CD2 | -5.68 114.69 119.80
3 1-D 185 | TYR | CB-CG-CD2 -5.68 117.59 121.00
3 2-C 218 | ARG NE-CZ-NH2 0.68 123.14 120.30
3 5-C 335 | MET CG-SD-CE -5.68 91.11 100.20
3 8-D 249 | TYR | CD1-CE1-CZ 5.68 124.91 119.80
1 9-A 302 | TYR N-CA-CB 5.68 120.82 110.60
1 2-A 193 | TYR | CB-CG-CD1 -5.68 117.59 121.00
3 2-D 70 ASP CB-CG-OD1 5.68 123.41 118.30
3 4-C 70 ASP CB-CG-OD1 0.68 123.41 118.30
3 4-C 247 | TYR | CZ-CE2-CD2 | -5.68 114.69 119.80
2 7-B 592 | ARG NE-CZ-NH1 5.68 123.14 120.30
3 7-C 44 | THR N-CA-CB 5.68 121.09 110.30
3 6-C 75 VAL CA-CB-CG1 5.67 119.41 110.90
3 7-C 223 | ASP CB-CG-OD1 5.67 123.41 118.30
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1 9-A 400 | ARG NE-CZ-NH1 5.67 123.14 120.30
3 4-C 93 | TRP CB-CG-CD2 5.67 133.97 126.60
1 7-A 635 | LYS CB-CA-C -5.67 99.05 110.40
1 10-A | 576 | ARG NE-CZ-NH1 5.67 123.14 120.30
1 1-A 469 | ARG NE-CZ-NH2 -2.67 117.47 120.30
1 1-A 558 | TYR | CG-CD1-CE1 5.67 125.84 121.30
2 2-B 335 | PHE | CB-CG-CD2 5.67 124.77 120.80
3 4-C 445 | TYR | CB-CG-CD2 5.67 124.40 121.00
2 10-B 501 | ALA CB-CA-C -5.67 101.59 110.10
3 6-C 248 | MET CA-CB-CG 5.67 122.94 113.30
3 9-D 162 | TYR | CB-CG-CD1 5.67 124.40 121.00
3 2-C 167 | LEU CB-CG-CD1 5.67 120.64 111.00
3 5-C 67 ILE CA-CB-CG1 5.67 121.77 111.00
3 5-C 146 | THR CA-C-N 5.67 127.54 116.20
2 7-B 356 | ARG N-CA-C -5.67 95.69 111.00
3 7-C 12 | GLN CA-CB-CG 5.67 125.87 113.40
3 7-D 333 | ARG NE-CZ-NH1 5.67 123.13 120.30
3 9-D 223 | ASP CB-CG-0OD2 2.67 123.40 118.30
2 10-B 562 | TYR | CZ-CE2-CD2 | -5.67 114.70 119.80
1 1-A 418 | VAL CA-CB-CG2 5.66 119.40 110.90
2 5-B 532 | PRO N-CA-CB 5.66 110.09 103.30
1 7-A 123 | TYR | CB-CG-CD1 -5.66 117.60 121.00
3 8-C 205 | ASP CB-CG-OD1 .66 123.40 118.30
3 9-C 114 | ARG NE-CZ-NH1 .66 123.13 120.30
1 10-A 112 | TYR | CB-CG-CD2 -5.66 117.60 121.00
2 4-B 400 | TYR | CB-CG-CD2 | -5.66 117.60 121.00
1 5-A 426 | PHE CB-CG-CD1 5.66 124.76 120.80
1 6-A 564 | ILE CA-CB-CG2 | -5.66 99.58 110.90
2 8-B 734 | ASN CB-CA-C -5.66 99.08 110.40
1 9-A 646 | TYR CB-CA-C -5.66 99.08 110.40
2 10-B 661 | PHE CB-CG-CD2 -5.66 116.84 120.80
3 1-D 325 | ASN N-CA-CB 5.66 120.78 110.60
1 2-A 627 | ARG CD-NE-CZ -5.66 115.68 123.60
3 3-D 47 ASP CB-CG-OD2 -5.66 113.21 118.30
1 10-A | 646 | TYR | CG-CD1-CE1 | -5.66 116.78 121.30
3 2-C 394 | PHE | CZ-CE2-CD2 5.65 126.88 120.10
3 4-C 133 | PHE CB-CG-CD1 2.65 124.76 120.80
2 1-B 429 | TYR | CG-CD1-CEl | -5.65 116.78 121.30
2 2-B 438 | TYR | CG-CD1-CE1l 2.65 125.82 121.30
1 3-A 400 | ARG NE-CZ-NH1 2.65 123.13 120.30
3 7-C 413 | PHE CB-CG-CD2 2.65 124.75 120.80
3 9-D 432 | SER N-CA-CB 5.65 118.98 110.50
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3 1-C 416 | MET CB-CA-C -5.65 99.10 110.40
1 9-A 558 | TYR | CG-CD1-CE1 | -5.65 116.78 121.30
3 1-C 53 | PHE | CG-CD2-CE2 | -5.65 114.59 120.80
1 3-A 266 | MET N-CA-CB 2.65 120.77 110.60
3 3-C 386 | VAL | CG1-CB-CG2 | 5.65 119.94 110.90
3 7-C 282 | ASP CB-CG-0OD2 2.65 123.38 118.30
2 9-B 188 | VAL CB-CA-C 5.65 122.13 111.40
1 2-A 128 | ASP C-N-CA 5.64 135.81 121.70
2 3-B 652 | TYR N-CA-CB 5.64 120.76 110.60
3 5-D 437 | TYR O-C-N -5.64 113.67 122.70
3 7-C 344 | PHE CB-CG-CD1 5.64 124.75 120.80
1 8-A 657 | TYR | CB-CG-CD2 -5.64 117.61 121.00
1 4-A 600 | ASP O-C-N 5.64 131.73 122.70
1 5-A 299 | PHE N-CA-CB 5.64 120.75 110.60
2 6-B 205 | GLU | OE1-CD-OE2 | 5.64 130.07 123.30
1 2-A 667 | THR N-CA-CB 5.64 121.02 110.30
2 9-B 350 | LEU CB-CG-CD2 5.64 120.59 111.00
1 6-A 204 | ARG NE-CZ-NH1 5.64 123.12 120.30
2 7-B 758 | TYR | CB-CG-CD1 -5.64 117.62 121.00
2 2-B 550 | HIS N-CA-CB 5.64 120.75 110.60
3 3-C 445 | TYR CB-CA-C -5.64 99.13 110.40
2 8-B 741 | PHE | CB-CG-CD2 | -5.64 116.86 120.80
3 7-D 437 | TYR | CB-CG-CD1 5.63 124.38 121.00
1 6-A 78 | PHE | CG-CD2-CE2 | -5.63 114.61 120.80
3 7-D 223 | ASP N-CA-CB 0.63 120.74 110.60
1 8-A 324 | TYR N-CA-CB 2.63 120.74 110.60
3 1-D 87 | PHE N-CA-C -5.63 95.80 111.00
3 1-D 114 | ARG NE-CZ-NH1 5.63 123.11 120.30
2 2-B 190 | TYR | CB-CG-CD1 -5.63 117.62 121.00
2 3-B 357 | ALA N-CA-CB 5.63 117.98 110.10
3 5-D 156 | GLU N-CA-CB 0.63 120.73 110.60
3 2-C 423 | PHE CB-CG-CD2 -5.62 116.86 120.80
1 6-A 629 | THR | CA-CB-CG2 -5.62 104.53 112.40
2 7-B 802 | LEU N-CA-CB 5.62 121.65 110.40
3 4-C 266 | HIS N-CA-CB 5.62 120.72 110.60
3 8-D 170 | TYR | CZ-CE2-CD2 5.62 124.86 119.80
3 9-D 267 | PHE CB-CG-CD2 -5.62 116.86 120.80
1 3-A 144 | ARG NE-CZ-NH1 -9.62 117.49 120.30
2 4-B 519 | ALA N-CA-CB 5.62 117.97 110.10
2 8-B 359 | TYR | CB-CG-CD1 -5.62 117.63 121.00
3 1-C 275 | PHE | CZ-CE2-CD2 5.62 126.84 120.10
3 4-D 181 | VAL CA-CB-CG2 5.62 119.33 110.90
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2 7-B 190 | TYR | CG-CD2-CE2 | -5.62 116.81 121.30
2 7-B 222 | HIS CA-CB-CG 5.62 123.15 113.60
3 7-D 413 | PHE CB-CA-C -5.62 99.16 110.40
1 8-A 481 | LEU CB-CG-CD1 0.62 120.55 111.00
2 8-B 354 | LEU CB-CG-CD2 .62 120.55 111.00
3 10-D 92 | THR | CA-CB-0OG1 2.62 120.80 109.00
3 1-D 247 | TYR | CZ-CE2-CD2 | -5.62 114.75 119.80
2 4-B 529 | MET C-N-CA 5.62 135.74 121.70
2 5-B 187 | TYR | CG-CD1-CE1 5.62 125.79 121.30
1 6-A 333 | ARG NE-CZ-NH1 -5.62 117.49 120.30
1 7-A 630 | ARG NE-CZ-NH2 -5.62 117.49 120.30
1 9-A 190 | TYR | CB-CG-CD2 -5.62 117.63 121.00
2 2-B 824 | TYR | CG-CD2-CE2 | 5.61 125.79 121.30
3 4-D 443 | ASP CB-CG-0OD2 5.61 123.35 118.30
3 7-C 295 | MET CG-SD-CE -5.61 91.22 100.20
3 8-C 192 | ARG NE-CZ-NH2 -5.61 117.49 120.30
3 9-D 404 | LEU CB-CG-CD2 5.61 120.54 111.00
1 5-A 110 | VAL CA-CB-CG1 0.61 119.32 110.90
1 5-A 597 | ARG CD-NE-CZ 5.61 131.46 123.60
2 5-B 475 | PHE | CZ-CE2-CD2 | -5.61 113.37 120.10
1 1-A 165 | VAL CA-CB-CG1 5.61 119.31 110.90
2 2-B 641 | PHE | CB-CG-CD2 | -5.61 116.87 120.80
2 6-B 559 | THR | CA-CB-CG2 -5.61 104.55 112.40
2 6-B 652 | TYR | CG-CD2-CE2 | -5.61 116.81 121.30
2 7-B 188 | VAL CA-CB-CG1 -5.61 102.48 110.90
3 7-C 207 | ALA N-CA-CB 5.61 117.95 110.10
3 10-D | 329 | ARG CD-NE-CZ -5.61 115.75 123.60
2 2-B 644 | PHE CB-CG-CD2 5.61 124.73 120.80
3 3-C 248 | MET CG-SD-CE -5.61 91.23 100.20
1 10-A 107 | ARG NE-CZ-NH1 -5.61 117.50 120.30
3 3-D 201 | THR | CA-CB-CG2 5.61 120.25 112.40
3 4-D 329 | ARG NE-CZ-NH1 -5.61 117.50 120.30
2 5-B 349 | TRP N-CA-CB -5.61 100.51 110.60
1 6-A 349 | ARG | NH1-CZ-NH2 | -5.61 113.23 119.40
1 9-A 183 | ASN N-CA-CB 5.61 120.69 110.60
1 5-A 203 | ARG N-CA-CB 5.60 120.69 110.60
2 8-B 435 | SER N-CA-CB -5.60 102.09 110.50
2 3-B 241 | PHE CB-CG-CD1 5.60 124.72 120.80
3 9-D 259 | LEU CB-CG-CD1 5.60 120.52 111.00
2 2-B 566 | PRO CA-C-N 5.60 132.78 117.10
3 1-D 380 | MET C-N-CA 5.60 135.70 121.70
1 3-A 799 | VAL CA-CB-CG1 5.60 119.30 110.90
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3 7-D 138 | LEU CB-CG-CD2 -5.60 101.48 111.00
1 1-A 579 | MET CB-CA-C -5.60 99.20 110.40
3 3-C 170 | TYR | CB-CG-CD1 -5.60 117.64 121.00
1 10-A | 279 | TYR CA-CB-CG -5.60 102.77 113.40
1 2-A 409 | PHE CA-CB-CG -2.59 100.47 113.90
3 2-C 8 LEU CB-CA-C -5.59 99.57 110.20
1 4-A 413 | TYR | CB-CG-CD1 -5.99 117.64 121.00
2 4-B 777 | CYS CB-CA-C -5.59 99.21 110.40
1 7-A 262 | ARG NE-CZ-NH1 -5.59 117.50 120.30
2 8-B 571 | VAL | CG1-CB-CG2 | -5.59 101.95 110.90
3 3-C 247 | TYR | CZ-CE2-CD2 | -5.59 114.77 119.80
2 5-B 416 | CYS N-CA-CB 5.59 120.66 110.60
3 6-C 265 | LEU CB-CG-CD1 5.59 120.50 111.00
1 7-A 609 | THR | CA-CB-CG2 -5.59 104.57 112.40
1 9-A 162 | PHE CA-CB-CG -5.59 100.48 113.90
3 10-C 247 | TYR | CB-CG-CD2 5.59 124.35 121.00
2 3-B 580 | ARG NE-CZ-NH1 5.59 123.09 120.30
2 6-B 362 | PHE CB-CG-CD1 2.59 124.71 120.80
1 8-A 469 | ARG | NH1-CZ-NH2 | -5.59 113.25 119.40
1 1-A 562 | PHE | CB-CG-CD2 | -5.59 116.89 120.80
2 6-B 526 | ARG NE-CZ-NH2 -5.59 117.51 120.30
3 8-C 162 | TYR | CG-CD2-CE2 | -5.59 116.83 121.30
3 8-C 197 | ASP CB-CG-OD2 | -5.59 113.27 118.30
3 10-D 162 | TYR | CZ-CE2-CD2 5.59 124.83 119.80
3 3-D 437 | TYR CA-CB-CG -5.58 102.79 113.40
2 3-B 563 | ILE CA-CB-CG1 5.58 121.61 111.00
2 6-B 256 | GLU N-CA-CB 5.58 120.65 110.60
1 7-A 73 | THR C-N-CA 5.58 135.66 121.70
2 8-B 423 | ASN CB-CG-OD1 5.58 132.77 121.60
2 5-B 471 | ARG NE-CZ-NH2 -5.98 117.51 120.30
3 6-C 104 | SER N-CA-CB 2.58 118.87 110.50
1 8-A 458 | TYR | CB-CG-CD2 -5.58 117.65 121.00
2 2-B 562 | TYR N-CA-C -5.58 95.93 111.00
1 5-A 380 | ASP CB-CG-OD2 5.58 123.32 118.30
2 5-B 445 | PHE | CB-CG-CD2 | -5.58 116.89 120.80
2 6-B 480 | ILE CA-CB-CG1 5.58 121.60 111.00
2 10-B 286 | GLU CB-CA-C -5.58 99.24 110.40
1 2-A 588 | TYR | CB-CG-CD2 | -5.58 117.65 121.00
3 2-D 387 | PHE | CZ-CE2-CD2 | -5.58 113.41 120.10
3 3-C 423 | PHE CB-CG-CD2 5.58 124.70 120.80
1 9-A 126 | TRP | CE2-CD2-CE3 | 5.58 125.39 118.70
1 10-A | 697 | LEU CB-CA-C -5.58 99.60 110.20
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 2-A 664 | ARG NE-CZ-NH1 -5.98 117.51 120.30
2 4-B 599 | PHE | CB-CG-CD2 | -5.58 116.90 120.80
3 4-C 85 GLY N-CA-C -5.58 99.16 113.10
3 3-C 169 | THR | CA-CB-CG2 -5.58 104.59 112.40
3 9-D 437 | TYR | CB-CG-CD2 | -5.58 117.66 121.00
1 2-A 426 | PHE | CB-CG-CD2 | -5.57 116.90 120.80
3 4-C 65 | ARG NE-CZ-NH2 -5.57 117.51 120.30
1 7-A 358 | ARG NE-CZ-NH2 5.57 123.09 120.30
3 1-D 333 | ARG NE-CZ-NH1 5.57 123.09 120.30
3 4-D 437 | TYR | CB-CG-CD1 -2.57 117.66 121.00
2 9-B 587 | PHE CB-CG-CD1 2.57 124.70 120.80
1 10-A | 486 | PHE 0O-C-N 5.57 131.62 122.70
2 1-B 557 | VAL CA-CB-CG1 5.57 119.25 110.90
2 3-B 510 | TYR N-CA-CB 5.57 120.63 110.60
3 4-C 61 LYS CB-CA-C -5.57 99.26 110.40
1 5-A 778 | CYS CB-CA-C -2.57 99.26 110.40
1 7-A 299 | PHE | CB-CG-CD2 | -5.57 116.90 120.80
3 7-D 176 | ARG NE-CZ-NH1 -2.57 117.52 120.30
3 1-C 437 | TYR | CD1-CE1-CZ | -5.57 114.79 119.80
2 3-B 562 | TYR | CB-CG-CD2 5.57 124.34 121.00
3 5-D 379 | ASN N-CA-CB 5.57 120.62 110.60
2 7-B 403 | PHE | CG-CD1-CE1 | -5.57 114.68 120.80
3 9-D 318 | VAL CB-CA-C -2.57 100.82 111.40
1 6-A 262 | ARG NE-CZ-NH1 5.57 123.08 120.30
2 9-B 731 | PHE CB-CA-C -2.57 99.27 110.40
1 1-A 366 | ILE N-CA-C -5.56 95.98 111.00
3 1-D 398 | PHE CB-CG-CD2 -5.56 116.91 120.80
3 3-D 186 | ASN CB-CA-C -5.56 99.28 110.40
3 7-C 114 | ARG CD-NE-CZ -5.56 115.81 123.60
3 8-D 255 | ILE N-CA-CB 5.56 123.59 110.80
3 4-C 130 | THR | CA-CB-CG2 -5.56 104.61 112.40
3 5-D 109 | TYR | CB-CG-CD2 -5.56 117.66 121.00
3 5-D 411 | ASP CB-CG-OD2 5.56 123.31 118.30
3 6-C 124 | ASP CB-CG-OD2 5.56 123.31 118.30
1 8-A 775 | PHE O-C-N -5.56 113.80 122.70
2 10-B 409 | TYR | CB-CG-CD2 5.56 124.34 121.00
3 2-D 437 | TYR | CB-CG-CD1 5.56 124.33 121.00
2 7-B 343 | TYR | CB-CG-CD1 5.56 124.34 121.00
3 5-C 169 | THR | CA-CB-CG2 -5.56 104.62 112.40
1 6-A 410 | PHE CB-CG-CD1 5.56 124.69 120.80
2 6-B 385 | PHE CB-CG-CD2 -5.56 116.91 120.80
2 6-B 453 | TYR | CG-CD2-CE2 | -5.56 116.85 121.30
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 8-A 624 | ARG NE-CZ-NH2 5.56 123.08 120.30
2 4-B 342 | TYR CA-CB-CG -5.56 102.84 113.40
3 7-D 41 ASP CB-CG-OD2 | -5.56 113.30 118.30
2 1-B 326 | THR | CA-CB-CG2 -9.95 104.62 112.40
3 4-C 83 | PHE | CB-CG-CD1 2.95 124.69 120.80
3 4-C 315 | TYR | CG-CD1-CE1 2.5d 125.74 121.30
1 5-A 415 | LEU CB-CA-C -5.55 99.65 110.20
2 5-B 798 | SER O-C-N -5.55 113.81 122.70
2 6-B 839 | PHE CB-CG-CD2 2.59 124.69 120.80
2 8-B 487 | ASP CB-CG-OD2 | -5.55 113.30 118.30
3 4-C 99 | ALA N-CA-CB 2.59 117.88 110.10
2 1-B 409 | TYR | CD1-CG-CD2 | 5.55 124.01 117.90
3 5-D 240 | ASN N-CA-CB 2.5d 120.59 110.60
3 6-C 54 | PHE CB-CG-CD2 -5.55 116.91 120.80
3 7-D 183 | GLN CA-CB-CG 2.59 125.61 113.40
3 8-D 393 | THR | CA-CB-CG2 -5.55 104.63 112.40
2 3-B 600 | TYR CB-CA-C 2.59 121.50 110.40
1 6-A 67 | LEU CB-CA-C -5.55 99.66 110.20
1 6-A 192 | ILE CA-CB-CG1 5.5 121.54 111.00
2 7-B 334 | LEU CB-CA-C -5.55 99.66 110.20
2 9-B 488 | PHE CB-CG-CD1 -5.55 116.92 120.80
2 10-B | 343 | TYR | CB-CG-CD2 | -5.55 117.67 121.00
2 6-B 231 | TYR | CB-CG-CD2 5.59 124.33 121.00
3 8-D 406 | ASN C-N-CA 2.59 135.57 121.70
1 5-A 438 | PHE CB-CG-CD2 -5.55 116.92 120.80
2 5-B 233 | SER N-CA-CB 2.5d 118.82 110.50
2 9-B 599 | PHE CB-CA-C -5.54 99.31 110.40
3 3-D 30 | ALA N-CA-CB 5.54 117.86 110.10
1 4-A 406 | LEU CB-CG-CD2 5.54 120.42 111.00
3 4-C 199 | ASP CB-CA-C -5.54 99.31 110.40
1 7-A 169 | SER C-N-CA 5.54 135.56 121.70
1 7-A 373 | ILE N-CA-CB 5.54 123.55 110.80
1 7-A 664 | ARG NE-CZ-NH2 -5.54 117.53 120.30
2 3-B 245 | ASN O-C-N 5.54 131.56 122.70
2 7-B 816 | TYR | CG-CD1-CE1 5.54 125.73 121.30
3 6-C 20 | PHE | CZ-CE2-CD2 5.54 126.75 120.10
3 9-C 345 | PRO CA-CB-CG 5.54 115.33 104.80
2 1-B 417 | LYS N-CA-CB 5.54 120.57 110.60
3 4-C 185 | TYR | CG-CD1-CE1 | -5.54 116.87 121.30
2 7-B 345 | TYR | CB-CG-CD2 -5.54 117.68 121.00
2 7-B 428 | LYS C-N-CA 5.54 135.55 121.70
3 9-C 256 | TYR | CZ-CE2-CD2 5.54 124.78 119.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 3-A 612 | TRP | CG-CD2-CE3 | -5.54 128.92 133.90
2 4-B 757 | PRO N-CA-CB 5.54 109.94 103.30
3 5-D 100 | SER N-CA-CB 5.54 118.80 110.50
2 7-B 225 | PHE N-CA-CB 5.54 120.57 110.60
3 4-C 62 | PHE | CB-CG-CD2 | -5.53 116.93 120.80
1 6-A 693 | ILE CA-C-O -5.53 108.48 120.10
2 7-B 285 | ARG NE-CZ-NH2 5.53 123.07 120.30
3 8-D 349 | SER N-CA-CB 5.53 118.80 110.50
1 9-A 203 | ARG NE-CZ-NH2 -5.53 117.53 120.30
3 2-C 315 | TYR | CG-CD2-CE2 | -5.53 116.87 121.30
1 5-A 691 | ASP CB-CG-OD1 2.53 123.28 118.30
3 5-D 430 | VAL CA-CB-CG2 5.53 119.20 110.90
1 7-A 74 | TYR | CG-CD2-CE2 | 5.53 125.72 121.30
3 10-C 40 | PRO N-CA-CB 5.53 109.94 103.30
3 9-D 77 | ALA CB-CA-C -5.53 101.81 110.10
3 9-D 329 | ARG CB-CA-C -5.53 99.34 110.40
3 10-C | 193 | ARG NE-CZ-NH1 5.53 123.06 120.30
1 2-A 204 | ARG NE-CZ-NH2 2.53 123.06 120.30
3 4-D 434 | MET CG-SD-CE -5.53 91.35 100.20
2 9-B 809 | LEU CB-CG-CD1 5.53 120.40 111.00
3 1-D 285 | ALA N-CA-CB 5.53 117.84 110.10
2 2-B 540 | GLY N-CA-C 9.53 126.92 113.10
3 2-C 61 LYS N-CA-CB 5.53 120.55 110.60
1 4-A 612 | TRP | CD1-CG-CD2 | 5.53 110.72 106.30
1 9-A 296 | TYR O-C-N 2.53 131.54 122.70
1 5-A 102 | PHE CA-C-O -5.53 108.50 120.10
3 5-C 70 ASP CB-CG-OD2 | -5.53 113.33 118.30
3 6-D 182 | VAL CA-CB-CG2 5.53 119.19 110.90
1 7-A 755 | ASP CB-CG-OD1 5.53 123.27 118.30
3 2-C 398 | PHE | CDI1-CE1-CZ | -5.52 113.47 120.10
3 5-D 86 | PHE CB-CG-CD2 2.52 124.67 120.80
3 5-D 255 | ILE CA-CB-CG1 5.2 121.50 111.00
1 8-A 663 | TYR | CB-CG-CD2 -5.52 117.69 121.00
3 3-C 424 | ALA N-CA-CB 5.52 117.83 110.10
3 6-D 309 | ALA N-CA-CB 5.52 117.83 110.10
2 9-B 570 | LEU CB-CG-CD1 5.52 120.39 111.00
1 10-A | 693 | ILE CA-CB-CG1 5.02 121.49 111.00
3 1-C 245 | PRO O-C-N 2.52 131.53 122.70
2 5-B 446 | PHE CB-CG-CD1 -5.92 116.94 120.80
3 5-D 110 | ASP N-CA-CB 5.52 120.54 110.60
3 7-C 354 | VAL CA-CB-CG1 2.52 119.18 110.90
3 8-C 279 | TYR | CB-CG-CD1 5.52 124.31 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 3-A 360 | SER CB-CA-C -5.52 99.61 110.10
1 4-A 623 | ARG NE-CZ-NH2 -5.92 117.54 120.30
1 8-A 477 | LEU CB-CG-CD2 -5.52 101.62 111.00
1 4-A 704 | TYR | CG-CD2-CE2 | -5.52 116.89 121.30
3 9-C 90 | ARG NE-CZ-NH2 -2.52 117.54 120.30
1 1-A 426 | PHE CB-CA-C -5.52 99.37 110.40
2 5-B 756 | GLN CA-C-N 3.52 132.54 117.10
3 8-D 70 ASP CB-CG-0OD2 -5.52 113.34 118.30
2 2-B 471 | ARG NE-CZ-NH2 -5.01 117.54 120.30
1 4-A 785 | GLU CB-CA-C 5.01 121.43 110.40
2 5-B 526 | ARG N-CA-C -5.51 96.11 111.00
1 7-A 60 VAL CA-CB-CG1 5.51 119.17 110.90
1 8-A 324 | TYR | CG-CD2-CE2 | -5.51 116.89 121.30
1 3-A 112 | TYR | CG-CD1-CE1 5.51 125.71 121.30
3 3-D 359 | ARG NE-CZ-NH1 5.51 123.06 120.30
3 6-C 369 | GLU N-CA-CB 5.51 120.52 110.60
1 8-A 477 | LEU CB-CG-CD1 5.51 120.37 111.00
2 3-B 588 | ASN CA-CB-CG 2.51 125.52 113.40
1 8-A 458 | TYR CA-CB-CG -5.51 102.93 113.40
3 8-C 315 | TYR | CB-CG-CD2 5.51 124.31 121.00
3 4-D 34 ASP CB-CG-OD2 -5.51 113.34 118.30
3 7-C 344 | PHE CB-CG-CD2 -5.51 116.94 120.80
2 9-B 289 | GLU CA-CB-CG 5.51 125.52 113.40
2 1-B 741 | PHE | CG-CD2-CE2 | -5.51 114.74 120.80
2 9-B 285 | ARG NE-CZ-NH1 -5.51 117.55 120.30
1 5-A 454 | ASN O-C-N 5.01 131.51 122.70
1 7-A 568 | TYR | CG-CD1-CE1 5.51 125.71 121.30
2 7-B 445 | PHE CB-CG-CD2 5.51 124.66 120.80
2 8-B 328 | ARG | NH1-CZ-NH2 | -5.51 113.34 119.40
3 8-D 110 | ASP CB-CG-0OD2 -5.51 113.34 118.30
1 10-A | 624 | ARG NE-CZ-NH2 5.01 123.05 120.30
3 10-D | 314 | THR N-CA-C -5.51 96.13 111.00
2 1-B 659 | GLU O-C-N -5.50 113.89 122.70
1 1-A 108 | ARG CD-NE-CZ 5.50 131.31 123.60
3 2-C 77 | ALA N-CA-CB 5.50 117.80 110.10
1 6-A 80 ASP CB-CG-0OD2 5.50 123.25 118.30
1 7-A 358 | ARG NE-CZ-NH1 5.50 123.05 120.30
2 1-B 263 | ASN N-CA-CB 2.50 120.50 110.60
3 2-C 62 PHE O-C-N 5.50 131.50 122.70
3 7-D 28 | GLU | OE1-CD-OE2 | 5.50 129.90 123.30
2 8-B 565 | TYR | CB-CG-CD2 -5.50 117.70 121.00
3 7-C 249 | TYR | CZ-CE2-CD2 | -5.50 114.85 119.80
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 2-A 95 | ALA N-CA-CB 5.50 117.80 110.10
2 3-B 243 | MET N-CA-CB 5.50 120.50 110.60
3 5-C 140 | HIS C-N-CA 5.50 135.44 121.70
3 5-D 315 | TYR | CB-CG-CD1 2.50 124.30 121.00
1 6-A 386 | GLU N-CA-CB 2.50 120.50 110.60
3 2-C 93 | TRP | CD1-CG-CD2 | -5.50 101.90 106.30
2 3-B 462 | GLN O-C-N -5.50 113.91 122.70
1 5-A 278 | ASP N-CA-CB 5.50 120.49 110.60
3 8-C 292 | TYR | CG-CD1-CE1 | -5.50 116.90 121.30
2 2-B 760 | THR | CA-CB-OG1 5.49 120.54 109.00
3 2-D 298 | LEU N-CA-CB 5.49 121.39 110.40
3 4-D 114 | ARG NE-CZ-NH1 5.49 123.05 120.30
3 4-D 218 | ARG NE-CZ-NH1 5.49 123.05 120.30
3 7-D 244 | PHE | CG-CD1-CE1 5.49 126.84 120.80
2 10-B 425 | PHE CB-CG-CD1 5.49 124.64 120.80
1 4-A 394 | VAL N-CA-CB 5.49 123.58 111.50
2 6-B 433 | TYR | CD1-CE1-CZ 5.49 124.74 119.80
2 8-B 671 | THR | CA-CB-CG2 | -5.49 104.71 112.40
3 8-D 110 | ASP CB-CG-OD1 5.49 123.24 118.30
3 9-D 307 | SER N-CA-CB 5.49 118.74 110.50
2 4-B 609 | ASP N-CA-C -5.49 96.18 111.00
3 5-D 285 | ALA N-CA-CB 5.49 117.78 110.10
2 6-B 421 | TRP | CD2-CE2-CZ2 | -5.49 115.71 122.30
1 10-A 90 ILE CA-CB-CG2 | -5.49 99.92 110.90
2 10-B 453 | TYR | CZ-CE2-CD2 | -5.49 114.86 119.80
1 1-A 568 | TYR N-CA-C -5.49 96.19 111.00
2 2-B 271 | LEU CB-CG-CD2 5.49 120.33 111.00
3 7-C 216 | VAL CA-CB-CG2 5.49 119.13 110.90
3 9-D 278 | ASP CB-CG-OD2 | -5.49 113.36 118.30
2 3-B 489 | MET O-C-N 5.49 131.48 122.70
3 4-C 133 | PHE CB-CG-CD2 -5.49 116.96 120.80
1 6-A 358 | ARG N-CA-CB 5.49 120.47 110.60
2 8-B 643 | GLN CA-CB-CG 5.49 125.47 113.40
1 10-A | 588 | TYR | CB-CG-CD1 -5.49 117.71 121.00
3 2-D 407 | TYR | CB-CG-CD1 -5.48 117.71 121.00
3 4-D 61 LYS CA-CB-CG 5.48 125.46 113.40
1 5-A 282 | MET CG-SD-CE -5.48 91.43 100.20
2 6-B 518 | GLU CB-CA-C -5.48 99.44 110.40
3 7-C 169 | THR | CA-CB-CG2 -5.48 104.73 112.40
3 7-D 236 | SER N-CA-CB 5.48 118.72 110.50
2 8-B 533 | ARG CD-NE-CZ -5.48 115.93 123.60
3 4-D 70 ASP N-CA-CB 5.48 120.46 110.60
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 7-C 341 | ARG NE-CZ-NH2 -5.48 117.56 120.30
3 8-D 405 | ASN CB-CG-OD1 -5.48 110.64 121.60
2 1-B 288 | TYR | CB-CG-CD1 -5.48 117.71 121.00
1 2-A 302 | TYR | CG-CD1-CE1 | -5.48 116.92 121.30
1 3-A 143 | ARG NE-CZ-NH1 2.48 123.04 120.30
3 3-C 77 | ALA CB-CA-C -5.48 101.88 110.10
1 4-A 358 | ARG O-C-N 5.48 131.46 122.70
3 4-D 246 | SER N-CA-CB 5.48 118.72 110.50
1 5-A 671 | ALA N-CA-CB 5.48 117.77 110.10
2 1-B 317 | ASN CA-CB-CG -5.47 101.36 113.40
3 4-D 249 | TYR | CB-CG-CD2 -5.47 117.72 121.00
1 5-A 297 | GLN N-CA-CB 0.47 120.46 110.60
1 5-A 680 | LEU O-C-N -5.47 113.94 122.70
3 2-D 157 | ALA N-CA-CB 0.47 117.76 110.10
2 9-B 515 | VAL CA-CB-CG2 0.47 119.11 110.90
3 10-C 139 | LEU CB-CA-C -5.47 99.81 110.20
3 1-C 445 | TYR | CB-CG-CD2 | -547 117.72 121.00
1 4-A 612 | TRP | CG-CD2-CE3 | -5.47 128.98 133.90
1 5-A 380 | ASP CB-CA-C -5.47 99.46 110.40
1 7-A 285 | GLU O-C-N 5.47 131.45 122.70
1 7-A 646 | TYR | CB-CG-CD2 5.47 124.28 121.00
2 9-B 187 | TYR | CD1-CE1-CZ | -5.47 114.88 119.80
3 1-D 93 | TRP | CG-CD2-CE3 | -5.47 128.98 133.90
3 1-D 118 | ASP CB-CG-0OD1 5.47 123.22 118.30
1 5-A 151 | LEU N-CA-CB 0.47 121.34 110.40
3 7-C 170 | TYR N-CA-C -5.47 96.24 111.00
1 8-A 155 | VAL CA-CB-CG2 | -5.47 102.70 110.90
2 4-B 659 | GLU | OE1-CD-OE2 | -5.47 116.74 123.30
3 1-D 55 | ARG NE-CZ-NH2 -95.46 117.57 120.30
1 7-A 609 | THR N-CA-C 5.46 125.75 111.00
2 10-B 288 | TYR | CZ-CE2-CD2 5.46 124.72 119.80
3 3-C 217 | PHE | CG-CD1-CE1 0.46 126.81 120.80
1 5-A 467 | LEU CB-CG-CD1 -5.46 101.72 111.00
3 6-D 190 | ALA CB-CA-C -5.46 101.91 110.10
3 7-C 365 | LEU N-CA-C -5.46 96.25 111.00
3 1-D 80 | GLU | CG-CD-OE1l -5.46 107.38 118.30
2 2-B 589 | PHE | CD1-CE1-CZ 5.46 126.65 120.10
3 2-C 84 | ARG NE-CZ-NH1 -95.46 117.57 120.30
3 4-D 76 ILE CA-CB-CG1 5.46 121.38 111.00
3 10-C 170 | TYR | CG-CD2-CE2 | 5.46 125.67 121.30
2 2-B 349 | TRP CA-CB-CG 5.46 124.07 113.70
2 3-B 612 | ARG CD-NE-CZ 5.46 131.24 123.60
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 3-C 299 | LEU O-C-N -5.46 113.97 122.70
1 7-A 623 | ARG CD-NE-CZ -5.46 115.96 123.60
1 8-A 91 GLU CA-CB-CG 5.46 125.41 113.40
3 9-D 2 GLY C-N-CA 5.46 133.76 122.30
1 4-A 155 | VAL | CA-CB-CG2 5.46 119.08 110.90
2 4-B 471 | ARG CA-C-O 5.46 131.56 120.10
3 4-C 179 | GLU | OE1-CD-OE2 | -5.46 116.75 123.30
2 5-B 198 | ALA N-CA-CB 5.46 117.74 110.10
1 9-A 611 | SER N-CA-CB -5.46 102.32 110.50
3 5-C 301 | PRO N-CA-C -5.45 97.92 112.10
1 9-A 713 | MET N-CA-CB 5.45 120.42 110.60
2 2-B 421 | TRP | CD1-CG-CD2 | 5.45 110.66 106.30
3 10-D 124 | ASP CB-CG-OD1 5.45 123.21 118.30
3 1-D 427 | ARG NE-CZ-NH1 -5.45 117.58 120.30
2 5-B 846 | ARG NE-CZ-NH2 5.45 123.02 120.30
3 5-C 248 | MET CA-CB-CG 5.45 122.56 113.30
1 7-A 582 | TYR | CD1-CE1-CZ 5.45 124.70 119.80
2 8-B 668 | LEU CB-CG-CD2 5.45 120.26 111.00
1 9-A 167 | ASN CA-CB-CG -5.45 101.42 113.40
3 3-C 48 ASP CB-CG-0OD2 -5.45 113.40 118.30
3 4-D 319 | TYR | CG-CD2-CE2 | 5.45 125.66 121.30
3 5-C 41 ASP CB-CG-0OD2 5.45 123.20 118.30
3 5-D 314 | THR | CA-CB-OG1 5.45 120.44 109.00
3 7-C 443 | ASP CB-CA-C -5.45 99.51 110.40
3 9-D 167 | LEU N-CA-C -0.45 96.30 111.00
3 3-D 87 | PHE | CD1-CG-CD2 | -5.44 111.22 118.30
2 10-B 593 | PHE | CZ-CE2-CD2 5.44 126.63 120.10
3 2-D 321 | THR | CA-CB-CG2 -5.44 104.78 112.40
3 4-D 93 | TRP CA-CB-CG 5.44 124.04 113.70
3 2-C 333 | ARG NE-CZ-NH2 -5.44 117.58 120.30
2 3-B 385 | PHE CB-CG-CD2 -5.44 116.99 120.80
3 6-C 367 | PRO O-C-N 0.44 131.40 122.70
1 2-A 198 | ARG NE-CZ-NH2 -5.44 117.58 120.30
3 6-C 83 | PHE CB-CG-CD1 -5.44 116.99 120.80
3 6-D 124 | ASP CB-CG-0OD2 -5.44 113.41 118.30
2 7-B 587 | PHE CB-CG-CD1 5.44 124.61 120.80
1 9-A 381 | PHE CB-CG-CD1 5.44 124.61 120.80
3 9-C 440 | ALA O-C-N 5.44 131.40 122.70
1 4-A 568 | TYR | CB-CG-CD2 5.44 124.26 121.00
1 2-A 400 | ARG NE-CZ-NH1 5.43 123.02 120.30
1 4-A 399 | SER CB-CA-C -5.43 99.77 110.10
2 5-B 589 | PHE | CB-CG-CD2 | -5.43 117.00 120.80
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2 7-B 201 | PRO N-CA-CB 5.43 109.82 103.30
2 7-B 300 | PHE CB-CG-CD2 5.43 124.60 120.80
3 2-C 145 | GLY CA-C-N -5.43 105.25 117.20
2 3-B 300 | PHE | CG-CD1-CE1l 5.43 126.78 120.80
3 6-D 347 | TRP | CH2-CZ2-CE2 | 5.43 122.83 117.40
1 7-A 770 | ASN N-CA-CB 5.43 120.38 110.60
2 8-B 334 | LEU CB-CG-CD1 5.43 120.23 111.00
1 9-A 706 | PHE | CB-CG-CD2 | -5.43 117.00 120.80
3 9-D 430 | VAL CA-CB-CG1 5.43 119.05 110.90
3 5-D 176 | ARG NE-CZ-NH2 -5.43 117.58 120.30
3 6-C 161 | ARG NE-CZ-NH1 5.43 123.02 120.30
2 1-B 394 | ILE N-CA-C -5.43 96.34 111.00
3 1-D 165 | LYS N-CA-CB 5.43 120.38 110.60
1 4-A 126 | TRP CA-CB-CG 5.43 124.02 113.70
2 4-B 412 | LEU CB-CG-CD1 5.43 120.23 111.00
2 5-B 828 | ALA N-CA-CB 5.43 117.70 110.10
1 6-A 714 | ARG | NH1-CZ-NH2 5.43 125.37 119.40
1 1-A 452 | ASN CB-CG-0OD1 -5.43 110.74 121.60
2 4-B 734 | ASN CB-CG-OD1 -5.43 110.74 121.60
3 6-D 252 | MET N-CA-CB 5.43 120.37 110.60
2 7-B 578 | PHE | CB-CG-CD1 -5.43 117.00 120.80
3 4-C 315 | TYR | CD1-CG-CD2 | -5.43 111.93 117.90
3 5-C 142 | VAL CA-CB-CG1 -5.43 102.76 110.90
1 10-A 161 | ASP N-CA-CB 5.43 120.37 110.60
1 1-A 126 | TRP | CZ3-CH2-CZ2 | -5.42 115.09 121.60
3 1-D 361 | PRO N-CD-CG 5.42 111.34 103.20
1 2-A 474 | PRO CA-N-CD -0.42 103.91 111.50
3 5-C 118 | ASP N-CA-CB 0.42 120.36 110.60
2 6-B 78 | TYR | CB-CG-CD1 -5.42 117.75 121.00
1 8-A 116 | TYR CA-CB-CG 5.42 123.71 113.40
1 8-A 792 | ASP CB-CG-0OD1 -5.42 113.42 118.30
2 9-B 294 | LEU CB-CG-CD1 5.42 120.22 111.00
3 9-C 387 | PHE N-CA-CB 5.42 120.36 110.60
2 2-B 249 | MET CG-SD-CE -0.42 91.52 100.20
1 10-A | 587 | ARG NE-CZ-NH1 5.42 123.01 120.30
2 10-B 740 | LEU CB-CG-CD2 -5.42 101.78 111.00
2 10-B 765 | LEU CB-CA-C -5.42 99.90 110.20
1 1-A 400 | ARG CD-NE-CZ -5.42 116.01 123.60
3 2-C 150 | LEU CB-CG-CD1 -5.42 101.78 111.00
3 6-D 56 | GLU CB-CG-CD -5.42 99.56 114.20
1 9-A 605 | ASP CB-CG-OD2 -0.42 113.42 118.30
3 4-C 110 | ASP CB-CG-OD2 5.42 123.18 118.30
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3 5-D 344 | PHE CA-C-O -5.42 108.72 120.10
1 6-A 99 ASP N-CA-C 5.42 125.63 111.00
1 7-A 395 | ASP CB-CG-0OD2 -5.42 113.42 118.30
1 10-A | 320 | TRP CB-CG-CD2 -5.42 119.56 126.60
2 1-B 431 | VAL CA-CB-CG2 | -5.42 102.78 110.90
1 5-A 73 | THR | OG1-CB-CG2 | -5.42 97.54 110.00
3 7-C 4 GLU N-CA-CB 5.42 120.35 110.60
1 6-A 161 | ASP CB-CG-0OD2 -5.42 113.43 118.30
3 7-D 54 | PHE CB-CA-C -5.42 99.57 110.40
1 10-A 190 | TYR | CB-CG-CD1 5.42 124.25 121.00
2 1-B 439 | ARG NE-CZ-NH1 5.41 123.01 120.30
3 2-D 388 | GLU | OE1-CD-OE2 | 541 129.79 123.30
3 9-D 367 | PRO N-CA-CB 5.41 109.80 103.30
3 2-D 114 | ARG | NH1-CZ-NH2 | -5.41 113.45 119.40
1 6-A 614 | TYR | CB-CG-CD1 5.41 124.25 121.00
2 7-B 824 | TYR | CB-CG-CD1 -5.41 117.75 121.00
3 1-C 137 | GLN N-CA-C -5.41 96.39 111.00
1 3-A 134 | VAL CA-CB-CG1 -5.41 102.78 110.90
1 3-A 623 | ARG NE-CZ-NH1 5.41 123.00 120.30
3 3-C 127 | ILE N-CA-CB 5.41 123.24 110.80
3 3-C 397 | VAL | CG1-CB-CG2 | 541 119.56 110.90
2 4-B 460 | THR | CA-CB-CG2 -5.41 104.83 112.40
1 10-A | 664 | ARG NE-CZ-NH1 5.41 123.00 120.30
3 10-C 85 | GLY N-CA-C -5.41 99.57 113.10
3 10-C | 311 | ASN N-CA-CB 5.41 120.34 110.60
1 1-A 77 | TYR | CG-CD1-CE1 | -5.41 116.97 121.30
3 1-D 113 | THR | CA-CB-CG2 -5.41 104.83 112.40
2 2-B 453 | TYR | CB-CG-CD1 5.41 124.25 121.00
1 1-A 272 | LEU CB-CG-CD1 5.41 120.19 111.00
2 3-B 822 | ARG NE-CZ-NH1 -5.41 117.60 120.30
3 4-C 383 | VAL CA-CB-CG1 -5.41 102.79 110.90
2 8-B 226 | GLU | CG-CD-OE2 -5.41 107.49 118.30
3 9-C 216 | VAL CA-CB-CG1 -5.40 102.79 110.90
2 2-B 349 | TRP | CD1-CG-CD2 | -5.40 101.98 106.30
2 4-B 187 | TYR | CD1-CE1-CZ 5.40 124.66 119.80
2 5-B 181 | GLU O-C-N -5.40 114.06 122.70
3 6-C 136 | PHE CB-CG-CD2 5.40 124.58 120.80
3 6-D 300 | ASP CB-CG-0OD2 -5.40 113.44 118.30
2 10-B 343 | TYR CA-CB-CG 5.40 123.67 113.40
3 2-C 271 | SER N-CA-CB 5.40 118.60 110.50
1 4-A 765 | ILE | CG1-CB-CG2 | -5.40 99.52 111.40
1 5-A 106 | SER N-CA-CB 5.40 118.60 110.50
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1 5-A 582 | TYR | CG-CD1-CE1 | -5.40 116.98 121.30
2 5-B 409 | TYR | CG-CD2-CE2 | -5.40 116.98 121.30
3 5-D 256 | TYR | CG-CDI1-CE1 5.40 125.62 121.30
1 6-A 611 | SER CB-CA-C -5.40 99.84 110.10
2 7-B 256 | GLU | OE1-CD-OE2 | 5.40 129.78 123.30
3 7-D 47 ASP N-CA-CB 5.40 120.32 110.60
3 3-D 365 | LEU C-N-CA 5.40 135.20 121.70
2 8-B 548 | LEU C-N-CA 5.40 133.64 122.30
2 6-B 737 | SER N-CA-CB 5.40 118.59 110.50
1 9-A 90 ILE CA-CB-CG1 5.40 121.26 111.00
3 9-C 49 ASP CB-CA-C -5.40 99.61 110.40
3 10-C 279 | TYR | CD1-CE1-CZ 5.40 124.66 119.80
2 7-B 644 | PHE N-CA-CB 5.40 120.31 110.60
2 9-B 333 | ASN CA-CB-CG -5.40 101.53 113.40
3 10-C | 347 | TRP CB-CG-CD1 -5.40 119.98 127.00
3 6-C 319 | TYR | CB-CG-CD1 -5.39 117.76 121.00
3 8-C 54 | PHE | CDI1-CE1-CZ | -5.39 113.63 120.10
1 9-A 767 | TYR | CDI1-CE1-CZ | -5.39 114.94 119.80
2 10-B 832 | ASN O-C-N 5.39 131.33 122.70
3 10-C 34 ASP CB-CG-OD1 -5.39 113.44 118.30
3 4-C 362 | TYR | CZ-CE2-CD2 | -5.39 114.95 119.80
1 10-A 56 | GLU CA-CB-CG 5.39 125.26 113.40
1 6-A 374 | THR | CA-CB-CG2 -5.39 104.85 112.40
3 9-D 84 | ARG NE-CZ-NH2 -5.39 117.61 120.30
3 1-D 63 | THR | CA-CB-CG2 -5.39 104.86 112.40
1 3-A 345 | PHE CB-CG-CD1 5.39 124.57 120.80
2 3-B 641 | PHE | CB-CG-CD1 -5.39 117.03 120.80
3 4-D 68 | MET CG-SD-CE -5.39 91.58 100.20
3 7-D 387 | PHE | CB-CG-CD1 5.39 124.57 120.80
1 3-A 439 | LEU N-CA-CB 5.39 121.17 110.40
1 7-A 445 | GLU | OE1-CD-OE2 | 5.39 129.76 123.30
2 7-B 389 | ARG NE-CZ-NH2 5.39 122.99 120.30
2 8-B 285 | ARG | NH1-CZ-NH2 5.39 125.33 119.40
1 9-A 299 | PHE CB-CG-CD1 5.39 124.57 120.80
3 1-C 136 | PHE CB-CA-C -5.38 99.63 110.40
1 5-A 91 GLU N-CA-CB 5.38 120.29 110.60
1 8-A 594 | TYR | CB-CG-CD1 -5.38 117.77 121.00
3 1-D 16 HIS N-CA-CB 2.38 120.29 110.60
1 2-A 794 | TYR | CD1-CE1-CZ 5.38 124.64 119.80
1 8-A 420 | LYS CA-CB-CG 5.38 125.24 113.40
3 8-D 45 | GLU N-CA-CB 5.38 120.29 110.60
1 2-A 129 | THR N-CA-CB 5.38 120.52 110.30
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3 3-C 272 | PHE CB-CG-CD1 5.38 124.57 120.80
2 5-B 654 | ASN O-C-N -5.38 114.09 122.70
3 5-C 143 | ALA CB-CA-C -5.38 102.03 110.10
2 8-B 438 | TYR | CDI1-CE1-CZ 2.38 124.64 119.80
1 9-A 562 | PHE | CB-CG-CD1 | -5.38 117.03 120.80
2 9-B 593 | PHE | CZ-CE2-CD2 5.38 126.56 120.10
3 10-D | 243 | ARG NE-CZ-NH1 5.38 122.99 120.30
1 1-A 190 | TYR | CB-CG-CD2 | -5.38 117.77 121.00
3 2-D 292 | TYR | CD1-CE1-CZ 5.38 124.64 119.80
2 3-B 439 | ARG NE-CZ-NH1 5.38 122.99 120.30
3 8-D 329 | ARG N-CA-CB 2.38 120.28 110.60
1 1-A 193 | TYR CB-CA-C -5.38 99.64 110.40
2 2-B 598 | TYR | CG-CD1-CE1 | -5.38 117.00 121.30
3 3-C 197 | ASP CB-CG-0OD2 -5.38 113.46 118.30
3 4-D 6 ILE N-CA-CB 5.38 123.17 110.80
2 7-B 359 | TYR | CG-CD1-CE1 | -5.38 117.00 121.30
2 7-B 562 | TYR | CG-CDI1-CE1l | -5.38 117.00 121.30
1 1-A 638 | HIS CA-CB-CG -5.38 104.46 113.60
3 1-C 373 | SER N-CA-CB 5.38 118.56 110.50
3 2-C 124 | ASP CB-CG-OD1 5.38 123.14 118.30
1 3-A 7% | ARG CD-NE-CZ -5.38 116.07 123.60
3 4-D 131 | ASP CB-CG-0OD2 5.38 123.14 118.30
1 5-A 791 | PHE | CG-CD2-CE2 | 5.38 126.71 120.80
3 8-D 93 | TRP CA-CB-CG 2.38 123.92 113.70
3 9-D 363 | LEU CB-CG-CD1 2.38 120.14 111.00
3 10-C | 403 | PHE N-CA-CB 2.38 120.28 110.60
2 4-B 419 | VAL N-CA-C -5.38 96.49 111.00
3 8-C 271 | SER N-CA-CB 5.38 118.56 110.50
3 8-D 385 | ASN CB-CG-OD1 5.38 132.35 121.60
3 2-C 407 | TYR | CD1-CG-CD2 | 5.37 123.81 117.90
3 3-C 162 | TYR | CG-CD2-CE2 | -5.37 117.00 121.30
3 3-D 133 | PHE CB-CG-CD2 -5.37 117.04 120.80
2 6-B 288 | TYR | CD1-CE1-CZ 5.37 124.64 119.80
2 3-B 446 | PHE N-CA-CB 5.37 120.27 110.60
3 3-C 429 | VAL CA-CB-CG2 5.37 118.96 110.90
1 10-A 139 | ALA O-C-N -5.37 114.11 122.70
3 1-C 109 | TYR | CB-CG-CDl1 -5.37 117.78 121.00
1 9-A 408 | LEU CB-CG-CD1 5.37 120.13 111.00
3 9-D 319 | TYR | CB-CG-CD1 5.37 124.22 121.00
3 5-D 316 | PHE CB-CG-CD2 5.37 124.56 120.80
2 10-B | 763 | VAL CA-CB-CG2 | -5.37 102.85 110.90
2 7-B 633 | ARG NE-CZ-NH2 -0.37 117.62 120.30
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3 10-C 218 | ARG N-CA-CB 5.37 120.26 110.60
1 1-A 768 | ILE CA-CB-CG2 5.37 121.63 110.90
3 1-C 430 | VAL CA-CB-CG1 5.37 118.95 110.90
2 3-B 510 | TYR | CDI1-CE1-CZ | -5.37 114.97 119.80
1 4-A 148 | ASP | CB-CG-OD1 | -5.37 113.47 118.30
3 10-C | 416 | MET N-CA-CB 5.37 120.26 110.60
1 1-A 405 | PHE | CB-CG-CD1 -5.36 117.05 120.80
3 1-C 250 | SER C-N-CA 5.36 135.11 121.70
2 9-B 772 | PHE | CD1-CG-CD2 | 5.36 125.27 118.30
2 10-B | 308 | SER N-CA-CB 5.36 118.54 110.50
1 3-A 614 | TYR | CDI1-CE1-CZ 2.36 124.63 119.80
3 8-D 408 | ASN CB-CA-C -5.36 99.68 110.40
2 2-B 451 | ASP CB-CA-C -5.36 99.68 110.40
2 3-B 311 | THR | CA-CB-CG2 -5.36 104.90 112.40
3 5-D 158 | LEU CB-CG-CD2 5.36 120.11 111.00
1 7-A 190 | TYR | CB-CG-CD1 5.36 124.22 121.00
3 8-D 173 | PHE CB-CG-CD2 5.36 124.55 120.80
2 1-B 284 | TYR | CB-CG-CD1 5.36 124.22 121.00
3 2-C 293 | ASP CB-CG-OD1 5.36 123.12 118.30
3 4-C 41 ASP CB-CG-0OD2 -5.36 113.48 118.30
3 6-D 381 | SER N-CA-CB 5.36 118.54 110.50
3 9-D 185 | TYR | CZ-CE2-CD2 5.36 124.62 119.80
2 1-B 264 | TYR | CB-CG-CD2 5.36 124.21 121.00
1 2-A 321 | ASP CB-CG-OD2 | -5.36 113.48 118.30
1 2-A 465 | PHE | CB-CG-CD2 | -5.36 117.05 120.80
1 3-A 691 | ASP O-C-N -5.36 114.13 122.70
1 6-A 203 | ARG N-CA-CB 5.36 120.24 110.60
3 7-D 358 | ARG | NH1-CZ-NH2 5.36 125.29 119.40
3 2-D 351 | ALA N-CA-CB 5.36 117.60 110.10
1 4-A 410 | PHE CB-CA-C -5.36 99.69 110.40
1 5-A 358 | ARG NE-CZ-NH2 -5.36 117.62 120.30
2 9-B 486 | SER N-CA-CB 5.36 118.53 110.50
3 9-D 243 | ARG CB-CA-C -5.36 99.69 110.40
2 6-B 600 | TYR | CB-CG-CD2 -5.35 117.79 121.00
1 8-A 426 | PHE | CB-CG-CD2 | -5.35 117.05 120.80
3 8-D 72 | GLU O-C-N -5.35 110.93 121.10
1 10-A | 458 | TYR | CB-CG-CD1 9.35 124.21 121.00
1 1-A 301 | THR | CA-CB-CG2 -9.35 104.91 112.40
3 7-C 243 | ARG NE-CZ-NH2 -5.35 117.62 120.30
1 7-A 342 | ASN CA-CB-CG 2.35 125.17 113.40
1 1-A 289 | GLN CB-CA-C -5.35 99.71 110.40
2 1-B 382 | PRO CA-N-CD -5.35 104.01 111.50
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2 7-B 193 | LEU C-N-CA 2.35 135.07 121.70
1 8-A 287 | LEU CB-CG-CD2 5.35 120.09 111.00
1 5-A 704 | TYR | CB-CG-CD2 5.35 124.21 121.00
1 6-A 74 | TYR | CDI-CE1-CZ | -5.35 114.99 119.80
1 10-A 70 | LEU N-CA-CB 3.35 121.09 110.40
3 2-D 54 | PHE | CB-CG-CD2 | -5.34 117.06 120.80
3 8-C 47 ASP CB-CG-OD1 5.34 123.11 118.30
1 10-A | 434 | ASN CB-CA-C -5.34 99.71 110.40
1 2-A 108 | ARG CD-NE-CZ -5.34 116.12 123.60
3 2-D 256 | TYR | CD1-CE1-CZ 5.34 124.61 119.80
1 4-A 405 | PHE | CB-CG-CD2 | -5.34 117.06 120.80
1 5-A 409 | PHE | CB-CG-CD2 | -5.34 117.06 120.80
3 7-C 243 | ARG NE-CZ-NH1 5.34 122.97 120.30
3 7-C 310 | MET CG-SD-CE 5.34 108.75 100.20
3 7-D 411 | ASP CB-CG-0OD2 5.34 123.11 118.30
3 1-D 180 | VAL N-CA-C -5.34 96.58 111.00
3 5-C 95 | ALA N-CA-CB 5.34 117.58 110.10
3 8-D 437 | TYR N-CA-CB 5.34 120.21 110.60
3 9-D 249 | TYR | CZ-CE2-CD2 5.34 124.61 119.80
3 3-C 186 | ASN CA-CB-CG -5.34 101.66 113.40
1 5-A 465 | PHE CB-CG-CD1 5.34 124.54 120.80
3 5-D 359 | ARG CG-CD-NE -5.34 100.59 111.80
1 8-A 257 | GLU | OE1-CD-OE2 | -5.34 116.89 123.30
1 10-A | 575 | SER N-CA-CB 5.34 118.51 110.50
1 4-A 112 | TYR | CB-CG-CD2 | -5.34 117.80 121.00
3 4-C 86 | PHE CB-CA-C -5.34 99.73 110.40
3 4-C 436 | ASP CB-CG-OD1 5.34 123.10 118.30
1 6-A 160 | ARG NE-CZ-NH2 5.34 122.97 120.30
1 7-A 337 | SER N-CA-CB 5.34 118.50 110.50
1 8-A 398 | TYR | CZ-CE2-CD2 5.33 124.60 119.80
2 2-B 267 | PHE | CB-CG-CD2 5.33 124.53 120.80
2 3-B 819 | PHE N-CA-CB 5.33 120.20 110.60
2 3-B 826 | PHE | CZ-CE2-CD2 | -5.33 113.70 120.10
2 6-B 638 | ARG CB-CG-CD 5.33 125.47 111.60
2 10-B | 731 | PHE | CB-CG-CD1 5.33 124.53 120.80
3 10-C | 359 | ARG | NH1-CZ-NH2 5.33 125.27 119.40
3 6-C 162 | TYR | CDI1-CE1-CZ | -5.33 115.00 119.80
3 10-C 279 | TYR | CG-CD2-CE2 | 5.33 125.56 121.30
2 1-B 328 | ARG NE-CZ-NH2 -5.33 117.64 120.30
3 1-C 176 | ARG NE-CZ-NH1 5.33 122.96 120.30
3 4-D 272 | PHE | CB-CG-CD1 -5.33 117.07 120.80
1 8-A 429 | TYR | CG-CD1-CE1 | -5.33 117.04 121.30
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2 10-B 301 | THR N-CA-CB 5.33 120.43 110.30
2 1-B 531 | SER N-CA-C -5.33 96.62 111.00
1 4-A 57 | ALA O-C-N 5.33 131.22 122.70
2 4-B 393 | PHE CB-CA-C -5.33 99.75 110.40
1 8-A 612 | TRP | CG-CD2-CE3 | -5.33 129.11 133.90
3 9-D 192 | ARG | NH1-CZ-NH2 | -5.33 113.54 119.40
3 10-C | 416 | MET CB-CA-C -5.33 99.75 110.40
1 2-A 773 | SER CB-CA-C -5.32 99.98 110.10
2 2-B 833 | ASP CA-CB-CG -5.32 101.69 113.40
1 7-A 449 | HIS CA-CB-CG -5.32 104.55 113.60
2 10-B 269 | ASN CB-CG-OD1 5.32 132.25 121.60
3 2-C 93 | TRP | CE2-CD2-CG | 5.32 111.56 107.30
2 3-B 583 | TYR CB-CA-C -5.32 99.76 110.40
3 6-C 83 | PHE N-CA-CB 5.32 120.18 110.60
2 8-B 242 | ARG NE-CZ-NH2 -9.32 117.64 120.30
1 10-A | 285 | GLU O-C-N 5.32 131.22 122.70
1 2-A 77 | TYR | CD1-CE1-CZ | -5.32 115.01 119.80
3 9-D 41 ASP CB-CG-OD1 2.32 123.09 118.30
3 9-D 211 | ASN C-N-CA 5.32 135.00 121.70
3 10-D | 279 | TYR | CB-CG-CD1 -5.32 117.81 121.00
3 1-C 217 | PHE | CG-CD1-CE1 5.32 126.65 120.80
3 3-C 197 | ASP CB-CG-OD1 5.32 123.09 118.30
3 5-C 140 | HIS CB-CA-C -5.32 99.76 110.40
2 9-B 840 | LEU CB-CG-CD1 5.32 120.04 111.00
3 10-D | 394 | PHE CB-CG-CD1 -5.32 117.08 120.80
1 1-A 395 | ASP CB-CG-0OD2 -5.32 113.52 118.30
3 3-C 87 | PHE CB-CG-CD1 -5.32 117.08 120.80
3 8-D 287 | LYS N-CA-C -5.32 96.64 111.00
2 2-B 236 | TYR | CB-CG-CD1 -5.32 117.81 121.00
1 3-A 108 | ARG NE-CZ-NH1 5.32 122.96 120.30
3 4-D 176 | ARG NE-CZ-NH2 -9.32 117.64 120.30
3 5-C 416 | MET CG-SD-CE -5.32 91.69 100.20
3 8-C 441 | GLU O-C-N 2.32 131.20 122.70
1 10-A | 642 | THR | CA-CB-OG1 2.32 120.16 109.00
2 10-B 765 | LEU CB-CG-CD2 5.32 120.03 111.00
3 3-D 445 | TYR | CB-CG-CD2 5.31 124.19 121.00
1 7-A 603 | TRP | CE2-CD2-CG | -5.31 103.05 107.30
3 2-C 423 | PHE CB-CG-CD1 5.31 124.52 120.80
1 3-A 364 | PRO N-CA-CB 5.31 109.67 103.30
3 4-C 182 | VAL | CG1-CB-CG2 | 5.31 119.40 110.90
1 7-A 145 | PHE | CB-CG-CD1 -5.31 117.08 120.80
1 7-A 704 | TYR | CG-CD1-CE1 5.31 125.55 121.30
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 7-C 54 | PHE CB-CG-CD2 5.31 124.52 120.80
3 9-C 428 | GLU | OE1-CD-OE2 | 5.31 129.68 123.30
1 3-A 580 | ILE CA-CB-CG1 5.31 121.09 111.00
2 8-B 196 | THR | CA-CB-CG2 | -5.31 104.97 112.40
3 8-D 54 | PHE | CG-CD1-CE1l | -5.31 114.96 120.80
3 1-D 30 | ALA CB-CA-C 5.31 118.06 110.10
1 2-A 563 | ASP O-C-N 5.31 131.19 122.70
1 10-A | 410 | PHE CB-CG-CD1 5.31 124.52 120.80
3 1-C 364 | PRO N-CD-CG 5.31 111.16 103.20
1 8-A 614 | TYR | CD1-CE1-CZ 5.31 124.58 119.80
3 10-C | 344 | PHE CB-CG-CD2 -5.31 117.08 120.80
3 2-C 354 | VAL N-CA-C -5.31 96.67 111.00
3 9-C 256 | TYR | CB-CG-CD1 -5.31 117.82 121.00
3 4-D 63 | THR N-CA-C -5.30 96.68 111.00
1 6-A 684 | MET CB-CA-C -5.30 99.79 110.40
2 7-B 538 | ILE CA-CB-CG1 5.30 121.08 111.00
3 7-D 70 ASP CB-CG-OD2 | -5.30 113.53 118.30
3 8-C 369 | GLU | OE1-CD-OE2 | -5.30 116.93 123.30
2 7-B 562 | TYR CA-CB-CG -5.30 103.33 113.40
3 7-D 259 | LEU CB-CG-CD2 -5.30 101.98 111.00
1 1-A 171 | ARG | NH1-CZ-NH2 5.30 125.23 119.40
2 1-B 322 | HIS C-N-CA 5.30 133.44 122.30
3 2-D 440 | ALA CB-CA-C -5.30 102.15 110.10
1 4-A 74 | TYR | CB-CG-CD2 -5.30 117.82 121.00
1 5-A 345 | PHE CB-CG-CD1 2.30 124.51 120.80
2 5-B 593 | PHE CB-CG-CD1 5.30 124.51 120.80
1 6-A 370 | SER CB-CA-C -5.30 100.03 110.10
1 7-A 458 | TYR | CB-CG-CD2 -5.30 117.82 121.00
2 8-B 349 | TRP | CD1-CG-CD2 | -5.30 102.06 106.30
2 9-B 278 | VAL CB-CA-C -5.30 101.33 111.40
2 9-B 636 | ILE CA-CB-CG2 | -5.30 100.30 110.90
3 4-D 109 | TYR | CZ-CE2-CD2 | -5.30 115.03 119.80
3 4-D 419 | VAL CA-CB-CG1 -5.30 102.95 110.90
1 5-A 695 | LEU CB-CG-CD2 5.30 120.01 111.00
2 6-B 275 | GLY C-N-CA 5.30 134.95 121.70
2 6-B 560 | LEU CB-CG-CD1 5.30 120.01 111.00
1 8-A 370 | SER N-CA-C -5.30 96.69 111.00
2 6-B 580 | ARG NE-CZ-NH2 -5.30 117.65 120.30
1 8-A 102 | PHE | CB-CG-CD2 | -5.30 117.09 120.80
1 8-A 483 | MET CG-SD-CE -5.30 91.72 100.20
3 1-D 22 | TRP CB-CG-CD2 5.30 133.49 126.60
1 2-A 151 | LEU CB-CA-C 5.30 120.26 110.20
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3 3-C 423 | PHE | CB-CG-CD1 -5.30 117.09 120.80
3 7-D 394 | PHE CB-CG-CD1 5.30 124.51 120.80
1 10-A 136 | GLN N-CA-CB 5.30 120.14 110.60
1 3-A 100 | PRO C-N-CA 5.29 134.94 121.70
2 6-B 769 | VAL | CG1-CB-CG2 | -5.29 102.43 110.90
2 1-B 288 | TYR | CG-CD2-CE2 | -5.29 117.07 121.30
3 6-C 256 | TYR | CG-CD1-CE1 5.29 125.53 121.30
3 7-D 93 | TRP | NE1-CE2-CD2 | 5.29 112.59 107.30
1 8-A 710 | ILE CA-CB-CG2 | -5.29 100.31 110.90
2 8-B 805 | PHE CA-CB-CG 5.29 126.60 113.90
3 9-C 343 | LYS N-CA-CB 2.29 120.13 110.60
1 5-A 356 | VAL CA-CB-CG1 -5.29 102.96 110.90
2 5-B 821 | ASP CB-CG-OD1 -5.29 113.54 118.30
2 3-B 295 | ARG | NH1-CZ-NH2 | -5.29 113.58 119.40
2 6-B 389 | ARG NE-CZ-NH1 5.29 122.94 120.30
2 6-B 441 | ILE CB-CA-C -5.29 101.02 111.60
3 7-D 8 LEU N-CA-C -5.29 96.72 111.00
1 8-A 123 | TYR N-CA-CB 5.29 120.12 110.60
3 10-C 247 | TYR | CZ-CE2-CD2 5.29 124.56 119.80
3 6-D 387 | PHE | CG-CD2-CE2 | 5.29 126.62 120.80
2 10-B | 505 | ASP CB-CG-OD1 5.29 123.06 118.30
2 2-B 822 | ARG CB-CA-C -5.29 99.83 110.40
1 3-A 140 | TYR | CZ-CE2-CD2 5.29 124.56 119.80
1 3-A 709 | PHE CB-CG-CD1 5.29 124.50 120.80
3 3-D 338 | LEU CB-CA-C -5.29 100.16 110.20
2 6-B 612 | ARG NE-CZ-NH2 5.29 122.94 120.30
3 6-D 324 | GLY C-N-CA 5.29 134.91 121.70
1 10-A | 558 | TYR | CB-CG-CD1 -5.29 117.83 121.00
1 3-A 639 | PHE CB-CG-CD1 0.28 124.50 120.80
2 6-B 356 | ARG NE-CZ-NH1 -5.28 117.66 120.30
3 6-D 236 | SER N-CA-CB 0.28 118.43 110.50
1 3-A 393 | TYR CA-CB-CG -5.28 103.36 113.40
1 5-A 198 | ARG | NH1-CZ-NH2 | -5.28 113.59 119.40
3 6-C 45 | GLU N-CA-CB 5.28 120.11 110.60
3 6-C 125 | LYS N-CA-CB -5.28 101.09 110.60
2 8-B 299 | ARG NE-CZ-NH1 0.28 122.94 120.30
3 10-D 158 | LEU CB-CG-CD1 0.28 119.98 111.00
1 2-A 304 | ASP N-CA-C -5.28 96.74 111.00
3 2-C 225 | GLN C-N-CA 2.28 134.90 121.70
3 2-D 248 | MET CG-SD-CE -5.28 91.75 100.20
3 2-D 314 | THR N-CA-CB 5.28 120.33 110.30
2 3-B 207 | ILE CA-CB-CG1 5.28 121.03 111.00
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2 4-B 451 | ASP CB-CA-C -5.28 99.84 110.40
3 4-D 318 | VAL CA-CB-CG2 5.28 118.82 110.90
1 5-A 145 | PHE | CG-CD2-CE2 | 5.28 126.61 120.80
2 8-B 289 | GLU N-CA-CB -5.28 101.09 110.60
2 5-B 299 | ARG CD-NE-CZ 2.28 130.99 123.60
3 5-C 133 | PHE N-CA-CB -5.28 101.10 110.60
3 7-C 318 | VAL CA-CB-CG2 5.28 118.82 110.90
2 4-B 539 | ASN C-N-CA 5.28 133.38 122.30
1 5-A 406 | LEU CB-CG-CD1 0.28 119.97 111.00
2 6-B 550 | HIS CB-CA-C -5.28 99.84 110.40
2 6-B 569 | SER N-CA-CB 0.28 118.42 110.50
3 6-D 161 | ARG NE-CZ-NH1 5.28 122.94 120.30
2 7-B 300 | PHE CB-CG-CD1 -5.28 117.11 120.80
3 9-D 93 | TRP | CE2-CD2-CG | -5.28 103.08 107.30
1 5-A 167 | ASN CA-CB-CG -5.28 101.79 113.40
1 5-A 260 | GLY CA-C-O -5.28 111.11 120.60
3 6-D 305 | LEU CB-CG-CD1 0.28 119.97 111.00
3 7-C 87 | PHE O-C-N -9.28 114.26 122.70
2 8-B 558 | PHE | CG-CD2-CE2 | -5.28 115.00 120.80
3 10-C | 429 | VAL | CG1-CB-CG2 | 5.27 119.34 110.90
2 2-B 628 | ILE C-N-CA 5.27 134.88 121.70
2 4-B 451 | ASP CB-CG-OD2 | -5.27 113.56 118.30
3 4-C 335 | MET CG-SD-CE -5.27 91.77 100.20
2 1-B 367 | ASN N-CA-CB 5.27 120.09 110.60
3 1-D 204 | PHE | CG-CD1-CEl | -5.27 115.00 120.80
3 6-C 25 LEU N-CA-CB 5.27 120.94 110.40
3 2-C ol LYS N-CA-CB 5.27 120.08 110.60
2 3-B 630 | LYS C-N-CA 5.27 134.87 121.70
1 6-A 699 | ILE CA-CB-CG1 5.27 121.01 111.00
3 7-D 397 | VAL CA-CB-CG1 5.27 118.80 110.90
1 9-A 653 | ASP CB-CA-C -0.27 99.86 110.40
2 10-B 349 | TRP | CH2-CZ2-CE2 | 5.27 122.67 117.40
1 1-A 56 | GLU CA-CB-CG 5.27 124.99 113.40
1 1-A 137 | ARG NE-CZ-NH1 -5.27 117.67 120.30
2 1-B 563 | ILE C-N-CA 5.27 134.87 121.70
3 4-D 319 | TYR | CG-CD1-CEl | -5.27 117.09 121.30
1 6-A 767 | TYR | CB-CG-CD2 -5.27 117.84 121.00
3 6-C 176 | ARG O-C-N -0.27 114.27 122.70
1 5-A 129 | THR CA-C-N 5.27 128.78 117.20
2 5-B 770 | TYR | CG-CD1-CE1 | -5.27 117.09 121.30
2 10-B | 498 | ASP CB-CG-OD1 | -5.27 113.56 118.30
3 1-D 59 | ARG NE-CZ-NH2 -5.26 117.67 120.30
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3 4-C 22 | TRP | CE3-CZ3-CH2 | -5.26 115.41 121.20
1 5-A 197 | PHE | CD1-CG-CD2 | 5.26 125.14 118.30
1 6-A 623 | ARG NE-CZ-NH2 -5.26 117.67 120.30
2 6-B 471 | ARG C-N-CA 0.26 134.86 121.70
3 6-C 326 | VAL CB-CA-C -2.26 101.40 111.40
1 10-A | 429 | TYR | CG-CD2-CE2 | -5.26 117.09 121.30
2 6-B 445 | PHE CB-CG-CD1 -5.26 117.12 120.80
3 3-D 44 | THR | CA-CB-CG2 5.26 119.77 112.40
1 4-A 593 | GLN CB-CA-C -5.26 99.88 110.40
2 4-B 524 | SER N-CA-CB 0.26 118.39 110.50
1 7-A 394 | VAL CB-CA-C -9.26 101.40 111.40
2 7-B 453 | TYR | CG-CD1-CE1 | -5.26 117.09 121.30
1 8-A 138 | PHE CB-CG-CD1 -5.26 117.12 120.80
2 8-B 498 | ASP CB-CG-OD1 5.26 123.03 118.30
3 4-C 246 | SER N-CA-CB 5.26 118.39 110.50
2 3-B 528 | LEU C-N-CA 5.26 134.84 121.70
1 5-A 302 | TYR | CB-CG-CD2 -5.26 117.84 121.00
1 9-A 690 | SER CB-CA-C -5.26 100.11 110.10
3 6-C 133 | PHE | CG-CD2-CE2 | -5.26 115.02 120.80
2 8-B 829 | ASP CB-CG-OD2 | -5.26 113.57 118.30
3 8-D 55 | ARG CD-NE-CZ -5.26 116.24 123.60
3 9-D 385 | ASN CB-CA-C -5.26 99.89 110.40
1 10-A | 279 | TYR | CB-CG-CD2 -5.26 117.85 121.00
1 10-A | 345 | PHE CB-CG-CD2 -5.26 117.12 120.80
3 4-D 173 | PHE CB-CG-CD1 -9.25 117.12 120.80
1 5-A 791 | PHE CB-CG-CD1 5.25 124.48 120.80
2 9-B 758 | TYR CA-CB-CG -5.25 103.42 113.40
2 2-B 241 | PHE | CG-CD1-CE1 | -5.25 115.02 120.80
3 2-D 197 | ASP CB-CG-OD2 | -5.25 113.57 118.30
3 4-C 114 | ARG N-CA-CB 0.25 120.06 110.60
3 4-D 413 | PHE | CG-CD2-CE2 | -5.25 115.02 120.80
3 5-C 319 | TYR | CG-CD2-CE2 | -5.25 117.10 121.30
3 5-D 47 | ASP CB-CG-OD2 | -5.25 113.57 118.30
3 9-C 155 | LEU N-CA-CB 2.25 120.91 110.40
3 2-D 315 | TYR | CG-CD2-CE2 | -5.25 117.10 121.30
1 5-A 707 | CYS N-CA-CB 5.25 120.05 110.60
2 9-B 343 | TYR | CG-CD2-CE2 | -5.25 117.10 121.30
3 9-D 170 | TYR | CB-CG-CD2 5.2 124.15 121.00
2 4-B 759 | PRO N-CA-CB 2.25 109.60 103.30
3 7-D 319 | TYR | CDI1-CE1-CZ | -5.25 115.08 119.80
1 9-A 405 | PHE CB-CA-C -5.25 99.90 110.40
3 9-C 398 | PHE CB-CG-CD1 2.25 124.47 120.80
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3 9-D 297 | ASP CB-CG-OD2 | -5.25 113.58 118.30
1 1-A 465 | PHE | CB-CG-CD2 | -5.25 117.13 120.80
1 2-A 108 | ARG | NH1-CZ-NH2 | -5.25 113.63 119.40
3 2-D 318 | VAL CA-CB-CG1 2.25 118.77 110.90
2 5-B 319 | PHE | CB-CG-CD1 2.25 124.47 120.80
3 5-D 162 | TYR | CG-CD1-CE1 | -5.25 117.10 121.30
1 4-A 593 | GLN N-CA-CB 2.25 120.04 110.60
3 7-D 295 | MET CB-CA-C -5.25 99.91 110.40
2 9-B 826 | PHE N-CA-CB -9.25 101.16 110.60
1 4-A 461 | LEU O-C-N -5.24 114.31 122.70
3 4-C 389 | ASN CB-CG-OD1 5.24 132.09 121.60
3 9-D 344 | PHE N-CA-CB 5.24 120.04 110.60
2 10-B 488 | PHE CB-CG-CD2 -5.24 117.13 120.80
2 10-B 834 | GLY N-CA-C -5.24 99.99 113.10
2 7-B 239 | GLU | OE1-CD-OE2 | 5.24 129.59 123.30
3 8-C 437 | TYR | CDI1-CE1-CZ 5.24 124.52 119.80
1 9-A 413 | TYR | CG-CD2-CE2 | 5.24 125.49 121.30
1 1-A 380 | ASP CB-CG-OD1 5.24 123.02 118.30
1 6-A 169 | SER C-N-CA 5.24 134.80 121.70
1 6-A 627 | ARG NE-CZ-NH1 -5.24 117.68 120.30
1 8-A 331 | LEU CB-CG-CD1 5.24 119.91 111.00
3 2-C 386 | VAL CA-CB-CG2 5.24 118.75 110.90
1 6-A 79 ASN CB-CA-C -5.24 99.93 110.40
1 9-A 585 | ILE N-CA-CB 5.24 122.84 110.80
2 9-B 187 | TYR | CG-CD1-CE1 5.24 125.49 121.30
1 1-A 479 | ARG NE-CZ-NH2 -5.24 117.68 120.30
3 6-C 320 | ASN N-CA-C -5.24 96.86 111.00
1 9-A 292 | LEU N-CA-CB 5.24 120.87 110.40
3 9-C 348 | SER N-CA-CB -5.24 102.65 110.50
3 1-D 87 | PHE CB-CG-CD2 -5.23 117.14 120.80
1 8-A 624 | ARG NE-CZ-NH1 -9.23 117.68 120.30
3 5-C 70 ASP CB-CG-OD1 5.23 123.01 118.30
2 6-B 243 | MET CG-SD-CE -5.23 91.83 100.20
2 6-B 820 | LYS CA-CB-CG 5.23 124.91 113.40
1 7-A 429 | TYR | CG-CD2-CE2 | 5.23 125.49 121.30
3 10-D | 437 | TYR | CB-CG-CD1 -5.23 117.86 121.00
1 1-A 602 | THR | CA-CB-CG2 -5.23 105.08 112.40
3 3-C 90 | ARG NE-CZ-NH2 -5.23 117.69 120.30
3 5-D 103 | ASN CA-CB-CG -5.23 101.90 113.40
2 1-B 338 | MET CG-SD-CE -5.23 91.84 100.20
3 6-D 341 | ARG NE-CZ-NH1 5.23 122.91 120.30
3 10-D 52 | PRO N-CA-CB 5.23 109.57 103.30
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1 3-A 580 | ILE CA-CB-CG2 | -5.23 100.45 110.90
3 10-D 10 | ALA N-CA-CB 5.23 117.42 110.10
1 1-A 413 | TYR | CG-CD2-CE2 | -5.22 117.12 121.30
1 1-A 691 | ASP C-N-CA 5.22 134.76 121.70
2 3-B 182 | GLU N-CA-CB 5.22 120.00 110.60
2 3-B 341 | LEU CB-CA-C -0.22 100.27 110.20
1 4-A 140 | TYR CA-CB-CG 5.22 123.33 113.40
3 4-D 426 | SER N-CA-CB 5.22 118.34 110.50
1 5-A 421 HIS O-C-N 5.22 131.06 122.70
3 5-C 275 | PHE N-CA-CB 0.22 120.00 110.60
3 5-C 277 | SER N-CA-C -5.22 96.90 111.00
1 9-A 381 | PHE CB-CG-CD2 -5.22 117.14 120.80
3 9-D 241 | SER O-C-N -0.22 114.34 122.70
3 9-D 279 | TYR C-N-CA 5.22 134.76 121.70
1 10-A 91 GLU N-CA-CB 5.22 120.00 110.60
3 1-C 344 | PHE CB-CG-CD1 5.22 124.45 120.80
3 3-C 384 | VAL CA-CB-CG1 -5.22 103.07 110.90
3 3-D 90 | ARG NE-CZ-NH1 5.22 122.91 120.30
3 3-D 247 | TYR | CG-CD2-CE2 | -5.22 117.12 121.30
1 7-A 302 | TYR | CZ-CE2-CD2 | -5.22 115.10 119.80
1 7-A 633 | HIS N-CA-CB -5.22 101.20 110.60
1 8-A 71 GLU N-CA-CB 5.22 120.00 110.60
3 8-D 362 | TYR | CG-CD2-CE2 | 5.22 12547 121.30
2 9-B 425 | PHE O-C-N 5.22 131.05 122.70
1 10-A 74 | TYR | CB-CG-CD1 -9.22 117.87 121.00
3 10-C 207 | ALA CB-CA-C -0.22 102.27 110.10
2 7-B 411 | PHE | CG-CD1-CE1 | -5.22 115.06 120.80
1 8-A 779 | LEU CB-CA-C -5.22 100.29 110.20
2 1-B 508 | PRO CA-N-CD -5.22 104.20 111.50
3 1-C 217 | PHE | CD1-CG-CD2 | -5.22 111.52 118.30
3 6-D 83 | PHE CB-CG-CD2 5.22 124.45 120.80
3 7-D 394 | PHE CA-CB-CG 5.22 126.42 113.90
2 1-B 816 | TYR N-CA-CB 5.21 119.99 110.60
3 5-D 136 | PHE CB-CG-CD2 -5.21 117.15 120.80
2 7-B 394 | ILE N-CA-C -5.21 96.92 111.00
3 8-C 413 | PHE CB-CA-C -5.21 99.97 110.40
1 9-A 592 | LEU CB-CG-CD1 5.21 119.86 111.00
3 2-D 49 ASP CB-CG-0OD1 -5.21 113.61 118.30
1 10-A | 426 | PHE N-CA-CB 5.21 119.98 110.60
3 10-D | 247 | TYR CA-CB-CG -5.21 103.50 113.40
2 1-B 312 | PHE CB-CG-CD2 -5.21 117.15 120.80
2 1-B 359 | TYR | CD1-CE1-CZ | -5.21 115.11 119.80
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2 4-B 194 | ALA N-CA-CB 5.21 117.40 110.10
1 5-A 253 | GLN | OE1-CD-NE2 5.21 133.89 121.90
2 7-B 644 | PHE CB-CA-C -5.21 99.98 110.40
3 7-C 73 | PRO N-CD-CG 5.21 111.02 103.20
3 9-D 247 | TYR | CG-CD1-CE1 | -5.21 117.13 121.30
1 2-A 413 | TYR | CB-CG-CD1 5.21 124.13 121.00
1 7-A 286 | TRP | CE2-CD2-CE3 | 5.21 124.95 118.70
1 8-A 595 | HIS CA-CB-CG 5.21 122.46 113.60
1 8-A 646 | TYR | CB-CG-CD2 5.21 124.13 121.00
3 8-C 319 | TYR | CZ-CE2-CD2 5.21 124.49 119.80
1 1-A 163 | ASN CA-CB-CG 5.21 124.86 113.40
2 1-B 670 | ARG | NH1-CZ-NH2 5.21 125.13 119.40
2 2-B 729 | ASN N-CA-CB 5.21 119.98 110.60
3 2-D 247 | TYR | CZ-CE2-CD2 5.21 124.49 119.80
3 4-C 116 | GLN CA-CB-CG 5.21 124.86 113.40
3 5-C 47 ASP CB-CG-0OD2 -5.21 113.61 118.30
2 7-B 411 | PHE CB-CG-CD1 -5.21 117.15 120.80
3 8-C 445 | TYR | CG-CD1-CE1 | -5.21 117.13 121.30
3 8-D 347 | TRP | CH2-CZ2-CE2 | -5.21 112.19 117.40
3 10-D 142 | VAL | CG1-CB-CG2 | 5.21 119.23 110.90
1 3-A 414 | ASP CB-CG-OD1 5.21 122.98 118.30
3 7-D 223 | ASP CB-CG-OD1 5.21 122.98 118.30
3 10-D | 267 | PHE CB-CG-CD1 5.21 124.44 120.80
3 2-D 407 | TYR CA-CB-CG -5.21 103.51 113.40
2 5-B 835 | ASP CB-CG-OD1 -5.21 113.62 118.30
3 10-D 53 | PHE | CG-CD1-CE1 | -5.21 115.08 120.80
3 2-D 141 | SER CB-CA-C -5.20 100.21 110.10
2 10-B 347 | MET CA-CB-CG 5.20 122.15 113.30
2 10-B 429 | TYR | CD1-CG-CD2 | 5.20 123.62 117.90
2 3-B 223 | LEU CB-CA-C -5.20 100.32 110.20
3 1-D 282 | ASP CB-CA-C -5.20 100.00 110.40
3 3-C 69 | MET CG-SD-CE -5.20 91.88 100.20
3 5-D 124 | ASP CB-CG-OD2 5.20 122.98 118.30
2 6-B 418 | GLU | OE1-CD-OE2 | -5.20 117.06 123.30
2 6-B 727 | VAL | CG1-CB-CG2 | 5.20 119.22 110.90
1 7-A 568 | TYR | CD1-CE1-CZ | -5.20 115.12 119.80
3 10-C 272 | PHE | CG-CDI1-CE1l | -5.20 115.08 120.80
3 1-D 443 | ASP N-CA-CB 2.20 119.96 110.60
3 3-D 440 | ALA N-CA-CB 5.20 117.38 110.10
3 6-C 344 | PHE CA-C-N 5.20 131.66 117.10
1 1-A 76 | ARG NE-CZ-NH2 -5.20 117.70 120.30
2 1-B 801 | LEU CB-CA-C -5.20 100.33 110.20
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3 3-D 362 | TYR | CB-CG-CD1 5.20 124.12 121.00
3 7-C 111 | ILE CB-CA-C 5.20 122.00 111.60
1 2-A 397 | CYS N-CA-CB 5.20 119.95 110.60
2 3-B 264 | TYR | CB-CG-CD2 5.20 124.12 121.00
2 5-B 599 | PHE | CB-CG-CD2 | -5.20 117.16 120.80
3 5-C 124 | ASP CB-CG-0OD2 5.20 122.98 118.30
3 5-C 430 | VAL CA-CB-CG2 -5.20 103.11 110.90
1 6-A 105 | PHE CB-CG-CD1 5.20 124.44 120.80
1 7-A 77 | TYR | CG-CD2-CE2 | 5.20 125.46 121.30
3 7-C 421 | ASP CB-CG-0OD2 -5.20 113.62 118.30
2 8-B 312 | PHE CB-CG-CD1 5.20 124.44 120.80
3 9-D 427 | ARG NE-CZ-NH1 5.20 122.90 120.30
2 5-B 216 | PHE CB-CG-CD2 5.19 124.44 120.80
3 9-C 267 | PHE N-CA-C -5.19 96.97 111.00
3 3-C 300 | ASP CB-CG-OD1 | -5.19 113.63 118.30
3 6-D 413 | PHE | CZ-CE2-CD2 5.19 126.33 120.10
3 7-D 101 | ALA N-CA-CB 5.19 117.37 110.10
3 8-C 162 | TYR | CB-CG-CD2 -5.19 117.88 121.00
3 8-D 370 | ASN CA-CB-CG -5.19 101.98 113.40
1 1-A 623 | ARG CA-CB-CG 5.19 124.82 113.40
2 1-B 231 | TYR | CB-CG-CD2 5.19 124.11 121.00
3 1-D 124 | ASP CB-CG-OD2 | -5.19 113.63 118.30
2 3-B 300 | PHE N-CA-CB 5.19 119.94 110.60
2 3-B 652 | TYR | CD1-CE1-CZ | -5.19 115.13 119.80
2 3-B 829 | ASP CB-CG-OD1 | -5.19 113.63 118.30
3 8-C 292 | TYR | CB-CG-CD2 -5.19 117.89 121.00
2 9-B 510 | TYR N-CA-CB 5.19 119.94 110.60
3 3-D 423 | PHE | CG-CD2-CE2 | -5.19 115.09 120.80
1 7-A 155 | VAL CA-CB-CG2 5.19 118.68 110.90
1 8-A 256 | LEU CB-CG-CD1 5.19 119.82 111.00
1 10-A | 290 | GLY CA-C-O -5.19 111.26 120.60
2 10-B 266 | ALA CB-CA-C -5.19 102.32 110.10
3 1-C 279 | TYR | CD1-CG-CD2 | 5.19 123.61 117.90
3 5-C 294 | VAL | CG1-CB-CG2 | -5.19 102.60 110.90
1 6-A 558 | TYR | CB-CG-CD1 -5.19 117.89 121.00
2 7-B 734 | ASN CB-CA-C -5.19 100.03 110.40
3 7-D 42 SER CB-CA-C -5.19 100.25 110.10
1 9-A 693 | ILE CA-C-N 5.19 131.63 117.10
3 2-C 191 | LEU N-CA-CB 5.19 120.77 110.40
1 1-A 150 | TYR | CB-CG-CD1 -5.18 117.89 121.00
3 1-C 436 | ASP CA-CB-CG 5.18 124.81 113.40
2 2-B 225 | PHE | CG-CD2-CE2 | 5.18 126.50 120.80
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2 2-B 758 | TYR | CB-CG-CD2 -5.18 117.89 121.00
3 4-D 193 | ARG NE-CZ-NH1 5.18 122.89 120.30
2 1-B 260 | GLU N-CA-CB 5.18 119.93 110.60
3 1-D 359 | ARG NE-CZ-NH1 0.18 122.89 120.30
1 4-A 398 | TYR | CB-CG-CD2 2.18 124.11 121.00
1 5-A 116 | TYR CB-CA-C 5.18 120.76 110.40
1 5-A 340 | ASP CB-CG-OD1 5.18 122.97 118.30
2 7-B 838 | LEU CB-CG-CD1 5.18 119.81 111.00
1 10-A 60 VAL | CG1-CB-CG2 | 5.18 119.19 110.90
2 8-B 489 | MET CB-CA-C -5.18 100.04 110.40
1 9-A 794 | TYR | CG-CDI1-CE1 0.18 125.44 121.30
3 1-C 316 | PHE | CG-CD1-CE1 | -5.18 115.10 120.80
2 5-B 356 | ARG | NH1-CZ-NH2 | -5.18 113.70 119.40
3 5-D 70 ASP N-CA-CB 5.18 119.92 110.60
2 9-B 208 | GLN N-CA-CB 5.18 119.92 110.60
2 2-B 212 | LYS N-CA-CB 5.18 119.92 110.60
2 6-B 279 | SER N-CA-CB 0.18 118.27 110.50
3 8-D 30 | ALA N-CA-CB -5.18 102.85 110.10
3 2-D 168 | THR O-C-N -5.18 114.42 122.70
1 3-A 771 | ALA CB-CA-C -5.18 102.33 110.10
2 7-B 355 | LEU CB-CG-CD1 -5.18 102.20 111.00
3 10-D | 441 | GLU O-C-N -5.18 114.42 122.70
2 2-B 416 | CYS N-CA-C -5.17 97.03 111.00
2 2-B 484 | GLY N-CA-C -5.17 100.16 113.10
3 5-C 9 GLN CB-CA-C -0.17 100.05 110.40
1 10-A 78 | PHE | CG-CD1-CE1 5.17 126.49 120.80
1 6-A 294 | ASP CA-CB-CG -0.17 102.02 113.40
3 9-C 436 | ASP CB-CG-OD2 -5.17 113.64 118.30
1 3-A 266 | MET CG-SD-CE 5.17 108.48 100.20
2 3-B 194 | ALA N-CA-CB 5.17 117.34 110.10
2 5-B 482 | LEU CB-CG-CD2 5.17 119.79 111.00
3 6-D 69 | MET N-CA-CB 5.17 119.91 110.60
3 6-D 253 | SER O-C-N 5.17 130.98 122.70
1 7-A 479 | ARG CG-CD-NE -5.17 100.94 111.80
3 7-D 316 | PHE N-CA-CB 5.17 119.91 110.60
3 8-D 99 | ALA C-N-CA 5.17 134.63 121.70
3 9-D 348 | SER CB-CA-C -5.17 100.27 110.10
3 4-C 57 | ASN N-CA-CB 5.17 119.91 110.60
1 7-A 137 | ARG NE-CZ-NH1 5.17 122.89 120.30
3 8-D 203 | VAL CA-CB-CG1 5.17 118.66 110.90
1 9-A 154 | LEU CB-CG-CD2 -5.17 102.21 111.00
3 1-C 48 ASP CB-CG-OD1 | -5.17 113.65 118.30
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3 1-D 94 VAL N-CA-C -5.17 97.04 111.00
3 3-C 78 ASP CB-CG-OD1 5.17 122.95 118.30
2 5-B 279 | SER N-CA-CB 5.17 118.25 110.50
3 6-C 445 | TYR | CD1-CE1-CZ | -5.17 115.15 119.80
1 7-A 784 | GLN CA-CB-CG 2.17 124.77 113.40
2 9-B 578 | PHE CB-CG-CD1 5.17 124.42 120.80
3 1-D 330 | GLN N-CA-CB 5.17 119.90 110.60
2 4-B 456 | ILE CA-CB-CG1 5.17 120.81 111.00
2 6-B 805 | PHE N-CA-CB 5.17 119.90 110.60
1 8-A 117 | MET CB-CA-C -5.17 100.07 110.40
2 2-B 816 | TYR CA-CB-CG -5.16 103.59 113.40
3 2-C 272 | PHE | CG-CD1-CE1 | -5.16 115.12 120.80
3 7-D 249 | TYR O-C-N -5.16 114.44 122.70
1 10-A | 700 | PHE | CG-CD2-CE2 | 5.16 126.48 120.80
3 2-C 273 | THR N-CA-CB 5.16 120.11 110.30
1 3-A 792 | ASP CB-CG-OD2 | -5.16 113.65 118.30
3 6-C 436 | ASP CB-CG-OD1 0.16 122.94 118.30
2 7-B 539 | ASN O-C-N -9.16 114.43 123.20
3 7-C 365 | LEU CB-CG-CD1 5.16 119.77 111.00
3 8-C 321 | THR N-CA-C -5.16 97.06 111.00
2 2-B 343 | TYR | CB-CG-CD2 -5.16 117.91 121.00
1 3-A 792 | ASP CB-CG-OD1 5.16 122.94 118.30
2 3-B 470 | TYR | CG-CD1-CE1l 5.16 125.43 121.30
2 5-B 651 | TYR | CG-CD1-CE1 | -5.16 117.17 121.30
1 7-A 796 | SER N-CA-CB 0.16 118.24 110.50
2 10-B 218 | SER N-CA-CB 5.16 118.24 110.50
2 2-B 592 | ARG NE-CZ-NH2 5.16 122.88 120.30
1 5-A 77 | TYR | CB-CG-CD1 5.16 124.09 121.00
2 8-B 343 | TYR | CB-CG-CD1 -5.16 11791 121.00
1 10-A | 357 | VAL CA-CB-CG2 | -5.16 103.17 110.90
2 1-B 589 | PHE | CG-CD2-CE2 | 5.16 126.47 120.80
2 3-B 599 | PHE | CG-CD2-CE2 | -5.16 115.13 120.80
2 6-B 319 | PHE CB-CG-CD2 -5.16 117.19 120.80
1 7-A 91 | GLU N-CA-CB 5.16 119.88 110.60
3 7-D 93 | TRP | CD1-NE1-CE2 | -5.16 104.36 109.00
3 8-D 170 | TYR | CB-CG-CD2 -5.16 117.91 121.00
3 1-C 170 | TYR | CG-CD2-CE2 | -5.15 117.18 121.30
3 4-D 70 ASP N-CA-C -5.15 97.08 111.00
3 6-C 246 | SER N-CA-CB 5.15 118.23 110.50
3 8-C 293 | ASP N-CA-CB 5.15 119.88 110.60
3 3-C 347 | TRP | CD1-NE1-CE2 | -5.15 104.36 109.00
3 5-D 99 | ALA C-N-CA 5.15 134.58 121.70
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2 6-B 429 | TYR CB-CA-C -5.15 100.10 110.40
3 7-C 105 | TRP | CG-CD2-CE3 | -5.15 129.26 133.90
3 9-D 41 ASP CB-CG-OD2 | -5.15 113.66 118.30
1 5-A 448 | LYS CA-CB-CG 5.15 124.73 113.40
3 7-C 299 | LEU CA-C-N 2.15 128.53 117.20
3 2-D 217 | PHE CB-CG-CD2 -0.15 117.20 120.80
3 3-D 72 | GLU N-CA-CB 5.15 119.87 110.60
3 1-D 45 | GLU | OE1-CD-OE2 | -5.15 117.12 123.30
1 5-A 787 | SER C-N-CA 5.15 134.57 121.70
2 5-B 488 | PHE CB-CG-CD1 5.15 124.40 120.80
3 5-D 294 | VAL CA-CB-CG1 0.15 118.62 110.90
1 3-A 255 | ILE N-CA-CB 5.15 122.64 110.80
2 6-B 187 | TYR | CD1-CE1-CZ | -5.15 115.17 119.80
3 10-C | 407 | TYR | CB-CG-CD2 -5.15 117.91 121.00
3 1-D 118 | ASP N-CA-CB 5.14 119.86 110.60
3 2-C 84 | ARG NE-CZ-NH2 5.14 122.87 120.30
3 4-C 354 | VAL CA-CB-CG1 -5.14 103.18 110.90
3 4-D 417 | GLN N-CA-CB 5.14 119.86 110.60
1 8-A 710 | ILE N-CA-CB 5.14 122.63 110.80
2 1-B 470 | TYR | CB-CG-CD1 5.14 124.08 121.00
1 5-A 628 | ALA N-CA-CB 5.14 117.30 110.10
3 6-C 169 | THR N-CA-CB 5.14 120.07 110.30
2 7-B 339 | ILE CA-CB-CG1 5.14 120.77 111.00
2 10-B 300 | PHE CB-CG-CD2 -5.14 117.20 120.80
1 1-A 781 | ASN N-CA-CB 5.14 119.86 110.60
3 2-D 281 HIS N-CA-C -5.14 97.12 111.00
2 7-B 537 | VAL CA-CB-CG2 -5.14 103.19 110.90
3 1-D 22 | TRP CB-CG-CD1 -5.14 120.32 127.00
2 3-B 468 | PHE O-C-N -5.14 114.48 122.70
3 3-D 72 | GLU CA-C-N 5.14 131.49 117.10
1 5-A 424 | GLN N-CA-CB 5.14 119.85 110.60
2 6-B 551 | GLY C-N-CA 5.14 134.55 121.70
3 6-C 359 | ARG CD-NE-CZ -5.14 116.41 123.60
3 7-C 321 | THR N-CA-C -5.14 97.12 111.00
2 9-B 467 | LYS CB-CG-CD 5.14 124.97 111.60
3 10-D 163 | PRO CA-N-CD -5.14 104.30 111.50
2 2-B 438 | TYR | CZ-CE2-CD2 5.14 124.42 119.80
2 6-B 197 | SER CB-CA-C -5.14 100.34 110.10
3 1-D 318 | VAL | CG1-CB-CG2 | 5.14 119.12 110.90
1 3-A 104 | THR | CA-CB-CG2 -5.14 105.21 112.40
1 5-A 197 | PHE | CG-CD2-CE2 | -5.14 115.15 120.80
3 8-D 295 | MET CG-SD-CE -5.14 91.98 100.20
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3 9-D 8 | PHE | CD1-CE1-CZ | -5.14 113.94 120.10
3 10-C 182 | VAL CA-CB-CG1 -5.14 103.20 110.90
2 1-B 649 | GLU CA-CB-CG 5.13 124.70 113.40
3 1-C 340 | GLN CA-CB-CG 0.13 124.70 113.40
3 2-C 262 | SER N-CA-C -5.13 97.14 111.00
3 2-D 377 | LEU CB-CG-CD1 5.13 119.73 111.00
3 3-C 309 | ALA CB-CA-C 5.13 117.80 110.10
1 6-A 358 | ARG CB-CA-C -5.13 100.13 110.40
1 10-A | 778 | CYS O-C-N -5.13 114.48 122.70
1 2-A 158 | LEU CB-CG-CD2 -5.13 102.27 111.00
3 2-D 20 | PHE CB-CG-CD1 0.13 124.39 120.80
1 7-A 709 | PHE | CD1-CE1-CZ 5.13 126.26 120.10
3 1-C 61 LYS CD-CE-NZ -5.13 99.90 111.70
3 4-D 15 ASN CA-CB-CG 5.13 124.69 113.40
3 5-C 277 | SER N-CA-CB 5.13 118.20 110.50
3 6-C 312 | ASN CB-CA-C -5.13 100.14 110.40
2 9-B 202 | PHE CB-CG-CD1 -5.13 117.21 120.80
1 2-A 703 | VAL CA-CB-CG2 | -5.13 103.20 110.90
1 3-A 703 | VAL CB-CA-C 5.13 121.15 111.40
1 6-A 74 | TYR | CG-CD1-CE1 5.13 125.40 121.30
2 7-B 504 | SER N-CA-CB 5.13 118.19 110.50
3 7-C 190 | ALA CB-CA-C -5.13 102.41 110.10
3 7-D 6 ILE O-C-N 5.13 130.91 122.70
2 10-B 243 | MET CA-CB-CG 5.13 122.02 113.30
1 1-A 429 | TYR | CG-CD2-CE2 | -5.13 117.20 121.30
3 5-D 335 | MET CA-CB-CG 5.13 122.02 113.30
1 6-A 322 | THR | CA-CB-OG1 5.13 119.77 109.00
3 7-C 443 | ASP N-CA-CB 5.13 119.83 110.60
3 9-D 217 | PHE CB-CG-CD2 -5.13 117.21 120.80
2 1-B 335 | PHE CB-CG-CD2 -5.13 117.21 120.80
1 2-A 418 | VAL CA-CB-CG1 -5.13 103.21 110.90
3 3-D 385 | ASN O-C-N 5.13 130.90 122.70
2 6-B 731 | PHE CB-CG-CD2 -5.13 117.21 120.80
3 6-C 84 | ARG | NH1-CZ-NH2 | -5.13 113.76 119.40
1 7-A 365 | THR N-CA-CB 5.13 120.04 110.30
2 7-B 225 | PHE CB-CG-CD1 -5.13 117.21 120.80
3 3-D 133 | PHE CB-CG-CD1 5.12 124.39 120.80
3 3-D 243 | ARG NE-CZ-NH1 5.12 122.86 120.30
3 10-D | 336 | THR | CA-CB-CG2 -5.12 105.22 112.40
2 1-B 448 | ILE N-CA-CB 5.12 122.58 110.80
2 2-B 470 | TYR | CZ-CE2-CD2 | -5.12 115.19 119.80
1 3-A 776 | ARG NE-CZ-NH2 -5.12 117.74 120.30
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1 4-A 124 | GLU N-CA-CB 5.12 119.82 110.60
1 6-A 155 | VAL CA-CB-CG1 5.12 118.59 110.90
2 8-B 226 | GLU | CG-CD-OE1 5.12 128.55 118.30
3 10-C | 418 | ASN C-N-CA 5.12 134.51 121.70
3 10-D | 321 | THR N-CA-CB 5.12 120.04 110.30
2 2-B 580 | ARG NE-CZ-NH2 -0.12 117.74 120.30
3 2-D 167 | LEU N-CA-CB 5.12 120.64 110.40
3 3-D 247 | TYR CA-CB-CG -5.12 103.67 113.40
2 4-B 653 | LEU N-CA-CB 5.12 120.64 110.40
3 6-D 133 | PHE N-CA-CB -5.12 101.38 110.60
2 7-B 285 | ARG NE-CZ-NH1 5.12 122.86 120.30
3 8-D 176 | ARG NE-CZ-NH2 -5.12 117.74 120.30
1 10-A 189 | LEU CB-CG-CD2 5.12 119.71 111.00
2 9-B 541 | LEU CB-CG-CD1 -5.12 102.30 111.00
1 10-A | 400 | ARG CB-CA-C -5.12 100.16 110.40
3 1-C 247 | TYR | CD1-CE1-CZ | -5.12 115.19 119.80
1 4-A 426 | PHE CB-CG-CD1 5.12 124.38 120.80
2 4-B 562 | TYR N-CA-C -9.12 97.18 111.00
1 6-A 171 | ARG | NH1-CZ-NH2 | -5.12 113.77 119.40
2 6-B 362 | PHE CB-CG-CD2 -5.12 117.22 120.80
2 7-B 337 | SER N-CA-CB 5.12 118.18 110.50
3 8-C 249 | TYR | CG-CD2-CE2 | -5.12 117.20 121.30
3 8-D 249 | TYR | CB-CG-CD1 5.12 124.07 121.00
2 7-B 359 | TYR | CB-CG-CD2 5.12 124.07 121.00
1 10-A 108 | ARG NE-CZ-NH1 -9.12 117.74 120.30
3 2-C 160 | ASP CB-CG-OD1 5.12 122.90 118.30
3 5-C 358 | ARG NE-CZ-NH1 5.12 122.86 120.30
3 6-D 172 | VAL CA-CB-CG1 -5.12 103.22 110.90
3 6-D 282 | ASP CB-CG-0OD2 -5.12 113.70 118.30
3 7-D 193 | ARG NE-CZ-NH2 -5.12 117.74 120.30
3 8-C 104 | SER CB-CA-C -5.12 100.38 110.10
2 9-B 335 | PHE CB-CG-CD2 -5.12 117.22 120.80
2 10-B 544 | ARG NE-CZ-NH2 -5.12 117.74 120.30
3 10-C | 413 | PHE CB-CG-CD1 -0.12 117.22 120.80
3 1-C 173 | PHE | CG-CD1-CE1 5.11 126.42 120.80
3 1-C 344 | PHE CB-CA-C -5.11 100.17 110.40
1 3-A 554 | LYS CG-CD-CE 5.11 127.24 111.90
3 3-D 130 | THR | CA-CB-CG2 5.11 119.56 112.40
3 4-D 269 | SER N-CA-CB 5.11 118.17 110.50
3 7-C 146 | THR | CA-CB-OG1 5.11 119.74 109.00
3 7-D 46 | ARG NE-CZ-NH1 5.11 122.86 120.30
3 9-C 319 | TYR CA-CB-CG 5.11 123.11 113.40
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1 1-A 126 | TRP | CH2-CZ2-CE2 | 5.11 122.51 117.40
2 1-B 243 | MET CB-CA-C -5.11 100.18 110.40
1 4-A 73 | THR | CA-CB-OG1 5.11 119.73 109.00
2 6-B 438 | TYR | CG-CD2-CE2 | -5.11 117.21 121.30
2 9-B 742 | ALA CB-CA-C -5.11 102.43 110.10
2 1-B 359 | TYR | CD1-CG-CD2 | 5.11 123.52 117.90
3 2-D 68 | MET CG-SD-CE -5.11 92.03 100.20
1 6-A 74 | TYR | CD1-CG-CD2 | -5.11 112.28 117.90
3 1-D 62 PHE CB-CG-CD2 -5.11 117.22 120.80
3 3-D 68 | MET CG-SD-CE -5.11 92.03 100.20
2 4-B 225 | PHE N-CA-CB 5.11 119.79 110.60
1 7-A 145 | PHE CB-CG-CD2 5.11 124.38 120.80
3 8-D 165 | LYS N-CA-CB 5.11 119.79 110.60
3 9-C 170 | TYR | CZ-CE2-CD2 | -5.11 115.20 119.80
2 2-B 187 | TYR | CD1-CE1-CZ | -5.11 115.20 119.80
1 4-A 296 | TYR | CG-CD2-CE2 | -5.11 117.22 121.30
3 6-D 392 | ASN CB-CA-C 5.11 120.61 110.40
3 7-D 181 | VAL CA-CB-CG2 -5.11 103.24 110.90
3 8-C 296 | LEU CB-CG-CD1 -5.11 102.32 111.00
3 9-C 319 | TYR | CB-CG-CD1 5.11 124.06 121.00
2 4-B 475 | PHE CA-CB-CG -5.10 101.65 113.90
3 9-D 341 | ARG N-CA-CB 5.10 119.79 110.60
3 1-C 247 | TYR | CG-CD1-CE1 5.10 125.38 121.30
2 2-B 641 | PHE N-CA-CB 5.10 119.78 110.60
2 2-B 757 | PRO N-CD-CG 0.10 110.85 103.20
3 2-D 117 | ASP CA-CB-CG -5.10 102.17 113.40
3 8-C 372 | VAL N-CA-C -5.10 97.22 111.00
2 9-B 526 | ARG NE-CZ-NH1 -5.10 117.75 120.30
3 10-C | 354 | VAL N-CA-C -5.10 97.22 111.00
3 4-C 46 | ARG NE-CZ-NH1 5.10 122.85 120.30
3 6-C 313 | PRO C-N-CA 5.10 134.45 121.70
3 1-D 300 | ASP CB-CG-0OD2 -5.10 113.71 118.30
2 3-B 468 | PHE CB-CG-CD1 -5.10 117.23 120.80
1 4-A 205 | THR | CA-CB-OG1 5.10 119.71 109.00
2 7-B 587 | PHE | CG-CD1-CE1 5.10 126.41 120.80
3 8-C 244 | PHE CB-CG-CD1 5.10 124.37 120.80
1 10-A | 299 | PHE N-CA-C -5.10 97.23 111.00
1 1-A 709 | PHE N-CA-CB 5.10 119.77 110.60
3 1-D 279 | TYR | CG-CD1-CE1 | -5.10 117.22 121.30
1 4-A 127 | SER N-CA-CB 5.10 118.14 110.50
3 4-C 362 | TYR | CG-CD2-CE2 | 5.10 125.38 121.30
2 5-B 533 | ARG NE-CZ-NH2 -5.10 117.75 120.30
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3 8-C 50 | THR O-C-N -5.10 114.54 122.70
3 10-D | 258 | THR N-CA-CB 5.10 119.99 110.30
1 1-A 326 | ILE O-C-N -5.10 114.55 122.70
1 2-A 76 | ARG NE-CZ-NH1 -5.10 117.75 120.30
2 4-B 356 | ARG O-C-N 5.10 130.85 122.70
2 9-B 390 | VAL | CG1-CB-CG2 | -5.10 102.75 110.90
2 10-B 772 | PHE CB-CG-CD1 5.10 124.37 120.80
1 1-A 345 | PHE | CB-CG-CD1 5.09 124.37 120.80
3 1-D 86 | PHE CB-CG-CD2 -5.09 117.23 120.80
2 4-B 253 | LEU CB-CA-C -5.09 100.52 110.20
2 5-B 340 | SER N-CA-CB 5.09 118.14 110.50
2 5-B 758 | TYR CA-C-O -5.09 109.40 120.10
3 10-C | 324 | GLY N-CA-C -5.09 100.37 113.10
2 3-B 390 | VAL CA-CB-CG2 5.09 118.54 110.90
3 7-C 254 | SER N-CA-CB 5.09 118.14 110.50
2 5-B 470 | TYR | CG-CD1-CE1 | -5.09 117.23 121.30
1 7-A 670 | VAL CA-CB-CG1 -5.09 103.26 110.90
2 7-B 826 | PHE | CB-CG-CD2 5.09 124.36 120.80
2 8-B 664 | MET CG-SD-CE -5.09 92.05 100.20
1 9-A 266 | MET CA-CB-CG 5.09 121.96 113.30
1 3-A 597 | ARG NE-CZ-NH1 5.09 122.84 120.30
2 3-B 429 | TYR N-CA-CB 5.09 119.76 110.60
3 3-C 133 | PHE | CG-CD2-CE2 | -5.09 115.20 120.80
1 5-A 693 | ILE CA-C-N 5.09 131.35 117.10
3 5-C 259 | LEU CB-CG-CD1 2.09 119.65 111.00
2 7-B 533 | ARG NE-CZ-NH1 5.09 122.84 120.30
1 10-A | 605 | ASP CB-CG-OD2 | -5.09 113.72 118.30
1 3-A 755 | ASP CB-CG-OD2 | -5.09 113.72 118.30
3 3-C 358 | ARG | NH1-CZ-NH2 | -5.09 113.80 119.40
3 6-D 355 | ASN N-CA-C -5.09 97.26 111.00
2 10-B 433 | TYR | CG-CD1-CE1 | -5.09 117.23 121.30
2 1-B 254 | ILE CB-CA-C -5.09 101.43 111.60
1 2-A 663 | TYR | CZ-CE2-CD2 | -5.09 115.22 119.80
2 2-B 241 | PHE | CD1-CG-CD2 | 5.09 124.91 118.30
3 2-C 4 GLU O-C-N 5.09 130.84 122.70
3 6-C 68 | MET CG-SD-CE -5.09 92.06 100.20
1 10-A | 594 | TYR N-CA-CB 5.09 119.76 110.60
3 10-C 130 | THR | CA-CB-CG2 -5.09 105.28 112.40
3 10-D 170 | TYR | CZ-CE2-CD2 | -5.09 115.22 119.80
1 5-A 647 | PHE CB-CG-CD1 5.08 124.36 120.80
1 6-A 273 | ASN CB-CG-OD1 -5.08 111.43 121.60
2 6-B 661 | PHE CB-CG-CD1 5.08 124.36 120.80

WO RLDWIDE

PROTEIN DATA BANK

Continued on next page...



Page 182

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 7-B 585 | ARG NE-CZ-NH1 5.08 122.84 120.30
2 1-B 200 | PHE | CZ-CE2-CD2 | -5.08 114.00 120.10
2 3-B 78 | TYR | CB-CG-CD1 -5.08 117.95 121.00
3 5-C 223 | ASP CB-CG-0OD2 5.08 122.88 118.30
3 6-D 16 HIS CB-CA-C -2.08 100.23 110.40
3 7-D 178 | SER CB-CA-C -5.08 100.44 110.10
2 2-B 824 | TYR CB-CA-C -5.08 100.23 110.40
3 2-C 125 | LYS O-C-N -5.08 114.57 122.70
3 4-C 179 | GLU N-CA-CB 5.08 119.75 110.60
2 8-B 324 | ASP N-CA-CB 5.08 119.75 110.60
2 8-B 600 | TYR N-CA-CB -5.08 101.45 110.60
2 7-B 382 | PRO N-CA-C -5.08 98.89 112.10
3 1-D 205 | ASP CB-CG-OD1 | -5.08 113.73 118.30
1 4-A 364 | PRO C-N-CA 5.08 134.40 121.70
1 8-A 684 | MET CG-SD-CE -5.08 92.08 100.20
3 6-C 34 ASP CB-CG-OD1 | -5.08 113.73 118.30
1 8-A 398 | TYR | CDI1-CE1-CZ | -5.08 115.23 119.80
3 9-C 128 | ASP N-CA-CB 0.08 119.74 110.60
1 10-A 73 | THR | CA-CB-CG2 -5.08 105.29 112.40
2 1-B 555 | TRP CB-CA-C -5.08 100.25 110.40
1 4-A 394 | VAL CA-CB-CG1 -5.08 103.29 110.90
1 8-A 398 | TYR | CG-CD2-CE2 | -5.08 117.24 121.30
1 9-A 782 | PHE | CB-CG-CD2 | -5.08 117.25 120.80
1 2-A 413 | TYR C-N-CA 5.07 134.38 121.70
2 4-B 599 | PHE CB-CA-C -5.07 100.25 110.40
3 4-D 87 | PHE N-CA-C -5.07 97.30 111.00
3 8-C 173 | PHE CA-CB-CG -5.07 101.72 113.90
1 1-A 157 | ARG O-C-N -5.07 114.58 122.70
1 3-A 331 | LEU N-CA-C 5.07 124.69 111.00
3 4-C 101 | ALA N-CA-CB 5.07 117.20 110.10
2 5-B 656 | ILE CA-CB-CG1 5.07 120.63 111.00
3 5-D 279 | TYR | CG-CD2-CE2 | -5.07 117.24 121.30
1 7-A 434 | ASN CA-CB-CG 5.07 124.56 113.40
2 8-B 813 | VAL CA-CB-CG2 | -5.07 103.29 110.90
1 10-A | 762 | GLN N-CA-CB 5.07 119.73 110.60
2 10-B | 223 | LEU CB-CA-C -5.07 100.56 110.20
2 10-B 301 | THR | CA-CB-CG2 -5.07 105.30 112.40
2 5-B 576 | ARG NE-CZ-NH2 -5.07 117.77 120.30
2 8-B 231 | TYR | CB-CG-CD1 5.07 124.04 121.00
2 8-B 410 | ILE N-CA-CB 5.07 122.46 110.80
1 9-A 267 | PHE CB-CG-CD1 -5.07 117.25 120.80
1 9-A 380 | ASP N-CA-CB 5.07 119.72 110.60
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
3 9-C 6 ILE CA-CB-CG1 5.07 120.63 111.00
3 2-D 310 | MET CA-CB-CG 5.07 121.91 113.30
1 4-A 341 | LYS CB-CA-C -5.07 100.27 110.40
2 7-B 236 | TYR CB-CA-C -5.07 100.26 110.40
2 7-B 598 | TYR | CB-CG-CD2 | -5.07 117.96 121.00
2 10-B 380 | HIS C-N-CA 5.07 134.37 121.70
3 10-D 77 | ALA N-CA-CB 5.07 117.19 110.10
3 2-D 427 | ARG NE-CZ-NH1 5.07 122.83 120.30
3 3-C 170 | TYR CA-CB-CG -5.07 103.78 113.40
1 4-A 693 | ILE CA-C-O -5.07 109.46 120.10
3 4-C 124 | ASP CB-CG-0OD2 -5.07 113.74 118.30
1 8-A 453 | ASP CB-CG-OD2 | -5.07 113.74 118.30
1 9-A 126 | TRP | CD2-CE3-CZ3 | -5.07 112.22 118.80
1 9-A 419 | LEU CB-CG-CD1 5.07 119.61 111.00
1 9-A 612 | TRP CB-CG-CD1 5.07 133.58 127.00
1 10-A | 118 | ILE CA-CB-CG2 | -5.07 100.77 110.90
2 4-B 446 | PHE | CB-CG-CD1 5.06 124.34 120.80
1 8-A 665 | ASN CA-C-N 0.06 131.28 117.10
2 9-B 654 | ASN N-CA-CB 5.06 119.72 110.60
3 9-C 304 | SER N-CA-C -5.06 97.33 111.00
1 1-A 321 | ASP CB-CG-OD2 | -5.06 113.74 118.30
3 2-C 75 | VAL CA-CB-CG1 5.06 118.49 110.90
2 6-B 555 | TRP N-CA-CB 5.06 119.71 110.60
2 8-B 756 | GLN CA-C-O -5.06 109.47 120.10
1 9-A 78 | PHE N-CA-C -5.06 97.33 111.00
2 4-B 397 | GLU CA-CB-CG 5.06 124.53 113.40
3 6-C 54 | PHE | CG-CD2-CE2 | -5.06 115.23 120.80
2 3-B 583 | TYR | CB-CG-CD1 -5.06 117.96 121.00
3 3-C 416 | MET C-N-CA 5.06 134.35 121.70
1 4-A 246 | ALA N-CA-CB -5.06 103.02 110.10
3 5-C 362 | TYR N-CA-C -5.06 97.34 111.00
3 7-C 179 | GLU CB-CA-C 5.06 120.52 110.40
1 10-A | 644 | MET C-N-CA 5.06 134.35 121.70
2 1-B 591 | TRP | CD1-CG-CD2 | -5.06 102.25 106.30
3 1-D 71 SER N-CA-CB 5.06 118.09 110.50
3 2-C 41 ASP CB-CG-OD2 | -5.06 113.75 118.30
3 3-D 407 | TYR | CG-CD1-CE1 | -5.06 117.25 121.30
1 4-A 200 | ILE CA-CB-CG2 5.06 121.01 110.90
3 5-D 324 | GLY C-N-CA 5.06 134.34 121.70
1 6-A 188 | LEU CB-CG-CD1 -5.06 102.40 111.00
1 6-A 666 | PRO N-CA-C -5.06 98.95 112.10
3 6-D 363 | LEU CB-CG-CD1 -5.06 102.40 111.00

WO RLDWIDE

PROTEIN DATA BANK

§& EMDataBank

Continued on next page...



Page 184

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 7-A 767 | TYR CA-CB-CG -5.06 103.79 113.40
2 8-B 533 | ARG NE-CZ-NH2 -5.06 117.77 120.30
2 8-B 555 | TRP | CG-CD2-CE3 | -5.06 129.35 133.90
3 10-D | 288 | CYS CA-CB-SG -5.06 104.90 114.00
1 2-A 767 | TYR | CB-CG-CD1 | -5.06 117.97 121.00
2 5-B 356 | ARG NE-CZ-NH2 5.06 122.83 120.30
3 4-D 319 | TYR | CZ-CE2-CD2 | -5.05 115.25 119.80
3 6-D 73 | PRO N-CA-CB 5.05 109.37 103.30
1 7-A 358 | ARG | NH1-CZ-NH2 | -5.05 113.84 119.40
3 10-D 92 | THR | CA-CB-CG2 -5.05 105.32 112.40
3 6-D 413 | PHE CB-CG-CD1 2.05 124.34 120.80
2 8-B 191 | THR | CA-CB-OG1 2.05 119.61 109.00
1 1-A 687 | ARG N-CA-CB 2.05 119.69 110.60
3 3-C 132 | ASN N-CA-CB 5.05 119.69 110.60
3 5-C 84 | ARG CA-CB-CG 5.05 124.51 113.40
2 10-B 262 | GLN CA-C-O 5.05 130.71 120.10
3 2-D 136 | PHE CB-CG-CD2 5.05 124.33 120.80
3 2-D 288 | CYS N-CA-CB 2.05 119.69 110.60
1 4-A 128 | ASP N-CA-CB 2.05 119.69 110.60
2 5-B 297 | TYR | CD1-CE1-CZ 2.05 124.34 119.80
3 5-C o8 CYS CB-CA-C -5.05 100.30 110.40
1 6-A 429 | TYR | CG-CD2-CE2 | -5.05 117.26 121.30
3 7-D 53 | PHE CB-CG-CD1 5.05 124.33 120.80
1 10-A | 572 | ILE O-C-N -5.05 114.62 122.70
3 10-D 170 | TYR | CG-CD2-CE2 | 5.05 125.34 121.30
3 3-C 239 | THR | CA-CB-CG2 -5.05 105.33 112.40
3 7-D 70 ASP N-CA-CB 5.05 119.69 110.60
2 2-B 367 | ASN N-CA-CB 2.05 119.68 110.60
3 4-D 127 | ILE N-CA-CB 5.05 122.41 110.80
1 7-A 603 | TRP | CH2-CZ2-CE2 | 5.05 122.45 117.40
1 10-A | 199 | GLU | OE1-CD-OE2 | 5.05 129.35 123.30
1 10-A | 284 | TYR | CG-CD1-CE1 | -5.05 117.26 121.30
1 3-A 778 | CYS N-CA-CB 5.04 119.68 110.60
2 4-B 242 | ARG NE-CZ-NH2 5.04 122.82 120.30
2 5-B 731 | PHE N-CA-CB 5.04 119.68 110.60
1 6-A 671 | ALA CB-CA-C -5.04 102.53 110.10
1 8-A 193 | TYR O-C-N 5.04 130.77 122.70
1 9-A 333 | ARG NE-CZ-NH1 5.04 122.82 120.30
2 9-B 555 | TRP | CE2-CD2-CG | -5.04 103.26 107.30
3 2-D 387 | PHE | CG-CD2-CE2 | 5.04 126.35 120.80
1 3-A 129 | THR | CA-CB-CG2 -5.04 105.34 112.40
1 3-A 614 | TYR | CB-CG-CD2 -5.04 117.97 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 4-A 116 | TYR N-CA-CB 5.04 119.68 110.60
1 4-A 277 | GLN CA-CB-CG -5.04 102.31 113.40
3 5-D 319 | TYR CB-CA-C -5.04 100.31 110.40
1 6-A 191 | ASN N-CA-CB 5.04 119.68 110.60
2 9-B 523 | SER O-C-N -5.04 114.63 122.70
3 9-D 109 | TYR CA-CB-CG -5.04 103.82 113.40
2 1-B 822 | ARG NE-CZ-NH1 5.04 122.82 120.30
3 3-D 407 | TYR | CB-CG-CD2 -5.04 117.98 121.00
3 4-D 248 | MET O-C-N 5.04 130.77 122.70
1 5-A 668 | LEU CB-CA-C -5.04 100.62 110.20
2 5-B 846 | ARG CB-CA-C -5.04 100.32 110.40
2 7-B 289 | GLU | OE1-CD-OE2 | 5.04 129.35 123.30
3 7-D 284 | ILE N-CA-C -5.04 97.39 111.00
2 8-B 846 | ARG CB-CG-CD 5.04 124.71 111.60
2 9-B 416 | CYS C-N-CA 5.04 134.30 121.70
3 9-C 224 | LEU CB-CG-CD1 5.04 119.57 111.00
1 4-A 582 | TYR | CB-CG-CD2 -5.04 117.98 121.00
3 8-D 175 | ALA CB-CA-C -5.04 102.54 110.10
2 10-B 381 | ILE CA-CB-CG1 5.04 120.58 111.00
3 10-C | 439 | ALA N-CA-CB 5.04 117.16 110.10
3 2-D 253 | SER CB-CA-C -5.04 100.53 110.10
3 4-D 279 | TYR | CB-CG-CD2 5.04 124.02 121.00
1 7-A 451 | ARG N-CA-CB 5.04 119.67 110.60
1 8-A 568 | TYR | CB-CG-CD2 -5.04 117.98 121.00
3 2-D 255 | ILE O-C-N 5.04 130.76 122.70
1 4-A 286 | TRP | CE3-CZ3-CH2 | -5.04 115.66 121.20
1 6-A 293 | ASN N-CA-C -5.04 97.40 111.00
3 9-D 176 | ARG CB-CG-CD 5.04 124.70 111.60
3 1-C 277 | SER N-CA-CB 5.04 118.05 110.50
3 1-D 272 | PHE CB-CG-CD1 5.04 124.33 120.80
3 3-C 319 | TYR | CB-CG-CD2 -5.04 117.98 121.00
1 4-A 186 | MET CG-SD-CE 5.04 108.26 100.20
3 4-C 243 | ARG NE-CZ-NH1 5.04 122.82 120.30
2 8-B 583 | TYR N-CA-CB 5.04 119.66 110.60
1 10-A | 288 | THR O-C-N -5.04 114.64 122.70
3 10-C | 344 | PHE CB-CA-C 5.04 120.47 110.40
3 4-D 170 | TYR | CB-CG-CD2 5.03 124.02 121.00
3 5-C 219 | ASN O-C-N -5.03 111.54 121.10
1 6-A 333 | ARG CG-CD-NE -5.03 101.23 111.80
2 9-B 637 | LEU CB-CA-C -5.03 100.64 110.20
3 9-C 75 | VAL CA-CB-CG2 | -5.03 103.35 110.90
1 10-A | 792 | ASP O-C-N -5.03 114.65 122.70
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 3-A 373 | ILE CA-CB-CG1 5.03 120.56 111.00
1 4-A 486 | PHE CB-CA-C -5.03 100.34 110.40
3 6-C 57 | ASN C-N-CA 5.03 134.28 121.70
3 7-D 397 | VAL CA-CB-CG2 | -5.03 103.35 110.90
3 5-C 243 | ARG CB-CA-C -2.03 100.34 110.40
3 8-D 445 | TYR | CZ-CE2-CD2 5.03 124.33 119.80
2 10-B | 526 | ARG NE-CZ-NH1 -5.03 117.78 120.30
3 4-C 192 | ARG NE-CZ-NH1 -5.03 117.78 120.30
1 5-A 693 | ILE CA-C-O -5.03 109.54 120.10
3 5-C 445 | TYR | CZ-CE2-CD2 5.03 124.33 119.80
3 6-C 61 LYS N-CA-CB 5.03 119.65 110.60
2 8-B 765 | LEU CB-CG-CD1 5.03 119.55 111.00
3 10-D | 275 | PHE CB-CG-CD1 -5.03 117.28 120.80
1 2-A 75 ILE CA-CB-CG1 5.03 120.55 111.00
2 2-B 225 | PHE CB-CG-CD1 5.03 124.32 120.80
2 2-B 342 | TYR | CB-CG-CD2 | -5.03 117.98 121.00
3 4-C 413 | PHE CB-CG-CD1 5.03 124.32 120.80
1 8-A 112 | TYR | CG-CD1-CE1 5.03 125.32 121.30
2 8-B 271 | LEU CB-CG-CD2 -5.03 102.45 111.00
3 8-D 319 | TYR | CB-CG-CD1 -5.03 117.98 121.00
1 9-A 429 | TYR | CB-CG-CD1 5.03 124.02 121.00
1 10-A | 563 | ASP CB-CG-0OD2 5.03 122.82 118.30
3 10-C | 363 | LEU CB-CA-C -5.03 100.65 110.20
3 1-D 138 | LEU N-CA-CB 5.03 120.45 110.40
2 6-B 355 | LEU CB-CA-C -5.03 100.65 110.20
1 8-A 581 | LYS CB-CA-C -5.03 100.35 110.40
3 7-D 48 ASP CB-CG-OD2 | -5.02 113.78 118.30
2 8-B 428 | LYS N-CA-CB 5.02 119.64 110.60
1 9-A 487 | ASP CB-CG-OD1 5.02 122.82 118.30
3 2-C 95 | ALA N-CA-CB 5.02 117.13 110.10
3 5-C 375 | MET CG-SD-CE -5.02 92.16 100.20
1 6-A 609 | THR CA-C-O -5.02 109.55 120.10
2 6-B 824 | TYR | CG-CD2-CE2 | 5.02 125.32 121.30
3 5-C 84 | ARG NE-CZ-NH1 5.02 122.81 120.30
3 2-D 393 | THR | CA-CB-CG2 -5.02 105.37 112.40
3 6-C 396 | LYS O-C-N 5.02 130.73 122.70
1 8-A 706 | PHE | CG-CD2-CE2 | -5.02 115.28 120.80
2 9-B 493 | ILE N-CA-CB 5.02 122.34 110.80
1 10-A | 436 | LEU CB-CG-CD1 5.02 119.53 111.00
3 3-C 83 | PHE CB-CG-CD2 -5.02 117.29 120.80
2 9-B 448 | ILE CA-CB-CG1 5.02 120.53 111.00
3 5-C 161 | ARG C-N-CA 5.02 134.24 121.70
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
2 3-B 411 | PHE | CG-CD2-CE2 | -5.01 115.28 120.80
1 4-A 604 | MET CG-SD-CE -5.01 92.18 100.20
1 5-A 612 | TRP | CE2-CD2-CG | -5.01 103.29 107.30
3 7-D 136 | PHE CB-CA-C -5.01 100.37 110.40
1 10-A | 610 | PRO N-CA-CB 2.01 109.32 103.30
1 2-A 158 | LEU CB-CG-CD1 5.01 119.52 111.00
2 6-B 222 | HIS N-CA-CB 5.01 119.62 110.60
3 6-C 217 | PHE | CG-CD2-CE2 | 5.01 126.31 120.80
1 9-A 365 | THR N-CA-C -5.01 97.47 111.00
1 10-A | 349 | ARG NE-CZ-NH1 5.01 122.81 120.30
1 2-A 123 | TYR N-CA-CB 5.01 119.62 110.60
1 4-A 794 | TYR | CB-CG-CD2 -5.01 117.99 121.00
2 4-B 483 | MET C-N-CA 5.01 132.82 122.30
1 7-A 397 | CYS CA-CB-SG -5.01 104.98 114.00
3 7-D 358 | ARG CB-CA-C -5.01 100.38 110.40
2 9-B 801 | LEU CB-CG-CD2 5.01 119.52 111.00
3 10-C 21 LEU CB-CG-CD2 5.01 119.52 111.00
3 10-C 109 | TYR | CB-CG-CD2 -5.01 117.99 121.00
3 10-C 249 | TYR | CB-CG-CD1 -5.01 117.99 121.00
2 3-B 403 | PHE | CZ-CE2-CD2 | -5.01 114.09 120.10
2 5-B 273 | SER N-CA-CB 5.01 118.01 110.50
2 5-B 608 | ASN CB-CA-C -5.01 100.38 110.40
3 9-C 27 LYS N-CA-CB 5.01 119.62 110.60
2 10-B | 774 | LYS CB-CA-C -5.01 100.38 110.40
3 9-C 47 ASP CB-CG-OD1 5.01 122.81 118.30
3 10-C | 205 | ASP CB-CG-OD2 | -5.01 113.79 118.30
2 5-B 487 | ASP CB-CG-OD2 | -5.01 113.79 118.30
3 8-C 316 | PHE N-CA-C -5.01 97.48 111.00
3 1-D 47 ASP CB-CG-OD1 5.00 122.81 118.30
2 3-B 420 | GLN C-N-CA 5.00 134.21 121.70
3 8-C 384 | VAL CA-CB-CG1 5.00 118.41 110.90
3 1-C 252 | MET CG-SD-CE -5.00 92.19 100.20
3 2-C 310 | MET CA-CB-CG -5.00 104.79 113.30
2 3-B 555 | TRP | NE1-CE2-CZ2 | 5.00 135.90 130.40
1 4-A 393 | TYR CA-CB-CG -5.00 103.89 113.40
1 6-A 562 | PHE | CD1-CG-CD2 | -5.00 111.80 118.30
3 6-C 168 | THR | CA-CB-CG2 | -5.00 105.39 112.40
2 7-B 555 | TRP CB-CG-CD2 5.00 133.11 126.60
1 8-A 612 | TRP | CD1-CG-CD2 | -5.00 102.30 106.30
1 9-A 100 | PRO N-CA-CB 5.00 109.30 103.30
1 3-A 413 | TYR | CD1-CG-CD2 | -5.00 112.40 117.90
3 4-D 437 | TYR | CB-CG-CD2 5.00 124.00 121.00
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
1 6-A 393 | TYR | CB-CG-CD2 -5.00 118.00 121.00
1 6-A 597 | ARG CD-NE-CZ 5.00 130.60 123.60
1 9-A 92 PHE CB-CA-C -5.00 100.40 110.40
3 9-D 390 | ALA N-CA-CB 5.00 117.10 110.10

There are no chirality outliers.

All (717) planarity outliers are listed below:

Mol | Chain | Res | Type Group
1 1-A 112 | TYR Sidechain
1 1-A 116 | TYR Sidechain
1 1-A 123 | TYR Sidechain
1 1-A 157 | ARG Sidechain
1 1-A 183 | ASN Mainchain
1 1-A 299 | PHE Sidechain
1 1-A 393 | TYR Sidechain
1 1-A 413 | TYR Sidechain
1 1-A 426 | PHE Sidechain
1 1-A 429 | TYR Sidechain
1 1-A 451 | ARG Sidechain
1 1-A 469 | ARG Sidechain
1 1-A 562 | PHE Sidechain
1 1-A 587 | ARG Sidechain
1 1-A 588 | TYR Sidechain
1 1-A 594 | TYR Sidechain
1 1-A 627 | ARG Sidechain
1 1-A 646 | TYR Sidechain
1 1-A 664 | ARG Sidechain
1 1-A 665 | ASN Mainchain
1 1-A 706 | PHE Sidechain
1 1-A 767 | TYR Sidechain
1 1-A 77 | TYR Sidechain
1 1-A 78 PHE Sidechain
1 1-A 7941 | TYR Sidechain
2 1-B 200 | PHE Sidechain
2 1-B 204 HIS Sidechain
2 1-B 225 | PHE Sidechain
2 1-B 231 | TYR Sidechain
2 1-B 285 | ARG Sidechain
2 1-B 297 | TYR Sidechain
2 1-B 299 | ARG Sidechain
2 1-B 328 | ARG Sidechain
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2 1-B 345 | TYR Sidechain
2 1-B 393 | PHE Sidechain
2 1-B 430 HIS Sidechain
2 1-B 433 | TYR Sidechain
2 1-B 438 | TYR Sidechain
2 1-B 446 | PHE Sidechain
2 1-B 459 | HIS Sidechain
2 1-B 565 | TYR Sidechain
2 1-B 583 | TYR Sidechain
2 1-B 585 | ARG Sidechain
2 1-B 587 | PHE Sidechain
2 1-B 598 | TYR Sidechain
2 1-B 599 | PHE Sidechain
2 1-B 612 | ARG Sidechain
2 1-B 651 | TYR Sidechain
2 1-B 652 | TYR Sidechain
2 1-B 741 | PHE Sidechain
2 1-B 770 | TYR Sidechain
2 1-B 816 | TYR Sidechain
3 1-C 109 | TYR Sidechain
3 1-C 185 | TYR Sidechain
3 1-C 20 PHE Sidechain
3 1-C 204 | PHE Sidechain
3 1-C 218 | ARG Sidechain
3 1-C 247 | TYR Sidechain
3 1-C 279 | TYR Sidechain
3 1-C 292 | TYR Sidechain
3 1-C 315 | TYR Sidechain
3 1-C 319 | TYR Sidechain
3 1-C 362 | TYR Sidechain
3 1-C 374 | GLY Mainchain
3 1-C 387 | PHE Sidechain
3 1-C 53 PHE Sidechain
3 1-C 84 | ARG Sidechain
3 1-C 90 | ARG Sidechain
3 1-D 170 | TYR Sidechain
3 1-D 182 | VAL Mainchain
3 1-D 185 | TYR Sidechain
3 1-D 204 | PHE Sidechain
3 1-D 205 | ASP Mainchain
3 1-D 249 | TYR Sidechain
3 1-D 315 | TYR Sidechain
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3 1-D 341 | ARG Sidechain
3 1-D 353 | HIS Sidechain
3 1-D 359 | ARG Sidechain
3 1-D 362 | TYR Sidechain
3 1-D 55 | ARG Sidechain
3 1-D 90 | ARG Sidechain
1 10-A 107 | ARG Sidechain
1 10-A 111 | ARG Sidechain
1 10-A 121 | ARG Sidechain
1 10-A 157 | ARG Sidechain
1 10-A 171 | ARG Sidechain
1 10-A 279 | TYR Sidechain
1 10-A 296 | TYR Sidechain
1 10-A | 302 | TYR Sidechain
1 10-A 334 | ASP Mainchain
1 10-A | 349 | ARG Sidechain
1 10-A | 393 | TYR Sidechain
1 10-A | 429 | TYR Sidechain
1 10-A 465 | PHE Sidechain
1 10-A | 469 | ARG Sidechain
1 10-A 594 | TYR Sidechain
1 10-A | 614 | TYR Sidechain
1 10-A | 646 | TYR Sidechain
1 10-A | 663 | TYR Sidechain
1 10-A 706 | PHE Sidechain
2 10-B 222 HIS Sidechain
2 10-B 231 | TYR Sidechain
2 10-B 285 | ARG Sidechain
2 10-B 288 | TYR Sidechain
2 10-B 293 | ARG Sidechain
2 10-B 343 | TYR Sidechain
2 10-B 363 | PHE Sidechain
2 10-B 389 | ARG Sidechain
2 10-B 411 | PHE Sidechain
2 10-B 429 | TYR Sidechain
2 10-B 459 HIS Sidechain
2 10-B | 470 | TYR Sidechain
2 10-B 510 | TYR Sidechain
2 10-B 558 | PHE Mainchain
2 10-B 562 | TYR Sidechain
2 10-B 580 | ARG Sidechain
2 10-B 599 | PHE Sidechain
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2 10-B 600 | TYR Sidechain
2 10-B 651 | TYR Sidechain
2 10-B 661 | PHE Sidechain
2 10-B 666 | ARG Sidechain
2 10-B 728 | HIS Sidechain
2 10-B 770 | TYR Sidechain
2 10-B 776 | TYR Sidechain
2 10-B 819 | PHE Sidechain
3 10-C 109 | TYR Sidechain
3 10-C 161 | ARG Sidechain
3 10-C 185 | TYR Sidechain
3 10-C 192 | ARG Sidechain
3 10-C 218 | ARG Sidechain
3 10-C 249 | TYR Sidechain
3 10-C | 256 | TYR Sidechain
3 10-C | 329 | ARG Sidechain
3 10-C | 362 | TYR Sidechain
3 10-C | 394 | PHE Sidechain
3 10-C 398 | PHE Sidechain
3 10-C 423 | PHE Sidechain
3 10-C 55 | ARG Sidechain
3 10-D 114 | ARG Sidechain
3 10-D 192 | ARG Sidechain
3 10-D | 193 | ARG Sidechain
3 10-D 218 | ARG Sidechain
3 10-D 279 | TYR Sidechain
3 10-D 292 | TYR Sidechain
3 10-D | 319 | TYR Sidechain
3 10-D | 423 | PHE Sidechain
3 10-D 59 | ARG Sidechain
3 10-D 65 | ARG Sidechain
1 2-A 111 | ARG Sidechain
1 2-A 116 | TYR Sidechain
1 2-A 150 | TYR Sidechain
1 2-A 324 | TYR Sidechain
1 2-A 325 | PHE Sidechain
1 2-A 349 | ARG Sidechain
1 2-A 450 | TYR Sidechain
1 2-A 479 | ARG Sidechain
1 2-A 576 | ARG Sidechain
1 2-A 587 | ARG Sidechain
1 2-A 594 | TYR Sidechain
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1 2-A 614 | TYR Sidechain
1 2-A 623 | ARG Sidechain
1 2-A 624 | ARG Sidechain
1 2-A 646 | TYR Sidechain
1 2-A 664 | ARG Sidechain
1 2-A 700 | PHE Sidechain
1 2-A 706 | PHE Sidechain
1 2-A 714 | ARG Sidechain
1 2-A 794 | TYR Sidechain
2 2-B 231 | TYR Sidechain
2 2-B 236 | TYR Sidechain
2 2-B 242 | ARG Sidechain
2 2-B 297 | TYR Sidechain
2 2-B 342 | TYR Sidechain
2 2-B 363 | PHE Sidechain
2 2-B 409 | TYR Sidechain
2 2-B 415 | TYR Sidechain
2 2-B 438 | TYR Sidechain
2 2-B 453 | TYR Sidechain
2 2-B 468 | PHE Sidechain
2 2-B 488 | PHE Sidechain
2 2-B 514 | ARG Sidechain
2 2-B 526 | ARG Sidechain
2 2-B 533 | ARG Sidechain
2 2-B 540 | GLY Mainchain
2 2-B 580 | ARG Sidechain
2 2-B 741 | PHE Sidechain
2 2-B 824 | TYR Sidechain
2 2-B 826 | PHE Sidechain
2 2-B 827 | ARG Sidechain
3 2-C 173 | PHE Sidechain
3 2-C 218 | ARG Sidechain
3 2-C 247 | TYR Sidechain
3 2-C 249 | TYR Sidechain
3 2-C 256 | TYR Sidechain
3 2-C 279 | TYR Sidechain
3 2-C 292 | TYR Sidechain
3 2-C 319 | TYR Sidechain
3 2-C 341 | ARG Sidechain
3 2-C 427 | ARG Sidechain
3 2-C 46 | ARG Sidechain
3 2-D 162 | TYR Sidechain
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3 2-D 218 | ARG Sidechain
3 2-D 249 | TYR Sidechain
3 2-D 289 HIS Sidechain
3 2-D 292 | TYR Sidechain
3 2-D 315 | TYR Sidechain
3 2-D 344 | PHE Sidechain
3 2-D 394 | PHE Sidechain
3 2-D 407 | TYR Sidechain
3 2-D 437 | TYR Sidechain
3 2-D 445 | TYR Sidechain
3 2-D 53 | PHE Sidechain
1 3-A 138 | PHE Sidechain
1 3-A 143 | ARG Sidechain
1 3-A 162 | PHE Sidechain
1 3-A 193 | TYR Sidechain
1 3-A 198 | ARG Sidechain
1 3-A 203 | ARG Sidechain
1 3-A 267 | PHE Sidechain
1 3-A 296 | TYR Sidechain
1 3-A 299 | PHE Sidechain
1 3-A 324 | TYR Sidechain
1 3-A 349 | ARG Sidechain
1 3-A 358 | ARG Sidechain
1 3-A 393 | TYR Sidechain
1 3-A 400 | ARG Sidechain
1 3-A 576 | ARG Sidechain
1 3-A 587 | ARG Sidechain
1 3-A 594 | TYR Sidechain
1 3-A 597 | ARG Sidechain
1 3-A 664 | ARG Sidechain
1 3-A 700 | PHE Sidechain
1 3-A 706 | PHE Sidechain
1 3-A 714 | ARG Sidechain
2 3-B 190 | TYR Sidechain
2 3-B 231 | TYR Sidechain
2 3-B 236 | TYR Sidechain
2 3-B 284 | TYR Sidechain
2 3-B 288 | TYR Sidechain
2 3-B 312 | PHE Sidechain
2 3-B 359 | TYR Sidechain
2 3-B 400 | TYR Sidechain
2 3-B 403 | PHE Sidechain
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2 3-B 409 | TYR Sidechain
2 3-B 429 | TYR Sidechain
2 3-B 439 | ARG Sidechain
2 3-B 510 | TYR Sidechain
2 3-B 526 | ARG Sidechain
2 3-B 533 | ARG Sidechain
2 3-B 558 | PHE Sidechain
2 3-B 565 | TYR Sidechain
2 3-B 580 | ARG Sidechain
2 3-B 599 | PHE Sidechain
2 3-B 641 | PHE Sidechain
2 3-B 652 | TYR Sidechain
2 3-B 661 | PHE Sidechain
2 3-B 670 | ARG Sidechain
2 3-B 728 | HIS Sidechain
2 3-B 758 | TYR Sidechain
2 3-B 824 | TYR Sidechain
2 3-B 827 | ARG Sidechain
2 3-B 846 | ARG Sidechain
3 3-C 109 | TYR Sidechain
3 3-C 204 | PHE Sidechain
3 3-C 244 | PHE Sidechain
3 3-C 333 | ARG Sidechain
3 3-C 359 | ARG Sidechain
3 3-C 407 | TYR Sidechain
3 3-C 423 | PHE Sidechain
3 3-C 46 | ARG Sidechain
3 3-C 59 | ARG Sidechain
3 3-D 267 | PHE Sidechain
3 3-D 292 | TYR Sidechain
3 3-D 329 | ARG Sidechain
3 3-D 362 | TYR Sidechain
3 3-D 413 | PHE Sidechain
3 3-D 55 | ARG Sidechain
3 3-D 93 TRP Mainchain
1 4-A 102 | PHE Sidechain
1 4-A 112 | TYR Sidechain
1 4-A 116 | TYR Sidechain
1 4-A 131 | PHE Sidechain
1 4-A 138 | PHE Sidechain
1 4-A 140 | TYR Sidechain
1 4-A 150 | TYR Sidechain
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1 4-A 157 | ARG Sidechain
1 4-A 190 | TYR Sidechain
1 4-A 193 | TYR Sidechain
1 4-A 279 | TYR Sidechain
1 4-A 284 | TYR Sidechain
1 4-A 302 | TYR Sidechain
1 4-A 333 | ARG Sidechain
1 4-A 413 | TYR Sidechain
1 4-A 429 | TYR Sidechain
1 4-A 450 | TYR Sidechain
1 4-A 451 | ARG Sidechain
1 4-A 473 | ASN Mainchain,Peptide
1 4-A 568 | TYR Sidechain
1 4-A 646 | TYR Sidechain
1 4-A 657 | TYR Sidechain
1 4-A 663 | TYR Sidechain
1 4-A 92 PHE Mainchain
2 4-B 225 | PHE Sidechain
2 4-B 231 | TYR Sidechain
2 4-B 264 | TYR Sidechain
2 4-B 284 | TYR Sidechain
2 4-B 293 | ARG Sidechain
2 4-B 299 | ARG Sidechain
2 4-B 328 | ARG Sidechain
2 4-B 342 | TYR Sidechain
2 4-B 359 | TYR Sidechain
2 4-B 403 | PHE Sidechain
2 4-B 411 | PHE Sidechain
2 4-B 415 | TYR Sidechain
2 4-B 433 | TYR Sidechain
2 4-B 439 | ARG Sidechain
2 4-B 445 | PHE Sidechain
2 4-B 468 | PHE Sidechain
2 4-B 510 | TYR Sidechain
2 4-B 565 | TYR Sidechain
2 4-B 580 | ARG Sidechain
2 41-B 592 | ARG Sidechain
2 4-B 598 | TYR Sidechain
2 4-B 600 | TYR Sidechain
2 4-B 772 | PHE Sidechain
3 4-C 109 | TYR Sidechain
3 4-C 136 | PHE Sidechain
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3 4-C 170 | TYR Sidechain
3 4-C 185 | TYR Sidechain
3 4-C 192 | ARG Sidechain
3 4-C 218 | ARG Sidechain
3 4-C 243 | ARG Sidechain
3 4-C 249 | TYR Sidechain
3 4-C 279 | TYR Sidechain
3 4-C 319 | TYR Sidechain
3 4-C 358 | ARG Sidechain
3 4-C 407 | TYR Sidechain
3 4-C 423 | PHE Sidechain
3 4-C 427 | ARG Sidechain
3 4-C 46 | ARG Sidechain
3 4-D 176 | ARG Sidechain
3 4-D 192 | ARG Sidechain
3 4-D 193 | ARG Sidechain
3 4-D 218 | ARG Sidechain
3 4-D 267 | PHE Sidechain
3 4-D 341 | ARG Sidechain
3 4-D 344 | PHE Sidechain
3 4-D 362 | TYR Sidechain
3 4-D 413 | PHE Sidechain
3 4-D 423 | PHE Sidechain
3 4-D 445 | TYR Sidechain
3 4-D 54 | PHE Sidechain
3 4-D 65 | ARG Sidechain
3 4-D 90 | ARG Sidechain
1 5-A 105 | PHE Sidechain
1 5-A 111 | ARG Sidechain
1 5-A 112 | TYR Sidechain
1 5-A 131 | PHE Sidechain
1 5-A 144 | ARG Sidechain
1 5-A 150 | TYR Sidechain
1 5-A 162 | PHE Sidechain
1 5-A 183 | ASN Mainchain
1 5-A 204 | ARG Sidechain
1 5-A 302 | TYR Sidechain
1 5-A 349 | ARG Sidechain
1 5-A 393 | TYR Sidechain
1 5-A 398 | TYR Sidechain
1 5-A 413 | TYR Sidechain
1 5-A 450 | TYR Sidechain
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1 5-A 451 | ARG Sidechain
1 5-A 465 | PHE Sidechain
1 5-A 568 | TYR Sidechain
1 5-A 588 | TYR Sidechain
1 5-A 597 | ARG Sidechain
1 5-A 624 | ARG Sidechain
1 5-A 647 | PHE Sidechain
1 5-A 663 | TYR Sidechain
1 5-A 665 | ASN Mainchain
1 5-A 74 | TYR Sidechain
1 5-A 77 | TYR Sidechain
1 5-A 776 | ARG Sidechain
2 5-B 288 | TYR Sidechain
2 5-B 328 | ARG Sidechain
2 5-B 359 | TYR Sidechain
2 5-B 379 | TYR Sidechain
2 5-B 385 | PHE Sidechain
2 5-B 389 | ARG Mainchain
2 5-B 409 | TYR Sidechain
2 5-B 415 | TYR Sidechain
2 5-B 510 | TYR Sidechain
2 5-B 562 | TYR Sidechain
2 5-B 565 | TYR Sidechain
2 5-B 576 | ARG Sidechain
2 5-B 580 | ARG Sidechain
2 5-B 583 | TYR Sidechain
2 5-B 598 | TYR Sidechain
2 5-B 600 | TYR Sidechain
2 5-B 612 | ARG Sidechain
2 5-B 651 | TYR Sidechain
2 5-B 742 | ALA Peptide
2 5-B 770 | TYR Sidechain
2 5-B 816 | TYR Sidechain
2 5-B 827 | ARG Sidechain
3 5-C 114 | ARG Sidechain
3 5-C 170 | TYR Sidechain
3 5-C 193 | ARG Sidechain
3 5-C 244 | PHE Sidechain
3 5-C 249 | TYR Sidechain
3 5-C 279 | TYR Sidechain
3 5-C 292 | TYR Sidechain
3 5-C 319 | TYR Sidechain
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3 5-C 387 | PHE Sidechain
3 5-C 407 | TYR Sidechain
3 5-C 427 | ARG Sidechain
3 5-C 445 | TYR Sidechain
3 5-C 83 | PHE Sidechain
3 5-C 86 PHE Sidechain
3 5-D 176 | ARG Sidechain
3 5-D 182 | VAL Mainchain
3 5-D 185 | TYR Sidechain
3 5-D 192 | ARG Sidechain
3 5-D 193 | ARG Sidechain
3 5-D 217 | PHE Sidechain
3 5-D 218 | ARG Sidechain
3 5-D 256 | TYR Sidechain
3 5-D 292 | TYR Sidechain
3 5-D 315 | TYR Sidechain
3 5-D 319 | TYR Sidechain
3 5-D 333 | ARG Sidechain
3 5-D 362 | TYR Sidechain
3 5-D 387 | PHE Sidechain
3 5-D 394 | PHE Sidechain
3 5-D 423 | PHE Sidechain
3 5-D 84 | ARG Sidechain
1 6-A 108 | ARG Sidechain
1 6-A 112 | TYR Sidechain
1 6-A 131 | PHE Sidechain
1 6-A 140 | TYR Sidechain
1 6-A 143 | ARG Sidechain
1 6-A 150 | TYR Sidechain
1 6-A 160 | ARG Sidechain
1 6-A 198 | ARG Sidechain
1 6-A 279 | TYR Sidechain
1 6-A 302 | TYR Sidechain
1 6-A 324 | TYR Sidechain
1 6-A 345 | PHE Sidechain
1 6-A 409 | PHE Sidechain
1 6-A 588 | TYR Sidechain
1 6-A 624 | ARG Sidechain
1 6-A 630 | ARG Sidechain
1 6-A 646 | TYR Sidechain
1 6-A 78 PHE Sidechain
2 6-B 261 | LEU Mainchain
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2 6-B 288 | TYR Sidechain
2 6-B 297 | TYR Sidechain
2 6-B 319 | PHE Sidechain
2 6-B 328 | ARG Sidechain
2 6-B 342 | TYR Sidechain
2 6-B 359 | TYR Sidechain
2 6-B 379 | TYR Sidechain
2 6-B 393 | PHE Sidechain
2 6-B 411 | PHE Sidechain
2 6-B 429 | TYR Sidechain
2 6-B 433 | TYR Sidechain
2 6-B 438 | TYR Sidechain
2 6-B 468 | PHE Sidechain
2 6-B 471 | ARG Sidechain
2 6-B 507 | LEU Mainchain
2 6-B 510 | TYR Sidechain
2 6-B 558 | PHE Sidechain
2 6-B 587 | PHE Sidechain
2 6-B 598 | TYR Sidechain
2 6-B 633 | ARG Sidechain
2 6-B 651 | TYR Sidechain
2 6-B 776 | TYR Sidechain
3 6-C 140 | HIS Mainchain
3 6-C 218 | ARG Sidechain
3 6-C 243 | ARG Sidechain
3 6-C 247 | TYR Sidechain
3 6-C 256 | TYR Sidechain
3 6-C 292 | TYR Sidechain
3 6-C 315 | TYR Sidechain
3 6-C 358 | ARG Sidechain
3 6-C 403 | PHE Sidechain
3 6-C 407 | TYR Sidechain
3 6-C 423 | PHE Sidechain
3 6-C 437 | TYR Sidechain
3 6-C 445 | TYR Sidechain
3 6-C 53 | PHE Sidechain
3 6-C 59 | ARG Sidechain
3 6-C 83 | PHE Sidechain
3 6-D 109 | TYR Sidechain
3 6-D 176 | ARG Sidechain
3 6-D 247 | TYR Sidechain
3 6-D 249 | TYR Sidechain
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3 6-D 275 | PHE Sidechain
3 6-D 292 | TYR Sidechain
3 6-D 315 | TYR Sidechain
3 6-D 362 | TYR Sidechain
3 6-D 427 | ARG Sidechain
3 6-D 437 | TYR Sidechain
3 6-D 445 | TYR Sidechain
3 6-D 46 | ARG Sidechain
1 7-A 112 | TYR Sidechain
1 7-A 123 | TYR Sidechain
1 7-A 144 | ARG Sidechain
1 7-A 145 | PHE Sidechain
1 7-A 160 | ARG Sidechain
1 7-A 171 | ARG Sidechain
1 7-A 190 | TYR Sidechain
1 7-A 203 | ARG Sidechain
1 7-A 251 | PHE Sidechain
1 7-A 279 | TYR Sidechain
1 7-A 393 | TYR Sidechain
1 7-A 398 | TYR Sidechain
1 7-A 405 | PHE Sidechain
1 7-A 426 | PHE Sidechain
1 7-A 558 | TYR Sidechain
1 7-A 568 | TYR Sidechain
1 7-A 582 | TYR Sidechain
1 7-A 588 | TYR Sidechain
1 7-A 597 | ARG Sidechain
1 7-A 614 | TYR Sidechain
1 7-A 624 | ARG Sidechain
1 7-A 646 | TYR Sidechain
1 7-A 647 | PHE Sidechain
1 7-A 663 | TYR Sidechain
1 7-A 704 | TYR Sidechain
1 7-A 776 | ARG Sidechain
2 7-B 285 | ARG Sidechain
2 7-B 293 | ARG | Sidechain,Mainchain
2 7-B 345 | TYR Sidechain
2 7-B 356 | ARG Sidechain
2 7-B 403 | PHE Sidechain
2 7-B 409 | TYR Sidechain
2 7-B 411 | PHE Sidechain
2 7-B 429 | TYR Sidechain
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2 7-B 433 | TYR Sidechain
2 7-B 438 | TYR Sidechain
2 7-B 469 | HIS Sidechain
2 7-B 470 | TYR Sidechain
2 7-B 562 | TYR Sidechain
2 7-B 565 | TYR Sidechain
2 7-B 600 | TYR Sidechain
2 7-B 612 | ARG Sidechain
2 7-B 728 HIS Sidechain
2 7-B 772 | PHE Sidechain
2 7-B 776 | TYR Sidechain
3 7-C 114 | ARG Sidechain
3 7-C 193 | ARG Sidechain
3 7-C 20 PHE Sidechain
3 7-C 243 | ARG Sidechain
3 7-C 247 | TYR Sidechain
3 7-C 275 | PHE Sidechain
3 7-C 292 | TYR Sidechain
3 7-C 316 | PHE Mainchain
3 7-C 359 | ARG Sidechain
3 7-C 46 | ARG Sidechain
3 7-C 55 | ARG Sidechain
3 7-C 62 | PHE Sidechain
3 7-C 84 | ARG Sidechain
3 7-D 109 | TYR Sidechain
3 7-D 161 | ARG Sidechain
3 7-D 162 | TYR Sidechain
3 7-D 182 | VAL Mainchain
3 7-D 217 | PHE Sidechain
3 7-D 256 | TYR Sidechain
3 7-D 266 | HIS Sidechain
3 7-D 267 | PHE Sidechain
3 7-D 272 | PHE Sidechain
3 7-D 292 | TYR Sidechain
3 7-D 359 | ARG Sidechain
3 7-D 413 | PHE Sidechain
3 7-D 86 | PHE Sidechain
1 8-A 108 | ARG Sidechain
1 8-A 111 | ARG Sidechain
1 8-A 116 | TYR Sidechain
1 8-A 123 | TYR Sidechain
1 8-A 138 | PHE Sidechain

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK




Page 202

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type Group
1 8-A 150 | TYR Sidechain
1 8-A 157 | ARG Sidechain
1 8-A 203 | ARG Sidechain
1 8-A 262 | ARG Sidechain
1 8-A 302 | TYR Sidechain
1 8-A 405 | PHE Sidechain
1 8-A 409 | PHE Sidechain
1 8-A 458 | TYR Sidechain
1 8-A 558 | TYR Sidechain
1 8-A 559 | HIS Sidechain
1 8-A 614 | TYR Sidechain
1 8-A 623 | ARG Sidechain
1 8-A 633 | HIS Sidechain
1 8-A 92 PHE Sidechain
2 8-B 190 | TYR Sidechain
2 8-B 236 | TYR Sidechain
2 8-B 241 | PHE Sidechain
2 8-B 242 | ARG Sidechain
2 &-B 264 | TYR Sidechain
2 8-B 295 | ARG Sidechain
2 8-B 303 | HIS Sidechain
2 8-B 343 | TYR Sidechain
2 8-B 345 | TYR Sidechain
2 8-B 409 | TYR Sidechain
2 8-B 425 | PHE Sidechain
2 8-B 429 | TYR Sidechain
2 8-B 438 | TYR Sidechain
2 8-B 562 | TYR Sidechain
2 8-B 576 | ARG Sidechain
2 8-B 600 | TYR Sidechain
2 8-B 652 | TYR Sidechain
2 &-B 741 | PHE Sidechain
2 8-B 839 | PHE Sidechain
3 8-C 162 | TYR Sidechain
3 8-C 176 | ARG Sidechain
3 8-C 204 | PHE Sidechain
3 8-C 243 | ARG Sidechain
3 8-C 292 | TYR Sidechain
3 8-C 296 | LEU Mainchain
3 8-C 315 | TYR Sidechain
3 8-C 319 | TYR Sidechain
3 8-C 358 | ARG Sidechain
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3 8-C 398 | PHE Sidechain
3 8-C 407 | TYR Sidechain
3 8-C 86 | PHE Sidechain
3 8-D 162 | TYR Sidechain
3 8-D 170 | TYR Sidechain
3 8-D 243 | ARG Sidechain
3 8-D 256 | TYR Sidechain
3 8-D 292 | TYR Sidechain
3 8-D 329 | ARG Sidechain
3 8-D 437 | TYR Sidechain
3 8-D 445 | TYR Sidechain
3 8-D 46 | ARG Sidechain
3 8-D 55 | ARG Sidechain
3 8-D 59 | ARG Sidechain
3 8-D 65 | ARG Sidechain
3 8-D 90 | ARG Sidechain
1 9-A 102 | PHE Sidechain
1 9-A 105 | PHE Sidechain
1 9-A 108 | ARG Sidechain
1 9-A 112 | TYR Sidechain
1 9-A 116 | TYR Sidechain
1 9-A 123 | TYR Sidechain
1 9-A 144 | ARG Sidechain
1 9-A 157 | ARG Sidechain
1 9-A 160 | ARG Sidechain
1 9-A 197 | PHE Sidechain
1 9-A 251 | PHE Sidechain
1 9-A 302 | TYR Sidechain
1 9-A 333 | ARG Sidechain
1 9-A 363 | ILE Mainchain
1 9-A 409 | PHE Sidechain
1 9-A 413 | TYR Sidechain
1 9-A 450 | TYR Sidechain
1 9-A 458 | TYR Sidechain
1 9-A 469 | ARG Sidechain
1 9-A 562 | PHE Sidechain
1 9-A 568 | TYR Sidechain
1 9-A 576 | ARG Sidechain
1 9-A 614 | TYR Sidechain
1 9-A 630 | ARG Sidechain
1 9-A 646 | TYR Sidechain
1 9-A 657 | TYR Sidechain

Continued on next page...
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Mol | Chain | Res | Type Group
1 9-A 687 | ARG Sidechain
1 9-A 78 | PHE Mainchain
1 9-A 794 | TYR Sidechain
2 9-B 190 | TYR Sidechain
2 9-B 231 | TYR Sidechain
2 9-B 295 | ARG Sidechain
2 9-B 328 | ARG Sidechain
2 9-B 342 | TYR Sidechain
2 9-B 345 | TYR Sidechain
2 9-B 415 | TYR Sidechain
2 9-B 422 | THR Peptide
2 9-B 423 | ASN Peptide
2 9-B 424 | GLU Peptide
2 9-B 425 | PHE Peptide
2 9-B 426 | SER Peptide
2 9-B 433 | TYR Sidechain
2 9-B 470 | TYR Sidechain
2 9-B 471 | ARG Sidechain
2 9-B 488 | PHE Sidechain
2 9-B 510 | TYR Sidechain
2 9-B 526 | ARG Sidechain
2 9-B 558 | PHE Sidechain
2 9-B 578 | PHE Sidechain
2 9-B 585 | ARG Sidechain
2 9-B 599 | PHE Sidechain
2 9-B 644 | PHE Sidechain
2 9-B 651 | TYR Sidechain
2 9-B 670 | ARG Sidechain
2 9-B 758 | TYR Sidechain
2 9-B 770 | TYR Sidechain
2 9-B 778 | ASN Peptide
3 9-C 136 | PHE Sidechain
3 9-C 162 | TYR Sidechain
3 9-C 170 | TYR Sidechain
3 9-C 292 | TYR Sidechain
3 9-C 316 | PHE Sidechain
3 9-C 445 | TYR Sidechain
3 9-D 161 | ARG Sidechain
3 9-D 170 | TYR Sidechain
3 9-D 217 | PHE Sidechain
3 9-D 226 | HIS Sidechain
3 9-D 256 | TYR Sidechain
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Mol | Chain | Res | Type Group
3 9-D 275 | PHE Sidechain
3 9-D 29 HIS Sidechain
3 9-D 292 | TYR Sidechain
3 9-D 315 | TYR Sidechain
3 9-D 319 | TYR Sidechain
3 9-D 329 | ARG Sidechain
3 9-D 341 | ARG Sidechain
3 9-D 423 | PHE Sidechain
3 9-D 437 | TYR Sidechain
3 9-D 53 | PHE Sidechain

5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 1-A 4831 0 4863 62 0
1 2-A 4831 0 4863 79 0
1 3-A 4831 0 4863 7 0
1 4-A 4831 0 4863 61 0
1 5-A 4831 0 4863 105 0
1 6-A 4831 0 4863 97 0
1 7-A 4831 0 4863 99 0
1 8-A 4831 0 4863 120 0
1 9-A 4831 0 4863 76 0
1 10-A 4831 0 4863 112 0
2 1-B 4701 0 4731 92 0
2 2-B 4701 0 4731 93 0
2 3-B 4701 0 4731 61 0
2 4-B 4701 0 4731 100 0
2 5-B 4701 0 4731 84 0
2 6-B 4701 0 4731 86 0
2 7-B 4701 0 4731 80 0
2 8-B 4701 0 4730 105 0
2 9-B 4701 0 4731 128 0
2 10-B 4701 0 4731 100 0
3 1-C 3485 0 3342 62 0
3 1-D 3485 0 3342 41 0
3 2-C 3485 0 3340 36 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 2-D 3485 0 3342 43 0
3 3-C 3485 0 3341 68 0
3 3-D 3485 0 3342 74 0
3 4-C 3485 0 3342 38 0
3 4-D 3485 0 3342 43 0
3 5-C 3485 0 3342 60 0
3 5-D 3485 0 3342 34 0
3 6-C 3485 0 3342 32 0
3 6-D 3485 0 3342 68 0
3 7-C 3485 0 3340 61 0
3 7-D 3485 0 3341 99 0
3 8-C 3485 0 3340 31 0
3 8-D 3485 0 3341 28 0
3 9-C 3485 0 3342 32 0
3 9-D 3485 0 3342 35 0
3 10-C 3485 0 3342 46 0
3 10-D 3485 0 3342 53 0
4 1-E 220 0 46 0 0
4 1-F 220 0 46 0 0
4 2-E 220 0 46 0 0
4 2-F 220 0 46 0 0
4 3-E 220 0 46 0 0
4 3-F 220 0 46 0 0
4 4-E 220 0 46 0 0
4 4-F 220 0 46 0 0
4 o-E 220 0 46 0 0
4 5>-F 220 0 46 0 0
4 6-E 220 0 46 0 0
4 6-F 220 0 46 0 0
4 7-E 220 0 46 0 0
4 7-F 220 0 46 0 0
4 8-E 220 0 46 0 0
4 8-F 220 0 46 1 0
4 9-E 220 0 46 0 0
4 9-F 220 0 46 0 0
4 10-E 220 0 46 0 0
4 10-F 220 0 46 0 0

All All 169420 0 163690 2439 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 7.

All (2439) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:143:ARG:HH22 2:B:292:.1LE:CD1 1.12 1.60
1:A:585:ILE:CD1 1:A:683:ILE:HD13 1.26 1.56
1:A:70:LEU:CD2 2:B:216:PHE:.CG 1.87 1.53
3:C:59:ARG:HG3 3:D:280:ILE:CD1 1.40 1.51
1:A:143:ARG:CZ 2:B:292:ILE:HD11 1.38 1.49
2:B:405:1LE:CD1 2:B:456:ILE:HD13 1.47 1.45
1:A:137:ARG:NH2 | 2:B:328:ARG:HH12 1.07 1.44
1:A:143:ARG:NH2 | 2:B:292:ILE:HD11 1.13 1.44
1:A:585:ILE:CD1 1:A:683:ILE:CD1 1.96 1.43
3:C:59:ARG:HH21 3:D:285:ALA:CB 1.28 1.43
1:A:143:ARG:NH2 | 2:B:288:TYR:HD2 1.08 1.42
1:A:137:ARG:NH2 | 2:B:328:ARG:HH22 1.14 1.40
1:A:143:ARG:NH2 | 2:B:292:ILE:HD11 1.09 1.39
3:C:188:ILE:HD13 3:C:394:PHE:CD1 1.59 1.38
2:B:405:ILE:CD1 2:B:456:1LE:CD1 2.03 1.36
1:A:585:ILE:HD12 1:A:683:ILE:CD1 1.51 1.36
1:A:137:ARG:NH2 | 2:B:328:ARG:NH1 1.73 1.36
1:A:137:ARG:HH21 | 2:B:328:ARG:NH2 1.23 1.34
1:A:143:ARG:NH2 | 2:B:288:TYR:CD2 1.95 1.34
2:B:480:ILE:CD1 2:B:541:LEU:HD11 1.56 1.34
1:A:143:ARG:CZ 2:B:288:TYR:HE2 1.41 1.33
3:C:59:ARG:NH2 3:D:285:ALA:HB2 1.43 1.33
2:B:405:1LE:HG13 2:B:456:1LE:CD1 1.58 1.32
3:C:58:CYS:SG 3:D:286:HIS:C 2.08 1.32
1:A:458:TYR:CD1 1:A:484:ILE:HD12 1.64 1.32
1:A:138:PHE:CE2 1:A:275:ILE:HD11 1.65 1.31
1:A:599:LEU:CD1 1:A:640:ILE:CD1 2.07 1.30
1:A:138:PHE:CZ 1:A:275:1LE:HD11 1.65 1.30
2:B:438: TYR:CD2 2:B:441:1LE:HD12 1.62 1.30
3:C:59:ARG:CG 3:D:280:ILE:HD11 1.61 1.30
1:A:143:ARG:NE 2:B:288: TYR:CE2 1.99 1.30
3:D:17:VAL:CB 3:D:231:ILE:HD11 1.62 1.29
1:A:118:ILE:HD12 1:A:190:TYR:CZ 1.66 1.28
1:A:70:LEU:HD22 2:B:216:PHE:CD1 1.24 1.27
3:D:188:ILE:CD1 3:D:394:PHE:HB2 1.62 1.27
3:C:188:ILE:CD1 3:C:394:PHE:CD1 2.17 1.27
1:A:296: TYR:CG 2:B:322:HIS:HE1 1.54 1.26
1:A:73:THR:HG22 | 2:B:215:ASN:ND2 1.48 1.25
2:B:213:ILE:HD11 2:B:221:LEU:CD1 1.64 1.25
3:D:280:ILE:HD11 3:D:371:GLU:OE1 1.36 1.25
3:D:188:ILE:CD1 3:D:394:PHE:HB2 1.67 1.24
2:B:180:PRO:N 2:B:184:1LE:HD12 1.53 1.24
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:B:533:ARG:N 2:B:538:ILE:HD12 1.50 1.23
3:C:58:CYS:HB3 3:D:286:HIS:O 1.30 1.23
2:B:257:ILE:CD1 2:B:297.TYR:CD2 2.22 1.23
2:B:405:1LE:HG13 2:B:456:1LE:CD1 1.69 1.23
3:C:59:ARG:CG 3:D:280:ILE:CD1 2.15 1.23
2:B:257:ILE:HD12 2:B:297.'TYR:CD2 1.73 1.22
3:C:188:ILE:HD13 3:C:394:PHE:CD2 1.73 1.22
1:A:140:TYR:CZ 2:B:324:ASP:0OD1 1.91 1.22
3:D:188:ILE:CD1 3:D:394:PHE:HB2 1.68 1.22
1:A:426:PHE:CZ 1:A:564:1LE:CD1 2.23 1.21
1:A:72:GLY:O 2:B:215:ASN:CG 1.78 1.21
2:B:445:PHE:CE1 2:B:449:1ILE:HD11 1.75 1.21
1:A:143:ARG:CZ 2:B:288: TYR:CE2 2.24 1.21
3:D:5:ILE:HD12 3:D:53:PHE:CE2 1.76 1.21
3:D:5:ILE:HD12 3:D:53:PHE:CZ 1.76 1.21
3:D:188:ILE:HD12 3:D:394:PHE:CD1 1.75 1.21
1:A:143:ARG:NH2 2:B:292:.1LE:CD1 2.02 1.20
1:A:625:.ILE:HD11 1:A:761:ILE:CD1 1.70 1.20
3:C:258: THR:HG21 3:C:356:ILE:CD1 1.71 1.20
1:A:599:LEU:CD1 1:A:640:ILE:HD13 1.70 1.20
3:C:59:ARG:NH2 3:D:285:ALA:CB 1.97 1.20
3:C:59:ARG:NH2 3:D:279:TYR:HB3 1.55 1.20
1:A:72:GLY:O 2:B:215:ASN:CB 1.89 1.20
3:D:188:ILE:HD11 3:D:394:PHE:CB 1.72 1.20
2:B:339:ILE:CD1 2:B:439:ARG:HB2 1.69 1.19
1:A:625:ILE:CD1 1:A:761:ILE:HG21 1.70 1.19
2:B:296:ILE:HD13 2:B:319:PHE:CZ 1.76 1.19
1:A:140:TYR:CE2 2:B:324:ASP:0OD1 1.94 1.19
1:A:72:GLY:CA 2:B:215:ASN:HB2 1.72 1.19
2:B:355:LEU:HB2 2:B:364:1LE:CD1 1.72 1.18
1:A:118:ILE:HD12 1:A:190:TYR:OH 1.41 1.18
2:B:405:.ILE:CG1 2:B:456:ILE:CD1 2.21 1.18
2:B:296:ILE:CD1 2:B:327:.ILE:HD12 1.72 1.18
3:C:188:ILE:HD12 3:C:394:PHE:CD1 1.77 1.18
1:A:151:LEU:HD12 | 2:B:285:ARG:HD3 1.26 1.17
3:C:59:ARG:NE 3:D:285:ALA:HB3 1.59 1.17
1:A:774:1ILE:HD12 1:A:796:SER:CB 1.73 1.16
3:C:188:ILE:CD1 3:C:394:PHE:CD2 2.29 1.16
1:A:143:ARG:CZ 2:B:292:ILE:CD1 2.22 1.16
1:A:137:ARG:CZ 2:B:325:LEU:HD22 1.76 1.16
1:A:363:ILE:HD11 1:A:366:ILE:HB 1.21 1.16
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:B:533:ARG:HA 2:B:538:ILE:CD1 1.74 1.15
1:A:426:PHE:CE2 1:A:564:1LE:CD1 2.30 1.15
1:A:296: TYR:CG 2:B:322:HIS:CE1 2.35 1.14
3:D:188:ILE:HD11 3:D:394:PHE:HB3 1.25 1.14
2:B:296:ILE:CD1 2:B:319:PHE:CE1 2.28 1.14
2:B:405:ILE:HD13 2:B:456:ILE:CD1 1.78 1.14
1:A:625:1LE:CD1 1:A:761:ILE:HG23 1.77 1.14
1:A:143:ARG:NE 2:B:288: TYR:HE2 1.46 1.14
2:B:213:ILE:CD1 2:B:221:LEU:HD11 1.78 1.14
1:A:426:PHE:CZ 1:A:564:1LE:HD11 1.80 1.13
2:B:526:ARG:O 2:B:538:ILE:HD12 1.48 1.13
2:B:586:ILE:HD11 | 2:B:732:LEU:HD13 1.17 1.13
1:A:625:ILE:HD12 1:A:761:ILE:CG2 1.79 1.13
2:B:731:PHE:CE1 2:B:735:ILE:HD11 1.83 1.13
1:A:70:LEU:HD22 2:B:216:PHE:CG 1.67 1.13
2:B:533:ARG:HA 2:B:538:ILE:HD12 1.17 1.13
3:C:188:ILE:HD13 3:C:394:PHE:CE2 1.84 1.13
2:B:405:ILE:HG13 2:B:456:ILE:HD12 1.29 1.13
1:A:134:VAL:HG13 | 1:A:275:ILE:HD13 1.29 1.13
3:D:188:ILE:HD11 3:D:394:PHE:HA 1.18 1.12
1:A:357:VAL:HB 1:A:363:ILE:HD12 1.29 1.12
1:A:137:ARG:NH1 | 2:B:325:LEU:HD22 1.62 1.12
3:C:322:ILE:HD13 | 3:C:358:ARG:NH2 1.64 1.12
2:B:586:ILE:HD11 2:B:732:.LEU:CD1 1.80 1.12
3:C:322:ILE:HD13 | 3:C:358:ARG:HH21 1.09 1.12
1:A:151:LEU:HD13 | 2:B:286:GLU:OE2 1.49 1.11
3:C:188:ILE:CD1 3:C:394:PHE:CD2 2.33 1.11
1:A:458:TYR:CE1 1:A:484:ILE:HD12 1.84 1.11
1:A:151:LEU:HD12 2:B:285:ARG:CD 1.79 1.11
3:C:59:ARG:HE 3:D:285:ALA:HB3 1.07 1.11
3:C:123:.ILE:HD11 | 3:C:154:LEU:HD11 1.15 1.11
1:A:625:ILE:CD1 1:A:761:ILE:CG2 2.28 1.11
2:B:405:.ILE:CG1 2:B:456:ILE:HD11 1.80 1.11
1:A:143:ARG:NE 2:B:288: TYR:CE2 2.18 1.11
1:A:774:ILE:HD12 1:A:796:SER:OG 1.48 1.11
1:A:70:LEU:CD2 2:B:216:PHE:CD1 1.99 1.11
3:C:258:THR:OG1 3:C:356:ILE:HD11 1.48 1.10
1:A:625:ILE:HD12 1:A:761:ILE:HG21 1.26 1.10
2:B:525:LEU:HD22 | 2:B:538:ILE:HD12 1.32 1.10
2:B:355:LEU:CB 2:B:364:ILE:HD12 1.81 1.10
1:A:151:LEU:CD1 2:B:286:GLU:OE2 1.99 1.10
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:B:339:ILE:HD13 2:B:439:ARG:HB2 1.12 1.10
2:B:180:PRO:N 2:B:184:1LE:CD1 2.14 1.10
1:A:606:LEU:HD11 | 1:A:710:ILE:HD11 1.33 1.10
1:A:625:.ILE:HD11 1:A:761:1ILE:HD12 1.29 1.10
1:A:695:LEU:HD21 | 1:A:774:ILE:HD12 1.20 1.09
1:A:639:PHE:CZ 1:A:643:ILE:HD11 1.87 1.09
3:D:258: THR:HG21 | 3:D:356:ILE:HD12 1.20 1.09
1:A:72:GLY:HA2 2:B:215:ASN:CB 1.81 1.09
2:B:405:ILE:HD12 2:B:453: TYR:CD1 1.86 1.09
1:A:706:PHE:HZ 1:A:710:ILE:HD12 1.12 1.09
2:B:480:ILE:HD13 | 2:B:537:VAL:HG11 1.33 1.09
2:B:445:PHE:CE2 2:B:449:1ILE:HD11 1.85 1.09
3:C:188:ILE:HD11 3:C:394:PHE:CE1 1.86 1.09
2:B:213:ILE:HD11 | 2:B:221:LEU:HD11 1.16 1.09
3:D:280:1LE:CD1 3:D:371:GLU:OE1 2.01 1.09
1:A:151:LEU:HD11 2:B:282:SER:CB 1.82 1.09
3:D:188:ILE:HD11 3:D:394:PHE:HB2 1.09 1.08
1:A:706:PHE:CZ 1:A:710:ILE:HD12 1.86 1.08
1:A:458:TYR:CD1 1:A:484:ILE:CD1 2.34 1.08
3:C:59:ARG:NH1 3:D:283:ASP:0D2 1.86 1.08
1:A:599:LEU:HD12 | 1:A:640:ILE:HD13 1.21 1.08
1:A:147:GLU:HG3 | 2:B:285:ARG:HG3 1.35 1.08
2:B:355:LEU:HB2 2:B:364:1ILE:HD12 1.21 1.08
2:B:772:PHE:HE1 2:B:812:ILE:HD13 1.19 1.08
3:C:258:THR:HG21 | 3:C:356:I1LE:HD11 1.09 1.08
1:A:137:ARG:NH2 | 2:B:328:ARG:NH2 1.83 1.08
2:B:586:ILE:HD11 2:B:732:LEU.CG 1.84 1.08
1:A:458:TYR:CE1 1:A:484:ILE:HD12 1.87 1.08
3:C:58:CYS:SG 3:D:286:HIS:N 2.25 1.07
2:B:405:1ILE:CD1 2:B:452:GLN:OE1 2.03 1.07
3:C:242:ILE:HD11 3:C:252:MET:SD 1.94 1.07
1:A:72:GLY:HA2 2:B:215:ASN:HB?2 1.20 1.07
3:C:123:ILE:HD11 | 3:C:154:LEU:HD11 1.35 1.07
3:D:119:ILE:CD1 3:D:154:LEU:HD13 1.85 1.07
1:A:557:1ILE:CD1 1:A:594:TYR:OH 2.03 1.06
3:D:212:1LE:HD12 3:D:303:ASN:ND2 1.69 1.06
2:B:430:HIS:CG 2:B:448:1LE:HD13 1.89 1.06
2:B:364:ILE:CD1 2:B:383:ILE:HD11 1.86 1.06
1:A:105:PHE:CZ 1:A:109:ILE:HD11 1.90 1.06
3:D:188:ILE:HD11 3:D:394:PHE:HB2 1.13 1.06
1:A:68:ILE:CD1 2:B:281:LYS:HD3 1.85 1.06
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:A:625:ILE:HD11 1:A:761:ILE:HG23 1.11 1.06
1:A:585:ILE:HD11 1:A:683:ILE:HD13 1.26 1.06
3:C:188:ILE:HD13 3:C:394:PHE:CD2 1.88 1.06
2:B:405:1LE:HG23 2:B:456:1ILE:HD12 1.37 1.05
1:A:698:GLN:OE1 1:A:774:ILE:CD1 2.04 1.05
3:D:17:VAL:HG22 3:D:231:ILE:HD12 1.35 1.05
1:A:128:ASP:0OD1 2:B:299:ARG:NH2 1.87 1.05
2:B:209:ILE:HD13 2:B:213:ILE:HD12 1.37 1.05
1:A:143:ARG:NH1 2:B:292:1LE:CD1 2.19 1.05
1:A:151:LEU:HG 2:B:285:ARG:NE 1.63 1.05
3:C:59:ARG:HG3 3:D:280:1LE:HD13 1.39 1.05
2:B:209:ILE:CD1 2:B:213:ILE:HD12 1.86 1.05
1:A:409:PHE:CE1 1:A:573:ILE:CD1 2.40 1.05
3:D:188:ILE:HD11 3:D:394:PHE:HB2 1.09 1.04
3:C:59:ARG:HG3 3:D:280:ILE:HD11 1.06 1.04
3:C:166:1ILE:HD13 3:C:256:TYR:CD2 1.92 1.04
1:A:695:LEU:CD2 1:A:774:1LE:HD12 1.86 1.04
2:B:480:ILE:HD13 2:B:537:VAL:CG1 1.86 1.04
2:B:364:.ILE:HD11 2:B:383:ILE:CD1 1.88 1.04
3:C:188:ILE:CD1 3:C:394:PHE:CD2 2.39 1.04
3:C:255:ILE:HD11 | 3:C:358:ARG:HH11 1.16 1.04
1:A:138:PHE:CE2 1:A:275:1LE:CD1 2.40 1.04
3:C:204:PHE:CD2 3:C:231:ILE:HD11 1.91 1.04
1:A:108:ARG:HH21 | 1:A:177:ILE:HD12 1.22 1.04
3:C:276: THR:OG1 3:C:284:ILE:CD1 2.05 1.04
3:C:188:ILE:HD11 3:C:394:PHE:CB 1.86 1.04
2:B:257:ILE:CD1 2:B:297: TYR:CE2 2.41 1.03
1:A:567:PRO:HD2 1:A:574:ILE:HD11 1.35 1.03
2:B:533:ARG:CA 2:B:538:ILE:HD12 1.86 1.03
2:B:241:PHE:HB3 2:B:254:.1LE:CD1 1.87 1.03
1:A:357:VAL:HB 1:A:363:ILE:CD1 1.89 1.03
3:D:212:1LE:HD11 3:D:302:SER:O 1.56 1.03
3:C:258: THR:CG2 3:C:356:ILE:CD1 2.36 1.03
1:A:409:PHE:CE1 1:A:573:ILE:HD11 1.94 1.03
2:B:405:ILE:HD11 2:B:456:ILE:HD13 1.04 1.02
1:A:699:ILE:CD1 1:A:775:PHE:CE1 2.42 1.02
1:A:566:ILE:HG13 1:A:574:1LE:CD1 1.89 1.02
2:B:241:PHE:HB3 2:B:254:1ILE:HD11 1.39 1.02
2:B:296:ILE:HD11 2:B:319:PHE:CE1 1.93 1.02
2:B:405:ILE:HD12 2:B:456:ILE:HD11 1.40 1.02
2:B:339:ILE:CD1 2:B:439:ARG:CB 2.37 1.02
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1:A:73:THR:CG2 2:B:215:ASN:HD21 1.71 1.02
1:A:774:1LE:CD1 1:A:796:SER:HB2 1.89 1.02
2:B:586:ILE:HD11 | 2:B:732:LEU:HD22 1.37 1.02
2:B:405:1ILE:CD1 2:B:456:1LE:HD11 1.90 1.02
2:B:480:ILE:CD1 2:B:541:LEU:CD1 2.37 1.01
2:B:296:ILE:HD11 2:B:327:ILE:CD1 1.88 1.01
1:A:143:ARG:HH12 | 2:B:292:ILE:HD12 1.23 1.01
3:C:58:CYS:CB 3:D:286:HIS:O 2.08 1.01
3:D:213:SER:HB3 3:D:222:1LE:HD11 1.42 1.01
1:A:425:.1LE:HD13 1:A:564:1LE:HD12 1.37 1.01
3:C:188:ILE:HD11 3:C:394:PHE:.CG 1.95 1.01
3:D:188:ILE:HD11 3:D:394:PHE:CB 1.89 1.01
2:B:405:ILE:HD12 2:B:456:1ILE:CD1 1.85 1.01
2:B:499:.ILE:HD11 2:B:508:PRO:HG3 1.40 1.01
2:B:405:1LE:CD1 2:B:456:ILE:HD11 1.91 1.01
3:D:21:LEU:HD12 3:D:235:1LE:HD13 1.40 1.01
1:A:599:LEU:HD22 | 1:A:640:1LE:HD11 1.38 1.01
2:B:405:ILE:HG23 2:B:456:ILE:HD12 1.02 1.01
2:B:634:ILE:HD12 2:B:772:PHE:CE1 1.95 1.01
1:A:151:LEU:HD11 2:B:282:SER:OG 1.60 1.00
3:C:188:ILE:HD12 3:C:394:PHE:CG 1.96 1.00
1:A:698:GLN:OE1 1:A:774:1LE:HD13 1.61 1.00
3:D:256: TYR:CE1 3:D:260:1ILE:HD12 1.95 1.00
3:D:188:ILE:HD11 3:D:394:PHE:CA 1.91 1.00
3:C:258: THR:HG21 3:C:356:ILE:CD1 1.91 1.00
1:A:625:ILE:HG13 1:A:765:ILE:CD1 1.91 1.00
1:A:425:1LE:CD1 1:A:564:ILE:HD12 1.91 1.00
3:C:212:ILE:HD11 3:C:302:SER:O 1.61 1.00
2:B:405:1ILE:HG13 2:B:456:1LE:HD11 1.02 1.00
2:B:586:1LE:HD11 2:B:732.LEU:HG 1.44 1.00
3:C:199:ASP:O 3:C:260:ILE:CD1 2.10 1.00
1:A:151:LEU:CD1 2:B:285:ARG:HD3 1.92 1.00
2:B:405:ILE:HD11 2:B:456:1LE:HG13 1.41 1.00
1:A:202:GLU:O 1:A:205:THR:O 1.80 1.00
1:A:585:ILE:HD11 1:A:683:ILE:CG2 1.91 0.99
1:A:357:VAL:CB 1:A:363:ILE:HD12 1.91 0.99
2:B:402:1ILE:CG2 2:B:449:1LE:HD12 1.92 0.99
1:A:143:ARG:HH22 2:B:292:ILE:CD1 1.69 0.99
3:D:17:VAL:HB 3:D:231:ILE:CD1 1.91 0.99
3:C:59:ARG:NE 3:D:280:ILE:HD11 1.77 0.99
3:C:127:ILE:CD1 3:C:162: TYR:CZ 2.45 0.99
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2:B:405:ILE:HD13 2:B:456:ILE:HD11 0.99 0.99
1:A:137:ARG:HH22 | 2:B:328:ARG:NHI1 1.54 0.98
1:A:130:SER:OG 2:B:322:HIS:NE2 1.95 0.98
1:A:643:.ILE:HD13 | 1:A:696:GLN:HE22 1.28 0.98
3:C:123:ILE:HD13 | 3:C:158:LEU:HD21 1.43 0.98
1:A:138:PHE:CZ 1:A:275:ILE:CD1 2.46 0.98
3:D:119:ILE:HD12 3:D:154:LEU:CD1 1.93 0.98
3:C:188:ILE:CD1 3:C:394:PHE:CG 2.46 0.98
2:B:405:1LE:CG2 2:B:456:1LE:HD12 1.94 0.97
1:A:426:PHE:CE2 1:A:564:1LE:HD13 1.98 0.97
1:A:695:LEU:CD2 1:A:774:1ILE:CD1 2.42 0.97
1:A:458: TYR:CD1 1:A:484:ILE:CD1 2.46 0.97
1:A:625:ILE:CD1 1:A:761:ILE:HG21 1.95 0.97
1:A:625:1LE:CD1 1:A:761:ILE:CG2 2.42 0.97
1:A:118:ILE:CD1 1:A:190:TYR:CZ 2.46 0.97
2:B:731:PHE:CE1 2:B:735:.1LE:CD1 2.48 0.97
3:D:258: THR:HG21 | 3:D:356:ILE:CD1 1.93 0.97
1:A:699:.ILE:HD11 1:A:775:PHE:CE1 2.00 0.97
2:B:533:ARG:HA 2:B:538:ILE:CD1 1.95 0.97
1:A:606:LEU:CD1 1:A:710:ILE:HD11 1.94 0.96
3:C:166:ILE:CD1 3:C:256: TYR:CD2 2.46 0.96
1:A:143:ARG:NH1 2:B:292:1LE:HD12 1.78 0.96
1:A:138:PHE:HB3 1:A:275:.1LE:HD11 1.44 0.96
3:C:59:ARG:NH1 3:D:283:ASP:0OD1 1.97 0.96
3:C:58:CYS:SG 3:D:286:HIS:CA 1.13 0.96
1:A:606:LEU:CD1 1:A:710:ILE:CD1 2.44 0.96
2:B:241:PHE:HB3 2:B:254:ILE:CD1 1.95 0.96
1:A:625:ILE:HD13 | 1:A:761:ILE:HG12 1.44 0.96
3:C:59:ARG:HH21 3:D:285:ALA:HB2 0.96 0.96
3:C:255:1LE:CD1 3:C:358:ARG:HH11 1.78 0.96
3:D:188:ILE:HD11 3:D:394:PHE:HA 1.48 0.96
3:C:188:ILE:CD1 3:C:394:PHE:CE1 2.45 0.96
1:A:151:LEU:HD22 | 2:B:285:ARG:HG3 1.44 0.96
1:A:585:ILE:HD11 1:A:683:ILE:HG21 1.48 0.96
3:D:188:.ILE:CD1 3:D:394:PHE:HA 1.96 0.96
1:A:585:ILE:HD13 1:A:683:ILE:HG12 1.45 0.95
3:C:188:ILE:CD1 3:C:394:PHE:.CG 2.48 0.95
2:B:586:ILE:HD13 2:B:732:LEU:HB2 1.45 0.95
1:A:599:LEU:HD13 1:A:640:ILE:CD1 1.95 0.95
3:D:258: THR:CG2 | 3:D:356:ILE:HD12 1.95 0.95
1:A:138:PHE:CE1 1:A:275:ILE:HD11 2.01 0.95
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3:C:59:ARG:CD 3:D:280:ILE:HD11 1.96 0.95
1:A:643:1ILE:CD1 1:A:696:GLN:NE2 2.30 0.95
1:A:135:LEU:HD13 | 1:A:247:ILE:HD13 1.46 0.95
3:C:127:ILE:HD13 3:C:162: TYR:CZ 2.02 0.95
3:D:188:.ILE:CD1 3:D:394:PHE:HB3 1.96 0.95
1:A:625:ILE:HD13 1:A:761:ILE:CG2 1.93 0.95
2:B:398:LEU:.CG 2:B:449:ILE:HD12 1.96 0.95
1:A:72:GLY:O 2:B:215:ASN:HB3 1.67 0.94
2:B:346:LEU:HD11 | 2:B:402:ILE:HD13 1.48 0.94
2:B:656:1LE:HD11 2:B:738:HIS:CD2 2.02 0.94
3:D:255:1LE:HD12 3:D:358:ARG:CZ 1.97 0.94
1:A:151:LEU:CG 2:B:285:ARG:NE 2.12 0.94
2:B:398:LEU:HG 2:B:449:1ILE:CD1 1.97 0.94
1:A:138:PHE:CD2 1:A:275:ILE:HD11 2.00 0.94
1:A:557:ILE:HD13 1:A:594:TYR:OH 1.67 0.94
2:B:493:1ILE:HD12 2:B:598: TYR:CB 1.97 0.94
1:A:147:GLU:CG 2:B:285:ARG:HG3 1.97 0.94
2:B:293:ARG:HE 2:B:330:ILE:HD11 1.30 0.94
1:A:151:LEU:HD22 | 2:B:285:ARG:HB3 1.45 0.94
1:A:585:ILE:CD1 1:A:683:ILE:CG1 2.44 0.94
3:C:123:ILE:CD1 3:C:154:LEU:HD11 1.96 0.94
1:A:566:ILE:HG13 | 1:A:574:ILE:HD13 1.48 0.94
2:B:480:1LE:HD11 2:B:541:LEU:CD1 1.98 0.94
3:C:276: THR:CB 3:C:284:ILE:HD12 1.96 0.94
3:D:17:VAL:CG2 3:D:231:1ILE:HD12 1.98 0.94
2:B:430:HIS:CG 2:B:448:ILE:CD1 2.51 0.94
2:B:297:'TYR:OH 2:B:330:ILE:HD13 1.68 0.94
3:C:188:ILE:CD1 3:C:394:PHE:CB 2.44 0.94
2:B:480:ILE:HD12 | 2:B:541:LEU:HD11 1.48 0.94
2:B:241:PHE:CB 2:B:254:.1LE:CD1 2.46 0.94
3:C:58:CYS:HB3 3:D:286:HIS:C 1.88 0.94
2:B:241:PHE:HB3 2:B:254:ILE:HD11 1.47 0.94
1:A:138:PHE:HE2 1:A:275:ILE:CD1 1.80 0.94
1:A:625:ILE:HD11 1:A:761:ILE:CG2 1.98 0.93
3:C:204:PHE:CG 3:C:231:ILE:HD11 2.03 0.93
1:A:375:ILE:HD13 1:A:396:LYS:HE3 1.50 0.93
3:D:119:ILE:HD12 | 3:D:154:LEU:HD13 1.49 0.93
3:C:59:ARG:CG 3:D:280:1ILE:HD13 1.96 0.93
1:A:108:ARG:NH2 | 1:A:177:ILE:HD12 1.82 0.93
3:C:199:ASP:O 3:C:260:ILE:HD13 1.68 0.93
2:B:525:LEU:HD22 2:B:538:ILE:CD1 1.98 0.93
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2:B:526:ARG:O 2:B:538:ILE:CD1 2.16 0.93
3:D:213:SER:HB3 3:D:222:1LE:CD1 1.99 0.93
1:A:599:LEU:HD12 1:A:640:1LE:CD1 1.85 0.93
1:A:458: TYR:CE1 1:A:484:1LE:CD1 2.50 0.93
3:C:240:ASN:OD1 3:C:322:ILE:HD11 1.69 0.93
2:B:296:ILE:HD11 2:B:327:.ILE:HD12 0.95 0.92
2:B:405:1ILE:HG23 2:B:456:1LE:CD1 1.95 0.92
3:C:127:ILE:CD1 3:C:162: TYR:CE2 2.51 0.92
2:B:438: TYR:CD2 2:B:441:1LE:CD1 2.51 0.92
2:B:586:1LE:HD11 2:B:732:LEU:CD2 1.99 0.92
1:A:72:GLY:CA 2:B:215:ASN:CB 2.44 0.92
2:B:586:ILE:CD1 2:B:732:LEU:HD12 1.98 0.92
1:A:409:PHE:CZ 1:A:573:ILE:HD13 2.04 0.92
1:A:68:ILE:CD1 2:B:281:LYS:CD 2.46 0.92
3:C:258: THR:CG2 3:C:356:ILE:HD11 1.99 0.92
1:A:143:ARG:HH22 | 2:B:292:1LE:HD11 1.15 0.92
3:D:17:VAL:HB 3:D:231:1LE:HD11 0.94 0.92
2:B:499:.ILE:HD11 2:B:508:PRO:HD3 1.49 0.92
1:A:143:ARG:HH22 | 2:B:292:ILE:CG1 1.83 0.92
3:C:188:ILE:CD1 3:C:394:PHE:HB2 2.00 0.92
2:B:209:ILE:CD1 2:B:213:ILE:CD1 2.47 0.92
2:B:339:ILE:HD12 2:B:439:ARG:CB 2.00 0.91
1:A:625:ILE:HD13 1:A:761:ILE:CB 1.99 0.91
2:B:296:ILE:CD1 2:B:319:PHE:CZ 2.51 0.91
1:A:320: TRP:O 1:A:572:ILE:HD12 1.70 0.91
1:A:585:ILE:HD13 1:A:683:ILE:CG1 2.00 0.91
3:D:242:ILE:HD11 3:D:252:MET:HB2 1.52 0.91
3:D:188:ILE:HD11 3:D:394:PHE:CB 1.99 0.91
1:A:143:ARG:CZ 2:B:288: TYR:CE2 2.53 0.91
2:B:480:ILE:HD11 | 2:B:541:LEU:HD11 1.53 0.91
2:B:405:.1LE:CG1 2:B:456:1LE:CD1 2.43 0.91
3:C:258: THR:CG2 3:C:356:ILE:HD11 1.99 0.91
1:A:143:ARG:CZ 2:B:288:TYR:CD2 2.52 0.91
2:B:241:PHE:HB3 2:B:254:.ILE:HD11 1.51 0.91
1:A:699:1LE:CD1 1:A:775:PHE:CE2 2.54 0.91
1:A:606:LEU:HG 1:A:710:ILE:HD13 1.51 0.91
2:B:739:LYS:O 2:B:743: THR.:O 1.89 0.91
3:C:188:ILE:HD12 3:C:394:PHE:CD2 2.02 0.91
3:C:59:ARG:CZ 3:D:285:ALA:HB3 2.00 0.91
1:A:774:1ILE:CD1 1:A:796:SER:CB 2.45 0.91
3:D:213:SER:HB3 3:D:222:ILE:HD12 1.49 0.91
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2:B:482:LEU:HD12 | 2:B:657:ILE:HD12 1.54 0.91
3:C:59:ARG:HH21 3:D:285:ALA:CA 1.84 0.91
3:C:280:ILE:HD13 3:C:284:ILE:HG12 1.53 0.91
1:A:699:.ILE:HD13 1:A:775:PHE:CE1 2.05 0.90
2:B:257:ILE:HD13 2:B:297: TYR:CE2 2.06 0.90
1:A:147:GLU:HB3 | 2:B:285:ARG:HD3 1.52 0.90
2:B:634:ILE:HD12 2:B:772:PHE:HE1 1.33 0.90
3:D:258 THR:OG1 | 3:D:356:ILE:HD11 1.71 0.90
2:B:533:ARG:CA 2:B:538:ILE:HD12 2.02 0.90
3:C:58:CYS:HB3 3:D:286:HIS:O 1.70 0.90
3:D:188:.ILE:CD1 3:D:394:PHE:HA 1.99 0.90
1:A:567:PRO:HD2 1:A:574:ILE:CD1 2.01 0.90
2:B:533:ARG:O 2:B:538:ILE:HD12 1.72 0.90
1:A:137:ARG:NH1 2:B:325:LEU:CD2 2.35 0.90
2:B:188:VAL:HG13 | 2:B:224:ILE:HD11 1.51 0.90
3:D:212:.1LE:CD1 3:D:303:ASN:CG 2.40 0.90
1:A:143:ARG:CZ 2:B:292:1LE:HD11 2.00 0.90
1:A:426:PHE:HZ 1:A:564:1ILE:HD11 1.31 0.90
1:A:147:GLU:HG2 | 2:B:285:ARG:HG2 1.52 0.90
1:A:151:LEU:HG 2:B:285:ARG:HE 1.32 0.90
1:A:296:TYR:CD1 2:B:322:HIS:CE1 2.59 0.89
1:A:133:MET:HE1 2:B:323:GLY:H 1.33 0.89
1:A:585:ILE:HD12 1:A:683:1ILE:HD13 0.91 0.89
3:C:58:CYS:H 3:D:287:LYS:HG3 1.35 0.89
2:B:493:ILE:CD1 2:B:598: TYR:HB2 2.01 0.89
1:A:137:ARG:HH21 | 2:B:328:ARG:NHI1 1.46 0.89
3:C:58:CYS:HG 3:D:286:HIS:HA 1.07 0.89
3:C:6:ILE:HD13 3:C:126:GLU:HB3 1.53 0.89
3:D:166:1LE:HD12 3:D:256:TYR:CG 2.07 0.89
1:A:625:ILE:HD12 1:A:761:ILE:HG23 1.53 0.89
2:B:209:ILE:HD11 2:B:213:.ILE:CD1 2.02 0.89
1:A:320: TRP:O 1:A:572:ILE:CD1 2.21 0.88
1:A:639:PHE:CE1 1:A:643:ILE:HD11 2.07 0.88
1:A:581:LYS:HB3 1:A:683:ILE:HD13 1.54 0.88
3:C:58:CYS:O 3:D:285:ALA:HA 1.72 0.88
1:A:138:PHE:CE1 1:A:275:1LE:HD11 2.08 0.88
2:B:607:SER:HB3 2:B:634:1LE:HD13 1.56 0.88
1:A:557:ILE:CD1 1:A:594:TYR:CZ 2.57 0.88
2:B:405:ILE:HD11 2:B:452:GLN:OE1 1.73 0.88
2:B:586:ILE:CD1 2:B:732:LEU:HB2 2.04 0.88
3:D:256:TYR:HE1 3:D:260:ILE:HD12 1.34 0.88
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2:B:445:PHE:HE1 2:B:449:ILE:HD11 1.25 0.88
1:A:375:ILE:HD11 1:A:396:LYS:HG2 1.54 0.88
1:A:409:PHE:CE1 1:A:573:ILE:HD13 2.09 0.88
1:A:366:ILE:HD11 1:A:371:SER:HB3 1.54 0.87
1:A:409:PHE:CZ 1:A:573:ILE:HD11 2.09 0.87
1:A:128:ASP:HB3 | 2:B:299:ARG:HH22 1.38 0.87
3:D:276:. THR:OG1 | 3:D:284:ILE:HD13 1.73 0.87
1:A:421:HIS:CE1 1:A:425:ILE:HD11 2.09 0.87
3:C:123:.ILE:HD11 3:C:154:LEU:CD1 2.01 0.87
1:A:138:PHE:HE2 1:A:192:ILE:HD12 1.38 0.87

3:C:58:CYS:SG 3:D:284:1LE:O 2.32 0.87
2:B:586:ILE:HD11 2:B:732:LEU:CD1 2.03 0.87
2:B:398:LEU:HG 2:B:449:ILE:HD12 1.55 0.87
3:C:123:ILE:CD1 3:C:154:LEU:HD11 2.03 0.87
2:B:364:ILE:HD13 2:B:403:PHE:HD1 1.38 0.87
3:D:212:.1LE:CD1 3:D:303:ASN:ND2 2.37 0.87
2:B:586:ILE:HD11 | 2:B:732:LEU:HD12 1.54 0.87
1:A:566:ILE:CG1 1:A:574:1ILE:HD12 2.04 0.87
1:A:585:ILE:HD13 | 1:A:683:ILE:HD13 1.57 0.87
3:C:255:ILE:HD11 3:C:358:ARG:NH1 1.88 0.87
3:C:59:ARG:NH2 3:D:278:ASP:0O 2.07 0.87
2:B:241:PHE:HB2 2:B:254:1LE:HD13 1.57 0.86
3:C:241:SER:OG 3:C:322:ILE:CD1 2.23 0.86
2:B:181:GLU:OE1 2:B:184:1ILE:HD11 1.75 0.86
2:B:445:PHE:CE2 2:B:449:1LE:CD1 2.58 0.86
2:B:339:ILE:HD12 2:B:439:ARG:HB3 1.56 0.86
2:B:296:ILE:HD13 2:B:319:PHE:CE1 2.05 0.86
2:B:533:ARG:CA 2:B:538:ILE:CD1 2.53 0.86
3:C:255:1LE:CD1 3:C:358:ARG:NH1 2.37 0.86
3:C:188:ILE:CD1 3:C:394:PHE:.CG 2.59 0.86
2:B:402:1ILE:HG12 2:B:449:1LE:HD13 1.57 0.86
3:C:280:ILE:CD1 3:C:284:ILE:HD11 2.05 0.86
3:D:212:ILE:HD11 3:D:302:SER:O 1.74 0.86
1:A:625:ILE:CG2 1:A:765:ILE:HD13 2.04 0.86
3:C:212:ILE:CD1 3:C:302:SER:O 2.24 0.86
3:D:166:1LE:HD12 | 3:D:252:MET:HE2 1.55 0.86

1:A:71:.GLU:HA 1:A:75:ILE:HD13 1.58 0.86
2:B:213:ILE:HD11 | 2:B:221:LEU:HD12 1.55 0.86
2:B:398:LEU:CD1 2:B:449:ILE:HD12 2.06 0.86
1:A:426:PHE:HE2 1:A:564:ILE:HD13 1.41 0.86
2:B:493:ILE:HD12 2:B:598: TYR:CG 2.11 0.86

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK




Page 218

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

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

1:A:371:SER:OG 1:A:404:ILE:HD11 1.76 0.86
1:A:147:GLU:CG 2:B:285:ARG:CG 2.53 0.86
2:B:405:1LE:HD13 2:B:452:GLN:OE1 1.74 0.85
3:C:256:TYR:CD1 3:C:260:ILE:HD12 2.10 0.85
2:B:398:.LEU:.CD2 2:B:449:ILE:HD12 2.07 0.85
1:A:557:ILE:HD13 1:A:594:TYR:OH 1.75 0.85
3:C:56:GLU:OE1 3:D:286:HIS:CE1 2.29 0.85
2:B:355:LEUHG 2:B:364:ILE:HD12 1.57 0.85
1:A:426:PHE:CE2 1:A:564:1ILE:HD12 2.09 0.85
2:B:731:PHE:CZ 2:B:735:1ILE:HD11 2.10 0.85
2:B:586:ILE:HD12 2:B:735:.1LE:CD1 2.06 0.85
3:D:139:LEU:HD21 3:D:235:ILE:CD1 2.07 0.85
2:B:533:ARG:HD3 2:B:538:ILE:HD13 1.57 0.85
1:A:68:ILE:HD12 2:B:281:LYS:CD 2.07 0.85
3:D:17:VAL:CB 3:D:231:1LE:CD1 2.51 0.85
3:C:188:ILE:HD12 3:C:394:PHE:CD2 2.11 0.85
2:B:241:PHE:CB 2:B:254:.1LE:CD1 2.54 0.84
1:A:118:ILE:CD1 1:A:190:TYR:CE1 2.60 0.84
2:B:293:ARG:NE 2:B:330:ILE:HD11 1.90 0.84
2:B:445:PHE:CE1 2:B:449:1LE:CD1 2.59 0.84
2:B:405:ILE:HD12 2:B:453: TYR:HD1 1.40 0.84
3:D:119:ILE:HD11 | 3:D:154:LEU:HD13 1.58 0.84
3:C:56:GLU:HB2 3:D:286:HIS:CD2 2.12 0.84
3:C:188:ILE:HD11 3:C:394:PHE:CD1 2.12 0.84
3:C:188:ILE:HD11 3:C:394:PHE:CB 2.07 0.84
3:C:276: THR:HB 3:C:284:ILE:HD12 1.58 0.84
1:A:663: TYR:HD1 1:A:672:ILE:HD13 1.43 0.84
3:C:57:ASN:HB2 3:D:285:ALA:HA 1.59 0.84
2:B:772:PHE:CE1 2:B:812:1ILE:HD13 2.11 0.84
3:D:216:VAL:O 3:D:280:ILE:HD12 1.78 0.84
3:D:188:.ILE:CD1 3:D:394:PHE:CB 2.53 0.84
3:C:188:ILE:CD1 3:C:394:PHE:CD1 2.60 0.84
1:A:74:TYR:HB3 2:B:215:ASN:HD22 1.41 0.84
1:A:118:ILE:HD13 1:A:190:TYR:CE1 2.12 0.84
1:A:425:ILE:HD13 | 1:A:482:LEU:HD13 1.58 0.84
2:B:526:ARG:NH2 2:B:538:ILE:HD11 1.93 0.84
1:A:363:ILE:HD11 | 1:A:408:LEU:HD11 1.57 0.84
3:D:242:1LE:HD11 3:D:252:MET:SD 2.17 0.84
3:D:127:.ILE:CD1 3:D:162:TYR:CZ 2.61 0.84
2:B:480:ILE:HD13 | 2:B:541:LEU:HD11 1.60 0.84
1:A:643:ILE:HD13 | 1:A:692:LEU:HD21 1.58 0.84
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3:C:123:ILE:HD13 | 3:C:158:LEU:HD21 1.57 0.84
2:B:405:1ILE:CD1 2:B:456:1LE:CD1 2.52 0.84
3:D:188:ILE:HD11 3:D:394:PHE:CB 2.08 0.84
1:A:366:ILE:HD12 1:A:404:1LE:HD11 1.60 0.83
3:C:188:ILE:CD1 3:C:394:PHE:CD1 2.60 0.83
2:B:533:ARG:N 2:B:538:ILE:CD1 2.37 0.83
1:A:625:1LE:CD1 1:A:761:1LE:CB 2.56 0.83
3:C:188:ILE:CD1 3:C:394:PHE:HD2 1.85 0.83
2:B:241:PHE:HB2 2:B:254:1LE:HD13 1.58 0.83
2:B:493:ILE:CD1 2:B:598: TYR:CB 2.55 0.83
3:D:127:1LE:HD13 3:D:162:TYR:CZ 2.13 0.83
3:D:188:ILE:HD12 3:D:394:PHE:CB 2.09 0.83
2:B:438: TYR:CE2 2:B:441:ILE:HD12 2.14 0.83
2:B:257.ILE:HD12 2:B:297:'TYR:CG 2.14 0.83
2:B:533:ARG:HA 2:B:538:ILE:HD13 1.58 0.83
1:A:73:THR:H 2:B:215:ASN:ND2 1.75 0.83
2:B:653:LEU:HD23 | 2:B:657:ILE:HD12 1.59 0.83
1:A:557:ILE:CD1 1:A:594:TYR:OH 2.27 0.83
1:A:128:ASP:HB3 2:B:299:ARG:NH2 1.94 0.83
3:C:276: THR:OG1 3:C:284:ILE:HD11 1.76 0.83
2:B:611:ILE:HD13 2:B:777:CYS:SG 2.18 0.83
1:A:625:ILE:HD12 | 1:A:761:ILE:HG21 1.53 0.83
3:D:139:LEU:HD21 | 3:D:235:ILE:HD13 1.61 0.83
2:B:430:HIS:ND1 2:B:448:1LE:HD11 1.92 0.82
1:A:143:ARG:HH12 2:B:292:ILE:CD1 1.89 0.82
1:A:70:LEU:HD22 | 2:B:220:LEU:HD21 1.60 0.82
2:B:398:LEU:HD11 | 2:B:449:ILE:HD12 1.60 0.82
3:D:216:VAL:O 3:D:280:1LE:CD1 2.27 0.82
3:C:166:1ILE:HD13 3:C:256:TYR:CE2 2.13 0.82
1:A:143:ARG:NH2 2:B:292:.1LE:CD1 1.90 0.82
2:B:241:PHE:CB 2:B:254:1ILE:HD13 2.09 0.82
2:B:364:ILE:HD11 2:B:383:ILE:HD11 0.92 0.82
2:B:405:.ILE:CG1 2:B:456:ILE:HD11 2.08 0.82
1:A:126:TRP:CZ2 1:A:192:ILE:HD13 2.14 0.82
3:C:188:ILE:HD11 3:C:394:PHE:CE1 2.15 0.82
3:C:58:CYS:SG 3:D:286:HIS:HA 0.24 0.82
2:B:493:ILE:HD12 2:B:598: TYR:HB2 1.60 0.82
1:A:458: TYR:CD1 1:A:484:1LE:HD12 2.09 0.82
3:D:188:ILE:CD1 3:D:394:PHE:CD1 2.61 0.82
1:A:192:ILE:HD13 1:A:254:LYS:HG3 1.61 0.82
3:C:58:CYS:CB 3:D:286:HIS:C 2.30 0.82
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2:B:241:PHE:CB 2:B:254:.ILE:HD11 2.08 0.82
1:A:425:.1LE:HD13 1:A:564:1LE:CD1 2.10 0.82
1:A:296: TYR:CB 2:B:322:HIS:HE1 1.92 0.82
3:C:188:ILE:HD13 3:C:394:PHE:.CG 2.15 0.82
1:A:134:VAL:HG13 | 1:A:275:ILE:HD13 1.62 0.82
1:A:599:LEU:CD1 1:A:640:ILE:HD12 2.09 0.81
1:A:625:ILE:HD13 1:A:761:ILE:HB 1.60 0.81
1:A:699:ILE:HD11 1:A:775:PHE:CE2 2.14 0.81
3:D:127:1LE:HD13 3:D:162:TYR:CZ 2.15 0.81
2:B:257ILE:HD12 2:B:297.TYR:CD2 2.15 0.81
2:B:586:ILE:CD1 2:B:732:LEU:CD1 2.58 0.81
1:A:557:ILE:HD13 1:A:594:TYR:CZ 2.15 0.81
1:A:68:ILE:HD11 2:B:281:LYS:CD 2.10 0.81
1:A:366:ILE:HD12 1:A:404:ILE:CD1 2.11 0.81
3:C:59:ARG:HE 3:D:280:ILE:HD11 1.42 0.81
3:C:255:ILE:HD11 | 3:C:358:ARG:HH11 1.46 0.81
1:A:585:ILE:HD13 1:A:683:ILE:CD1 2.10 0.81
1:A:409:PHE:HE1 1:A:573:ILE:HD11 1.40 0.81
3:C:59:ARG:NH2 3:D:279:'TYR:CB 2.41 0.81
1:A:585:ILE:CD1 1:A:683:ILE:HG21 2.11 0.81
3:D:166:1LE:HD12 3:D:252:MET:CE 2.10 0.81
1:A:74:TYR:HB3 2:B:215:ASN:ND2 1.95 0.81
1:A:625:ILE:CD1 1:A:761:1ILE:HD13 2.11 0.81
3:D:188:ILE:HD11 3:D:394:PHE:CA 2.10 0.81
2:B:355:LEU:HB2 2:B:364:ILE:HD11 1.61 0.81
3:C:188:ILE:HD13 3:C:394:PHE:CD2 2.14 0.81
3:D:188:ILE:CD1 3:D:394:PHE:CB 2.41 0.81
1:A:151:LEU:HD11 2:B:282:SER:HB2 1.60 0.81
1:A:566:1ILE:CG1 1:A:574:ILE:CD1 2.57 0.80
1:A:72:GLY:C 2:B:215:ASN:CB 2.48 0.80
3:D:241:SER:OG 3:D:322:ILE:HD12 1.81 0.80
2:B:480:ILE:CD1 2:B:537:VAL:HG13 2.11 0.80
2:B:335:PHE:CE2 2:B:339:ILE:HD11 2.16 0.80
1:A:138:PHE:HD1 1:A:275:ILE:HD11 1.45 0.80
2:B:241:PHE:CB 2:B:254:ILE:HD13 2.11 0.80
1:A:321:ASP:HB3 1:A:572:1LE:HD11 1.60 0.80
1:A:484:ILE:HD11 | 1:A:560:LEU:HD11 1.63 0.80
1:A:625:.ILE:HD11 1:A:761:1ILE:HD13 1.63 0.80
1:A:585:ILE:HD12 | 1:A:683:ILE:HD11 1.58 0.80
3:D:98:GLY:O 3:D:111:1LE:HD13 1.81 0.80
2:B:257.ILE:HD12 2:B:297: TYR:CE2 2.14 0.80
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1:A:643:ILE:CD1 1:A:696:GLN:HE22 1.89 0.80
1:A:255:ILE:CD1 1:A:272:LEU:HD22 2.12 0.80
3:D:166:1LE:HD12 3:D:256:TYR:CD1 2.16 0.80
1:A:699:.ILE:HD13 1:A:775:PHE:CE2 2.14 0.80
2:B:405:ILE:HD11 2:B:456:ILE:CG1 2.11 0.80
2:B:480:ILE:CD1 2:B:537:VAL:CG1 2.59 0.80
1:A:147:GLU:HG2 2:B:285:ARG:CG 2.10 0.80
1:A:699:ILE:HD13 1:A:775:PHE:HE2 1.47 0.80
3:C:123:.ILE:HD11 | 3:C:154:LEU:HD11 1.64 0.80
1:A:613:LYS:HD3 1:A:614:TYR:O 1.81 0.80
1:A:147:GLU:HG3 2:B:285:ARG:CG 2.11 0.80
1:A:375:ILE:CD1 1:A:396:LYS:HG2 2.11 0.80
1:A:557:ILE:HD13 1:A:594:TYR:OH 1.80 0.80
1:A:138:PHE:CE2 1:A:192:ILE:HD12 2.16 0.80
1:A:130:SER:CB 2:B:322:HIS:NE2 2.44 0.80
3:C:58:CYS:CB 3:D:286:HIS:O 2.30 0.80
3:C:188:ILE:CD1 3:C:394:PHE:HB3 2.11 0.79
3:D:188:ILE:HD12 3:D:394:PHE:HB2 1.60 0.79
3:C:59:ARG:CZ 3:D:285:ALA:CB 2.07 0.79
3:C:188:ILE:HD11 3:C:394:PHE:HB2 1.56 0.79
2:B:533:ARG:O 2:B:538:ILE:CD1 2.31 0.79
3:D:280:1LE:HD13 3:D:371:GLU:CD 2.03 0.79
3:C:188:ILE:HD12 3:C:394:PHE:.CG 2.16 0.79
3:C:59:ARG:NH2 3:D:371:GLU:OE2 2.16 0.79
2:B:586:ILE:HD13 | 2:B:732:LEU:HD22 1.61 0.79
2:B:257.ILE:HD11 2:B:297'TYR:CD2 2.18 0.79
1:A:68:ILE:HD12 2:B:281:LYS:HD3 1.64 0.79
3:C:188:ILE:HD11 3:C:394:PHE:CD1 2.04 0.79
1:A:73:THR:HG22 | 2:B:215:ASN:HD21 1.46 0.79
3:D:139:LEU:HD21 3:D:235:1LE:CD1 2.12 0.79
1:A:74:TYR:H 2:B:215:ASN:HD21 1.31 0.79
3:C:241:SER:OG 3:C:322:ILE:HD11 1.82 0.79
1:A:425:ILE:HD13 | 1:A:482:LEU:HD11 1.65 0.78
2:B:257:ILE:HD12 2:B:297: TYR:CE2 2.17 0.78
3:C:127:ILE:HD12 3:C:162:TYR:CZ 2.18 0.78
3:C:60:ASN:H 3:D:286:HIS:CE1 2.01 0.78
3:C:242:ILE:CD1 3:C:252:MET:SD 2.71 0.78
3:D:119:ILE:HD13 | 3:D:154:LEU:HD22 1.66 0.78
3:D:255:1LE:HD13 | 3:D:358:ARG:NH2 1.98 0.78
1:A:774:1ILE:CD1 1:A:796:SER:OG 2.30 0.78
2:B:250:LYS:HD3 2:B:254:.ILE:HD11 1.64 0.78
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3:C:58:CYS:HB3 3:D:286:HIS:C 2.01 0.78
1:A:625:1ILE:CD1 1:A:761:ILE:HG23 2.12 0.78
1:A:566:ILE:HG13 1:A:574:1LE:HD12 1.63 0.78
1:A:68:ILE:HD11 2:B:281:LYS:HD3 1.64 0.78
1:A:70:LEU:HD11 2:B:216:PHE:O 1.83 0.78
3:D:188:ILE:CD1 3:D:394:PHE:CB 2.61 0.78
3:C:258:THR:HG21 | 3:C:356:ILE:HD13 1.64 0.78
2:B:493:ILE:CD1 2:B:598: TYR:CG 2.67 0.78
3:C:188:ILE:HD11 3:C:394:PHE:HB3 1.65 0.78
1:A:73:THR:CG2 2:B:215:ASN:ND2 2.47 0.78
3:D:127:1LE:HD13 3:D:162:TYR:HE2 1.49 0.78
1:A:143:ARG:NH1 | 2:B:292:ILE:HD11 1.86 0.78
3:D:139:LEU:HD21 | 3:D:235:ILE:HD11 1.66 0.78
2:B:499:ILE:HD12 2:B:511:LYS:HD3 1.66 0.78
3:D:5:ILE:CD1 3:D:53:PHE:CE2 2.64 0.78
1:A:599:LEU:HD11 1:A:640:ILE:CD1 2.12 0.78
3:D:280:ILE:HD13 | 3:D:371:GLU:HG3 1.65 0.77
1:A:599:LEU:HD13 | 1:A:640:ILE:HD12 1.64 0.77
2:B:634:ILE:CD1 2:B:772:PHE:CE1 2.67 0.77
2:B:772:PHE:HE1 2:B:812:ILE:CD1 1.96 0.77
3:C:127:ILE:CD1 3:C:162: TYR:CE2 2.68 0.77
1:A:663:TYR:CD1 1:A:672:1ILE:HD13 2.18 0.77
2:B:402:1LE:CG2 2:B:449:1LE:HD13 2.14 0.77
3:C:59:ARG:HH21 3:D:279:TYR:HB3 1.49 0.77
2:B:209:ILE:HD11 2:B:213:ILE:HD11 1.64 0.77
3:D:212:1ILE:HD12 | 3:D:303:ASN:HD21 1.48 0.77
1:A:118:ILE:CD1 1:A:190: TYR:OH 2.29 0.77
1:A:138:PHE:CD1 1:A:275:ILE:HD11 2.20 0.77
2:B:209:ILE:HD13 2:B:213:.ILE:CD1 2.13 0.77
3:C:210:LEU:HG 3:C:222:ILE:HD11 1.64 0.77
3:D:255:.1LE:CD1 3:D:358:ARG:NH2 2.48 0.77
2:B:296:ILE:CD1 2:B:319:PHE:HE1 1.90 0.77
1:A:643:ILE:HD13 1:A:696:GLN:NE2 1.97 0.77
2:B:213:ILE:HD11 | 2:B:221:LEU:HD22 1.66 0.77
3:D:188:ILE:HD11 | 3:D:427:ARG:NH2 1.99 0.77
1:A:421:HIS:CE1 1:A:425:1LE:CD1 2.68 0.77
2:B:367:ASN:O 2:B:384:GLU:OE2 2.03 0.77
3:D:212:1LE:HD12 3:D:303:ASN:ND2 1.99 0.77
1:A:296:TYR:CB 2:B:322:HIS:CE1 2.68 0.76
3:C:123:ILE:HD13 | 3:C:158:LEU:HD21 1.67 0.76
1:A:73: THR:HG22 2:B:215:ASN:ND2 1.99 0.76
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3:C:188:ILE:CD1 3:C:394:PHE:CB 2.63 0.76
1:A:151:LEU:HD11 | 2:B:288:TYR:HE2 1.49 0.76
1:A:128:ASP:HB3 2:B:299:ARG:NH2 1.99 0.76
2:B:405:1LE:HG23 2:B:456:1LE:CD1 2.16 0.76
3:D:188:ILE:HD11 3:D:394:PHE:N 2.00 0.76
1:A:797:SER:O 1:A:800:ASP:O 2.02 0.76
3:C:188:ILE:CD1 3:C:394:PHE:CB 2.63 0.76
1:A:625:1ILE:HD11 1:A:758:LEU:CD1 2.16 0.76
1:A:151:LEU:HD11 2:B:281:LYS:HE2 1.65 0.76
1:A:70:LEU:O 2:B:216:PHE:CE2 2.38 0.76
2:B:482:LEU:HB3 2:B:657:ILE:HD11 1.66 0.76
1:A:625:ILE:HD13 | 1:A:761:ILE:HD13 1.66 0.76
1:A:143:ARG:NH2 | 2:B:288:TYR:CE2 2.54 0.76
1:A:625:ILE:HD11 | 1:A:758:LEU:HD12 1.68 0.76
2:B:209:ILE:HD12 2:B:213:1ILE:CD1 2.16 0.76
1:A:195:GLU:HG3 1:A:250:ILE:HD13 1.67 0.76
3:C:204:PHE:CB 3:C:231:ILE:HD11 2.16 0.76
3:C:322:ILE:CD1 3:C:358:ARG:NH2 2.46 0.75
2:B:631:LEU:H 2:B:631:LEU:HD12 1.50 0.75
2:B:586:ILE:CD1 2:B:732:LEU:CD2 2.64 0.75
1:A:625:1LE:CD1 1:A:761:ILE:CD1 2.60 0.75
3:D:280:1LE:HD13 3:D:371:GLU:CG 2.16 0.75
2:B:241:PHE:CB 2:B:254:1LE:HD11 2.16 0.75
1:A:557:ILE:HD11 1:A:594:TYR:CZ 2.20 0.75
1:A:133:-MET:HE1 2:B:323:GLY:N 2.02 0.75
2:B:612:ARG:O 2:B:776:. TYR:CD2 2.38 0.75
3:C:188:ILE:HD11 3:C:394:PHE:HB2 1.68 0.75
3:C:58:CYS:HB2 3:D:284:.ILE:HB 1.67 0.75
2:B:499:1LE:HD13 2:B:508:PRO:HA 1.69 0.75
1:A:585:ILE:HD11 1:A:683:ILE:HG21 1.67 0.75
2:B:743: THR:O 2:B:756:GLN:HA 1.85 0.75
2:B:525:LEU:HB2 2:B:538:ILE:HD12 1.69 0.75
3:D:188:ILE:HD13 3:D:394:PHE:HB2 1.69 0.74
2:B:656:ILE:HD13 2:B:738:HIS:CD2 2.22 0.74
2:B:772:PHE:HE1 2:B:812:1LE:CD1 1.99 0.74
2:B:493:1LE:HD13 2:B:598: TYR:CB 2.17 0.74
2:B:739:LYS:O 2:B:743: THR.:O 2.05 0.74
1:A:151:LEU:HB3 2:B:285:ARG:CZ 2.17 0.74
2:B:843:LYS:0O 2:B:846:ARG:0O 2.04 0.74
2:B:250:LYS:HD?2 2:B:254:.ILE:HD12 1.66 0.74
3:D:123:ILE:HD11 | 3:D:154:LEU:HD11 1.69 0.74
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1:A:625:ILE:CD1 1:A:761:ILE:CD1 2.65 0.74
3:D:212:1LE:HD13 3:D:275:PHE:CE2 2.22 0.74
1:A:409:PHE:HZ 1:A:573:ILE:HD11 1.52 0.74
2:B:445:PHE:CZ 2:B:449:1LE:HD11 2.21 0.74
3:C:188:ILE:CD1 3:C:394:PHE:HB2 2.17 0.74
3:D:127:.ILE:CD1 3:D:162:TYR:CE2 2.71 0.74
3:C:188:ILE:CD1 3:C:394:PHE:CD1 2.70 0.74
3:C:188:ILE:HD12 3:C:394:PHE:CB 2.17 0.74
1:A:321:ASP:CB 1:A:572:1LE:HD11 2.17 0.74
2:B:405:1ILE:CG2 2:B:456:1LE:HD12 2.17 0.74
1:A:625:ILE:HD13 1:A:761:ILE:CG1 2.18 0.74
1:A:133:MET:SD 2:B:322:HIS:HA 2.28 0.74
1:A:625:ILE:CG2 1:A:765:ILE:CD1 2.65 0.74
1:A:118:ILE:HD12 | 1:A:189:LEU:HD11 1.68 0.74
3:D:127.1LE:CD1 3:D:162:TYR:CZ 2.70 0.74
2:B:402:1LE:HG22 2:B:449:1LE:HD12 1.70 0.73
1:A:143:ARG:HH21 | 2:B:288:TYR:HD?2 0.75 0.73
1:A:371:SER:OG 1:A:404:ILE:CD1 2.36 0.73
3:D:212:ILE:CD1 3:D:302:SER:O 2.35 0.73
3:D:188:ILE:CD1 3:D:394:PHE:CB 2.65 0.73
2:B:586:ILE:CD1 2:B:735:1LE:CD1 2.66 0.73
3:C:188:ILE:HD12 3:C:394:PHE:CD1 2.23 0.73
1:A:375:ILE:CD1 1:A:396:LYS:CE 2.66 0.73
3:C:188:ILE:HD12 3:C:394:PHE:.CG 2.24 0.73
3:D:212:1ILE:HD13 3:D:303:ASN:ND2 2.03 0.73
1:A:128:ASP:HB3 | 2:B:299:ARG:HH12 1.52 0.73
1:A:625:ILE:HG21 1:A:765:ILE:CD1 2.18 0.73
1:A:108:ARG:HH21 1:A:177:ILE:CD1 1.97 0.73
3:C:258: THR:CG2 3:C:356:ILE:HD12 2.19 0.73
2:B:526:ARG:NH?2 2:B:538:.ILE:CD1 2.50 0.73
3:C:188:ILE:CD1 3:C:394:PHE:.CG 2.71 0.73
3:C:255:ILE:CD1 3:C:358:ARG:NH1 2.52 0.73
2:B:349: TRP:CZ3 2:B:364:ILE:HD11 2.23 0.73
2:B:493:ILE:HD13 2:B:598: TYR:HB3 1.69 0.73
3:D:188:ILE:HD12 3:D:394:PHE:HB3 1.70 0.73
1:A:80:ASP:O 1:A:90:ILE:N 2.22 0.73
1:A:108:ARG:HH11 | 1:A:177:ILE:HD12 1.54 0.73
1:A:142:1ILE:HD13 1:A:189:LEU:CD1 2.19 0.73
2:B:739:LYS:0O 2:B:743:THR:O 2.05 0.73
3:D:17:VAL:CG2 3:D:231:ILE:HD11 2.19 0.73
1:A:363:ILE:HD11 1:A:366:1LE:CB 2.12 0.73
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3:C:210:LEU:CD1 3:C:222:ILE:HD13 2.19 0.72
1:A:134:VAL:HG13 1:A:275:1LE:CD1 2.15 0.72
2:B:493:1ILE:HD12 2:B:598: TYR:CB 2.18 0.72
3:C:5:ILE:HD11 3:C:252:MET:CE 2.18 0.72
1:A:138:PHE:HE2 1:A:192:ILE:CD1 2.02 0.72
1:A:599:LEU:CD1 1:A:640:ILE:HD11 2.15 0.72
2:B:525:LEU:O 2:B:538:ILE:CD1 2.37 0.72
1:A:147:GLU:OE2 2:B:288: TYR:CE2 2.42 0.72
1:A:143:ARG:HD2 2:B:288: TYR:OH 1.89 0.72
3:C:212:ILE:HD11 3:C:300:ASP:0O 1.87 0.72
1:A:71:GLU:HA 2:B:216:PHE:CZ 2.24 0.72
1:A:72:GLY:O 2:B:215:ASN:OD1 2.06 0.72
3:D:284:1LE:HG22 3:D:370:ASN:H 1.54 0.72
1:A:133:MET:SD 2:B:323:GLY:HA3 2.28 0.72
3:C:280:ILE:HD11 3:C:284:ILE:HD11 1.72 0.72
1:A:797:SER:O 1:A:800:ASP:O 2.06 0.72
2:B:533:ARG:CD 2:B:538:ILE:HD13 2.18 0.72
2:B:822:ARG:NH1 2:B:825:ILE:HD12 2.04 0.72
2:B:405:ILE:HG13 2:B:456:ILE:HD11 1.69 0.72
3:D:222:.1LE:HD11 | 3:D:227:THR:OG1 1.89 0.72
3:C:188:ILE:CD1 3:C:394:PHE:HD2 1.97 0.72
3:C:127:ILE:HD12 | 3:C:162:TYR:HE2 1.55 0.72
1:A:356:VAL:HG13 | 1:A:572:ILE:HD12 1.71 0.72
2:B:241:PHE:HB3 2:B:254:1LE:HD13 1.71 0.72
1:A:70:LEU:HD12 2:B:216:PHE:CE2 2.25 0.72
2:B:250:LYS:HD2 2:B:254:ILE:CD1 2.20 0.72
3:D:188:ILE:HD11 | 3:D:427:ARG:HH21 1.54 0.72
3:C:56:GLU:CB 3:D:286:HIS:CD2 2.73 0.71
2:B:499:1LE:HD11 2:B:508:PRO:CD 2.19 0.71
2:B:564:LEU:HD13 2:B:564:LEU:H 1.55 0.71
2:B:398:LEU:HD21 | 2:B:449:ILE:HD11 1.73 0.71
2:B:512:LEU:HA 2:B:515:VAL:HG22 1.73 0.71
3:D:255:1LE:HD11 3:D:320:ASN:ND2 2.06 0.71
2:B:441:1ILE:HD12 | 2:B:443: THR:HG22 1.71 0.71
3:D:188:ILE:HD11 3:D:394:PHE:CD2 2.25 0.71
2:B:364:1LE:HD13 2:B:403:PHE:CD1 2.25 0.71
1:A:375:ILE:CD1 1:A:396:LYS:HE3 2.20 0.71
3:D:213:SER:HB3 3:D:222:1LE:CD1 2.20 0.71
1:A:599:LEU:CD2 1:A:640:ILE:HD11 2.17 0.71
2:B:405:ILE:CD1 2:B:456:1LE:CG1 2.68 0.71
3:D:127:.1LE:CD1 3:D:162:TYR:OH 2.39 0.71
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3:D:195:ILE:HD11 3:D:423:PHE:HE1 1.56 0.71
1:A:625:ILE:HG13 1:A:765:1LE:HD11 1.71 0.71
1:A:143:ARG:NH2 | 2:B:288:TYR:CD2 2.59 0.71
1:A:557:ILE:HD11 1:A:594:TYR:OH 1.90 0.71
1:A:695:LEU:HD23 | 1:A:774:ILE:HD11 1.73 0.71
2:B:499:.ILE:HD12 | 2:B:512:LEU:HD22 1.71 0.70
1:A:73: THR:HG22 2:B:215:ASN:ND2 2.06 0.70
3:C:322:ILE:HD13 | 3:C:358:ARG:HH21 1.54 0.70
2:B:250:LYS:CD 2:B:254:.1LE:CD1 2.69 0.70
1:A:133:MET:SD 2:B:323:GLY:N 2.64 0.70
1:A:699:ILE:HD12 1:A:775:PHE:CZ 2.26 0.70
1:A:136:GLN:HE22 | 2:B:324:ASP:HB2 1.55 0.70
1:A:70:LEU:HD22 2:B:216:PHE:O 1.90 0.70
3:D:5:ILE:CD1 3:D:53:PHE:CZ 2.67 0.70
1:A:151:LEU:HD22 2:B:285:ARG:CB 2.21 0.70
2:B:499:ILE:CD1 2:B:508:PRO:HA 2.20 0.70
3:D:188:ILE:HD12 3:D:394:PHE:HB2 1.70 0.70
1:A:661:LYS:HG2 | 1:A:664:ARG:HH21 1.57 0.70
2:B:628:ILE:HG12 2:B:629:ASN:H 1.57 0.70
3:D:188:ILE:HD12 3:D:394:PHE:CG 2.27 0.70
1:A:375:ILE:HD13 1:A:393:TYR:HA 1.74 0.70
1:A:557:ILE:HD13 | 1:A:594:TYR:CE2 2.27 0.70
2:B:480:ILE:HD11 | 2:B:541:LEU:HD13 1.74 0.70
3:C:188:ILE:HD11 3:C:391:CYS:HA 1.74 0.70
2:B:586:ILE:HD12 | 2:B:732:LEU:HD12 1.73 0.70
1:A:625:ILE:HD12 1:A:761:ILE:CD1 2.21 0.70
2:B:567:PRO:HG2 2:B:721:ILE:HD12 1.72 0.70
3:D:188:ILE:HD12 3:D:394:PHE:HB2 1.74 0.70
2:B:412:LEU:CD1 2:B:463:1ILE:HD13 2.22 0.70
1:A:585:ILE:HD11 1:A:683:ILE:HG23 1.74 0.70
3:C:59:ARG:HH22 | 3:D:279:TYR:HB3 1.53 0.70
1:A:148:ASP:OD1 2:B:288: TYR:OH 2.10 0.70
1:A:138:PHE:CE2 1:A:275:ILE:HD11 2.27 0.70
3:C:127:ILE:HD13 3:C:162: TYR:CE2 2.26 0.69
3:D:188:.ILE:CD1 3:D:394:PHE:HB3 2.22 0.69
1:A:567:PRO:CD 1:A:574:1LE:HD11 2.18 0.69
1:A:625:.ILE:HD11 1:A:765:ILE:HG13 1.72 0.69
3:C:188:ILE:HD11 3:C:394:PHE:HD2 1.56 0.69
3:C:258:THR:HG23 | 3:C:356:ILE:HD11 1.74 0.69
1:A:599:LEU:HD22 | 1:A:640:ILE:HD13 1.74 0.69
1:A:585:ILE:HD13 1:A:683:ILE:CD1 2.23 0.69
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2:B:445:PHE:HE1 2:B:449:1LE:CD1 2.00 0.69
1:A:695:LEU:CD2 1:A:774:.1LE:HD11 2.22 0.69
2:B:586:ILE:CD1 2:B:732:LEU:HD22 2.18 0.69
1:A:606:LEU:CG 1:A:710:ILE:HD13 2.21 0.69
3:C:280:ILE:CD1 3:C:284:ILE:CG1 2.70 0.69
2:B:349: TRP:CH2 2:B:383:ILE:HD13 2.27 0.69
3:D:139:LEU:HD21 | 3:D:235:ILE:HD11 1.74 0.69
3:D:188:ILE:HD13 3:D:394:PHE:CD1 2.27 0.69
3:C:123:.ILE:HD11 | 3:C:154:LEU:HD11 1.73 0.69
1:A:421:HIS:HE1 1:A:425:1LE:HD11 1.55 0.69
3:D:188:.ILE:CD1 3:D:394:PHE:CG 2.74 0.69
1:A:625:ILE:CG1 1:A:765:ILE:CD1 2.70 0.69
3:C:280:ILE:CD1 3:C:284:ILE:CD1 2.70 0.69
3:C:123:ILE:HD11 3:C:154:LEU:CD1 2.23 0.69
3:D:212:ILE:HD11 3:D:302:SER:C 2.12 0.69
3:C:127:ILE:CD1 3:C:162:TYR:HE2 2.05 0.69
1:A:375:ILE:HD12 1:A:396:LYS:HE2 1.73 0.69
3:D:195:ILE:CD1 3:D:423:PHE:HE1 2.05 0.69
3:C:255:ILE:HD11 3:C:358:ARG:NH1 2.06 0.69
2:B:365:ALA:HB2 | 2:B:389:ARG:HH22 1.56 0.69
2:B:405:1LE:CD1 2:B:456:1LE:HG13 2.21 0.69
1:A:425:.1LE:HD11 1:A:478:MET:HA 1.75 0.69
3:C:280:ILE:HD13 3:C:284:ILE:CG1 2.22 0.69
1:A:774.1ILE:HD13 1:A:796:SER:HB2 1.74 0.69
2:B:612:ARG:O 2:B:776: TYR:CE2 2.45 0.69
3:C:188:ILE:HD13 3:C:394:PHE:CD1 2.28 0.69
2:B:398:LEU.CD2 2:B:449:ILE:HD11 2.22 0.69
1:A:136:GLN:NE2 2:B:324:ASP:HB2 2.07 0.69
3:C:258:THR:HG1 3:C:356:ILE:HD11 1.57 0.69
3:D:242:.1LE:CD1 3:D:252:MET:HB2 2.23 0.69
3:D:258: THR:0G1 3:D:356:1LE:CD1 2.40 0.69
2:B:234.LEU.CD2 2:B:257ILE:HD11 2.22 0.68
3:D:280:ILE:CD1 3:D:371:GLU:CD 2.59 0.68
3:C:188:ILE:HD12 3:C:394:PHE:HB2 1.74 0.68
1:A:74:TYR:CB 2:B:215:ASN:ND2 2.56 0.68
1:A:606:LEU:HD12 1:A:710:ILE:CD1 2.21 0.68
1:A:774:1ILE:HD12 1:A:796:SER:HB2 1.51 0.68
2:B:234:LEU:HD23 | 2:B:257:ILE:HD11 1.74 0.68
2:B:430:HIS:ND1 2:B:448:ILE:CD1 2.56 0.68
3:C:8:LEU:CD2 3:C:67:ILE:HD12 2.23 0.68
3:C:127:ILE:HD12 3:C:162: TYR:OH 1.94 0.68
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1:A:70:LEU:HD13 2:B:216:PHE:HA 1.74 0.68
3:D:98:GLY:CA 3:D:111:ILE:HD12 2.23 0.68
2:B:656:1LE:CD1 2:B:738:HIS:CD2 2.76 0.68
1:A:375:ILE:HD13 1:A:396:LYS:CE 2.24 0.68
3:D:127:1ILE:HD12 3:D:162:TYR:OH 1.94 0.68
3:D:119:ILE:CD1 3:D:154:LEU:HD22 2.23 0.68
2:B:213:ILE:CD1 2:B:221:LEU:HD22 2.23 0.68
2:B:257.ILE:HD12 2:B:297'TYR:CD2 2.29 0.68
1:A:625:ILE:HD12 1:A:761:ILE:CG2 2.07 0.68
1:A:73:THR:HG22 | 2:B:215:ASN:HD21 0.75 0.68
1:A:73:THR:CG2 2:B:215:ASN:ND2 2.43 0.68
1:A:357:VAL:CG2 1:A:363:ILE:HD12 2.23 0.68
1:A:105:PHE:CZ 1:A:109:ILE:CD1 2.73 0.68
2:B:438:'TYR:CG 2:B:441:ILE:HD12 2.28 0.68
1:A:138:PHE:CE1 1:A:275:ILE:CD1 2.74 0.68
3:C:59:ARG:HE 3:D:280:1LE:CD1 2.05 0.68
3:C:188:ILE:HD11 3:C:394:PHE:HB2 1.75 0.68
3:C:258:THR:HG21 | 3:C:356:1LE:HD13 1.77 0.68
1:A:366:1LE:CD1 1:A:404:ILE:HD13 2.24 0.68
1:A:643:ILE:HD11 1:A:696:GLN:NE2 2.09 0.67
3:C:58:CYS:N 3:D:287:LYS:HG3 2.09 0.67
1:A:151:LEU:HD21 | 2:B:282:SER:HB2 1.75 0.67
1:A:599:LEU:HD11 | 1:A:640:ILE:HD13 1.73 0.67
1:A:143:ARG:CZ 2:B:288: TYR:HE2 1.97 0.67
3:C:188:ILE:HD11 3:C:394:PHE:HB3 1.73 0.67
1:A:70:LEU:CD2 2:B:220:LEU:HD21 2.24 0.67
2:B:398:LEU:HD21 2:B:449:1LE:CD1 2.25 0.67
1:A:426:PHE:CZ 1:A:564:ILE:HD12 2.24 0.67
2:B:430:HIS:CG 2:B:448:1LE:HD12 2.29 0.67
2:B:402:1LE:CG2 2:B:449:.1LE:CD1 2.70 0.67
3:C:123:.ILE:HD11 3:C:154:LEU:CD1 2.21 0.67
1:A:151:LEU:CD2 2:B:285:ARG:HG3 2.23 0.67
1:A:641:LYS:HG2 3:C:356:ILE:HD13 1.77 0.67
1:A:105:PHE:CE1 1:A:109:ILE:HD11 2.28 0.67
1:A:68:ILE:CD1 2:B:281:LYS:HD?2 2.24 0.67
2:B:739:LYS:O 2:B:743:THR.:O 2.13 0.67
1:A:460:LYS:HZ2 2:B:833:ASP:CG 1.97 0.67
2:B:287:ILE:-HG12 | 2:B:290:ASN:HD21 1.59 0.67
2:B:493:ILE:HD13 2:B:598: TYR:HB3 1.77 0.67
2:B:402:ILE:HD11 2:B:449:ILE:HD11 1.77 0.67
2:B:402:ILE:CG2 2:B:449:1LE:CD1 2.73 0.67
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3:D:188:ILE:CD1 3:D:394:PHE:CG 2.78 0.67
2:B:296:1LE:HD13 2:B:319:PHE:HZ 1.54 0.67
2:B:772:PHE:CD2 2:B:812:1ILE:HD13 2.30 0.67
3:C:59:ARG:NH2 3:D:285:ALA:HB3 1.95 0.67
1:A:133:MET:SD 2:B:323:GLY:CA 2.83 0.67
1:A:143:ARG:HH21 | 2:B:288:TYR:HD2 1.42 0.66
3:D:213:SER:HB3 3:D:222:ILE:HD11 1.76 0.66
3:C:204:PHE:CD2 3:C:231:ILE:CD1 2.76 0.66
1:A:639:PHE:CZ 1:A:643:ILE:CD1 2.71 0.66
3:C:258:THR:OG1 3:C:356:ILE:HD11 1.95 0.66
1:A:321:ASP:CG 1:A:572:1ILE:HD11 2.16 0.66
1:A:557:ILE:CD1 1:A:594:TYR:CZ 2.78 0.66
2:B:779:LEU-HG 2:B:780:ASN:O 1.96 0.66
1:A:557:ILE:HD11 1:A:594:TYR:CZ 2.31 0.66
3:D:255:1LE:HD12 3:D:358:ARG:NE 2.10 0.66
2:B:293:ARG:HG3 2:B:330:ILE:CD1 2.26 0.66
1:A:202:GLU:HA 1:A:205:THR:O 1.95 0.66
1:A:625:ILE:HG22 1:A:765:1ILE:HD13 1.76 0.66
2:B:349: TRP:CH2 2:B:383:ILE:CD1 2.79 0.66
3:C:59:ARG:HG2 3:D:280:1LE:CD1 2.23 0.66
2:B:586:ILE:CD1 2:B:732:LEU:HG 2.24 0.66
3:C:18%8:ILE:CD1 3:C:394:PHE:CE2 2.67 0.66
2:B:349: TRP:HH2 2:B:383:ILE:HD13 1.61 0.66
2:B:540:GLY:HA3 2:B:563:ILE:HD13 1.77 0.66
1:A:460:LYS:NZ 2:B:833:ASP:CG 2.49 0.66
2:B:493:ILE:CD1 2:B:598: TYR:CB 2.73 0.66
2:B:843:LYS:0O 2:B:846:ARG:O 2.13 0.66
2:B:546:LEU:HB2 2:B:550:HIS:CE1 2.31 0.65
1:A:356:VAL:CG1 1:A:572:1ILE:HD12 2.26 0.65
3:D:328:PRO:HB2 3:D:331:1LE:HD12 1.78 0.65
2:B:772:PHE:.CE1 2:B:812:ILE:HD13 2.30 0.65
2:B:772:PHE:CE1 2:B:812:ILE:CD1 2.78 0.65
2:B:355:LEU:HB3 2:B:364:ILE:HD12 1.73 0.65
3:D:209:LEU:HD21 | 3:D:231:ILE:HD11 1.77 0.65
1:A:137:ARG:HH21 | 2:B:328:ARG:HH12 0.67 0.65
3:D:320:ASN:HD22 3:D:356:1LE:HB 1.62 0.65
2:B:586:ILE:HD12 2:B:735:1LE:HD12 1.75 0.65
1:A:134:VAL:HG13 | 1:A:275:ILE:HD13 1.79 0.65
2:B:402:ILE:HG12 2:B:449:1LE:CD1 2.27 0.65
2:B:527:HIS:CE1 2:B:538:ILE:HD11 2.31 0.65
2:B:628:ILE:HG12 2:B:629:ASN:H 1.62 0.65
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1:A:112:TYR:CZ 1:A:177:ILE:HD13 2.32 0.65
1:A:137:ARG:HA 2:B:324:ASP:0OD1 1.96 0.65
3:C:280:ILE:CD1 3:C:284:ILE:HG12 2.26 0.65
1:A:72:GLY:C 2:B:215:ASN:HB?2 2.12 0.65
1:A:296: TYR:HB2 2:B:322:HIS:CE1 2.31 0.65
3:D:84:ARG:HE 3:D:84:ARG:H 1.45 0.65
3:D:119:ILE:CD1 3:D:154:LEU:CD1 2.59 0.65
3:D:213:SER:HB3 3:D:222:1LE:CD1 2.24 0.65
1:A:698:GLN:OE1 1:A:774:.1LE:HD11 1.96 0.65
1:A:137:ARG:HH22 | 2:B:328:ARG:HH12 1.43 0.65
3:D:98:GLY:O 3:D:111:1LE:CD1 2.45 0.65
1:A:458: TYR:CD1 1:A:484:1LE:HD13 2.32 0.65
1:A:70:LEU:O 2:B:216:PHE:CD2 2.50 0.65
1:A:63:LEU:HG 1:A:170:ILE:HD11 1.79 0.65
2:B:499:.ILE:HD11 2:B:508:PRO:CG 2.24 0.65
2:B:822:ARG:HH11 | 2:B:825:ILE:HD12 1.62 0.65
1:A:625:ILE:CG1 1:A:765:1ILE:HD11 2.26 0.65
2:B:220:LEU:HD13 | 2:B:224:ILE:HD12 1.79 0.64
3:C:258:THR:OG1 3:C:356:ILE:CD1 2.37 0.64
1:A:151:LEU:HD12 2:B:285:ARG:CG 2.27 0.64
3:D:255:1LE:CD1 3:D:358:ARG:CZ 2.71 0.64
3:D:328:PRO:HB2 | 3:D:331:ILE:HD12 1.79 0.64
3:C:8:.LEU:HD21 3:C:67:ILE:HD12 1.80 0.64
1:A:142:.1ILE:HD13 | 1:A:189:LEU:HD13 1.79 0.64
3:C:276: THR:CB 3:C:284:ILE:CD1 2.67 0.64
3:D:98:GLY:N 3:D:111:ILE:HD12 2.13 0.64
1:A:255:ILE:HD13 | 1:A:272:LEU:HD22 1.78 0.64
1:A:699:ILE:HD12 1:A:775:PHE:HZ 1.61 0.64
2:B:293:ARG:HD3 2:B:330:ILE:CD1 2.28 0.64
3:C:127:ILE:HD12 3:C:162: TYR:CE2 2.33 0.64
2:B:567:PRO:CG 2:B:721:ILE:HD12 2.27 0.64
3:C:58:CYS:HG 3:D:286:HIS:CA 1.73 0.64
1:A:73:THR:CG2 2:B:215:ASN:HD21 2.09 0.64
1:A:372:ASP:HB3 1:A:375:ILE:HD12 1.80 0.64
1:A:128:ASP:CG 2:B:299:ARG:HH22 1.99 0.64
2:B:586:1ILE:CD1 2:B:732:LEU:.CG 2.72 0.64
1:A:128:ASP:CB 2:B:299:ARG:NH2 2.61 0.63
3:D:97:ASP:HB2 3:D:111:ILE:HD11 1.80 0.63
1:A:695:LEU:HD21 1:A:774:ILE:CD1 2.04 0.63
1:A:699:ILE:HD13 1:A:775:PHE:CZ 2.33 0.63
2:B:586:ILE:HD11 2:B:735:ILE:HD12 1.80 0.63
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3:D:443:ASP:HB3 3:D:445:TYR:O 1.98 0.63
3:C:188:ILE:HD12 3:C:394:PHE:CB 2.28 0.63
2:B:772:PHE:CE2 2:B:812:1ILE:HD13 2.34 0.63
1:A:625:ILE:HG21 1:A:765:1ILE:HD12 1.80 0.63
2:B:202:PHE:CD1 2:B:207:ILE:HD11 2.33 0.63
2:B:405:ILE:CD1 2:B:456:ILE:HD13 2.28 0.63
1:A:643:ILE:HD13 | 1:A:692:LEU:HD13 1.81 0.63
2:B:250:LYS:CD 2:B:254:.ILE:HD11 2.28 0.63
1:A:137:ARG:HH12 | 2:B:325:LEU:CD2 2.09 0.63
1:A:151:LEU:HG 2:B:282:SER:HA 1.80 0.63
1:A:643:ILE:HD11 | 1:A:696:GLN:HE21 1.62 0.63
2:B:493:ILE:HD12 2:B:598: TYR:HB2 1.80 0.63
2:B:493:ILE:HD11 2:B:598: TYR:CD1 2.33 0.63
2:B:430:HIS:HB3 2:B:448:ILE:HD13 1.81 0.63
3:C:280:ILE:HD12 3:C:284:ILE:HD11 1.81 0.63
1:A:366:1ILE:CD1 1:A:404:ILE:CD1 2.77 0.63
3:C:188:ILE:CD1 3:C:394:PHE:HB2 2.29 0.63
1:A:625:ILE:CD1 1:A:761:ILE:HG12 2.26 0.63
1:A:474:PRO:HB3 | 2:B:670:ARG:HH22 1.64 0.63
2:B:213:ILE:CD1 2:B:221:LEU:CD1 2.49 0.63
3:C:265:LEU:HD22 | 3:C:317:ASN:HD22 1.64 0.63
3:C:241:SER:OG 3:C:322:ILE:HD12 1.99 0.63
2:B:342: TYR:CE2 2:B:394:1LE:HD12 2.34 0.63
3:C:204:PHE:HB3 3:C:231:ILE:HD11 1.81 0.63
3:D:412:LEU:H 3:D:412:LEU:HD22 1.62 0.62
2:B:296:ILE:CD1 2:B:327:ILE:CD1 2.63 0.62
1:A:71:GLU:HA 2:B:216:PHE:CE2 2.34 0.62
3:C:256:TYR:CD1 3:C:260:ILE:HD12 2.34 0.62
3:D:72:GLU:HG3 3:D:76:1ILE:HD12 1.80 0.62
3:C:17:VAL:HG22 3:C:228:ASN:HB3 1.80 0.62
2:B:601:GLN:HE22 | 2:B:605:LEU:HD11 1.65 0.62
3:C:292:TYR:CE1 | 3:C:296:LEU:HD21 2.34 0.62
2:B:250:LYS:HD3 2:B:254:ILE:CD1 2.30 0.62
2:B:296:ILE:HD11 2:B:319:PHE:HE1 1.57 0.62
3:C:188:ILE:HD13 3:C:394:PHE:HD1 1.54 0.62
2:B:405:1ILE:CD1 2:B:456:1LE:CD1 2.76 0.62
3:C:241:SER:HG 3:C:322:ILE:HD11 1.62 0.62
3:D:139:LEU:HD21 | 3:D:235:ILE:HD11 1.82 0.62
3:D:212:1LE:HD12 3:D:303:ASN:ND2 2.14 0.62
2:B:207:ILE:HD13 | 2:B:221:LEU:HD22 1.81 0.62
1:A:366:ILE:HD11 1:A:371:SER:CB 2.27 0.62
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1:A:128:ASP:CB 2:B:299:ARG:HH22 2.12 0.62
3:D:6:ILE:HD13 3:D:126:GLU:HB3 1.82 0.62
2:B:349: TRP:CZ3 2:B:383:.ILE:CD1 2.82 0.62
1:A:484:1LE:CD1 1:A:560:LEU:HD11 2.30 0.62
3:D:241:SER:OG 3:D:255:ILE:HD11 1.97 0.62
1:A:285:GLU:HB3 1:A:291:ILE:HG23 1.82 0.62
2:B:250:LYS:HE2 2:B:254:.ILE:HD12 1.81 0.62
3:C:258:THR:HG21 | 3:C:356:ILE:HD12 1.71 0.62
1:A:68:ILE:HD12 2:B:281:LYS:HD?2 1.82 0.62
2:B:250:LYS:CD 2:B:254:1LE:HD12 2.30 0.62
2:B:181:GLU:HB3 2:B:184:ILE:HD12 1.82 0.61
1:A:599:LEU:HD13 | 1:A:640:ILE:HD11 1.80 0.61
1:A:375:ILE:HD11 1:A:396:LYS:CG 2.29 0.61
3:D:241:SER:OG 3:D:322:1LE:CD1 2.48 0.61
1:A:585:1LE:CD1 1:A:683:ILE:CG2 2.73 0.61
2:B:188:VAL:CG1 2:B:224:1LE:HD11 2.28 0.61
1:A:151:LEU:CD1 2:B:288: TYR:HE2 2.11 0.61
3:D:212:.ILE:CD1 3:D:303:ASN:HA 2.30 0.61
2:B:405:ILE:HD13 2:B:452:GLN:CD 2.20 0.61
2:B:493:ILE:HD12 2:B:598: TYR:CG 2.36 0.61
1:A:128:ASP:0OD1 2:B:295:ARG:CZ 2.47 0.61
1:A:581:LYS:HB3 1:A:683:ILE:CD1 2.27 0.61
2:B:405:.1LE:CG1 2:B:456:1LE:HD13 2.07 0.61
1:A:368:SER:HA 1:A:373:ILE:HD13 1.81 0.61
1:A:421:HIS:NE2 1:A:425:1ILE:HD12 2.15 0.61
1:A:625:ILE:HG13 | 1:A:765:ILE:HD13 1.77 0.61
2:B:241:PHE:HB3 2:B:254:ILE:CD1 2.30 0.61
1:A:606:LEU:HD11 1:A:710:ILE:CD1 2.30 0.61
3:C:322:ILE:HD13 3:C:358:ARG:CZ 2.30 0.61
1:A:141:GLU:HG3 | 1:A:144:ARG:HH21 1.66 0.61
1:A:425:1LE:CD1 1:A:482:LEU:HD13 2.31 0.61
2:B:634:ILE:HD11 2:B:772:PHE:CD1 2.35 0.61
3:D:98:GLY:HA2 3:D:111:ILE:HD12 1.82 0.61
1:A:367:PRO:HG3 | 1:A:373:ILE:HD13 1.82 0.61
3:C:322:ILE:HD13 | 3:C:358:ARG:NH2 2.16 0.61
2:B:349: TRP:CZ3 2:B:364:1LE:CD1 2.84 0.61
3:D:258: THR:CG2 3:D:356:1LE:CD1 2.68 0.61
1:A:122:ALA:HB1 1:A:126: TRP:CZ2 2.36 0.61
3:D:212:ILE:HD12 3:D:303:ASN:HA 1.82 0.61
2:B:402:ILE:HD11 2:B:449:ILE:HD13 1.83 0.61
2:B:612:ARG:O 2:B:776: TYR:CD2 2.53 0.61
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3:D:127:.1LE:CD1 3:D:162:TYR:OH 2.48 0.61
2:B:607:SER:CB 2:B:634:1ILE:HD13 2.28 0.61
2:B:207:ILE:HD11 2:B:225:PHE:HA 1.82 0.61
2:B:493:.ILE:CD1 2:B:598: TYR:HB2 2.31 0.61
2:B:478:LYS:HA 2:B:482:LEU:HD23 1.80 0.61
3:C:234:ILE:HD11 3:C:303:ASN:ND2 2.16 0.60
2:B:257:ILE:CD1 2:B:297'TYR:CD2 2.83 0.60
3:D:97:ASP:O 3:D:111:1LE:HD13 2.00 0.60
2:B:339:ILE:HD11 2:B:439:ARG:HD3 1.82 0.60
3:D:97:ASP:CB 3:D:111:ILE:HD11 2.31 0.60
3:C:4:GLU:HG3 3:C:131:ASP:H 1.67 0.60
3:D:17:VAL:CG2 3:D:231:ILE:CD1 2.79 0.60
3:C:57:ASN:O 3:D:286:HIS:ND1 2.24 0.60
3:C:188:ILE:CD1 3:C:394:PHE:HD2 2.11 0.60
3:C:296:LEU:HD13 | 3:C:376:MET:HB2 1.83 0.60
3:D:127:1LE:HD12 3:D:162:TYR:OH 2.02 0.60
1:A:126: TRP:HH2 1:A:192:1LE:HD13 1.66 0.60
3:C:210:LEU:CG 3:C:222:ILE:HD11 2.30 0.60
3:C:188:ILE:HD13 3:C:394:PHE:CG 2.34 0.60
1:A:557:1ILE:CD1 1:A:594: TYR:OH 2.49 0.60
2:B:297:'TYR:OH 2:B:330:ILE:HD12 2.02 0.60
1:A:625:ILE:HD12 1:A:761:ILE:HD11 1.84 0.60
1:A:613:LYS:HG3 1:A:614:TYR:O 2.00 0.60
1:A:630:ARG:HA 1:A:633:HIS:CD2 2.36 0.60
1:A:606:LEU:CD1 1:A:710:ILE:HD13 2.31 0.60
1:A:375:1LE:CD1 1:A:396:LYS:HB3 2.31 0.60
2:B:402:ILE:HG23 2:B:449:ILE:HD13 1.82 0.60
2:B:525:LEU.CD2 2:B:538:ILE:HD12 2.21 0.60
3:D:212:1LE:HD13 3:D:303:ASN:CG 2.21 0.60
1:A:699:.ILE:HD11 1:A:775:PHE:HE1 1.60 0.60
3:C:59:ARG:HG2 3:D:280:1LE:HD13 1.80 0.60
3:D:98:GLY:HA3 3:D:111:1LE:HD13 1.84 0.60
2:B:346:LEU:HD11 | 2:B:402:ILE:HD13 1.84 0.60
3:C:7.'THR:HG23 3:C:139:LEU:HD13 1.84 0.59
2:B:430:HIS:CB 2:B:448:.ILE:HD13 2.32 0.59
2:B:731:PHE:CE1 2:B:735:ILE:HD12 2.34 0.59
1:A:566:ILE:HD12 | 1:A:576:ARG:HG2 1.83 0.59
2:B:209:ILE:HD12 2:B:213:ILE:HD13 1.83 0.59
3:C:72:GLU:HB2 3:C:76:ILE:HD11 1.83 0.59
1:A:70:LEU:HD12 2:B:216:PHE:CD2 2.36 0.959
3:D:188:ILE:HD11 3:D:393: THR:C 2.22 0.99
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3:D:188:ILE:CD1 3:D:394:PHE:CD1 2.85 0.59
1:A:151:LEU:HD11 2:B:282:SER:OG 2.02 0.59
1:A:72:GLY:HA?2 2:B:215:ASN:HB3 1.78 0.59
3:C:59:ARG:HH21 3:D:285:ALA:N 2.01 0.59
3:C:395:ASP:HA 3:C:398:PHE:CE2 2.37 0.59
1:A:143:ARG:HH22 | 2:B:292:ILE:HD13 1.46 0.59
3:C:127:ILE:HD12 3:C:162: TYR:CE2 2.34 0.59
3:C:59:ARG:HE 3:D:280:1LE:CG1 2.14 0.59
3:C:127:ILE:HD11 3:C:162: TYR:CE2 2.36 0.59
1:A:201:GLU:HA 1:A:204:ARG:HE 1.67 0.59
3:D:5:ILE:HD12 3:D:53:PHE:HE2 1.61 0.59
3:C:31:ILE:HD12 3:C:35:GLY:HA2 1.83 0.59
2:B:412:LEU:HD11 | 2:B:463:ILE:HD13 1.83 0.59
1:A:409:PHE:CE1 1:A:573:ILE:HD11 2.38 0.59
3:D:258 THR:OG1 | 3:D:356:ILE:HD11 2.03 0.59
1:A:625:ILE:CD1 1:A:761:ILE:HD13 2.33 0.59
1:A:157:ARG:HH11 | 1:A:173:LEU:HD22 1.67 0.59
2:B:607:SER:CB 2:B:634:ILE:CD1 2.81 0.59
3:C:412:LEU:HD22 3:C:412:LEU:H 1.68 0.59
3:D:17:VAL:HG21 3:D:231:1LE:CD1 2.33 0.59
1:A:147:GLU:CB 2:B:285:ARG:HD3 2.29 0.59
3:D:119:ILE:HD13 | 3:D:154:.LEU:HD11 1.84 0.59
3:D:127:1LE:HD11 3:D:162:TYR:CE2 2.38 0.59
1:A:414:ASP:0O 1:A:418:VAL:HG23 2.02 0.58
1:A:699:ILE:CD1 1:A:775:PHE:CZ 2.86 0.58
1:A:625:ILE:CD1 1:A:758:LEU:HD12 2.32 0.58
1:A:606:LEU:HD21 | 1:A:710:ILE:HD13 1.84 0.58
3:C:258: THR:CG2 3:C:356:ILE:CD1 2.81 0.58
1:A:699:ILE:HD11 1:A:775:PHE:CE2 2.38 0.58
2:B:246:.1LE:HG12 2:B:247:SER:H 1.68 0.58
1:A:128:ASP:0OD1 2:B:299:ARG:NH2 2.35 0.58
3:C:204:PHE:HB3 3:C:231:ILE:CD1 2.33 0.58
1:A:774:ILE:HD11 1:A:796:SER:CB 2.33 0.58
3:D:130:THR:HG21 | 3:D:133:PHE:HB2 1.85 0.58
2:B:607:SER:HB3 2:B:634:1LE:CD1 2.32 0.58
2:B:402:1ILE:HG22 2:B:449:1LE:HD13 1.85 0.58
2:B:290:ASN:H 2:B:290:ASN:HD22 1.52 0.58
1:A:375:ILE:CD1 1:A:396:LYS:CG 2.81 0.58
1:A:458:TYR:CG 1:A:484:ILE:CD1 2.86 0.58
1:A:409:PHE:CZ 1:A:573:ILE:CD1 2.84 0.58
2:B:297:'TYR:OH 2:B:330:ILE:CD1 2.48 0.58
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3:C:127:ILE:HD13 3:C:162:TYR:CZ 2.38 0.58
1:A:339:GLU:H 1:A:339:GLU:CD 2.07 0.58
2:B:398:.LEU:.CD2 2:B:449:.1LE:CD1 2.82 0.58
1:A:196:.ILE:HD11 1:A:250:ILE:HD13 1.86 0.58
1:A:137:ARG:NH2 | 2:B:325:LEU:HD22 2.17 0.58
2:B:499:.ILE:HD12 | 2:B:512:LEU:HD23 1.86 0.58
2:B:250:LYS:HE2 2:B:254:1ILE:CD1 2.33 0.58
1:A:695:LEU:CG 1:A:774:ILE:CD1 2.81 0.58
3:C:59:ARG:NH2 3:D:284:1LE:C 2.57 0.58
3:D:119:1LE:HD12 | 3:D:154:.LEU:HD11 1.82 0.58
2:B:293:ARG:CD 2:B:330:ILE:HD11 2.33 0.58
2:B:339:ILE:HD13 2:B:343: TYR:OH 2.04 0.58
2:B:586:ILE:CD1 2:B:732:LEU:HD23 2.33 0.58
2:B:771:GLU:OE1 2:B:812:ILE:HD11 2.04 0.58
3:C:127:ILE:HD13 3:C:162: TYR:OH 2.03 0.58
2:B:207:ILE:CD1 2:B:221:LEU:HD22 2.34 0.58
3:C:250:SER:O 3:C:255:1LE:HD12 2.04 0.58
1:A:126: TRP:CE2 1:A:192:ILE:HD13 2.39 0.58
2:B:241:PHE:CB 2:B:254:.ILE:HD11 2.25 0.58
1:A:73: THR:HG22 2:B:215:ASN:CG 2.24 0.57
3:D:139:LEU:HD21 | 3:D:235:ILE:HD13 1.85 0.57
3:D:412:LEU:H 3:D:412:LEU:HD22 1.69 0.57
2:B:405:ILE:CD1 2:B:452:GLN:CD 2.72 0.57
2:B:480:ILE:HD11 | 2:B:537:VAL:HG13 1.83 0.57
1:A:151:LEU:HD12 | 2:B:286:GLU:OE2 1.99 0.57
1:A:151:LEU:HD11 2:B:282:SER:OG 2.04 0.57
3:C:5:ILE:HD11 3:C:252:MET:HE1 1.85 0.57
1:A:151:LEU:HD22 | 2:B:285:ARG:CG 2.29 0.57
2:B:319:PHE:CE1 2:B:327:1ILE:HD11 2.39 0.57
3:C:58:CYS:HB3 3:D:287:LYS:N 2.20 0.57
1:A:566:ILE:HG12 1:A:574:1LE:HD12 1.82 0.57
1:A:638:HIS:CE1 3:C:355:ASN:H 2.23 0.57
3:D:188:ILE:HD13 3:D:394:PHE:HA 1.86 0.57
3:D:188:ILE:CD1 3:D:394:PHE:CG 2.87 0.57
3:C:57:ASN:O 3:D:286:HIS:CG 2.58 0.57
3:C:58:CYS:O 3:D:286:HIS:CB 2.52 0.57
3:C:221:ASN:O 3:C:226:HIS:CE1 2.57 0.57
1:A:70:LEU:HG 2:B:216:PHE:CB 2.34 0.57
2:B:532:PRO:C 2:B:538:ILE:HD12 2.21 0.57
1:A:105:PHE:CD1 1:A:170:ILE:HD11 2.39 0.57
1:A:699:ILE:HD13 1:A:793:PHE:HZ 1.69 0.57

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK




Page 236

wwPDB EM Map/Model Validation Report

Continued from previous page...

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

1:A:695:LEU:HG 1:A:774:ILE:CD1 2.35 0.57
2:B:489:MET:CE 2:B:493:1ILE:HD11 2.34 0.57
1:A:375:ILE:CD1 1:A:396:LYS:HE2 2.34 0.57
1:A:699:.ILE:HD11 1:A:775:PHE:CZ 2.38 0.57
3:C:119:ILE:HD11 | 3:C:154:LEU:HD22 1.86 0.57
2:B:548:LEU:O 2:B:550:HIS:CD2 2.58 0.56
3:D:222:1LE:CD1 3:D:227:THR:0G1 2.53 0.56
3:C:188:ILE:HD12 3:C:394:PHE:CB 2.31 0.56
2:B:812:ILE:HG23 2:B:816: TYR:CE2 2.39 0.56
3:D:283:ASP:HA 3:D:370:ASN:HB2 1.87 0.56
3:D:139:LEU:CD2 3:D:235:ILE:HD11 2.35 0.56
1:A:699:ILE:HD13 1:A:793:PHE:CZ 2.41 0.56
2:B:525:LEU:HD11 | 2:B:538:ILE:HG13 1.86 0.56
2:B:526:ARG:HH22 2:B:538:ILE:CD1 2.18 0.56
1:A:585:ILE:HD13 | 1:A:683:ILE:HG21 1.88 0.56
3:C:46:ARG:HH12 3:C:365:LEU:H 1.52 0.56
2:B:402:1LE:HD11 2:B:449:1LE:HD13 1.87 0.56
3:D:67:ILE:HD11 3:D:122:LYS:HB2 1.87 0.56
1:A:699:ILE:CD1 1:A:775:PHE:HE1 2.09 0.56
2:B:405:ILE:CG1 2:B:456:ILE:HD13 2.34 0.56
3:D:17:VAL:CG1 3:D:231:ILE:HD11 2.34 0.56
1:A:261:ASP:O 1:A:265:VAL:HG23 2.05 0.56
3:C:188:ILE:HD12 3:C:394:PHE:HD1 1.55 0.56
3:C:188:ILE:HD13 3:C:394:PHE:.CG 2.41 0.56
2:B:364:ILE:CD1 2:B:403:PHE:HD1 2.14 0.56
2:B:527:HIS:CD2 2:B:538:ILE:HD11 2.40 0.56
2:B:825:ILE:HG22 2:B:837:GLU:HB2 1.88 0.56
1:A:625:1LE:CD1 1:A:758:LEU:CD1 2.83 0.56
3:C:130: THR:HG21 | 3:C:133:PHE:HB2 1.87 0.56
3:D:188:ILE:HD11 3:D:394:PHE:CG 2.41 0.56
3:D:17:VAL:HG21 3:D:231:1LE:HD13 1.86 0.56
1:A:138:PHE:CE2 1:A:275:1LE:CD1 2.86 0.56
3:D:326:VAL:HG21 | 3:D:370:ASN:HD22 1.70 0.55
1:A:599:LEU:HD12 1:A:640:ILE:CD1 2.36 0.55
1:A:78:PHE:HB2 1:A:91:GLU:H 1.71 0.55
3:C:188:ILE:HD12 3:C:394:PHE:HB2 1.87 0.55
3:C:240:ASN:OD1 3:C:322:ILE:CD1 2.49 0.55
3:C:56:GLU:HB2 3:D:286:HIS:NE2 2.22 0.55
1:A:151:LEU:HG 2:B:285:ARG:CD 2.34 0.55
2:B:818:ASN:HB3 | 2:B:822:ARG:HH12 1.71 0.55
1:A:599:LEU:HD12 | 1:A:640:ILE:HD11 1.88 0.55
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1:A:599:LEU:HD13 1:A:640:ILE:CD1 2.36 0.55
2:B:430:HIS:CB 2:B:448:.1LE:CD1 2.84 0.55
2:B:430:HIS:CG 2:B:448:1LE:HD11 2.34 0.55
1:A:72:GLY:HA2 2:B:215:ASN:HB3 1.88 0.55
2:B:546:LEU:H 2:B:550:HIS:CE1 2.24 0.55
1:A:420:LYS:HA 1:A:423:GLN:HE21 1.72 0.55
2:B:463:ILE:HA 2:B:467:LYS:HG2 1.89 0.55
1:A:169:SER:HA 1:A:171:ARG:HH21 1.71 0.55
1:A:603: TRP:CE2 1:A:633:HIS:HB2 2.41 0.55
1:A:284: TYR:O 1:A:288: THR:HG22 2.05 0.55
2:B:349: TRP:HE1 2:B:403:PHE:HA 1.71 0.55
2:B:430:HIS:CG 2:B:448:ILE:HD13 2.41 0.55
1:A:479:ARG:HG3 | 1:A:480:GLN:HE21 1.72 0.55
3:D:391:CYS:HA 3:D:394:PHE:CD2 2.41 0.55
2:B:349: TRP:CZ3 2:B:383:ILE:HD11 2.41 0.5
3:D:391:CYS:HA 3:D:394:PHE:CD2 2.42 0.55
3:C:322:ILE:CD1 3:C:358:ARG:HH?21 2.01 0.55
1:A:328:LYS:H 1:A:328:LYS:HD2 1.72 0.55
3:D:31:ILE:HG22 3:D:37:SER:HA 1.89 0.55
1:A:603: TRP:CE2 1:A:633:HIS:HB2 2.42 0.55
1:A:109:ILE:HD11 1:A:170:ILE:HD13 1.87 0.55
3:D:105:TRP:CH2 | 3:D:109:TYR:CD2 2.94 0.55
2:B:289:GLU:CD 2:B:289:GLU:H 2.10 0.55
2:B:413:GLU:OE2 | 2:B:419:VAL:HG11 2.07 0.55
2:B:402:ILE:HD11 2:B:449:1LE:CD1 2.36 0.55
2:B:533:ARG:CA 2:B:538:ILE:HD12 2.36 0.55
2:B:489:MET:HE2 2:B:493:ILE:HD11 1.88 0.55
1:A:557:ILE:HD11 1:A:594:TYR:OH 1.97 0.55
1:A:138:PHE:CE2 1:A:142:ILE:CD1 2.90 0.55
1:A:142:1LE:CD1 1:A:189:LEU:HD13 2.36 0.55
2:B:207:ILE:HG12 2:B:209:ILE:H 1.72 0.55
2:B:220:LEU:HD11 | 2:B:224:ILE:HD11 1.88 0.55
1:A:706:PHE:CD1 1:A:768:ILE:HD13 2.41 0.55
1:A:120: THR:HA 1:A:123:TYR:CZ 2.42 0.55
3:D:412:LEU:HD22 3:D:412:LEU:H 1.71 0.55
2:B:437:SER:HB2 2:B:441:1LE:HD11 1.87 0.55
2:B:412:LEU:HD13 | 2:B:463:ILE:HD13 1.88 0.55
3:D:127:1ILE:HD13 3:D:162:TYR:CE2 2.41 0.55
3:D:173:PHE:CD1 | 3:D:203:VAL:HG13 2.41 0.55
3:C:276: THR:HG1 3:C:284:ILE:HD11 1.72 0.55
3:C:210:LEU:CD1 3:C:222:ILE:HD11 2.36 0.55

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK




Page 238

wwPDB EM Map/Model Validation Report

Continued from previous page...

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

3:D:123:ILE:HD13 | 3:D:158:LEU:HD21 1.88 0.55
3:D:188:ILE:HD12 3:D:394:PHE:CE1 2.39 0.55
1:A:151:LEU:HD12 | 2:B:285:ARG:HD3 1.88 0.55
2:B:364:1ILE:CD1 2:B:403:PHE:CD1 2.90 0.54
2:B:574:VAL:HG23 2:B:576:ARG:H 1.72 0.54
2:B:349: TRP:CE3 2:B:364:ILE:HD11 2.42 0.54
1:A:625:1LE:CD1 1:A:761:ILE:HB 2.28 0.54
2:B:493:ILE:HD12 2:B:598: TYR:HB3 1.88 0.54
1:A:363:ILE:HD11 1:A:412:GLY:O 2.07 0.54
1:A:140: TYR:OH 2:B:324:ASP:0OD1 2.24 0.54
3:D:97:ASP:O 3:D:111:1LE:CD1 2.55 0.54
1:A:606:LEU:HD11 | 1:A:710:ILE:HD12 1.89 0.54
1:A:462:LEU:HD22 | 1:A:484:ILE:HG22 1.89 0.54
1:A:375:1LE:CD1 1:A:396:LYS:CB 2.85 0.54
3:D:292:TYR:CZ 3:D:296:LEU:HD11 2.42 0.54
1:A:699:ILE:HD11 1:A:775:PHE:CD1 2.43 0.54
3:D:258: THR:CG2 | 3:D:356:1LE:HD13 2.38 0.54
3:D:67:ILE:HD11 3:D:122:LYS:CB 2.38 0.54
1:A:567:PRO:HD3 1:A:574:ILE:CD1 2.37 0.54
1:A:137:ARG:NH2 | 2:B:328:ARG:HH12 2.05 0.54
1:A:280:CYS:HB3 1:A:380:ASP:HA 1.89 0.54
3:D:17:VAL:CG2 3:D:231:1LE:CD1 2.82 0.54
3:C:6:ILE:HD13 3:C:126:GLU:HB3 1.88 0.54
2:B:346:LEU:HD23 2:B:445:PHE:CZ 2.43 0.54
1:A:585:ILE:HD11 1:A:683:ILE:HG23 1.83 0.54
1:A:357:VAL:CG2 1:A:363:ILE:CD1 2.86 0.54
3:D:243:ARG:HH12 | 3:D:363:LEU:HD21 1.71 0.54
3:C:17:VAL:HG22 3:C:228:ASN:HB3 1.90 0.54
1:A:564:1ILE:HD13 | 1:A:579:MET:HG3 1.89 0.54
1:A:625:ILE:CD1 1:A:761:ILE:CG1 2.86 0.54
3:C:188:ILE:HD12 3:C:394:PHE:HD2 1.62 0.54
2:B:354:LEU:HD21 2:B:410:ILE:CD1 2.37 0.54
1:A:328:LYS:HD2 1:A:328:LYS:H 1.71 0.54
3:C:188:ILE:HD11 3:C:394:PHE:CD2 2.39 0.54
2:B:181:GLU:OE1 2:B:184:1LE:CD1 2.53 0.54
3:D:105: TRP:CZ2 3:D:109: TYR:CD2 2.96 0.54
2:B:354:LEU.CD2 2:B:410:ILE:HD12 2.38 0.54
3:D:124:ASP:HA 3:D:127:ILE:HG12 1.90 0.54
3:C:358:ARG:HA 3:C:358:ARG:HE 1.72 0.54
2:B:657:ILE:HG22 2:B:735:ILE:HD11 1.89 0.54
3:D:119:ILE:CD1 3:D:154:LEU:HD21 2.38 0.54
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3:D:124:ASP:HA 3:D:127:ILE:HG12 1.90 0.54
3:C:17:VAL:HG21 3:C:231:ILE:HG23 1.89 0.54
1:A:114:LYS:HE3 1:A:118:ILE:HD11 1.90 0.54
3:C:212:ILE:HD11 3:C:300:ASP:C 2.29 0.54
2:B:653:LEU.CD2 2:B:657:ILE:HD12 2.35 0.54
1:A:138:PHE:HB2 1:A:275:ILE:HD11 1.89 0.54
2:B:527:HIS:CE1 2:B:538:ILE:HG23 2.42 0.54
1:A:625:1LE:CD1 1:A:765:ILE:HD11 2.37 0.54
3:C:119:ILE:HD13 | 3:C:154:LEU:HD13 1.89 0.54
2:B:489:MET:O 2:B:493:.1LE:HG13 2.08 0.53
1:A:323:GLN:HG2 1:A:324:TYR:H 1.73 0.53
3:C:188:ILE:HD11 | 3:C:427:ARG:HH22 1.73 0.53
1:A:75:ILE:HG12 1:A:94:1ILE:HG22 1.90 0.53
2:B:426:SER:O 2:B:430:HIS:CG 2.61 0.53
2:B:525:LEU:O 2:B:538:ILE:HD13 2.08 0.93
3:C:10:ALA:HB1 3:C:147:GLY:HA2 1.89 0.53
1:A:56:GLU:CD 1:A:56:GLU:H 2.11 0.53
2:B:282:SER:HA 2:B:285:ARG:HE 1.74 0.53
3:D:318:VAL:HG22 3:D:319:TYR:N 2.23 0.53
2:B:611:ILE:HD13 2:B:777:CYS:CB 2.38 0.53
2:B:507:LEU:HB2 2:B:508:PRO:HD3 1.90 0.53
1:A:72:GLY:HA3 2:B:215:ASN:ND2 2.24 0.53
3:C:123:ILE:HG22 3:C:127:ILE:CD1 2.38 0.53
1:A:138:PHE:HE2 1:A:275:1LE:HD12 1.70 0.53
3:C:292: TYR:CZ 3:C:296:LEU:HD11 2.42 0.53
2:B:555: TRP:CE3 2:B:595:LYS:HD?2 2.43 0.53
3:C:258: THR:HG21 3:C:356:ILE:CD1 2.37 0.53
2:B:586:1LE:CD1 2:B:735:ILE:HD11 2.39 0.93
1:A:126: TRP:CH2 1:A:192:ILE:HD13 2.44 0.53
3:C:59:ARG:HA 3:D:281:HIS:CE1 2.43 0.53
1:A:129: THR:H 1:A:130:SER:HA 1.74 0.53
3:D:193:ARG:HH12 | 3:D:419:VAL:HG11 1.72 0.53
1:A:132:GLY:HA3 | 1:A:135:LEU:HD13 1.90 0.53
3:C:78:ASP:HB3 3:C:87:PHE:CE2 2.44 0.53
3:D:242:1LE:CD1 3:D:252:MET:CE 2.87 0.53
3:C:188:ILE:HD12 3:C:394:PHE:HB2 1.91 0.53
1:A:458: TYR:CE1 1:A:484:1LE:CD1 2.73 0.53
1:A:567:PRO:CD 1:A:574:1LE:CD1 2.86 0.53
2:B:719:LEU:HD23 2:B:720:ASN:H 1.73 0.53
2:B:405:ILE:HD11 2:B:456:ILE:HD13 1.90 0.53
1:A:151:LEU:CD1 2:B:285:ARG:CD 2.64 0.53
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2:B:241:PHE:CB 2:B:254:1LE:CD1 2.86 0.53
2:B:390:VAL:HG23 2:B:396:LYS:HD?2 1.91 0.53
1:A:63:LEU:HG 1:A:170:1ILE:HD11 1.91 0.53
1:A:774.1ILE:HD11 1:A:796:SER:HB2 1.90 0.53
2:B:355:LEU:CB 2:B:364:ILE:CD1 2.55 0.53
1:A:137:ARG:HD2 2:B:324:ASP:HA 1.90 0.53
1:A:625:1LE:CD1 1:A:761:ILE:HD11 2.36 0.53
2:B:480:ILE:HD11 | 2:B:537:VAL:HG22 1.91 0.53
2:B:563:ILE:HD13 2:B:565: TYR:OH 2.09 0.53
3:C:166:ILE:HD11 3:C:256:TYR:CD2 2.42 0.53
3:D:212:1LE:HD11 3:D:302:SER:O 2.09 0.53
1:A:189:LEU:O 1:A:192:ILE:HG12 2.08 0.53
1:A:372:ASP:HB3 1:A:375:ILE:CD1 2.38 0.53
1:A:151:LEU:HD11 2:B:282:SER:HB2 1.91 0.53
1:A:142:ILE:HD13 | 1:A:188:LEU:HD13 1.89 0.52
1:A:361:LEU:HG 1:A:365: THR:H 1.74 0.52
3:D:123:ILE:HD12 | 3:D:161:ARG:HH12 1.74 0.52
3:C:59:ARG:CZ 3:D:286:HIS:ND1 2.72 0.52
2:B:445:PHE:CE2 2:B:449:1ILE:HD11 2.44 0.52
3:D:213:SER:HB3 3:D:222:ILE:HD11 1.86 0.52
1:A:625:ILE:CB 1:A:765:ILE:HD13 2.39 0.52
3:D:21:LEU:HD12 3:D:235:1LE:CD1 2.26 0.52
1:A:133:MET:HE3 2:B:323:GLY:H 1.74 0.52
1:A:624:ARG:HE 1:A:624:ARG:H 1.56 0.52
3:C:210:LEU:HD11 | 3:C:222:ILE:HD13 1.89 0.52
1:A:126:TRP:CD2 1:A:135:LEU:HB3 2.45 0.52
3:C:8:LEU:HD22 3:C:67:ILE:HD11 1.91 0.52
2:B:586:ILE:HD11 2:B:735:ILE:HD11 1.91 0.52
3:D:127:1LE:HD13 3:D:162:TYR:CE2 2.38 0.52
1:A:137:ARG:NH2 2:B:328:ARG:CZ 2.69 0.52
3:D:258: THR:HG21 | 3:D:356:ILE:HD13 1.91 0.52
1:A:151:LEU:CD1 2:B:282:SER:OG 2.46 0.52
1:A:695:LEU:HD23 1:A:774:ILE:CD1 2.27 0.52
1:A:599:LEU:HG 1:A:640:ILE:HD11 1.90 0.52
2:B:335:PHE:CE2 2:B:339:ILE:HD11 2.44 0.52
3:D:188:ILE:HD13 3:D:394:PHE:CG 2.44 0.52
3:C:188:ILE:CD1 3:C:394:PHE:.CG 2.92 0.52
2:B:402:1ILE:HG22 2:B:449:1LE:CD1 2.40 0.52
2:B:288: TYR:O 2:B:291:.1LE:HG12 2.09 0.52
2:B:546:LEU:H 2:B:550:HIS:HE1 1.55 0.52
3:C:22:TRP:CZ2 3:C:66:ALA:HB2 2.44 0.52
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1:A:599:LEU:HG 1:A:640:ILE:CD1 2.40 0.52
1:A:625:ILE:HD13 1:A:761:ILE:HD13 1.92 0.52
3:C:67:ILE:HD11 3:C:126:GLU:HG3 1.92 0.52
2:B:568:LEU:HD23 | 2:B:721:ILE:HD11 1.91 0.52
2:B:402:ILE:HG23 2:B:449:ILE:HD12 1.86 0.52
3:C:380:MET:HG3 | 3:C:382: THR:HG22 1.92 0.52
1:A:183:ASN:HD22 1:A:183:ASN:H 1.58 0.52
1:A:624:ARG:HG2 | 1:A:627:ARG:HH21 1.74 0.52
3:C:258:THR:HG21 | 3:C:356:I1LE:HD11 1.92 0.52
3:C:234:ILE:HD11 3:C:303:ASN:ND2 2.25 0.52
2:B:220:LEU:HD13 2:B:224:.1LE:CD1 2.40 0.52
3:C:398:PHE:HA 3:C:404:LEU:HD21 1.92 0.52
3:C:111:ILE:HA 3:C:114:ARG:HE 1.75 0.52
3:C:5:ILE:HD12 3:C:53:PHE:CZ 2.45 0.52
4:F:41:UNK:O 4:F:44:UNK:O 2.27 0.52
3:C:21:LEU:HD13 3:C:235:ILE:HG23 1.92 0.52
2:B:247:SER:HA 2:B:359:TYR:CE2 2.45 0.52
2:B:455:GLU:O 2:B:459:HIS:CD2 2.63 0.52
1:A:466:GLU:HG3 | 1:A:479:ARG:HH21 1.75 0.52
1:A:138:PHE:CE2 1:A:142:ILE:HD12 2.45 0.52
3:D:212:1LE:CD1 3:D:303:ASN:ND2 2.59 0.52
2:B:206:GLN:HG2 2:B:207:ILE:H 1.75 0.52
2:B:533:ARG:HD3 2:B:538:.ILE:CD1 2.37 0.52
3:D:4:GLU:HB2 3:D:130: THR:HG23 1.92 0.52
3:C:234:ILE:HG12 3:C:272:PHE:CD2 2.45 0.52
3:C:59:ARG:NH2 3:D:284:ILE:HG21 2.24 0.52
1:A:68:ILE:HD11 2:B:281:LYS:HD?2 1.91 0.51
2:B:222:HIS:HA 2:B:225:PHE:CE2 2.45 0.51
1:A:143:ARG:NE 2:B:288: TYR:CD2 2.70 0.51
1:A:625:.ILE:HD11 1:A:765:1LE:HD11 1.92 0.51
1:A:72:GLY:HA3 2:B:215:ASN:HB3 1.92 0.51
2:B:220:LEU:CD1 2:B:224:.ILE:CD1 2.88 0.51
2:B:532:PRO:HB2 2:B:538:ILE:HD11 1.92 0.51
3:C:195:ILE:HD12 3:C:423:PHE:HZ 1.75 0.51
1:A:421:HIS:NE2 1:A:425:ILE:CD1 2.74 0.51
3:D:188:ILE:HD13 3:D:394:PHE:HB2 1.91 0.51
3:D:17:VAL:HG21 3:D:231:1LE:HD12 1.92 0.51
3:D:320:ASN:ND2 3:D:356:ILE:HD12 2.25 0.51
1:A:105:PHE:O 1:A:109:ILE:HG13 2.11 0.51
1:A:585:ILE:HD11 1:A:683:ILE:CG2 2.39 0.51
3:D:231:ILE:O 3:D:235:1LE:HG13 2.11 0.51
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2:B:493:ILE:HD13 2:B:598: TYR:CB 2.40 0.51
3:D:256:TYR:CZ 3:D:260:ILE:HD11 2.45 0.51
1:A:285:GLU:HB3 1:A:291:.ILE:HG23 1.92 0.51
3:D:70:ASP:CG 3:D:71:SER:H 2.12 0.51
3:C:188:ILE:HD12 3:C:394:PHE:.CG 2.46 0.51
3:D:4:GLU:HB2 3:D:130: THR:HG23 1.92 0.51
1:A:425:1LE:CD1 1:A:478:MET:HA 2.40 0.51
2:B:532:PRO:C 2:B:538:ILE:CD1 2.78 0.51
2:B:182:GLU:CD 2:B:182:GLU:H 2.14 0.51
2:B:405:1LE:HG13 2:B:456:1LE:CD1 2.41 0.51
1:A:294:ASP:HB3 1:A:297:GLN:HA 1.93 0.51
3:C:59:ARG:NH2 3:D:285:ALA:N 2.58 0.51
3:C:201:THR:HG22 3:C:266:HIS:CD2 2.45 0.51
1:A:606:LEU:CD1 1:A:710:ILE:HD12 2.40 0.51
3:C:338:LEU:HA 3:C:341:ARG:HE 1.75 0.51
2:B:181:GLU:H 2:B:184:1LE:HD12 1.76 0.51
1:A:451:ARG:H 1:A:454:ASN:HB?2 1.75 0.51
2:B:319:PHE:CE1 2:B:327:.ILE:HG23 2.46 0.51
1:A:155:VAL:HG21 | 2:B:278:VAL:CG2 2.41 0.51
1:A:371:SER:HG 1:A:404:ILE:HD11 1.76 0.51
1:A:630:ARG:HE 1:A:633:HIS:CE1 2.29 0.51
3:C:188:ILE:HD11 3:C:394:PHE:CB 2.33 0.51
3:C:395:ASP:HA 3:C:398:PHE:CZ 2.46 0.51
2:B:366:GLU:CD 2:B:367:ASN:O 2.49 0.51
1:A:626:VAL:O 1:A:629: THR:HG22 2.11 0.51
1:A:566:ILE:HG22 | 1:A:574:ILE:HD11 1.93 0.51
1:A:366:ILE:HD11 1:A:404:ILE:HD13 1.91 0.51
3:D:256:TYR:HE1 3:D:260:1LE:CD1 2.16 0.51
1:A:109:ILE:HA 1:A:112: TYR:CD2 2.46 0.51
1:A:320: TRP:O 1:A:572:1LE:HD11 2.10 0.51
2:B:181:GLU:OE1 2:B:184:ILE:HD11 2.11 0.51
2:B:606:LYS:HE2 2:B:773:VAL:HG11 1.92 0.51
1:A:606:LEU:CG 1:A:710:ILE:CD1 2.87 0.51
3:D:105:TRP:CE3 | 3:D:189:LEU:HD23 2.46 0.50
2:B:405:ILE:HD13 2:B:452:GLN:NE2 2.25 0.50
3:D:188:ILE:CD1 3:D:394:PHE:HB2 2.41 0.50
1:A:625:ILE:CD1 1:A:761:1ILE:HD13 2.34 0.50
2:B:285:ARG:HH21 | 2:B:286:GLU:HB2 1.76 0.50
1:A:625:ILE:HD11 | 1:A:758:LEU:HD11 1.89 0.50
1:A:655:GLU:O 1:A:659:LEU:HD13 2.10 0.50
2:B:843:LYS:0O 2:B:846:ARG:O 2.29 0.50
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3:C:72:GLU:HB2 3:C:76:ILE:CD1 2.40 0.50
2:B:402:1LE:HG21 2:B:449:1LE:CD1 2.42 0.50
1:A:321:ASP:OD2 1:A:572:1LE:HD12 2.11 0.50
2:B:430:HIS:HB3 2:B:448:.1LE:CD1 2.39 0.50
2:B:355:LEU:HD12 | 2:B:362:PHE:CD2 2.46 0.50
3:D:215:LYS:HG3 | 3:D:216:VAL:HG23 1.94 0.50
1:A:151:LEU:CG 2:B:282:SER:HA 2.39 0.50
3:C:289:HIS:CE1 3:C:331:ILE:HG22 2.47 0.50
1:A:625:1ILE:CD1 1:A:765:1LE:CD1 2.89 0.50
3:D:258: THR:HG1 3:D:356:ILE:HD11 1.72 0.50
2:B:634:ILE:CD1 2:B:772:PHE:CD1 2.93 0.50
3:D:17:VAL:HG21 3:D:231:1ILE:HD12 1.91 0.50
2:B:293:ARG:HD3 2:B:330:ILE:HD12 1.93 0.50
1:A:142:ILE:CD1 1:A:188:LEU:HD13 2.42 0.50
3:D:17:VAL:CG1 3:D:231:1LE:CD1 2.89 0.50
2:B:779:LEU:HG 2:B:780:ASN:H 1.76 0.50
3:D:403:PHE:CZ 3:D:406:ASN:HB2 2.46 0.50
3:D:288:CYS:H 3:D:291:SER:HB2 1.75 0.50
1:A:425:ILE:HD11 1:A:564:ILE:HD12 1.88 0.50
2:B:603:GLU:OE1 2:B:770: TYR:HA 2.12 0.50
3:C:322:ILE:CD1 3:C:358:ARG:HH21 2.21 0.50
1:A:133:MET:CE 2:B:323:GLY:H 2.25 0.50
3:D:16:HIS:CG 3:D:228:ASN:HD21 2.30 0.50
1:A:335:CYS:HA 1:A:340:ASP:HB3 1.93 0.50
3:C:191:LEU:HD13 3:C:191:LEU:O 2.11 0.50
2:B:572:LEU-HG 2:B:580:ARG:HE 1.77 0.50
1:A:706:PHE:HD1 1:A:768:ILE:HD13 1.77 0.50
2:B:200:PHE:CD1 2:B:200:PHE:N 2.79 0.50
3:D:166:1LE:CD1 3:D:252:MET:CE 2.85 0.50
1:A:368:SER:OG 1:A:373:ILE:CD1 2.59 0.50
2:B:430:HIS:HB3 2:B:448:1LE:HD12 1.94 0.50
2:B:422: THR:HA 2:B:425:PHE:CD2 2.47 0.50
2:B:421: TRP:O 2:B:424:GLU:HG2 2.12 0.50
2:B:515:VAL:HA 2:B:518:GLU:HG3 1.92 0.50
3:C:72:GLU:HB2 3:C:76:ILE:HD12 1.94 0.50
2:B:405:1LE:HD11 2:B:453: TYR:HB2 1.93 0.50
3:C:195:.ILE:HD11 3:C:423:PHE:HE1 1.76 0.50
1:A:450:TYR:HA | 1:A:488: THR:HG21 1.92 0.50
1:A:74:TYR:H 2:B:215:ASN:ND2 2.04 0.50
1:A:713:MET:SD 1:A:714:ARG:O 2.69 0.50
3:D:97:ASP:O 3:D:111:1LE:HD13 2.12 0.50
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2:B:633:ARG:NH1 3:D:445:TYR:O 2.45 0.50
1:A:151:LEU:HD11 2:B:282:SER:CB 2.41 0.50
1:A:73:THR:HG22 2:B:215:ASN:OD1 2.12 0.50
2:B:220:LEU:CD1 2:B:224:1LE:HD12 2.42 0.50
3:C:188:ILE:HD13 3:C:394:PHE:CE2 2.38 0.50
3:D:6:ILE:HD13 3:D:126:GLU:HB2 1.92 0.50
1:A:286:TRP:CZ2 1:A:351:GLY:HA3 2.46 0.49
1:A:466:GLU:CG | 1:A:479:ARG:HH21 2.25 0.49
3:C:12:GLN:HE22 3:C:144:GLY:HA2 1.76 0.49
1:A:72:GLY:HA3 2:B:215:ASN:HB3 1.94 0.49
3:D:56:GLU:HG2 3:D:62:PHE:CE1 2.46 0.49
1:A:246:ALA:O 1:A:250:ILE:HG13 2.12 0.49
2:B:434:GLN:HA | 2:B:439:ARG:HH?22 1.75 0.49
1:A:357:VAL:HG23 | 1:A:363:ILE:HD12 1.94 0.49
3:C:97:ASP:O 3:C:111:ILE:HD13 2.11 0.49
2:B:398:LEU:HD23 | 2:B:449:ILE:HD12 1.92 0.49
2:B:326: THR:O 2:B:330:ILE:HG13 2.12 0.49
1:A:564:ILE:CD1 1:A:579:-MET:HG3 2.41 0.49
3:D:105: TRP:CH2 3:D:109:TYR:CD1 3.01 0.49
2:B:430:HIS:HD1 2:B:448:.]ILE:HD11 1.76 0.49
1:A:173:LEU:H 1:A:173:LEU:HD12 1.76 0.49
3:C:56:GLU:OE1 3:D:286:HIS:HE1 1.88 0.49
3:C:7.:THR:CG2 3:C:139:LEU:HD13 2.42 0.49
2:B:567:PRO:HG2 2:B:721:.1LE:CD1 2.42 0.49
3:C:256:TYR:CD2 3:C:260:ILE:HD12 2.47 0.49
1:A:146:LEU:HD22 1:A:150: TYR:OH 2.12 0.49
3:D:242:ILE:HD12 | 3:D:252:MET:HE1 1.93 0.49
1:A:613:LYS:HG3 1:A:614:TYR:O 2.10 0.49
1:A:625:ILE:HD13 1:A:761:ILE:HG21 1.89 0.49
2:B:346:LEU:HD11 | 2:B:402:ILE:HD13 1.95 0.49
3:D:120:LEU:HD22 | 3:D:161:ARG:HH11 1.78 0.49
1:A:625:ILE:HB 1:A:765:ILE:HD13 1.95 0.49
3:C:256:TYR:CE1 3:C:260:ILE:HD11 2.47 0.49
2:B:402:ILE:HD11 2:B:449:1LE:CD1 2.42 0.49
1:A:632:LEU:HD21 | 1:A:768:ILE:HG23 1.95 0.49
2:B:493:1LE:HD11 2:B:598: TYR:CG 2.46 0.49
3:C:78:ASP:HB3 3:C:87:PHE:CZ 2.47 0.49
3:D:180:VAL:HG12 3:D:181:VAL:H 1.78 0.49
1:A:113:GLY:HA2 1:A:116:TYR:CD2 2.47 0.49
3:C:258: THR:CG2 3:C:356:ILE:HD11 2.43 0.49
3:D:255:1LE:CD1 3:D:320:ASN:ND2 2.74 0.49
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3:C:24:GLN:HE22 3:C:233: THR:HA 1.78 0.49
2:B:812:ILE:HB 2:B:816:TYR:CZ 2.48 0.49
2:B:289:GLU:CD 2:B:289:GLU:H 2.16 0.49
1:A:451:ARG:HA 1:A:451:ARG:HE 1.78 0.49
3:C:39:LEU:H 3:C:40:PRO:CD 2.25 0.49
3:D:213:SER:HB2 3:D:222:ILE:HD11 1.95 0.49
2:B:465:ASN:O 2:B:469:HIS:HA 2.13 0.49
2:B:482:LEU:HA 2:B:590:LEU:CD1 2.43 0.48
3:C:315:TYR:CG 3:C:438:VAL:HG13 2.48 0.48
1:A:570:LEU:HD22 1:A:570:LEU:H 1.77 0.48
2:B:283:LEU:O 2:B:287:.ILE:HG12 2.13 0.48
3:D:258: THR:0G1 3:D:356:1LE:CD1 2.61 0.48
3:D:188:ILE:CD1 | 3:D:427:ARG:HH21 2.23 0.48
2:B:527:HIS:NE2 2:B:538:ILE:HD11 2.28 0.48
2:B:765:LEU:O 2:B:769:VAL:HG23 2.12 0.48
3:C:56:GLU:HB3 3:D:286:HIS:CD2 2.48 0.48
2:B:207:ILE:HD12 | 2:B:221:LEU:HD11 1.95 0.48
1:A:638:HIS:CG 3:C:354:VAL:HG13 2.48 0.48
3:C:363:LEU:HD12 | 3:C:366:GLN:HB3 1.94 0.48
1:A:138:PHE:CD1 1:A:275:ILE:HD11 2.45 0.48
2:B:499:ILE:HD12 2:B:507:LEU:CD2 2.43 0.48
1:A:359:ALA:C 1:A:361:LEU:H 2.16 0.48
3:D:124:ASP:HA 3:D:127:ILE:HG12 1.95 0.48
1:A:651:VAL:HG13 | 1:A:686:ASN:HD21 1.76 0.48
1:A:135:LEU:HB2 1:A:247:ILE:HD13 1.94 0.48
3:C:212:ILE:HD13 3:C:275:PHE:CE1 2.48 0.48
1:A:789:GLU:HB3 1:A:793:PHE:CZ 2.48 0.48
1:A:375:ILE:HD13 1:A:396:LYS:HG2 1.96 0.48
2:B:534: ASN:HD22 2:B:534:ASN:H 1.60 0.48
1:A:591:VAL:HA 1:A:594: TYR:CE2 2.48 0.48
3:D:205:ASP:HB3 3:D:305:LEU:H 1.78 0.48
3:C:59:ARG:HH22 3:D:279:'TYR:CB 2.18 0.48
2:B:441:1ILE:HG22 2:B:444:ASN:H 1.79 0.48
3:C:289:HIS:H 3:C:289:HIS:CD2 2.30 0.48
3:C:59:ARG:HH12 3:D:283:ASP:CG 2.14 0.48
3:C:256:TYR:CE1 3:C:260:ILE:HD12 2.46 0.48
2:B:639: THR:HG21 3:D:261:PRO:HA 1.95 0.48
3:C:234:ILE:HD13 3:C:303:ASN:OD1 2.13 0.48
1:A:73: THR:HG23 2:B:215:ASN:ND2 2.28 0.48
3:D:6:ILE:HD13 3:D:126:GLU:HB3 1.94 0.48
1:A:108:ARG:HH22 | 1:A:112:TYR:HB2 1.78 0.48
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1:A:454:ASN:HD22 | 1:A:488: THR:HG21 1.78 0.48
3:C:255:ILE:HD13 | 3:C:358:ARG:NHI1 2.27 0.48
2:B:499:.1LE:HD11 2:B:508:PRO:HA 1.96 0.48
2:B:657:ILE:HG22 2:B:735:.1LE:CD1 2.44 0.48
3:C:292:TYR:CE1 | 3:C:296:LEU:HD11 2.48 0.48
3:D:119:ILE:CD1 3:D:154:LEU:CD2 2.92 0.48
1:A:108:ARG:HH12 | 1:A:112:TYR:HB2 1.78 0.48
2:B:204:HIS:CG 2:B:204:HIS: O 2.66 0.48
3:C:120:LEU:HA 3:C:161:ARG:HH12 1.79 0.48
1:A:138:PHE:CE2 1:A:142:1LE:HD11 2.49 0.48
1:A:133:MET:CE 2:B:323:GLY:N 2.75 0.48
3:D:212:ILE:CD1 3:D:302:SER:O 2.46 0.48
1:A:390:LEU:O 1:A:394:VAL:HG23 2.14 0.48
3:C:123:ILE:HD13 3:C:158:LEU:CD2 2.29 0.48
1:A:115:GLN:NE2 1:A:118:ILE:HD11 2.29 0.48
3:D:75:VAL:HG21 3:D:94:VAL:HG12 1.96 0.48
3:D:234:1LE:HD13 3:D:303:ASN:CG 2.34 0.48
2:B:586:ILE:CD1 2:B:732:LEU:HD13 2.12 0.48
2:B:366:GLU:OE1 2:B:367:ASN:O 2.32 0.48
2:B:390:VAL:HB 2:B:391:PRO:HD2 1.96 0.48
1:A:72:GLY:CA 2:B:215:ASN:HB3 2.44 0.48
1:A:602: THR:HG21 1:A:707:CYS:SG 2.54 0.48
3:D:98:GLY:N 3:D:111:1LE:CD1 2.76 0.48
2:B:571:VAL:HA 2:B:575:ASN:HD22 1.78 0.48
2:B:201:PRO:HB2 2:B:208:GLN:H 1.79 0.48
2:B:241:PHE:HB3 2:B:254:ILE:CD1 2.34 0.48
2:B:592:ARG:HA 2:B:592:ARG:HE 1.79 0.48
2:B:469:HIS:O 2:B:473:VAL:HG23 2.14 0.48
1:A:142:1ILE:HD11 1:A:188:LEU:CD1 2.44 0.48
2:B:430:HIS:CD2 2:B:448:1LE:HD13 2.45 0.48
2:B:441:1ILE:HD12 2:B:443: THR:CG2 2.40 0.48
2:B:335:PHE:CD2 2:B:339:ILE:HD11 2.48 0.48
1:A:151:LEU:HD21 2:B:282:SER:CA 2.44 0.48
3:D:188:ILE:CD1 3:D:394:PHE:HB2 2.42 0.48
1:A:672:ILE:O 1:A:675:GLU:HG2 2.14 0.48
3:D:188:ILE:HD11 3:D:394:PHE:HB3 1.81 0.48
3:C:60:ASN:N 3:D:286:HIS:CE1 2.78 0.48
1:A:585:ILE:HD11 1:A:683:ILE:HG23 1.95 0.47
1:A:781:ASN:HD21 | 1:A:787:SER:HB2 1.77 0.47
3:C:322:ILE:HD13 3:C:358:ARG:CZ 2.40 0.47
3:D:209:LEU:HD21 | 3:D:231:ILE:HD11 1.95 0.47
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1:A:799:VAL:HG12 1:A:800:ASP:O 2.14 0.47
1:A:196:1ILE:CD1 1:A:250:ILE:HD13 2.43 0.47
1:A:410:PHE:O 1:A:414:ASP:HA 2.12 0.47
2:B:489:MET:HG2 2:B:594:LYS:HG2 1.95 0.47
1:A:126: TRP:HH2 1:A:192:ILE:HD13 1.78 0.47
2:B:491:ALA:HB1 | 2:B:522:LEU:HD23 1.95 0.47
3:C:5:ILE:HD12 3:C:53:PHE:CZ 2.49 0.47
2:B:442:SER:HA 2:B:445:PHE:CD2 2.50 0.47
2:B:366:GLU:OE2 2:B:367:ASN:O 2.31 0.47
1:A:142:1ILE:HD11 1:A:186:MET:HB3 1.96 0.47
1:A:781:ASN:HD22 | 1:A:790:LYS:HG3 1.79 0.47
3:D:6:ILE:HD13 3:D:126:GLU:CB 2.44 0.47
3:D:212:1LE:HD11 3:D:302:SER:N 2.29 0.47
2:B:582:GLU:O 2:B:585:ARG:HG2 2.15 0.47
2:B:772:PHE:HE1 2:B:812:ILE:HD12 1.74 0.47
2:B:284: TYR:OH 2:B:291:ILE:CD1 2.62 0.47
1:A:425.ILE:HD13 | 1:A:481:LEU:HD21 1.96 0.47
1:A:151:LEU:CD1 2:B:285:ARG:CG 2.93 0.47
1:A:433:HIS:CE1 3:C:242:ILE:O 2.67 0.47
3:D:188:ILE:HD11 3:D:394:PHE:CG 2.41 0.47
3:C:81:ASN:C 3:C:83:PHE:H 2.18 0.47
3:C:10:ALA:HB1 3:C:147:GLY:HA2 1.97 0.47
2:B:405:1LE:HG13 2:B:456:1LE:HD13 1.76 0.47
2:B:480:ILE:HD12 2:B:541:LEU:CD1 2.25 0.47
3:C:29:HIS:HE1 3:C:243:ARG:HH11 1.61 0.47
1:A:466:GLU:HA 1:A:479:ARG:HE 1.79 0.47
2:B:320:LYS:0O 2:B:328:ARG:HG3 2.15 0.47
2:B:612:ARG:O 2:B:779:LEU:HD11 2.15 0.47
2:B:556:ASP:HA 2:B:592: ARG:HH22 1.78 0.47
3:D:93: TRP:HE1 3:D:118:ASP:HB3 1.79 0.47
1:A:133:MET:CE 2:B:323:GLY:N 2.77 0.47
3:C:221:ASN:O 3:C:226:HIS:HE1 1.98 0.47
1:A:134:VAL:HA 1:A:137:ARG:HH11 1.79 0.47
1:A:562:PHE:H 1:A:583:GLN:HG3 1.79 0.47
3:D:323:ILE:HB 3:D:359:ARG:HA 1.95 0.47
2:B:202:PHE:CD1 2:B:207:ILE:CD1 2.97 0.47
1:A:774.ILE:HD11 1:A:796:SER:HB3 1.96 0.47
3:D:240:ASN:HA 3:D:243:ARG:HE 1.79 0.47
2:B:759:PRO:O 2:B:763:VAL:HG23 2.14 0.47
3:D:124:ASP:HA 3:D:127:ILE:HG12 1.96 0.47
3:C:250:SER:HA 3:C:255:ILE:HD11 1.96 0.47
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3:C:292:TYR:CE1 3:C:374:GLY:HA3 2.50 0.47
1:A:361:LEU:HD12 1:A:364:PRO:HA 1.97 0.47
2:B:412:LEU:HD13 2:B:463:.1ILE:CD1 2.45 0.47
2:B:480:1ILE:HG23 2:B:481:LEU:N 2.30 0.47
3:D:212:1LE:HD12 3:D:303:ASN:OD1 2.15 0.47
2:B:664:MET:HG2 | 2:B:727:VAL:HG22 1.97 0.47
2:B:405:ILE:HG12 2:B:453: TYR:CD1 2.49 0.47
2:B:526:ARG:HH21 | 2:B:538:ILE:HD11 1.75 0.47
3:C:204:PHE:CB 3:C:231:ILE:CD1 2.90 0.47
2:B:365:ALA:HB2 2:B:386:ASN:HB?2 1.96 0.47
1:A:183:ASN:H 1:A:183:ASN:ND2 2.12 0.47
1:A:183:ASN:HA 1:A:186:MET:SD 2.55 0.47
1:A:391:GLU:HA 1:A:394:VAL:HG22 1.95 0.47
1:A:73: THR:HG22 2:B:215:ASN:CG 2.30 0.47
2:B:362:PHE:CE2 2:B:364:ILE:HD12 2.50 0.47
3:D:213:SER:CB 3:D:222:1LE:CD1 2.84 0.47
2:B:827:ARG:HH22 | 3:D:353:HIS:CD2 2.33 0.47
1:A:557:ILE:HD13 1:A:594:TYR:CZ 2.45 0.47
2:B:629:ASN:H 2:B:629:ASN:HD22 1.63 0.47
2:B:385:PHE:CZ 2:B:390:VAL:HG11 2.49 0.47
3:D:193:ARG:HH12 | 3:D:419:VAL:CG1 2.28 0.47
3:D:166:ILE:HD12 | 3:D:252:MET:HE3 1.95 0.47
1:A:136:GLN:HE22 2:B:324:ASP:N 2.12 0.47
3:C:176:ARG:HG3 | 3:C:176:ARG:HH11 1.80 0.47
3:C:292: TYR:CZ 3:C:374:GLY:HA3 2.49 0.47
2:B:181:GLU:CD 2:B:181:GLU:H 2.18 0.47
2:B:319:PHE:HA 2:B:322:HIS:CD2 2.49 0.47
3:D:139:LEU:CD2 3:D:235:1LE:CD1 2.85 0.47
1:A:437:LYS:HE2 3:C:2:GLY:H 1.80 0.47
3:C:57:ASN:O 3:D:286:HIS:ND1 2.47 0.47
2:B:355:LEU:HD13 2:B:356:ARG:N 2.30 0.47
1:A:567:PRO:CD 1:A:574:ILE:HD12 2.44 0.47
3:C:322:ILE:HG12 3:C:358:ARG:HE 1.79 0.47
1:A:67:LEU:HD21 1:A:113:GLY:HA3 1.96 0.47
3:C:36:LEU:H 3:C:36:LEU:HD12 1.80 0.47
1:A:609: THR:HG23 | 1:A:610:PRO:HD3 1.97 0.47
3:C:59:ARG:HH21 3:D:284:1LE:HG21 1.79 0.47
3:D:188:ILE:HD11 3:D:394:PHE:CB 2.42 0.47
2:B:526:ARG:NH2 2:B:538:ILE:HD13 2.30 0.46
1:A:774:ILE:HB 1:A:793:PHE:CD2 2.50 0.46
1:A:73: THR:HG22 2:B:215:ASN:ND2 2.29 0.46
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2:B:499:1LE:CD1 2:B:511:LYS:HD3 2.40 0.46
1:A:128:ASP:OD1 2:B:299:ARG:NH2 2.47 0.46
3:D:89:PRO:HD2 3:D:90:ARG:HH11 1.80 0.46
1:A:774:1ILE:HD12 1:A:796:SER:HG 1.71 0.46
3:D:244.PHE:CE1 | 3:D:363:LEU:HD21 2.50 0.46
1:A:557:ILE:HD13 1:A:594:TYR:HH 1.77 0.46
2:B:349: TRP:CH?2 2:B:383:ILE:HD11 2.49 0.46
2:B:802:LEU:HA 2:B:805:PHE:CD2 2.50 0.46
2:B:772:PHE:CZ 2:B:812:1ILE:HD13 2.50 0.46
1:A:582:TYR:CZ 1:A:680:LEU:HD21 2.49 0.46
1:A:699:ILE:CD1 1:A:775:PHE:CE1 2.99 0.46
2:B:464:LEU:HD23 2:B:468:PHE:CZ 2.49 0.46
1:A:123:TYR:CD1 1:A:139:ALA:HB1 2.50 0.46
2:B:424:GLU:HG2 2:B:425:PHE:CD1 2.51 0.46
2:B:527:HIS:O 2:B:532:PRO:HA 2.16 0.46
3:D:412:LEU:HD22 3:D:412:LEU:H 1.79 0.46
1:A:105:PHE:CD1 1:A:170:ILE:CD1 2.98 0.46
3:C:6:ILE:HD13 3:C:126:GLU:HB3 1.98 0.46
1:A:151:LEU:HB2 | 2:B:285:ARG:HH11 1.79 0.46
1:A:402:ASN:O 1:A:406:LEU:HD23 2.16 0.46
2:B:336:ASN:O 2:B:339:.ILE:HG22 2.15 0.46
3:C:152:SER:HB3 3:C:193:ARG:HG3 1.98 0.46
1:A:286: TRP:HB2 | 1:A:292:LEU:HD22 1.97 0.46
3:D:289:HIS:CE1 3:D:331:1LE:HG22 2.50 0.46
3:D:213:SER:HB3 3:D:222:1LE:HD13 1.95 0.46
2:B:349: TRP:CE2 2:B:364:ILE:CD1 2.99 0.46
2:B:633:ARG:HH12 3:D:444:SER:H 1.64 0.46
1:A:335:CYS:HB2 | 1:A:344:LEU:HD22 1.97 0.46
3:D:21:LEU:CD1 3:D:235:1LE:HD13 2.29 0.46
2:B:533:ARG:N 2:B:538:ILE:HD12 2.31 0.46
1:A:105:PHE:HD1 1:A:170:ILE:HD11 1.81 0.46
3:C:105:TRP:CH2 3:C:109:TYR:CD2 3.03 0.46
2:B:314:.1LE:O 2:B:318:ILE:HG13 2.15 0.46
2:B:533:ARG:HH21 | 2:B:534:ASN:HD21 1.62 0.46
3:D:4:GLU:HB2 3:D:130: THR:HG23 1.98 0.46
2:B:586:1ILE:CD1 2:B:732:LEU.CB 2.87 0.46
2:B:604:MET:HB3 2:B:638:ARG:HE 1.80 0.46
1:A:72:GLY:CA 2:B:215:ASN:HB3 2.46 0.46
3:D:119:ILE:O 3:D:123:ILE:HG13 2.15 0.46
1:A:151:LEU:HD21 2:B:282:SER:CB 2.43 0.46
3:D:320:ASN:HD21 3:D:358:ARG:HE 1.64 0.46
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1:A:630:ARG:HA 1:A:633:HIS:CD2 2.01 0.46
2:B:349: TRP:CZ2 2:B:364:1ILE:HD13 2.51 0.46
2:B:526:ARG:HH22 | 2:B:538:ILE:HD13 1.81 0.46
3:D:213:SER:CB 3:D:222:1LE:HD11 2.45 0.46
1:A:557:ILE:HD13 1:A:594:TYR:CE1 2.51 0.46
2:B:526:ARG:HH21 2:B:538:ILE:CD1 2.29 0.46
3:D:16:HIS:HB3 3:D:228:ASN:HD21 1.81 0.46
3:C:57:ASN:CG 3:C:58:CYS:H 2.19 0.46
3:D:256:TYR:CE2 3:D:260:ILE:HD11 2.51 0.46
1:A:109:ILE:HD11 1:A:170:1ILE:HD11 1.97 0.46
1:A:297:GLN:HG2 | 1:A:327:ARG:HH21 1.80 0.46
2:B:181:GLU:N 2:B:184:ILE:HD12 2.30 0.46
2:B:293:ARG:CD 2:B:330:ILE:CD1 2.94 0.46
3:C:356:ILE:HG22 3:C:357:GLY:N 2.31 0.46
3:C:212:ILE:HD11 3:C:300:ASP:0O 2.16 0.46
3:C:317:ASN:HB3 3:C:379:ASN:HB3 1.98 0.46
3:D:90:ARG:HB3 3:D:125:LYS:HE2 1.98 0.46
2:B:527:HIS:CG 2:B:538:ILE:HD11 2.51 0.46
1:A:251:PHE:CE2 1:A:275:ILE:HD13 2.51 0.46
2:B:317:ASN:HB3 2:B:335:PHE:CE2 2.51 0.46
3:C:205:ASP:CB 3:C:305:LEU:H 2.28 0.46
3:C:68:MET:HB3 3:C:92: THR:HG23 1.98 0.46
3:D:263:PRO:O 3:D:266:HIS:CD2 2.68 0.46
3:D:287:.LYS:HB2 3:D:291:SER:CB 2.46 0.46
1:A:423:GLN:O 1:A:427:LEU:HB3 2.15 0.46
2:B:308:SER:O 2:B:311:THR:HG22 2.16 0.46
1:A:78:PHE:CD2 1:A:90:ILE:HD12 2.01 0.46
2:B:656:1LE:CD1 2:B:738:HIS:CG 2.99 0.46
3:D:17:VAL:HG11 3:D:231:1LE:HD13 1.97 0.46
2:B:422: THR:HA 2:B:425:PHE:CD2 2.51 0.46
3:D:435:GLU:O 3:D:438: VAL:HG12 2.16 0.46
3:C:391:CYS:HA 3:C:394:PHE:CD2 2.51 0.46
1:A:418:VAL:HA 1:A:421:HIS:CD2 2.01 0.45
1:A:451:ARG:HG3 | 1:A:451:ARG:HHI11 1.81 0.45
1:A:557:1ILE:CD1 1:A:594:TYR:OH 2.54 0.45
3:C:105: TRP:HB2 | 3:C:186:ASN:HD22 1.81 0.45
3:D:290:SER:HA 3:D:335:MET:HG3 1.98 0.45
3:D:74:SER.:O 3:D:77:ALA:HB3 2.16 0.45
2:B:353:GLY:HA3 2:B:410:ILE:HG23 1.98 0.45
3:D:17:VAL:HG11 3:D:231:1LE:CD1 2.46 0.45
1:A:288:THR:HG23 | 1:A:289:GLN:HG3 1.98 0.45
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3:C:188:ILE:HD12 3:C:394:PHE:CB 2.28 0.45
3:D:119:ILE:HD12 | 3:D:154:LEU:HD21 1.96 0.45
3:D:188:ILE:HD13 3:D:394:PHE:CB 2.44 0.45
1:A:799:VAL:HG22 1:A:800:ASP:O 2.16 0.45
2:B:809:LEU:O 2:B:813:VAL:HG23 2.16 0.45
1:A:387:GLY:H 1:A:390:LEU:HG 1.81 0.45
1:A:580:ILE:O 1:A:584:ILE:HG13 2.17 0.45
3:D:363:LEU:HD12 3:D:365:LEU:O 2.16 0.45
2:B:419:VAL:C 2:B:421: TRP:H 2.19 0.45
3:C:292: TYR:CZ 3:C:374:GLY:HA3 2.52 0.45
2:B:442:SER:HA 2:B:445:PHE:CE2 2.51 0.45
3:C:29:HIS:CE1 3:C:243:ARG:HH11 2.34 0.45
3:D:212:1ILE:HD12 3:D:303:ASN:CG 2.33 0.45
3:C:192:ARG:HH11 | 3:C:423:PHE:HB2 1.80 0.45
2:B:445:PHE:CD2 2:B:449:1LE:CD1 2.99 0.45
3:D:369:GLU:HG3 3:D:371:GLU:H 1.81 0.45
3:D:437:TYR:HA 3:D:442:GLN:HB2 1.98 0.45
1:A:353:LEU:HD22 | 1:A:401:ALA:HB1 1.98 0.45
2:B:420:GLN:HB3 | 2:B:423:ASN:HD22 1.80 0.45
3:D:21:LEU:HD22 3:D:235:.ILE:HG21 1.99 0.45
1:A:569:PRO:O 1:A:572:ILE:HG12 2.16 0.45
3:C:212:ILE:HD11 3:C:300:ASP:0O 2.16 0.45
3:D:240:ASN:HB2 | 3:D:358:ARG:HH12 1.81 0.45
1:A:143:ARG:CD 2:B:288: TYR:CE2 2.95 0.45
3:D:347: TRP:CE2 3:D:353:HIS:HA 2.52 0.45
1:A:488:THR:HG21 1:A:559:HIS:CD2 2.01 0.45
3:D:184:SER:O 3:D:188:ILE:HG13 2.17 0.45
1:A:323:GLN:HG2 1:A:324:TYR:H 1.82 0.45
2:B:364:1LE:HD11 2:B:403:PHE:HB2 1.98 0.45
2:B:349: TRP:CE2 2:B:406:GLY:HA3 2.52 0.45
1:A:258:ASN:HD22 | 1:A:264:SER:HB2 1.81 0.45
3:C:210:LEU:CD1 3:C:222:ILE:CD1 2.93 0.45
1:A:370:SER:C 1:A:372:ASP:H 2.19 0.45
1:A:143:ARG:HH22 | 2:B:292:ILE:HG13 1.76 0.45
1:A:138:PHE:HD1 1:A:275:ILE:HD11 1.81 0.45
2:B:280:LEU:HD23 2:B:280:LEU:C 2.37 0.45
2:B:430:HIS:CG 2:B:448:1LE:HD12 2.51 0.45
2:B:499:ILE:HD12 2:B:512:LEU:CD2 2.47 0.45
1:A:557:1ILE:CD1 1:A:594:TYR:CE2 2.98 0.45
1:A:72:GLY:C 2:B:215:ASN:HB3 2.28 0.45
3:D:93: TRP:HB2 3:D:122:LYS:HE2 1.99 0.45
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3:D:339:GLN:HA 3:D:342:1LE:HG22 1.97 0.45
3:C:424:ALA:HA | 3:C:427:ARG:HH21 1.81 0.45
1:A:143:ARG:NE 2:B:288: TYR:CD2 2.76 0.45
2:B:533:ARG:CA 2:B:538:.ILE:CD1 2.94 0.45
3:D:185:TYR:CZ 3:D:397:VAL:HG13 2.51 0.45
1:A:643:ILE:CD1 1:A:692:LEU:HD13 2.47 0.45
2:B:366:GLU:HA 2:B:383:ILE:HG22 1.97 0.45
2:B:653:LEU:HD12 | 2:B:657:ILE:HD12 1.98 0.45
3:C:31:ILE:CG2 3:C:35:GLY:HA2 2.46 0.45
2:B:430:HIS:CB 2:B:448:1LE:HD13 2.44 0.45
3:D:258: THR:CB 3:D:356:1LE:CD1 2.94 0.45
3:D:212:1LE:HD11 3:D:303:ASN:CA 2.46 0.45
1:A:118:ILE:HD13 1:A:193:TYR:CE2 2.01 0.45
3:C:166:ILE:HD11 3:C:256: TYR:CG 2.52 0.45
2:B:628:ILE:HG23 2:B:630:LYS:H 1.82 0.45
1:A:113:GLY:HA?2 1:A:116: TYR:CD2 2.51 0.45
1:A:603: TRP:CE3 1:A:633:HIS:HB2 2.51 0.45
2:B:775:VAL:HG11 | 2:B:805:PHE:CD1 2.51 0.45
1:A:706:PHE:CZ 1:A:710:ILE:CD1 2.78 0.45
1:A:581:LYS:CB 1:A:683:ILE:CD1 2.95 0.45
3:C:213:SER:HB2 3:C:222:ILE:HD11 1.97 0.45
2:B:405:1ILE:CD1 2:B:456:ILE:HD11 2.41 0.45
3:D:293:ASP:HB2 3:D:335:MET:HE1 1.99 0.45
3:D:234:1LE:HD13 3:D:303:ASN:CG 2.37 0.45
3:D:166:ILE:CD1 3:D:252:MET:HE2 2.37 0.45
1:A:150: TYR:CE2 2:B:281:LYS:HE2 2.52 0.45
3:D:191:LEU:HB3 3:D:423:PHE:CZ 2.52 0.45
1:A:624:ARG:HD3 1:A:624:ARG:H 1.82 0.45
3:C:188:ILE:HD12 3:C:394:PHE:CD1 2.52 0.45
1:A:264:SER:HA 1:A:267:PHE:CE2 2.52 0.45
2:B:219:GLY:O 2:B:222:HIS:HB2 2.16 0.45
1:A:196:ILE:HD13 1:A:250:ILE:CD1 2.47 0.45
1:A:375:ILE:HD13 1:A:396:LYS:CG 2.47 0.45
1:A:695:LEU:HD13 1:A:794:TYR:HA 1.99 0.45
3:C:188:ILE:HD12 3:C:394:PHE:HB3 1.97 0.45
3:C:212:1ILE:HA 3:C:215:LYS:HZ3 1.82 0.45
2:B:511:LYS:O 2:B:515:VAL:HG13 2.17 0.45
2:B:293:ARG:CG 2:B:330:ILE:CD1 2.93 0.45
2:B:398:LEU:HG 2:B:449:ILE:HD13 1.92 0.45
2:B:398:LEU.CD2 2:B:449:ILE:HD12 2.47 0.45
1:A:425:1ILE:HD11 1:A:478:MET:HA 1.99 0.45
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1:A:71:GLU:HA 1:A:75:ILE:CD1 2.39 0.45
3:D:242:1LE:HD12 3:D:252:MET:CE 2.46 0.45
1:A:151:LEU:HD11 2:B:282:SER:CB 2.47 0.45
3:C:17:VAL:HG13 | 3:C:139:LEU:HD23 1.98 0.45
3:C:123:ILE:CD1 3:C:158:LEU:HD21 2.44 0.45
3:D:119:ILE:HD12 3:D:154:LEU:CD2 2.46 0.45
1:A:141:GLU:HG2 | 1:A:144:ARG:NH2 2.32 0.45
3:D:272:PHE:HB2 | 3:D:303:ASN:HD21 1.82 0.45
3:C:239: THR:HB 3:C:243:ARG:HE 1.82 0.45
1:A:699:ILE:HD12 1:A:775:PHE:CE1 2.52 0.45
1:A:151:LEU:HB2 2:B:285:ARG:HB2 1.99 0.45
1:A:430:GLN:HA 3:C:246:SER:H 1.82 0.45
3:C:58:CYS:O 3:D:286:HIS:HB3 2.16 0.45
3:D:119:ILE:HD12 3:D:154:LEU:CD2 2.46 0.45
1:A:134:VAL:CG1 1:A:275:ILE:HD13 2.42 0.45
1:A:339:GLU:CD 1:A:339:GLU:H 2.20 0.44
3:D:289:HIS:H 3:D:289:HIS:CD2 2.34 0.44
2:B:493:ILE:CD1 2:B:598: TYR:HB3 2.44 0.44
2:B:807: THR:O 2:B:811:GLU:HG3 2.17 0.44
1:A:372:ASP:O 1:A:375:ILE:HG22 2.16 0.44
2:B:222:HIS:HA 2:B:225:PHE:CD2 2.52 0.44
3:D:391:CYS:HA 3:D:394:PHE:CE2 2.52 0.44
1:A:128:ASP:0OD1 2:B:295:ARG:NE 2.50 0.44
1:A:140: TYR:OH 2:B:325:LEU:HD22 2.16 0.44
2:B:412:LEU:HD13 | 2:B:463:ILE:HD13 1.99 0.44
3:D:239: THR:O 3:D:242:1LE:HG12 2.17 0.44
3:D:240:ASN:HA 3:D:243:ARG:HE 1.82 0.44
2:B:482:LEU:HA 2:B:590:LEU:HD13 1.99 0.44
2:B:610:1LE:O 2:B:610:ILE:HG12 2.16 0.44
2:B:465:ASN:O 2:B:469:HIS:HA 2.17 0.44
2:B:533:ARG:O 2:B:538:ILE:HD13 2.15 0.44
1:A:567:PRO:CD 1:A:574:ILE:HD11 2.47 0.44
1:A:567:PRO:HD3 | 1:A:574:ILE:HD12 1.98 0.44
3:D:258: THR:CG2 3:D:356:1LE:CD1 2.94 0.44
3:C:127:ILE:CD1 3:C:162: TYR:OH 2.65 0.44
3:D:381:SER:O 3:D:384:VAL:HG12 2.17 0.44
1:A:112: TYR:CE2 1:A:177:1ILE:HD11 2.52 0.44
2:B:596:ASN:HA 2:B:599:PHE:CD2 2.53 0.44
1:A:303:ASP:OD1 1:A:304:ASP:O 2.36 0.44
3:C:300:ASP:HB3 3:C:301:PRO:HD3 1.99 0.44
2:B:612:ARG:HB3 2:B:776: TYR:CE2 2.52 0.44
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3:C:127:ILE:HD13 3:C:162:TYR:CE1 2.52 0.44
1:A:423:GLN:O 1:A:427:LEU:HB2 2.17 0.44
3:C:329:ARG:HH11 | 3:C:359:ARG:HH11 1.64 0.44
3:D:7:-THR:HG21 3:D:22: TRP:CH2 2.52 0.44
3:C:210:LEU:HD12 3:C:222:ILE:CD1 2.48 0.44
3:D:212:ILE:CD1 3:D:303:ASN:CA 2.95 0.44
2:B:383:ILE:H 2:B:407:LYS:NZ 2.16 0.44
3:C:315:TYR:CD2 3:C:348:SER:HA 2.53 0.44
1:A:128:ASP:0OD2 2:B:295:ARG:NH2 2.50 0.44
2:B:441:1LE:HG12 2:B:444:ASN:H 1.82 0.44
3:C:342:ILE:HD12 3:C:344:PHE:HE1 1.82 0.44
2:B:398:LEU:HD21 | 2:B:446:PHE:CD1 2.53 0.44
1:A:123:TYR:HD1 1:A:139:ALA:HB1 1.83 0.44
2:B:493:1ILE:HG21 2:B:598: TYR:CD2 2.53 0.44
1:A:134:VAL:HG13 | 1:A:275:ILE:HG21 2.00 0.44
1:A:435:VAL:O 1:A:439:LEU:HD23 2.18 0.44
3:D:426:SER:O 3:D:430:VAL:HG23 2.17 0.44
1:A:151:LEU:CD2 2:B:285:ARG:HB3 2.32 0.44
3:D:9:GLN:HE21 3:D:15:ASN:HA 1.83 0.44
1:A:585:ILE:CD1 1:A:683:ILE:HG23 2.44 0.44
2:B:241:PHE:HB3 2:B:254:.ILE:HD11 2.00 0.44
2:B:367:ASN:O 2:B:381:ILE:HD11 2.17 0.44
3:D:14:GLY:HA2 3:D:139:LEU:HG 1.98 0.44
1:A:476:ASN:ND2 1:A:479:ARG:HE 2.16 0.44
1:A:562:PHE:HB2 | 1:A:587:ARG:HH22 1.83 0.44
3:C:26:ALA:HA 3:C:31:ILE:HD12 1.99 0.44
3:D:256:TYR:CE2 3:D:260:1LE:CD1 3.01 0.44
1:A:74:TYR:CE1 2:B:216:PHE:CZ 3.05 0.44
2:B:656:1LE:HD13 2:B:738:HIS:CG 2.52 0.44
1:A:630:ARG:HE 1:A:633:HIS:HE1 1.64 0.44
1:A:155:VAL:HG21 | 2:B:278:VAL:HG22 2.00 0.44
3:D:289:HIS:CD2 3:D:332:SER:HA 2.53 0.44
1:A:625:ILE:HB 1:A:765:ILE:CD1 2.48 0.44
3:C:31:ILE:HD13 3:C:62:PHE:CD2 2.53 0.44
2:B:202:PHE:CE1 2:B:206:GLN:HA 2.53 0.44
2:B:533:ARG:HA 2:B:538:.ILE:CD1 2.48 0.44
1:A:366:ILE:CD1 1:A:371:SER:CB 2.95 0.44
3:D:93: TRP:HE1 3:D:118:ASP:HB3 1.83 0.44
3:D:284:1ILE:HG12 3:D:370:ASN:H 1.82 0.44
1:A:277:GLN:HE22 1:A:381:PHE:HA 1.82 0.44
1:A:300:MET:CE | 1:A:327:ARG:HH21 2.31 0.44
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1:A:151:LEU:CD1 2:B:285:ARG:HB2 2.47 0.44
1:A:112:TYR:CE2 1:A:177:ILE:CD1 3.01 0.44
2:B:438: TYR:.CG 2:B:441:.1LE:CD1 2.96 0.44
3:D:212:1LE:HD11 3:D:302:SER:H 1.82 0.44
3:C:212:ILE:HD11 3:C:301:PRO:HA 2.00 0.44
3:C:381:SER:O 3:C:384:VAL:HG22 2.18 0.44
1:A:567:PRO:HD2 1:A:574:ILE:CD1 2.47 0.44
2:B:499:1LE:CD1 2:B:507:LEU:CD2 2.96 0.44
2:B:499:1ILE:CD1 2:B:508:PRO:HD3 2.35 0.44
2:B:349: TRP:CE3 2:B:353:GLY:HA2 2.52 0.44
2:B:234:LEU:HD22 | 2:B:257:ILE:HD11 2.00 0.44
2:B:560:LEU:HA 2:B:560:LEU:HD23 1.88 0.44
1:A:295:PRO:HG3 2:B:321:SER:CB 2.48 0.44
3:C:306:VAL:HG13 | 3:C:386:VAL:HG23 1.98 0.44
1:A:363:ILE:HG12 1:A:365: THR:H 1.82 0.44
2:B:499:1LE:HD13 2:B:508:PRO:HB3 2.00 0.44
3:D:166:1LE:CD1 3:D:252:MET:HE3 2.48 0.44
1:A:109:ILE:HD11 1:A:170:ILE:CD1 2.48 0.44
3:C:53:PHE:HB2 3:C:54:PHE:CD1 2.53 0.44
3:C:56:GLU:OE1 3:D:286:HIS:NE2 2.51 0.44
2:B:405:ILE:CG2 2:B:456:1LE:CD1 2.89 0.43
3:D:176:ARG:HA 3:D:176:ARG:HE 1.83 0.43
2:B:419:VAL:HG23 | 2:B:421:TRP:NE1 2.32 0.43
3:C:93:TRP:CZ3 3:C:95:ALA:HB2 2.52 0.43
1:A:473:ASN:HB2 1:A:474:PRO:HD2 1.99 0.43
2:B:339:ILE:CD1 2:B:439:ARG:HD3 2.48 0.43
3:D:29:HIS:HD1 3:D:47:ASP:HA 1.83 0.43
2:B:426:SER:HA 2:B:429: TYR:CE2 2.53 0.43
2:B:544: ARG:HE 2:B:545:VAL:H 1.65 0.43
2:B:586:ILE:HD11 | 2:B:732:LEU:HD13 1.99 0.43
1:A:281:THR:HA 1:A:284: TYR:CD2 2.53 0.43
1:A:375:ILE:HD13 1:A:396:LYS:HB3 1.99 0.43
3:D:212:ILE:HD11 3:D:303:ASN:CG 2.33 0.43
3:D:176:ARG:CD | 3:D:386:VAL:HG22 2.48 0.43
1:A:280:CYS:HB2 1:A:380:ASP:CG 2.39 0.43
2:B:296:1ILE:CD1 2:B:327:1ILE:HD12 2.49 0.43
1:A:142:ILE:HD11 | 1:A:188:LEU:HD13 1.99 0.43
3:C:105: TRP:CZ2 3:C:109:TYR:CD1 3.06 0.43
1:A:585:ILE:HD11 1:A:683:ILE:CD1 2.05 0.43
1:A:202:GLU:C 1:A:205:THR:O 2.52 0.43
1:A:138:PHE:CD2 1:A:275:ILE:CD1 2.85 0.43
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1:A:386:GLU:HG3 1:A:389:ASN:H 1.83 0.43
1:A:133:MET:HG2 2:B:322:HIS:CE1 2.54 0.43
1:A:142:1LE:HD13 | 1:A:189:LEU:HD11 1.96 0.43
3:D:255:1LE:HG21 3:D:255:1LE:HD13 1.87 0.43
1:A:613:LYS:HG2 1:A:614:TYR:H 1.83 0.43
2:B:284:TYR:OH 2:B:291:ILE:HD12 2.18 0.43
3:D:397:VAL:HG11 | 3:D:420:GLN:HE22 1.82 0.43
1:A:186:MET:HA | 1:A:189:LEU:HD12 1.99 0.43
1:A:625:ILE:HD11 1:A:761:ILE:CG1 2.43 0.43
2:B:316:LEU:HG 2:B:335:PHE:CE2 2.53 0.43
1:A:774:ILE:HG22 1:A:793:PHE:HB2 2.01 0.43
1:A:137:ARG:O 1:A:137:ARG:HD2 2.18 0.43
2:B:493:ILE:CD1 2:B:598: TYR:CG 3.01 0.43
3:C:139:LEU:HD12 3:C:139:LEU:N 2.33 0.43
3:C:212:ILE:O 3:C:216:VAL:HG22 2.18 0.43
1:A:458: TYR:CD1 1:A:484:1LE:HD13 2.40 0.43
2:B:628:.1ILE:HG23 2:B:629:ASN:N 2.34 0.43
3:D:258: THR:HG23 | 3:D:356:ILE:CD1 2.48 0.43
1:A:370:SER:HB3 1:A:400:ARG:HG3 2.00 0.43
2:B:187:TYR:HA 2:B:190: TYR:CD2 2.53 0.43
3:D:279:TYR:CG 3:D:280:ILE:N 2.87 0.43
2:B:285:ARG:0O 2:B:288: TYR:HB2 2.19 0.43
2:B:827:ARG:HH22 3:D:353:HIS:CG 2.36 0.43
3:C:212:ILE:CD1 3:C:300:ASP:0O 2.63 0.43
1:A:375:ILE:CD1 1:A:393: TYR:HA 2.45 0.43
2:B:251:LYS:0O 2:B:255:ILE:HG13 2.18 0.43
1:A:135:LEU:HB2 1:A:247:ILE:CD1 2.49 0.43
3:C:292: TYR:CZ 3:C:374:GLY:HA3 2.53 0.43
3:D:354:VAL:O 3:D:354:VAL:HG22 2.19 0.43
1:A:64:LEU:HD22 | 1:A:167:ASN:HD22 1.84 0.43
1:A:323:GLN:HG2 1:A:324:TYR:H 1.83 0.43
1:A:80:ASP:HA 1:A:121:ARG:HH12 1.82 0.43
3:C:119:ILE:HD12 | 3:C:154:LEU:HD23 2.00 0.43
3:D:166:1LE:CD1 3:D:256:TYR:CD1 2.96 0.43
3:D:255:ILE:O 3:D:259:.LEU:HG 2.18 0.43
2:B:843:LYS:0O 2:B:846:ARG:O 2.36 0.43
3:C:105: TRP:HB2 | 3:C:186:ASN:HD22 1.83 0.43
3:C:188:ILE:HD11 3:C:394:PHE:HD2 1.80 0.43
2:B:731:PHE:HE1 2:B:735:1LE:CD1 2.17 0.43
1:A:485:GLN:HG3 1:A:561:LYS:HB2 2.01 0.43
1:A:296:TYR:CD2 2:B:322:HIS:HE1 2.25 0.43
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2:B:578:PHE:C 2:B:580:ARG:H 2.20 0.43
3:C:416:MET:CG 3:C:417:GLN:H 2.32 0.43
3:D:195:ILE:HD11 | 3:D:430:VAL:HG21 2.01 0.43
3:C:123:.ILE:HD12 | 3:C:161:ARG:HH12 1.83 0.43
3:C:292:TYR:CE1 3:C:374:GLY:HA3 2.53 0.43
3:C:230:LEU:O 3:C:234:ILE:HG13 2.18 0.43
1:A:137:ARG:HH22 | 2:B:328:ARG:HH11 1.53 0.43
1:A:458:TYR:CE1 1:A:484:ILE:HD11 2.49 0.43
1:A:251:PHE:HE2 1:A:275:ILE:HD13 1.84 0.43
3:C:136:PHE:CD1 | 3:C:167:LEU:HD13 2.54 0.43
3:C:188:ILE:HD11 3:C:427:ARG:HE 1.84 0.43
1:A:425:ILE:HD11 | 1:A:482:LEU:HD13 2.01 0.43
1:A:425:1LE:CD1 1:A:481:LEU:HD21 2.49 0.43
3:D:212:1LE:CD1 3:D:303:ASN:ND2 2.82 0.43
2:B:517:GLN:O 2:B:520:VAL:HG22 2.19 0.43
3:D:52:PRO:O 3:D:65:ARG:HD2 2.18 0.43
1:A:587:ARG:O 1:A:591:VAL:HG23 2.18 0.43
1:A:294:ASP:HA 1:A:298:GLU:H 1.84 0.43
3:D:212:ILE:CD1 3:D:303:ASN:OD1 2.65 0.43
2:B:664:MET:HG3 | 2:B:727:VAL:HG13 2.00 0.43
3:C:10:ALA:HB1 3:C:147:GLY:HA2 2.01 0.43
3:D:333:ARG:HH21 | 3:D:334:ALA:HA 1.84 0.43
1:A:357:VAL:CB 1:A:363:ILE:CD1 2.69 0.43
2:B:365:ALA:HB2 | 2:B:389:ARG:HH22 1.84 0.43
1:A:585:ILE:HD12 1:A:683:ILE:HG21 2.00 0.43
1:A:606:LEU:HD11 1:A:710:ILE:CD1 2.11 0.43
3:D:97:ASP:C 3:D:111:1LE:CD1 2.88 0.43
1:A:109:ILE:HD13 | 1:A:109:ILE:HG21 1.82 0.43
3:C:364:PRO:HD2 | 3:C:365:LEU:HD22 2.01 0.43
1:A:384:LEU:N 1:A:384:LEU:HD22 2.33 0.43
2:B:556:ASP:HA 2:B:592: ARG:NH2 2.34 0.43
2:B:196: THR:HA 2:B:202:PHE:HB2 2.01 0.43
2:B:325:LEU:H 2:B:325:LEU:CD2 2.32 0.43
3:D:234:1LE:HD13 3:D:303:ASN:OD1 2.19 0.43
1:A:67:LEU:CD2 1:A:113:GLY:HA3 2.49 0.43
1:A:128:ASP:CG 2:B:295:ARG:CZ 2.87 0.43
2:B:493:ILE:HD12 2:B:598: TYR:CB 2.49 0.43
1:A:571:ASN:HA 1:A:574:1ILE:HD12 2.01 0.43
1:A:252:GLN:HE21 1:A:252:GLN:HA 1.84 0.43
1:A:557:ILE:HD13 1:A:594:TYR:HH 1.81 0.43
3:D:212:1LE:HD12 3:D:303:ASN:CG 2.27 0.43
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1:A:591:VAL:O 1:A:595:HIS:CD2 2.72 0.43
2:B:222:HIS:HA 2:B:225:PHE:CD2 2.53 0.43
2:B:284: TYR:CZ 2:B:291:.ILE:CD1 3.02 0.43
2:B:493:1ILE:HD13 2:B:493:ILE:HG21 1.91 0.43
2:B:499:.ILE:HD11 2:B:508:PRO:CA 2.48 0.43
3:C:179:GLU:H 3:C:179:GLU:CD 2.21 0.43
1:A:300:MET:HB3 1:A:332:LEU:H 1.84 0.43
1:A:697:LEU:HD22 1:A:697:LEU:HA 1.92 0.43
2:B:357:ALA:O 2:B:358: THR:HG22 2.19 0.43
3:C:256:TYR:CE2 3:C:260:ILE:HD12 2.54 0.43
2:B:470: TYR:CE1 2:B:565: TYR:CE2 3.07 0.43
2:B:601:GLN:HE22 | 2:B:605:LEU:CD1 2.31 0.42
3:C:195:ILE:HA 3:C:266:HIS:CE1 2.54 0.42
1:A:660:GLU:HA 1:A:663: TYR:CD2 2.54 0.42
3:C:234:ILE:HD11 3:C:303:ASN:CG 2.40 0.42
1:A:409:PHE:CZ 1:A:573:1ILE:HD11 2.54 0.42
3:C:356:ILE:HG12 3:C:357:GLY:N 2.34 0.42
1:A:143:ARG:HD2 2:B:288: TYR:CZ 2.54 0.42
1:A:114:LYS:HG3 1:A:118:ILE:HD12 2.01 0.42
2:B:398:LEU:HD21 | 2:B:449:ILE:HD13 2.01 0.42
2:B:532:PRO:C 2:B:538:ILE:HD11 2.39 0.42
2:B:643:GLN:HE21 | 3:D:354:VAL:HG11 1.83 0.42
1:A:327:ARG:HD3 | 1:A:330:VAL:HG23 2.00 0.42
3:C:57:ASN:O 3:D:286:HIS:HB3 2.19 0.42
3:D:431:GLN:O 3:D:435:GLU:HG2 2.19 0.42
3:C:280:ILE:HG23 3:C:282:ASP:H 1.83 0.42
3:C:306:VAL:HG11 3:C:383:VAL:HA 2.00 0.42
2:B:725:GLU:HA 2:B:728:HIS:CD2 2.53 0.42
3:D:13:CYS:0O 3:D:17:VAL:HG23 2.19 0.42
3:D:281:HIS:CG 3:D:282:ASP:N 2.87 0.42
1:A:781:ASN:HD22 1:A:790:LYS:H 1.66 0.42
2:B:201:PRO:HG2 | 2:B:208:GLN:HE21 1.83 0.42
3:D:17:VAL:HG23 3:D:231:1ILE:HG23 2.00 0.42
2:B:611:ILE:HG21 2:B:777:CYS:SG 2.60 0.42
3:C:251:SER:O 3:C:255:ILE:HG13 2.19 0.42
3:D:105: TRP:CD2 3:D:189:LEU:HB3 2.54 0.42
1:A:292:LEU:HD22 | 1:A:299:PHE:CE2 2.54 0.42
3:D:6:ILE:HD13 3:D:126:GLU:HB2 2.00 0.42
1:A:482:LEU:HA 1:A:564:ILE:HG22 2.02 0.42
3:D:127:ILE:HD11 3:D:162:TYR:CE2 2.54 0.42
1:A:679:GLY:O 1:A:683:ILE:HG13 2.19 0.42
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3:D:119:ILE:HD12 | 3:D:154:.LEU:HD21 2.00 0.42
3:D:212:1LE:CD1 3:D:302:SER:O 2.67 0.42
3:C:138:LEU:HB3 | 3:C:169: THR:HG22 2.01 0.42
1:A:357:VAL:HG22 | 1:A:408:LEU:HD22 2.00 0.42
3:D:251:SER:O 3:D:255:ILE:HG13 2.18 0.42
3:D:9:GLN:HE21 3:D:15:ASN:HA 1.83 0.42
1:A:285:GLU:HB3 1:A:291:ILE:HB 2.00 0.42
1:A:450:TYR:O 1:A:451:ARG:HG2 2.19 0.42
3:C:34:ASP:HB3 3:C:85:GLY:HA3 2.01 0.42
2:B:220:LEU:O 2:B:224.1LE:HG13 2.19 0.42
1:A:296: TYR:HB2 2:B:322:HIS:ND1 2.35 0.42
2:B:453:TYR:O 2:B:456:.1LE:HG22 2.19 0.42
2:B:743: THR:HA 2:B:759:PRO:HD3 2.02 0.42
2:B:430:HIS:CG 2:B:448:ILE:HD13 2.53 0.42
1:A:358:ARG:HH21 | 1:A:363:ILE:HG23 1.84 0.42
1:A:564:1ILE:HD11 1:A:579:-MET:HB2 2.01 0.42
1:A:638:HIS:CE1 3:C:355:ASN:H 2.37 0.42
3:D:306:VAL:HG12 | 3:D:382:THR:HG21 2.01 0.42
2:B:387:GLN:H 2:B:387:GLN:CD 2.22 0.42
3:C:131:ASP:O 3:C:132:ASN:HB2 2.19 0.42
3:D:123:1LE:HG22 3:D:127:ILE:HD12 2.01 0.42
1:A:557:ILE:HD12 1:A:594:TYR:OH 2.10 0.42
2:B:280:LEU:O 2:B:284: TYR:CD2 2.73 0.42
3:D:234:1LE:O 3:D:238:VAL:HG23 2.19 0.42
1:A:196:ILE:CD1 1:A:250:ILE:CD1 2.98 0.42
1:A:624:ARG:CZ 1:A:627:ARG:HH12 2.31 0.42
1:A:128:ASP:0OD1 2:B:295:ARG:NH1 2.53 0.42
3:C:37:SER:H 3:C:61:LYS:HD2 1.84 0.42
1:A:481:LEU:HA 1:A:565:ASN:HD22 1.84 0.42
2:B:207:ILE:HG22 2:B:225:PHE:CD1 2.54 0.42
3:C:240:ASN:HA 3:C:243:ARG:HE 1.84 0.42
2:B:207:ILE:CD1 2:B:221:LEU:HD11 2.49 0.42
1:A:578:CYS:SG 1:A:680:LEU:HD21 2.60 0.42
1:A:606:LEU:HD11 | 1:A:710:ILE:HD11 2.01 0.42
1:A:99:ASP:HB3 1:A:102:PHE:CD2 2.54 0.42
2:B:441:1LE:HD13 2:B:444:ASN:HB?2 2.01 0.42
3:C:102:GLY:HA3 | 3:C:107:ASN:HD22 1.85 0.42
1:A:630:ARG:HD2 3:C:261:PRO:O 2.19 0.42
3:D:340:GLN:HE22 3:D:341:ARG:HE 1.68 0.42
2:B:220:LEU:H 2:B:220:LEU:HD22 1.84 0.42
2:B:430:HIS:HB3 2:B:448:ILE:HD13 2.01 0.42
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3:D:320:ASN:HB3 | 3:D:358:ARG:HH21 1.83 0.42
1:A:609: THR:HB 1:A:610:PRO:HD3 2.01 0.42
2:B:300:PHE:O 2:B:304:LEU:HB2 2.19 0.42
2:B:241:PHE:HB2 2:B:254:.1LE:CD1 2.49 0.42
3:C:267:PHE:HB2 | 3:C:383:VAL:HGI11 2.00 0.42
2:B:307:LEU:HD23 2:B:307:LEU:HA 1.86 0.42
1:A:706:PHE:O 1:A:710:ILE:HG13 2.20 0.42
3:C:123:ILE:O 3:C:127:ILE:HG13 2.20 0.42
3:C:176:ARG:H 3:C:207:ALA:HB2 1.85 0.42
3:C:176:ARG:HE 3:C:210:LEU:HD23 1.84 0.42
2:B:405:ILE:CD1 2:B:452:GLN:NE2 2.83 0.42
2:B:533:ARG:NH1 2:B:538:.ILE:HD11 2.35 0.42
2:B:766:LEU:O 2:B:769:VAL:HG12 2.20 0.42
2:B:829:ASP:HA 2:B:835:ASP:HB2 2.02 0.42
3:D:3:GLY:HA2 3:D:132:ASN:O 2.20 0.42
1:A:142:ILE:HG12 | 1:A:146:LEU:HD22 2.00 0.42
1:A:595:HIS:HB3 1:A:700:PHE:CD1 2.55 0.42
1:A:613:LYS:HD3 1:A:614:TYR:O 2.20 0.42
2:B:482:LEU:CB 2:B:657:ILE:HD11 2.42 0.42
3:D:363:LEU:H 3:D:363:LEU:HD23 1.85 0.42
1:A:72:GLY:CA 2:B:215:ASN:HB3 2.37 0.42
1:A:70:LEU:HD11 2:B:216:PHE:HA 2.02 0.42
1:A:151:LEU:CB 2:B:285:ARG:NE 2.76 0.42
2:B:363:PHE:HA 2:B:389:ARG:HE 1.84 0.42
3:D:435:GLU:O 3:D:438: VAL:HG22 2.20 0.42
1:A:68:ILE:HG22 1:A:70:LEU:HG 2.01 0.42
2:B:429:TYR:HB3 2:B:433: TYR:CZ 2.54 0.42
2:B:366:GLU:OE2 2:B:381:ILE:HD11 2.19 0.42
2:B:445:PHE:CD2 2:B:449:1LE:HD12 2.55 0.42
3:D:212:1LE:HD11 3:D:300:ASP:0O 2.20 0.42
3:C:140:HIS:CE1 3:C:142:VAL:HG12 2.55 0.42
2:B:636:ILE:HG22 3:D:261:PRO:HB2 2.02 0.42
1:A:581:LYS:CB 1:A:683:ILE:HD13 2.38 0.42
3:D:328:PRO:HB2 3:D:331:1LE:CD1 2.48 0.42
2:B:405:ILE:HD13 | 2:B:452:GLN:HE22 1.84 0.42
3:D:359:ARG:H 3:D:359:ARG:NE 2.17 0.42
3:C:188:ILE:CD1 3:C:394:PHE:CB 2.85 0.42
1:A:149:VAL:O 1:A:153: THR:HG23 2.20 0.42
2:B:239:GLU:HA | 2:B:242:ARG:HH21 1.84 0.42
1:A:557:1ILE:CD1 1:A:595:HIS:HE1 2.33 0.42
3:D:154:LEU:O 3:D:158:LEU:HG 2.20 0.42
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3:D:325:ASN:H 3:D:359:ARG:HH22 1.68 0.42
1:A:577:THR:O 1:A:580:ILE:HG12 2.19 0.42
3:D:195:1LE:HD11 3:D:423:PHE:CE1 2.44 0.42
3:D:188:ILE:HG21 3:D:188:1LE:HD13 1.80 0.42
3:C:206:ASN:HA 3:C:209:LEU:HB2 2.02 0.42
3:C:59:ARG:NH1 3:C:60:ASN:HD22 2.18 0.42
1:A:63:LEU:CG 1:A:170:ILE:HD11 2.48 0.42
3:C:205:ASP:HB3 3:C:305:LEU:H 1.84 0.42
1:A:363:ILE:HG21 1:A:363:ILE:HD13 1.88 0.42
2:B:493:.1LE:HG21 2:B:598: TYR:HB3 2.02 0.42
2:B:641:PHE:CZ 2:B:765:LEU:HD22 2.54 0.42
3:C:322:ILE:HA 3:C:358:ARG:HB3 2.01 0.42
3:C:6:ILE:CD1 3:C:126:GLU:HB3 2.49 0.42
3:D:183:GLN:HE22 | 3:D:393: THR:HG21 1.84 0.42
3:D:384:VAL:HB 3:D:434:MET:SD 2.60 0.42
1:A:449:HIS:CD2 1:A:449:HIS:H 2.37 0.42
1:A:697:LEU:HD22 1:A:697:LEU:HA 1.93 0.42
3:C:8:LEU:HD23 3:C:67:ILE:HB 2.02 0.42
1:A:187:GLU:HG2 1:A:190:TYR:CZ 2.55 0.42
2:B:304:LEU:HA 2:B:307:LEU:O 2.20 0.42
2:B:476:ALA:O 2:B:480:1ILE:HG22 2.19 0.42
3:D:127:.1LE:CD1 3:D:162: TYR:CE2 3.02 0.42
1:A:634:ALA:HB2 3:C:261:PRO:HB3 2.02 0.42
1:A:70:.LEU:HG 2:B:216:PHE:HB3 2.02 0.41
2:B:604:MET:HG3 | 2:B:638:ARG:HG2 2.01 0.41
2:B:586:ILE:HD12 | 2:B:732:LEU:HD22 2.02 0.41
3:C:284:ILE:HG21 3:C:284:ILE:HD13 1.85 0.41
3:D:212:ILE:HD13 3:D:275:PHE:CD2 2.55 0.41
1:A:292:LEU:HA 1:A:292:LEU:HD23 1.79 0.41
3:C:299:LEU:HA 3:C:299:LEU:HD13 1.87 0.41
1:A:143:ARG:HH11 | 1:A:147:GLU:HG3 1.84 0.41
2:B:180:PRO:HD2 | 2:B:185:LEU:HD21 2.02 0.41
2:B:446:PHE:HA 2:B:449:1LE:HG12 2.02 0.41
3:D:209:LEU:HD22 | 3:D:230:LEU:HD12 2.02 0.41
1:A:64:LEU:HD13 1:A:64:LEU:C 2.40 0.41
3:C:325:ASN:HB3 3:C:372:VAL:HA 2.02 0.41
2:B:356:ARG:HE 2:B:358: THR:H 1.67 0.41
2:B:187:TYR:HA 2:B:190: TYR:CD2 2.55 0.41
2:B:339:ILE:HD13 2:B:339:ILE:HG21 1.87 0.41
3:D:231:ILE:O 3:D:235:ILE:HG13 2.20 0.41
2:B:813:VAL:HG11 | 3:D:445:TYR:HB2 2.01 0.41
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2:B:499:ILE:HD13 2:B:511:LYS:HZ3 1.85 0.41
1:A:128:ASP:OD1 2:B:299:ARG:NH1 2.53 0.41
2:B:320:LYS:HA 2:B:328:ARG:HA 2.01 0.41
2:B:578:PHE:HA 2:B:581:LYS:HB2 2.01 0.41
3:C:123:ILE:CD1 3:C:161:ARG:HH12 2.33 0.41
3:D:173:PHE:CD1 | 3:D:203:VAL:HG13 2.54 0.41
3:D:270:PRO:HA 3:D:376:MET:O 2.20 0.41
3:C:330:GLN:H 3:C:330:GLN:CD 2.23 0.41
2:B:339:ILE:HD13 2:B:343: TYR:OH 2.20 0.41
2:B:346:.LEU:CD1 2:B:402:1LE:HD13 2.51 0.41
2:B:538:.ILE:HG21 2:B:538:ILE:HD13 1.85 0.41
3:C:279:'TYR:CE1 3:C:281:HIS:CE1 3.09 0.41
2:B:363:PHE:HA 2:B:389:ARG:HE 1.85 0.41
2:B:499:ILE:HD13 2:B:499:ILE:HG21 1.89 0.41
3:C:344:PHE:HB3 3:C:345:PRO:HD3 2.01 0.41
3:D:433:LEU:HD12 3:D:433:LEU:HA 1.84 0.41
1:A:146:LEU:CD2 | 1:A:183:ASN:HD22 2.33 0.41
1:A:151:LEU:CD1 2:B:285:ARG:CB 2.99 0.41
2:B:773:VAL:HG12 2:B:777:CYS:HG 1.84 0.41
1:A:375:ILE:HD12 1:A:396:LYS:HG2 1.96 0.41
3:C:59:ARG:HH22 | 3:D:371:GLU:HG3 1.85 0.41
2:B:607:SER:CB 2:B:634:ILE:HD11 2.50 0.41
3:C:188:ILE:HD12 3:C:394:PHE:CD1 2.55 0.41
3:C:93: TRP:CH2 3:C:95:ALA:HB2 2.56 0.41
3:C:20:PHE:O 3:C:24:GLN:HG3 2.20 0.41
3:C:322:ILE:HD11 | 3:C:377:LEU:HD12 2.03 0.41
3:D:217:PHE:CE1 3:D:226:HIS:CD2 3.09 0.41
1:A:151:LEU:HD12 2:B:285:ARG:CG 2.51 0.41
3:C:17:VAL:HG22 3:C:228:ASN:CB 2.49 0.41
2:B:402:.1LE:CG1 2:B:449:1LE:HD13 2.41 0.41
3:D:105: TRP:CZ2 3:D:109:TYR:CD2 3.09 0.41
2:B:349: TRP:HE1 2:B:403:PHE:HA 1.85 0.41
3:C:46:ARG:HD2 3:C:365:LEU:HB2 2.02 0.41
1:A:567:PRO:HD2 1:A:574:ILE:HD11 2.02 0.41
3:C:64:PRO:HD3 3:C:86:PHE:CD1 2.55 0.41
2:B:427:-LYS:HB2 2:B:448:1LE:HD12 2.02 0.41
3:D:70:ASP:HB2 3:D:71:SER:H 1.71 0.41
2:B:438: TYR:HB2 2:B:441:1LE:HD11 2.01 0.41
1:A:693:ILE:HD13 | 1:A:693:ILE:HG21 1.81 0.41
3:D:188:ILE:HD11 3:D:394:PHE:HB3 1.99 0.41
1:A:79:ASN:O 1:A:80:ASP:O 2.39 0.41
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1:A:160:ARG:HH22 | 1:A:164:LYS:HD2 1.86 0.41
1:A:172:GLU:H 1:A:172:GLU:CD 2.24 0.41
1:A:400:ARG:O 1:A:404:ILE:HG13 2.21 0.41
1:A:568: TYR:CD1 1:A:569:PRO:HA 2.55 0.41
2:B:381:ILE:HB 2:B:570:LEU:HD21 2.02 0.41
3:D:5:.ILE:HD11 3:D:252:MET:HG2 2.01 0.41
2:B:427:LYS:CB 2:B:448:.ILE:HD12 2.51 0.41
3:C:188:ILE:HG21 3:C:188:ILE:HD13 1.84 0.41
3:D:67:ILE:HG23 3:D:122:LYS:HD3 2.03 0.41
1:A:142:1ILE:HD11 1:A:271.LEU:HG 2.02 0.41
3:D:67:ILE:HD11 3:D:122:LYS:HB2 2.02 0.41
1:A:674:ASN:HD22 1:A:674:ASN:HA 1.72 0.41
2:B:234:LEU:O 2:B:238:VAL:HG23 2.20 0.41
2:B:244.LEU:HD13 2:B:244:LEU:HA 2.00 0.41
2:B:532:PRO:HA 2:B:535:SER:HB3 2.03 0.41
3:C:68:MET:SD 3:C:75:VAL:HG22 2.61 0.41
3:D:318:VAL:CG2 3:D:319:TYR:N 2.84 0.41
3:C:212:ILE:HD12 3:C:302:SER:O 2.15 0.41
3:D:210:LEU:HA 3:D:210:LEU:HD23 1.95 0.41
2:B:728:HIS:O 2:B:732:LEU:HG 2.20 0.41
2:B:402:ILE:HD13 2:B:402:ILE:HG21 1.75 0.41
2:B:213:ILE:HD11 | 2:B:221:LEU:HD12 2.01 0.41
2:B:434:GLN:HE22 | 2:B:444:ASN:HB3 1.86 0.41
2:B:560:LEU:HD13 2:B:561:ASP:N 2.35 0.41
3:C:188:ILE:HD12 3:C:394:PHE:HB3 1.86 0.41
3:C:31:ILE:HG21 3:C:35:GLY:HA2 2.03 0.41
3:D:234:1LE:HD13 | 3:D:303:ASN:OD1 2.21 0.41
1:A:409:PHE:CZ 1:A:573:ILE:CD1 2.80 0.41
1:A:693:ILE:HG23 1:A:694:PRO:HD3 2.03 0.41
2:B:451:ASP:O 2:B:455:GLU:HG3 2.20 0.41
1:A:384:LEU:HA 1:A:384:LEU:HD12 1.90 0.41
2:B:238:VAL:O 2:B:242: ARG:HG3 2.20 0.41
2:B:412:LEU:HD13 2:B:463:ILE:CD1 2.50 0.41
2:B:339:ILE:HG12 2:B:343: TYR:CE1 2.56 0.41
3:C:266:HIS:CE1 3:C:267:PHE:CZ 3.08 0.41
3:C:271:SER:CB 3:C:296:LEU:HB3 2.50 0.41
2:B:529:MET:SD 2:B:531:SER:HB2 2.61 0.41
3:C:36:LEU:HD12 3:C:36:LEU:H 1.85 0.41
1:A:59:VAL:HB 1:A:102:PHE:CE2 2.55 0.41
1:A:560:LEU:HD12 1:A:560:LEU:HA 1.82 0.41
1:A:599:LEU:HD22 | 1:A:703:VAL:HG11 2.02 0.41
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2:B:426:SER:HA 2:B:429:TYR:CD2 2.56 0.41
3:D:318:VAL:HG23 | 3:D:354:VAL:HG12 2.03 0.41
1:A:378:ILE:HG21 1:A:378:ILE:HD13 1.85 0.41
3:C:24:GLN:HE22 3:C:232:SER:HB2 1.85 0.41
3:C:271:SER:HA 3:C:302:SER:HA 2.02 0.41
3:C:122:LYS:0O 3:C:125:LYS:HG2 2.20 0.41
1:A:75:ILE:HD11 1:A:92:PHE:HB3 2.02 0.41
3:C:255:ILE:HD13 | 3:C:358:ARG:NHI1 2.33 0.41
3:D:217:PHE:HA 3:D:280:ILE:HD12 2.02 0.41
3:D:271:SER:HB3 3:D:376:MET:HB3 2.01 0.41
1:A:391:GLU:HA 1:A:394:VAL:HG22 2.03 0.41
2:B:202:PHE:CE1 2:B:207:ILE:HD11 2.56 0.41
2:B:296:ILE:HD12 2:B:327.ILE:HD12 2.03 0.41
1:A:321:ASP:HB3 1:A:572:ILE:CD1 2.42 0.41
1:A:55:GLN:HB3 1:A:56:GLU:H 1.68 0.41
2:B:499:ILE:CD1 2:B:507:LEU:HD23 2.50 0.41
2:B:826:PHE:O 2:B:829:ASP:HB3 2.21 0.41
3:C:188:ILE:HD12 3:C:394:PHE:CD1 2.50 0.41
3:D:318:VAL:HG22 3:D:319:TYR:N 2.35 0.41
2:B:220:LEU:HD21 2:B:280:LEU:HB3 2.03 0.41
2:B:544:ARG:HB2 2:B:561:ASP:HB2 2.02 0.41
1:A:189:LEU:HB3 1:A:193:TYR:CZ 2.56 0.41
1:A:357:VAL:HB 1:A:363:ILE:HD11 1.91 0.41
1:A:609: THR:CG2 1:A:610:PRO:HD3 2.51 0.41
2:B:264:TYR:O 2:B:268:VAL:HG23 2.21 0.41
1:A:150: TYR:HE2 2:B:281:LYS:HE2 1.86 0.41
2:B:363:PHE:CD2 | 2:B:390:VAL:HG22 2.56 0.41
3:C:394:PHE:CE2 3:C:424:ALA:HB2 2.56 0.41
3:C:256:TYR:CE1 3:C:260:ILE:HD12 2.56 0.41
2:B:480:1ILE:HG21 2:B:480:1LE:HD13 1.93 0.41
1:A:643:ILE:CD1 1:A:692:LEU:HD21 2.38 0.41
3:C:170: TYR:CD2 3:C:235:ILE:HG22 2.55 0.41
1:A:669:ALA:O 1:A:672:ILE:HG12 2.21 0.41
2:B:464:LEU:HD23 | 2:B:468:PHE:CE2 2.56 0.41
3:C:286:HIS:CD2 3:C:371:GLU:HB3 2.56 0.41
3:D:105: TRP:CH2 3:D:109: TYR:CD2 3.09 0.41
1:A:637:ASN:HA 1:A:640:ILE:HG12 2.03 0.41
2:B:544:ARG:HA 2:B:544:ARG:NE 2.36 0.41
2:B:493:ILE:CD1 2:B:595:LYS:HA 2.51 0.41
3:C:280:ILE:HD11 3:C:284:ILE:CD1 2.41 0.41
1:A:135:LEU:CD1 1:A:247:ILE:HD13 2.33 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) | overlap (A)

1:A:262:ARG:O 1:A:263:SER:HB2 2.20 0.40
1:A:268:LEU:O 1:A:268:LEU:HD23 2.21 0.40
1:A:280:CYS:HB3 1:A:380:ASP:HA 2.02 0.40
1:A:481:LEU:HB3 1:A:564:.ILE:HG23 2.03 0.40
1:A:606:LEU:HA 1:A:606:LEU:HD23 1.82 0.40
1:A:781:ASN:ND2 1:A:790:LYS:H 2.19 0.40
2:B:738:HIS:N 2:B:738:HIS:CD2 2.84 0.40
3:C:206:ASN:HA 3:C:209:LEU:HD12 2.03 0.40
2:B:330:ILE:HG21 2:B:330:ILE:HD13 1.88 0.40
2:B:508:PRO:O 2:B:512:LEU:HD23 2.20 0.40
3:C:127:ILE:HD13 3:C:127:ILE:HG21 1.91 0.40
1:A:484:ILE:HD13 | 1:A:484:ILE:HG21 1.85 0.40
3:C:8:LEU:HB2 3:C:138:LEU:HD12 2.03 0.40
2:B:363:PHE:CG 2:B:390: VAL:HG22 2.56 0.40
1:A:361:LEU:O 1:A:361:LEU:HD23 2.21 0.40
3:C:67:ILE:HD13 3:C:67:ILE:HG21 1.93 0.40
2:B:642:GLN:HE22 | 3:D:257:SER:HB2 1.87 0.40
1:A:126: TRP:CG 1:A:135:LEU:HB3 2.57 0.40
3:C:75:VAL:HG13 3:C:92:THR:CG2 2.51 0.40
1:A:252:GLN:HE22 | 1:A:272:LEU:HD11 1.85 0.40
1:A:599:LEU:HD11 | 1:A:640:ILE:HD11 1.89 0.40
1:A:599:LEU:HD13 | 1:A:640:ILE:HD11 1.92 0.40
3:C:72:GLU:HB2 3:C:76:ILE:CD1 2.50 0.40
3:C:72:GLU:HA 3:C:75:VAL:HG12 2.03 0.40
1:A:176:ILE:HG21 1:A:176:ILE:HD13 1.93 0.40
1:A:423:GLN:HA 1:A:427:LEU:HB2 2.03 0.40
3:C:67:ILE:HD13 3:C:67:ILE:HG21 1.87 0.40
3:C:195:ILE:HD11 3:C:423:PHE:CE1 2.56 0.40
3:C:210:LEU:HD12 | 3:C:227:THR:HG21 2.02 0.40
3:D:219:ASN:HB2 3:D:279:TYR:CE2 2.57 0.40
1:A:359:ALA:C 1:A:361:LEU:H 2.24 0.40
1:A:594:TYR:CZ 1:A:595:HIS:CE1 3.10 0.40
3:D:176:ARG:HE 3:D:389:ASN:HB2 1.86 0.40
1:A:139:ALA:CB 1:A:143:ARG:HH21 2.34 0.40
3:D:105: TRP:CE2 3:D:189:LEU:HB3 2.56 0.40
1:A:606:LEU:HD21 1:A:710:ILE:CD1 2.50 0.40
2:B:276:. THR:HG23 | 2:B:278:VAL:HG12 2.02 0.40
2:B:505:ASP:H 2:B:508:PRO:HG2 1.86 0.40
3:D:247'TYR:CE1 3:D:361:PRO:HD2 2.57 0.40
1:A:59:VAL:HG11 1:A:102:PHE:CE1 2.07 0.40
2:B:725:GLU:HA 2:B:728:HIS:CD2 2.56 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) | overlap (A)

1:A:134:VAL:CG1 1:A:275:ILE:HD13 2.22 0.40
2:B:207:ILE:HD13 | 2:B:221:LEU:HD21 2.02 0.40
2:B:660:ASN:HB3 2:B:731:PHE:CD1 2.56 0.40
1:A:331:LEU:HD12 1:A:332:LEU:H 1.87 0.40
3:D:242:.1LE:CD1 3:D:252:MET:HE2 2.51 0.40
1:A:425:ILE:HD13 1:A:478:MET:O 2.21 0.40
1:A:779:LEU:HD13 1:A:779:LEU:C 2.42 0.40
2:B:349: TRP:CE2 2:B:364:ILE:HD11 2.57 0.40
3:C:250:SER:O 3:C:255:ILE:CD1 2.69 0.40
1:A:59:VAL:HG11 1:A:102:PHE:CZ 2.56 0.40
3:D:164:LYS:HG2 3:D:164:LYS:O 2.21 0.40
2:B:743: THR:O 2:B:756:GLN:CA 2.63 0.40
3:C:84:ARG:H 3:C:84:ARG:HG2 1.69 0.40
2:B:843:LYS:HD?2 2:B:846:ARG:HB2 2.03 0.40
2:B:250:LYS:0O 2:B:254:.1LE:HG13 2.21 0.40
1:A:363:ILE:HG22 1:A:365: THR:H 1.86 0.40
3:C:412:LEU:HD12 3:C:412:LEU:H 1.87 0.40
3:D:119:ILE:HD13 | 3:D:154:LEU:HD21 2.03 0.40
2:B:199:LEU:HD23 2:B:199:LEU:H 1.86 0.40

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-A 561/823 (68%) 526 (94%) | 21 (4%) | 14 2%) 46
1 2-A 561,/823 (68%) 524 (93%) | 19 (3%) | 18 (3%) 41
1 3-A 561/823 (68%) 521 (93%) | 24 (4%) | 16 (3%) 6 43
1 4-A 561/823 (68%) 523 (93%) | 25 (4%) | 13 (2%) 8| 48
1 5-A 561/823 (68%) 524 (93%) | 23 (4%) | 14 (2%) 46

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 6-A 561/823 (68%) 525 (94%) 26 (5%) 10 (2%) 53
1 7-A 561/823 (68%) 519 (92%) 27 (5%) 15 (3%) 6 45
1 8-A 561/823 (68%) 519 (92%) 26 (5%) 16 (3%) 6 43
1 9-A 561/823 (68%) 526 (94%) 23 (4%) 12 (2%) 9] 50
1 10-A 561/823 (68%) 528 (94%) 19 (3%) 14 (2%) 46
2 1-B 553/846 (65%) 512 (93%) 26 (5%) 15 (3%) 6 45
2 2-B 553/846 (65%) 505 (91%) 41 (7%) 7 (1%) 157 60
2 3-B 553/846 (65%) 512 (93%) 30 (5%) 11 (2%) 9| 51
2 4-B 553/846 (65%) 503 (91%) 32 (6%) 18 (3%) 40
2 5-B 553/846 (65%) 512 (93%) 30 (5%) 11 (2%) 9| 51
2 6-B 553/846 (65%) 502 (91%) 36 (6%) 15 (3%) 6] 45
2 7-B 553/846 (65%) 515 (93%) 24 (4%) 14 (2%) 46
2 8-B 553/846 (65%) 516 (93%) 29 (5%) 8 (1%) 147 58
2 9-B 553/846 (65%) 505 (91%) 24 (4%) 34
2 10-B 553/846 (65%) 512 (93%) 30 (5%) 9| 51
3 1-C 443/473 (94%) 403 (91%) 29 (6%) 46
3 1-D 443 /473 (94%) 395 (89%) 37 (8%) 46
3 2-C 443 /473 (94%) 395 (89%) 29 (6%) 34
3 2-D 443 /473 (94%) 390 (88%) 33 (7%) 33
3 3-C 443 /473 (94%) 396 (89%) 33 (%) 41
3 3-D 443/473 (94%) 393 (89%) 33 (7%) 37
3 4-C 443 /473 (94%) 401 (90%) 29 (6%) 6 43
3 4-D 443 /473 (94%) 402 (91%) 29 (6%) 6 45
3 5-C 443 /473 (94%) 400 (90%) 27 (6%) 38
3 5-D 443 /473 (94%) 401 (90%) 28 (6%) 41
3 6-C 443 /473 (94%) 397 (90%) | 34 (8%) 6 45
3 6-D 443 /473 (94%) 396 (89%) 32 (%) 40
3 7-C 443 /473 (94%) 403 (91%) | 29 (6%) 46
3 7-D 443 /473 (94%) 389 (88%) 33 (%) 32
3 8-C 443 /473 (94%) 391 (88%) 29 (6%) 30
3 8-D 443 /473 (94%) 408 (92%) 26 (6%) 9] 51

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 9-C 443 /473 (94%) 403 (91%) 29 (6%) 11 (2%) 46
3 9-D 443 /473 (94%) 401 (90%) 29 (6%) 13 (3%) 43
3 10-C 443 /473 (94%) 396 (89%) 29 (6%) 18 (4%) 35
3 10-D 443/473 (94%) 403 (91%) 29 (6%) 11 (2%) 46
All All 20000/26150 (76%) | 18292 (92%) | 1141 (6%) | 567 (3%) 44

All (567) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 1-A 91 GLU
1 1-A 97 LYS
1 1-A 130 SER.
1 1-A 785 GLU
2 1-B 247 SER
2 1-B 533 ARG
2 1-B 564 LEU
2 1-B 610 ILE
3 1-C 246 SER
3 1-C 325 ASN
3 1-D 143 ALA
3 1-D 262 SER
3 1-D 274 PRO
3 1-D 354 VAL
1 2-A 91 GLU
1 2-A 97 LYS
1 2-A 337 SER
1 2-A 432 GLY
1 2-A 569 PRO
2 2-B 441 ILE
2 2-B 577 PRO
3 2-C 132 ASN
3 2-C 163 PRO
3 2-C 218 ARG
3 2-C 223 ASP
3 2-C 315 TYR
3 2-D 37 SER
3 2-D 43 SER
3 2-D 70 ASP
3 2-D 86 PHE
3 2-D 266 HIS
3 2-D 288 CYS

Continued on next page...
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Mol | Chain | Res | Type
1 3-A 91 GLU
1 3-A 331 LEU
2 3-B 245 ASN
2 3-B 469 HIS
3 3-C 44 THR
3 3-C 132 ASN
3 3-C 325 ASN
1 4-A 91 GLU
1 4-A 97 LYS
1 4-A 299 PHE
1 4-A 322 THR
1 4-A 365 THR
1 4-A 474 PRO
1 4-A 787 SER
2 4-B 380 HIS
2 4-B 416 CYS
2 4-B 530 ASN
3 4-C 132 ASN
3 4-C 261 PRO
3 4-C 278 ASP
3 4-C 325 ASN
3 4-C 416 MET
3 4-D 100 SER
3 4-D 328 PRO
1 5-A 91 GLU
1 5-A 337 SER
1 5-A 361 LEU
1 5-A 384 LEU
1 5-A 567 PRO
2 5-B 546 LEU
2 5-B 575 ASN
3 5-C 70 ASP
3 5-C 174 PRO
3 5-C 218 ARG
3 5-C 248 MET
3 5-D 45 GLU
3 5-D 131 ASP
3 5-D 163 PRO
3 5-D 325 ASN
1 6-A 91 GLU
2 6-B 196 THR
2 6-B 210 PRO
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Mol | Chain | Res | Type
2 6-B 244 LEU
2 6-B 419 VAL
2 6-B 531 SER
3 6-C 132 ASN
3 6-C 174 PRO
3 6-C 285 ALA
3 6-D 314 THR
3 6-D 325 ASN
1 7-A 91 GLU
1 7-A 129 THR
1 7-A 331 LEU
1 7-A 337 SER
2 7-B 573 ASN
3 7-C 132 ASN
3 7-C 280 ILE
3 7-D 49 ASP
3 7-D 163 PRO
3 7-D 179 GLU
3 7-D 261 PRO
3 7-D 266 HIS
3 7-D 287 LYS
3 7-D 328 PRO
3 7-D 416 MET
1 8-A 91 GLU
1 8-A 331 LEU
1 8-A 364 PRO
2 8-B 206 GLN
2 8-B 416 CYS
3 8-C 45 GLU
3 8-C 59 ARG
3 8-C 285 ALA
3 8-C 325 ASN
3 8-D 59 ARG
3 8-D 266 HIS
3 8-D 274 PRO
1 9-A 91 GLU
2 9-B 194 ALA
2 9-B 206 GLN
2 9-B 212 LYS
2 9-B 416 CYS
2 9-B 417 LYS
2 9-B 427 LYS
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Mol | Chain | Res | Type
2 9-B 572 LEU
2 9-B 610 ILE
3 9-C 304 SER
3 9-D 43 SER
3 9-D 163 PRO
3 9-D 325 ASN
1 10-A 91 GLU
1 10-A 97 LYS
1 10-A | 331 LEU
1 10-A | 337 SER
1 10-A | 567 PRO
2 10-B | 416 CYS
3 10-C | 174 PRO
3 10-C | 277 SER
3 10-C | 307 SER
3 10-C | 325 ASN
3 10-D | 286 HIS
3 10-D | 327 GLU
3 10-D | 371 GLU
1 1-A 337 SER
1 1-A 360 SER
1 1-A 383 ASP
2 1-B 324 ASP
3 1-C 70 ASP
3 1-C 266 HIS
3 1-C 277 SER
3 1-C 361 PRO
3 1-D 70 ASP
3 1-D 174 PRO
3 1-D 307 SER
3 1-D 325 ASN
1 2-A 129 THR
1 2-A 263 SER
1 2-A 414 ASP
1 2-A 613 LYS
1 2-A 785 GLU
2 2-B 416 CYS
3 2-C 174 PRO
3 2-C 251 SER
3 2-D 163 PRO
1 3-A 295 PRO
1 3-A 335 CYS

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK

{8 EMDataBank




Page 272

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type
1 3-A 608 LYS
1 3-A 666 PRO
1 3-A 799 VAL
2 3-B 420 GLN
2 3-B 529 MET
3 3-C 248 MET
3 3-C 274 PRO
3 3-C 369 GLU
3 3-D 70 ASP
3 3-D 74 SER
3 3-D 277 SER
3 3-D 365 LEU
1 4-A 334 ASP
1 4-A 337 SER
1 4-A 360 SER
2 4-B 273 SER
2 4-B 552 SER
2 4-B 577 PRO
2 4-B 610 ILE
3 4-C 70 ASP
3 4-C 248 MET
3 4-D 70 ASP
3 4-D 163 PRO
3 4-D 282 ASP
3 4-D 325 ASN
1 5-A 131 PHE
1 5-A 299 PHE
1 5-A 608 LYS
1 5-A 666 PRO
2 5-B 198 ALA
3 5-C 132 ASN
3 5-C 266 HIS
3 5-D 70 ASP
1 6-A 666 PRO
2 6-B 570 LEU
2 6-B 611 ILE
3 6-C 70 ASP
3 6-C 314 THR
3 6-C 325 ASN
3 6-D 70 ASP
3 6-D 266 HIS
1 7-A 364 PRO
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Mol | Chain | Res | Type
1 7-A 365 THR
1 7-A 386 GLU
1 7-A 432 GLY
1 7-A 449 HIS
1 7-A 489 GLU
2 7-B 416 CYS
2 7-B 531 SER
2 7-B 834 GLY
2 7-B 845 LEU
3 7-C 70 ASP
3 7-C 178 SER
3 7-C 251 SER
3 7-C 281 HIS
3 7-C 310 MET
3 7-D 70 ASP
3 7-D 181 VAL
1 8-A 97 LYS
1 8-A 263 SER
1 8-A 432 GLY
1 8-A 450 TYR
3 8-C 96 SER
3 8-C 163 PRO
3 8-C 286 HIS
3 8-C 314 THR
3 8-C 362 TYR
3 8-D 70 ASP
1 9-A 297 GLN
1 9-A 414 ASP
1 9-A 489 GLU
1 9-A 786 LEU
2 9-B 424 GLU
2 9-B 574 VAL
3 9-C 70 ASP
3 9-C 248 MET
3 9-C 261 PRO
3 9-C 348 SER
3 9-C 361 PRO
3 9-D 280 ILE
3 9-D 361 PRO
1 10-A | 470 GLN
2 10-B | 210 PRO
2 10-B | 533 ARG
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Mol | Chain | Res | Type
3 10-C | 248 MET
3 10-C | 348 SER
3 10-C | 351 ALA
3 10-C | 353 HIS
3 10-C | 368 ASN
3 10-D 70 ASP
3 10-D 96 SER
3 10-D | 343 LYS
3 10-D | 349 SER
2 1-B 194 ALA
2 1-B 382 PRO
2 1-B 577 PRO
2 1-B 833 ASP
3 1-C 248 MET
3 1-C 251 SER
3 1-C 261 PRO
3 1-D 266 HIS
1 2-A 331 LEU
1 2-A 471 SER
2 2-B 324 ASP
3 2-C 45 GLU
3 2-C 59 ARG
3 2-C 70 ASP
3 2-C 261 PRO
3 2-C 328 PRO
3 2-C 353 HIS
3 2-C 361 PRO
3 2-C 416 MET
3 2-D 33 THR
3 2-D 57 ASN
3 2-D 103 ASN
3 2-D 261 PRO
3 2-D 278 ASP
3 2-D 311 ASN
1 3-A 96 LYS
1 3-A 322 THR
1 3-A 361 LEU
1 3-A 370 SER
1 3-A 482 LEU
2 3-B 779 LEU
3 3-C 47 ASP
3 3-C 70 ASP
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Mol | Chain | Res | Type
3 3-C 261 PRO
3 3-C 275 PHE
3 3-C 309 ALA
3 3-C 361 PRO
3 3-D 71 SER
3 3-D 84 ARG
3 3-D 221 ASN
3 3-D 288 CYS
1 4-A 331 LEU
1 4-A 666 PRO
2 4-B 194 ALA
3 4-C 96 SER
3 4-D 98 GLY
3 4-D 174 PRO
1 5-A 97 LYS
1 5-A 98 MET
1 5-A 259 LEU
2 5-B 278 VAL
2 5-B 324 ASP
2 5-B 382 PRO
2 5-B 577 PRO
3 5-C 57 ASN
3 5-C 99 ALA
3 5-C 280 ILE
3 5-C 307 SER
3 5-D 41 ASP
3 5-D 98 GLY
3 5-D 100 SER
3 5-D 164 LYS
1 6-A 334 ASP
1 6-A 370 SER
2 6-B 416 CYS
2 6-B 550 HIS
3 6-C 59 ARG
3 6-C 307 SER
3 6-C 370 ASN
3 6-D 174 PRO
3 6-D 246 SER
1 7-A 98 MET
2 7-B 381 ILE
2 7-B 540 GLY
2 7-B 563 ILE
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Mol | Chain | Res | Type
2 7-B 577 PRO
3 7-C 98 GLY
3 7-C 261 PRO
3 7-C 367 PRO
3 7-D 283 ASP
3 7-D 325 ASN
1 8-A 470 GLN
1 8-A 613 LYS
1 8-A 785 GLU
3 8-C 70 ASP
3 8-C 261 PRO
3 8-C 266 HIS
3 8-C 311 ASN
3 8-C 367 PRO
3 8-D 348 SER
1 9-A 322 THR
1 9-A 331 LEU
1 9-A 337 SER
2 9-B 197 SER
2 9-B 540 GLY
3 9-C 96 SER
3 9-D 70 ASP
3 9-D 132 ASN
1 10-A | 128 ASP
1 10-A | 129 THR
1 10-A | 414 ASP
1 10-A | 488 THR
1 10-A | 785 GLU
3 10-C 70 ASP
3 10-C | 315 TYR
3 10-D 98 GLY
3 10-D | 325 ASN
1 1-A 296 TYR
2 1-B 201 PRO
2 1-B 206 GLN
2 1-B 358 THR
2 1-B 438 TYR
3 1-D 313 PRO
1 2-A 364 PRO
1 2-A 608 LYS
1 2-A 786 LEU
2 2-B 278 VAL
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Mol | Chain | Res | Type
2 2-B 358 THR
3 2-C 43 SER
1 3-A 128 ASP
1 3-A 337 SER
1 3-A 369 ASN
1 3-A 470 GLN
2 3-B 247 SER
2 3-B 574 VAL
3 3-D 42 SER
3 3-D 102 GLY
3 3-D 103 ASN
2 4-B 209 ILE
2 4-B 247 SER
2 4-B 417 LYS
2 4-B 529 MET
3 4-C 266 HIS
3 4-C 309 ALA
3 4-D 87 PHE
3 4-D 101 ALA
3 4-D 266 HIS
1 5-A 99 ASP
2 5-B 247 SER
2 5-B 527 HIS
3 5-C 251 SER
3 5-C 313 PRO
3 5-D 58 CYS
3 5-D 246 SER
1 6-A 99 ASP
1 6-A 295 PRO
1 6-A 667 THR
2 6-B 211 SER
2 6-B 547 ASP
2 6-B 845 LEU
3 6-C 246 SER
3 6-C 266 HIS
3 6-D 59 ARG
3 6-D 179 GLU
3 6-D 312 ASN
1 7-A 367 PRO
2 7-B 324 ASP
3 7-D 45 GLU
3 7-D 285 ALA
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Mol | Chain | Res | Type
3 7-D 311 ASN
3 7-D 312 ASN
1 8-A 300 MET
1 8-A 360 SER
1 8-A 608 LYS
1 8-A 666 PRO
2 8-B 247 SER
2 8-B 357 ALA
2 8-B 395 PRO
3 8-C 179 GLU
3 8-C 276 THR
3 8-D 163 PRO
1 9-A 785 GLU
2 9-B 247 SER
2 9-B 395 PRO
2 9-B 485 LYS
3 9-C 45 GLU
3 9-C 218 ARG
3 9-C 415 SER
3 9-D 174 PRO
3 9-D 309 ALA
3 9-D 312 ASN
3 9-D 343 LYS
3 9-D 345 PRO
2 10-B | 381 ILE
2 10-B | 395 PRO
3 10-C 96 SER
3 10-C | 312 ASN
3 10-D | 163 PRO
1 1-A 322 THR
1 1-A 567 PRO
1 1-A 666 PRO
1 1-A 786 LEU
2 1-B 531 SER
3 1-D 328 PRO
1 2-A 361 LEU
1 2-A 365 THR
3 2-D 218 ARG
3 2-D 274 PRO
3 2-D 277 SER
3 2-D 361 PRO
3 2-D 415 SER
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Mol | Chain | Res | Type
2 3-B 243 MET
2 3-B 274 SER
3 3-C 368 ASN
3 3-D 131 ASP
2 4-B 324 ASP
2 4-B 358 THR
3 4-C 348 SER
1 5-A 360 SER
3 5-C 278 ASP
2 6-B 548 LEU
3 6-D 42 SER
3 6-D 45 GLU
1 7-A 785 GLU
3 7-C 163 PRO
3 7-D 310 MET
3 7-D 345 PRO
2 8-B 274 SER
3 8-C 58 CYS
3 8-C 248 MET
3 8-C 278 ASP
3 8-C 315 TYR
3 8-D 58 CYS
3 8-D 444 SER
1 9-A 333 ARG
1 9-A 666 PRO
2 9-B 244 LEU
2 9-B 324 ASP
2 9-B 358 THR
2 9-B 381 ILE
2 9-B 426 SER
2 9-B 535 SER
2 9-B 564 LEU
3 9-D 262 SER
1 10-A | 360 SER
2 10-B | 215 ASN
2 10-B | 552 SER
2 10-B | 577 PRO
3 10-C 48 ASP
3 10-C | 261 PRO
3 10-C | 361 PRO
3 10-D | 175 ALA
1 1-A 297 GLN
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Mol | Chain | Res | Type
1 1-A 613 LYS
2 1-B 213 ILE
3 2-C 97 ASP
2 3-B 201 PRO
3 3-C 218 ARG
3 3-D 39 LEU
3 3-D 40 PRO
3 3-D 176 ARG
1 4-A 567 PRO
2 4-B 576 ARG
3 4-C 282 ASP
3 4-C 443 ASP
3 4-D 58 CYS
2 5-B 205 GLU
3 5-C 361 PRO
3 5-D 221 ASN
1 6-A 383 ASP
2 6-B 382 PRO
3 6-D 37 SER
3 6-D 315 TYR
1 7-A 666 PRO
2 7-B 548 LEU
2 7-B 779 LEU
3 7-D 41 ASP
3 7-D 245 PRO
1 8-A 667 THR
2 8-B 524 SER
3 8-C 284 ILE
3 8-C 370 ASN
3 8-D 276 THR
3 9-C 39 LEU
1 10-A | 372 ASP
1 10-A | 489 GLU
2 10-B | 247 SER
2 10-B | 438 TYR
3 10-C | 309 ALA
3 1-C 163 PRO
3 1-C 345 PRO
1 2-A 666 PRO
2 2-B 247 SER
3 2-C 2 GLY
2 3-B 503 PRO
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Mol | Chain | Res | Type
3 5-C 261 PRO
3 6-D 163 PRO
1 7-A 166 PRO
2 7-B 551 GLY
3 8-C 306 VAL
2 9-B 565 TYR
2 10-B | 382 PRO
3 2-D 174 PRO
3 2-D 301 PRO
3 5-D 364 PRO
3 6-D 261 PRO
2 7-B 391 PRO
1 9-A 364 PRO
2 9-B 201 PRO
3 10-C | 220 PRO
3 2-C 280 ILE
3 3-D 328 PRO
2 4-B 532 PRO
2 5-B 532 PRO
3 7-D 174 PRO
2 4-B 391 PRO
3 5-D 361 PRO
1 6-A 364 PRO
1 6-A 473 ASN
2 6-B 395 PRO
3 6-C 361 PRO
2 8-B 210 PRO
2 4-B 214 PRO
3 5-C 245 PRO
1 8-A 367 PRO
3 3-D 274 PRO

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.
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‘ Mol ‘ Chain ‘ Analysed ‘ Rotameric ‘ Outliers ‘ Percentiles ‘
Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 1-A 542/766 (71%) 498 (92%) 44 (8%) 157 49
1 2-A 542/766 (71%) 502 (93%) 40 (7%) 177 54
1 3-A 542/766 (71%) 510 (94%) 32 (6%) 24 61
1 4-A 542/766 (71%) 499 (92%) 43 (8%) 157 51
1 5-A 542/766 (71%) 508 (94%) 34 (6%) 22 59
1 6-A 542/766 (71%) 487 (90%) 55 (10%) 91 38
1 7-A 542/766 (71%) 501 (92%) 41 (8%) 167 53
1 8-A 542/766 (71%) 497 (92%) 45 (8%) 147 48
1 9-A 542/766 (71%) 505 (93%) 37 (7%) 20 57
1 10-A 542/766 (71%) 497 (92%) 45 (8%) 147 48
2 1-B 528 /787 (67%) 492 (93%) 36 (7%) 20 57
2 2-B 528 /787 (67%) 492 (93%) 36 (7%) 20 57
2 3-B 528 /787 (67%) 490 (93%) 38 (7%) 181 55
2 4-B 528 /787 (67%) 482 (91%) 46 (9%) 131 45
2 5-B 528 /787 (67%) 493 (93%) 35 (7%) 21 57
o | 6B | 528/787 (67%) | 479 (91%) | 49 (9%) | |11] 42
2 7-B 528 /787 (67%) 487 (92%) 41 (8%) 161 51
2 8-B 528 /787 (67%) 491 (93%) 37 (7%) 197 56
2 9-B 528 /787 (67%) 486 (92%) 42 (8%) 157 50
2 10-B 528 /787 (67%) 475 (90%) 53 (10%) 91 38
3 1-C 396/421 (94%) 369 (93%) 27 (7%) 20 57
3 1-D 396/421 (94%) 375 (95%) 21 (5%) 28 64
3 2-C 396/421 (94%) 371 (94%) 25 (6%) 2259
3 2-D 396/421 (94%) 373 (94%) 23 (6%) 25 61
3 3-C 396/421 (94%) 374 (94%) 22 (6%) 26 62
3 3-D 396/421 (94%) 371 (94%) 25 (6%) 2259
3 4-C 396/421 (94%) 375 (95%) 21 (5%) 28 64
3 4-D 396/421 (94%) 366 (92%) 30 (8%) 167 53
3 5-C 396/421 (94%) 375 (95%) 21 (5%) 28 64
3 5-D 396/421 (94%) 369 (93%) 27 (7%) 20 57
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 6-C 396,/421 (94%) 375 (95%) 21 (5%) 28 64
3 6-D 396/421 (94%) 376 (95%) 20 (5%) 29 66
3 7-C 396/421 (94%) 380 (96%) 16 (4%) 38 71
3 7-D 396/421 (94%) 379 (96%) 17 (4%) 35 70
3 8-C 396/421 (94%) 376 (95%) 20 (5%) 29 66
3 8-D 396/421 (94%) 375 (95%) 21 (5%) 28 64
3 9-C 396/421 (94%) 372 (94%) 24 (6%) 23 60
3 9-D 396/421 (94%) 377 (95%) 19 (5%) 31 67
3 10-C 396/421 (94%) 368 (93%) 28 (7%) 181 55
3 10-D 396/421 (94%) 366 (92%) 30 (8%) 161 53

All All 18620,/23950 (78%) | 17333 (93%) | 1287 (7%) 24 56

All (1287) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 1-A 55 GLN
1 1-A 56 GLU
1 1-A 74 TYR
1 1-A 100 PRO
1 1-A 108 ARG
1 1-A 110 VAL
1 1-A 116 TYR
1 1-A 130 SER
1 1-A 146 LEU
1 1-A 152 LYS
1 1-A 153 THR
1 1-A 159 GLU
1 1-A 160 ARG
1 1-A 168 PHE
1 1-A 174 GLU
1 1-A 251 PHE
1 1-A 252 GLN
1 1-A 288 THR
1 1-A 296 TYR
1 1-A 298 GLU
1 1-A 325 PHE
1 1-A 331 LEU
1 1-A 332 LEU
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Mol | Chain | Res | Type
1 1-A 337 SER
1 1-A 339 GLU
1 1-A 358 ARG
1 1-A 385 MET
1 1-A 386 GLU
1 1-A 413 TYR
1 1-A 424 GLN
1 1-A 481 LEU
1 1-A 623 ARG
1 1-A 633 HIS
1 1-A 637 ASN
1 1-A 646 TYR
1 1-A 648 ASN
1 1-A 661 LYS
1 1-A 667 THR
1 1-A 681 THR
1 1-A 691 ASP
1 1-A 785 GLU
1 1-A 793 PHE
1 1-A 794 TYR
1 1-A 799 VAL
2 1-B 182 GLU
2 1-B 225 PHE
2 1-B 231 TYR
2 1-B 250 LYS
2 1-B 273 SER
2 1-B 290 ASN
2 1-B 335 PHE
2 1-B 347 MET
2 1-B 385 PHE
2 1-B 397 GLU
2 1-B 403 PHE
2 1-B 410 ILE
2 1-B 414 LYS
2 1-B 438 TYR
2 1-B 439 ARG
2 1-B 468 PHE
2 1-B 492 LEU
2 1-B 508 PRO
2 1-B 510 TYR
2 1-B 522 LEU
2 1-B 528 LEU
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Mol | Chain | Res | Type
2 1-B 576 ARG
2 1-B 585 ARG
2 1-B 600 TYR
2 1-B 604 MET
2 1-B 641 PHE
2 1-B 649 GLU
2 1-B 659 GLU
2 1-B 728 HIS
2 1-B 731 PHE
2 1-B 741 PHE
2 1-B 758 TYR
2 1-B 764 LEU
2 1-B 772 PHE
2 1-B 776 TYR
2 1-B 811 GLU
3 1-C 96 SER
3 1-C 104 SER
3 1-C 120 LEU
3 1-C 126 GLU
3 1-C 141 SER
3 1-C 148 SER
3 1-C 150 LEU
3 1-C 189 LEU
3 1-C 232 SER
3 1-C 248 MET
3 1-C 253 SER
3 1-C 261 PRO
3 1-C 282 ASP
3 1-C 305 LEU
3 1-C 307 SER
3 1-C 325 ASN
3 1-C 329 ARG
3 1-C 333 ARG
3 1-C 340 GLN
3 1-C 359 ARG
3 1-C 366 GLN
3 1-C 375 MET
3 1-C 391 CYS
3 1-C 416 MET
3 1-C 420 GLN
3 1-C 435 GLU
3 1-C 443 ASP
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Mol | Chain | Res | Type
3 1-D 38 GLN
3 1-D 41 ASP
3 1-D 69 MET
3 1-D 71 SER
3 1-D 76 ILE
3 1-D 140 HIS
3 1-D 158 LEU
3 1-D 176 ARG
3 1-D 183 GLN
3 1-D 218 ARG
3 1-D 249 TYR
3 1-D 287 LYS
3 1-D 313 PRO
3 1-D 340 GLN
3 1-D 341 ARG
3 1-D 354 VAL
3 1-D 366 GLN
3 1-D 369 GLU
3 1-D 376 MET
3 1-D 393 THR
3 1-D 425 GLU
1 2-A 56 GLU
1 2-A 59 VAL
1 2-A 5 ILE
1 2-A 98 MET
1 2-A 111 ARG
1 2-A 133 MET
1 2-A 136 GLN
1 2-A 140 TYR
1 2-A 147 GLU
1 2-A 156 GLU
1 2-A 158 LEU
1 2-A 163 ASN
1 2-A 166 PRO
1 2-A 168 PHE
1 2-A 171 ARG
1 2-A 173 LEU
1 2-A 181 GLU
1 2-A 195 GLU
1 2-A 198 ARG
1 2-A 199 GLU
1 2-A 262 ARG
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Mol | Chain | Res | Type
1 2-A 285 GLU
1 2-A 296 TYR
1 2-A 327 ARG
1 2-A 328 LYS
1 2-A 344 LEU
1 2-A 376 GLN
1 2-A 393 TYR
1 2-A 429 TYR
1 2-A 472 GLU
1 2-A 569 PRO
1 2-A 598 LEU
1 2-A 633 HIS
1 2-A 637 ASN
1 2-A 651 VAL
1 2-A 654 LYS
1 2-A 673 GLN
1 2-A 677 GLU
1 2-A 714 ARG
1 2-A 794 TYR
2 2-B 183 ASP
2 2-B 201 PRO
2 2-B 205 GLU
2 2-B 206 GLN
2 2-B 229 LEU
2 2-B 240 LYS
2 2-B 262 GLN
2 2-B 280 LEU
2 2-B 289 GLU
2 2-B 328 ARG
2 2-B 349 TRP
2 2-B 351 THR
2 2-B 356 ARG
2 2-B 386 ASN
2 2-B 387 GLN
2 2-B 400 TYR
2 2-B 439 ARG
2 2-B 450 ASN
2 2-B 462 GLN
2 2-B 470 TYR
2 2-B 488 PHE
2 2-B 498 ASP
2 2-B 503 PRO
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Mol | Chain | Res | Type
2 2-B 508 PRO
2 2-B 555 TRP
2 2-B 562 TYR
2 2-B 564 LEU
2 2-B 601 GLN
2 2-B 609 ASP
2 2-B 649 GLU
2 2-B 719 LEU
2 2-B 728 HIS
2 2-B 731 PHE
2 2-B 780 ASN
2 2-B 808 ASN
2 2-B 839 PHE
3 2-C 12 GLN
3 2-C 23 SER
3 2-C 46 ARG
3 2-C 59 ARG
3 2-C 89 PRO
3 2-C 94 VAL
3 2-C 113 THR
3 2-C 115 ASN
3 2-C 140 HIS
3 2-C 248 MET
3 2-C 267 PHE
3 2-C 289 HIS
3 2-C 292 TYR
3 2-C 301 PRO
3 2-C 315 TYR
3 2-C 328 PRO
3 2-C 335 MET
3 2-C 352 MET
3 2-C 363 LEU
3 2-C 366 GLN
3 2-C 406 ASN
3 2-C 428 GLU
3 2-C 435 GLU
3 2-C 436 ASP
3 2-C 442 GLN
3 2-D 46 ARG
3 2-D 78 ASP
3 2-D 87 PHE
3 2-D 121 ASN
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Mol | Chain | Res | Type
3 2-D 140 HIS
3 2-D 153 ASN
3 2-D 165 LYS
3 2-D 174 PRO
3 2-D 176 ARG
3 2-D 183 GLN
3 2-D 188 ILE
3 2-D 218 ARG
3 2-D 222 ILE
3 2-D 243 ARG
3 2-D 287 LYS
3 2-D 315 TYR
3 2-D 317 ASN
3 2-D 318 VAL
3 2-D 319 TYR
3 2-D 330 GLN
3 2-D 340 GLN
3 2-D 411 ASP
3 2-D 435 GLU
1 3-A 103 LYS
1 3-A 140 TYR
1 3-A 165 VAL
1 3-A 168 PHE
1 3-A 175 GLN
1 3-A 186 MET
1 3-A 195 GLU
1 3-A 198 ARG
1 3-A 300 MET
1 3-A 324 TYR
1 3-A 328 LYS
1 3-A 339 GLU
1 3-A 345 PHE
1 3-A 346 LYS
1 3-A 358 ARG
1 3-A 361 LEU
1 3-A 374 THR
1 3-A 405 PHE
1 3-A 431 SER
1 3-A 443 MET
1 3-A 449 HIS
1 3-A 469 ARG
1 3-A 478 MET
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Mol | Chain | Res | Type
1 3-A 485 GLN
1 3-A 593 GLN
1 3-A 603 TRP
1 3-A 644 MET
1 3-A 655 GLU
1 3-A 663 TYR
1 3-A 677 GLU
1 3-A 714 ARG
1 3-A 761 ILE
2 3-B 181 GLU
2 3-B 195 THR
2 3-B 231 TYR
2 3-B 244 LEU
2 3-B 250 LYS
2 3-B 285 ARG
2 3-B 316 LEU
2 3-B 346 LEU
2 3-B 387 GLN
2 3-B 396 LYS
2 3-B 398 LEU
2 3-B 421 TRP
2 3-B 423 ASN
2 3-B 4277 LYS
2 3-B 431 VAL
2 3-B 438 TYR
2 3-B 446 PHE
2 3-B 469 HIS
2 3-B 508 PRO
2 3-B 515 VAL
2 3-B 559 THR
2 3-B 564 LEU
2 3-B 570 LEU
2 3-B 574 VAL
2 3-B 576 ARG
2 3-B 585 ARG
2 3-B 588 ASN
2 3-B 595 LYS
2 3-B 600 TYR
2 3-B 669 GLN
2 3-B 728 HIS
2 3-B 756 GLN
2 3-B 772 PHE
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Mol | Chain | Res | Type
2 3-B 774 LYS
2 3-B 804 LYS
2 3-B 810 LYS
2 3-B 822 ARG
2 3-B 826 PHE
3 3-C 12 GLN
3 3-C 21 LEU
3 3-C 48 ASP
3 3-C 51 LYS
3 3-C 97 ASP
3 3-C 122 LYS
3 3-C 126 GLU
3 3-C 140 HIS
3 3-C 222 ILE
3 3-C 248 MET
3 3-C 274 PRO
3 3-C 275 PHE
3 3-C 292 TYR
3 3-C 297 ASP
3 3-C 335 MET
3 3-C 389 ASN
3 3-C 394 PHE
3 3-C 396 LYS
3 3-C 412 LEU
3 3-C 418 ASN
3 3-C 427 ARG
3 3-C 442 GLN
3 3-D 12 GLN
3 3-D 38 GLN
3 3-D 54 PHE
3 3-D 69 MET
3 3-D 125 LYS
3 3-D 130 THR
3 3-D 134 GLU
3 3-D 140 HIS
3 3-D 156 GLU
3 3-D 158 LEU
3 3-D 192 ARG
3 3-D 198 SER
3 3-D 239 THR
3 3-D 292 TYR
3 3-D 293 ASP
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Mol | Chain | Res | Type
3 3-D 318 VAL
3 3-D 326 VAL
3 3-D 340 GLN
3 3-D 352 MET
3 3-D 354 VAL
3 3-D 355 ASN
3 3-D 359 ARG
3 3-D 369 GLU
3 3-D 394 PHE
3 3-D 412 LEU
1 4-A 56 GLU
1 4-A 79 ASN
1 4-A 93 LYS
1 4-A 99 ASP
1 4-A 103 LYS
1 4-A 107 ARG
1 4-A 112 TYR
1 4-A 133 MET
1 4-A 137 ARG
1 4-A 140 TYR
1 4-A 162 PHE
1 4-A 168 PHE
1 4-A 177 ILE
1 4-A 249 LYS
1 4-A 266 MET
1 4-A 297 GLN
1 4-A 324 TYR
1 4-A 334 ASP
1 4-A 354 LEU
1 4-A 365 THR
1 4-A 375 ILE
1 4-A 380 ASP
1 4-A 405 PHE
1 4-A 425 ILE
1 4-A 448 LYS
1 4-A 451 ARG
1 4-A 474 PRO
1 4-A 583 GLN
1 4-A 594 TYR
1 4-A 597 ARG
1 4-A 624 ARG
1 4-A 635 LYS
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Mol | Chain | Res | Type
1 4-A 653 ASP
1 4-A 663 TYR
1 4-A 684 MET
1 4-A 692 LEU
1 4-A 705 LYS
1 4-A 708 LYS
1 4-A 714 ARG
1 4-A 763 LYS
1 4-A 776 ARG
1 4-A 778 CYS
1 4-A 794 TYR
2 4-B 210 PRO
2 4-B 222 HIS
2 4-B 231 TYR
2 4-B 248 PRO
2 4-B 264 TYR
2 4-B 276 THR
2 4-B 289 GLU
2 4-B 298 CYS
2 4-B 306 GLU
2 4-B 335 PHE
2 4-B 351 THR
2 4-B 356 ARG
2 4-B 358 THR
2 4-B 400 TYR
2 4-B 415 TYR
2 4-B 418 GLU
2 4-B 428 LYS
2 4-B 447 GLU
2 4-B 453 TYR
2 4-B 470 TYR
2 4-B 472 ASP
2 4-B 489 MET
2 4-B 526 ARG
2 4-B 559 THR
2 4-B 564 LEU
2 4-B 566 PRO
2 4-B 585 ARG
2 4-B 598 TYR
2 4-B 600 TYR
2 4-B 612 ARG
2 4-B 641 PHE
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Mol | Chain | Res | Type
2 4-B 643 GLN
2 4-B 660 ASN
2 4-B 663 GLU
2 4-B 670 ARG
2 4-B 719 LEU
2 4-B 722 ASP
2 4-B 728 HIS
2 4-B 729 ASN
2 4-B 731 PHE
2 4-B 732 LEU
2 4-B 737 SER
2 4-B 741 PHE
2 4-B 773 VAL
2 4-B 780 ASN
2 4-B 846 ARG
3 4-C 8 LEU
3 4-C 12 GLN
3 4-C 46 ARG
3 4-C 49 ASP
3 4-C 73 PRO
3 4-C 114 ARG
3 4-C 150 LEU
3 4-C 153 ASN
3 4-C 188 ILE
3 4-C 248 MET
3 4-C 271 SER
3 4-C 292 TYR
3 4-C 293 ASP
3 4-C 325 ASN
3 4-C 329 ARG
3 4-C 333 ARG
3 4-C 358 ARG
3 4-C 371 GLU
3 4-C 418 ASN
3 4-C 428 GLU
3 4-C 437 TYR
3 4-D 27 LYS
3 4-D 40 PRO
3 4-D 45 GLU
3 4-D 49 ASP
3 4-D 52 PRO
3 4-D 61 LYS
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Mol | Chain | Res | Type
3 4-D 69 MET
3 4-D 75 VAL
3 4-D 111 ILE
3 4-D 125 LYS
3 4-D 140 HIS
3 4-D 193 ARG
3 4-D 217 PHE
3 4-D 218 ARG
3 4-D 220 PRO
3 4-D 328 PRO
3 4-D 335 MET
3 4-D 339 GLN
3 4-D 355 ASN
3 4-D 359 ARG
3 4-D 363 LEU
3 4-D 372 VAL
3 4-D 380 MET
3 4-D 385 ASN
3 4-D 394 PHE
3 4-D 396 LYS
3 4-D 409 VAL
3 4-D 416 MET
3 4-D 435 GLU
3 4-D 437 TYR
1 5-A 55 GLN
1 5-A 56 GLU
1 5-A 76 ARG
1 5-A 107 ARG
1 5-A 116 TYR
1 5-A 129 THR
1 5-A 160 ARG
1 5-A 162 PHE
1 5-A 165 VAL
1 5-A 179 GLU
1 5-A 186 MET
1 5-A 194 GLU
1 5-A 198 ARG
1 5-A 284 TYR
1 5-A 288 THR
1 5-A 299 PHE
1 5-A 354 LEU
1 5-A 355 LYS
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Mol | Chain | Res | Type
1 5-A 372 ASP
1 5-A 385 MET
1 5-A 405 PHE
1 5-A 438 PHE
1 5-A 451 ARG
1 5-A 469 ARG
1 5-A 473 ASN
1 5-A 486 PHE
1 5-A 576 ARG
1 5-A 603 TRP
1 5-A 624 ARG
1 5-A 663 TYR
1 5-A 673 GLN
1 5-A 689 LEU
1 5-A 714 ARG
1 5-A 760 LEU
2 5-B 181 GLU
2 5-B 234 LEU
2 5-B 239 GLU
2 5-B 264 TYR
2 5-B 304 LEU
2 5-B 316 LEU
2 5-B 327 ILE
2 5-B 335 PHE
2 5-B 351 THR
2 5-B 358 THR
2 5-B 362 PHE
2 5-B 387 GLN
2 5-B 401 LYS
2 5-B 415 TYR
2 5-B 421 TRP
2 5-B 427 LYS
2 5-B 428 LYS
2 5-B 438 TYR
2 5-B 462 GLN
2 5-B 468 PHE
2 5-B 483 MET
2 5-B 504 SER
2 5-B 529 MET
2 5-B 533 ARG
2 5-B 545 VAL
2 5-B 553 VAL
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Mol | Chain | Res | Type
2 5-B 577 PRO
2 5-B 581 LYS
2 5-B 638 ARG
2 5-B 649 GLU
2 5-B 666 ARG
2 5-B 722 ASP
2 5-B 727 VAL
2 5-B 728 HIS
2 5-B 764 LEU
3 5-C 12 GLN
3 5-C 46 ARG
3 5-C 59 ARG
3 5-C 81 ASN
3 5-C 84 ARG
3 5-C 86 PHE
3 5-C 90 ARG
3 5-C 94 VAL
3 5-C 139 LEU
3 5-C 140 HIS
3 5-C 158 LEU
3 5-C 180 VAL
3 5-C 183 GLN
3 5-C 219 ASN
3 5-C 318 VAL
3 5-C 353 HIS
3 5-C 359 ARG
3 5-C 382 THR
3 5-C 385 ASN
3 5-C 396 LYS
3 5-C 431 GLN
3 5-D 19 LYS
3 5-D 41 ASP
3 5-D 46 ARG
3 5-D 58 CYS
3 5-D 120 LEU
3 5-D 140 HIS
3 5-D 148 SER
3 5-D 154 LEU
3 5-D 192 ARG
3 5-D 225 GLN
3 5-D 231 ILE
3 5-D 273 THR
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Mol | Chain | Res | Type
3 5-D 292 TYR
3 5-D 296 LEU
3 5-D 329 ARG
3 5-D 340 GLN
3 5-D 341 ARG
3 5-D 347 TRP
3 5-D 359 ARG
3 5-D 360 SER
3 5-D 366 GLN
3 5-D 388 GLU
3 5-D 393 THR
3 5-D 394 PHE
3 5-D 416 MET
3 5-D 435 GLU
3 5-D 437 TYR
1 6-A 74 TYR
1 6-A 91 GLU
1 6-A 97 LYS
1 6-A 107 ARG
1 6-A 108 ARG
1 6-A 114 LYS
1 6-A 116 TYR
1 6-A 126 TRP
1 6-A 140 TYR
1 6-A 143 ARG
1 6-A 155 VAL
1 6-A 156 GLU
1 6-A 165 VAL
1 6-A 175 GLN
1 6-A 181 GLU
1 6-A 183 ASN
1 6-A 186 MET
1 6-A 187 GLU
1 6-A 262 ARG
1 6-A 263 SER
1 6-A 273 ASN
1 6-A 274 ASN
1 6-A 300 MET
1 6-A 333 ARG
1 6-A 358 ARG
1 6-A 361 LEU
1 6-A 364 PRO
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Mol | Chain | Res | Type
1 6-A 369 ASN
1 6-A 371 SER
1 6-A 393 TYR
1 6-A 402 ASN
1 6-A 406 LEU
1 6-A 427 LEU
1 6-A 438 PHE
1 6-A 439 LEU
1 6-A 451 ARG
1 6-A 461 LEU
1 6-A 472 GLU
1 6-A 478 MET
1 6-A 481 LEU
1 6-A 485 GLN
1 6-A 486 PHE
1 6-A 589 GLN
1 6-A 594 TYR
1 6-A 632 LEU
1 6-A 663 TYR
1 6-A 676 LEU
1 6-A 697 LEU
1 6-A 704 TYR
1 6-A 706 PHE
1 6-A 770 ASN
1 6-A 779 LEU
1 6-A 793 PHE
1 6-A 797 SER
1 6-A 799 VAL
2 6-B 181 GLU
2 6-B 202 PHE
2 6-B 207 ILE
2 6-B 221 LEU
2 6-B 225 PHE
2 6-B 230 LEU
2 6-B 240 LYS
2 6-B 243 MET
2 6-B 249 MET
2 6-B 250 LYS
2 6-B 262 GLN
2 6-B 281 LYS
2 6-B 283 LEU
2 6-B 289 GLU
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Mol | Chain | Res | Type
2 6-B 304 LEU
2 6-B 307 LEU
2 6-B 310 ASP
2 6-B 335 PHE
2 6-B 346 LEU
2 6-B 362 PHE
2 6-B 384 GLU
2 6-B 385 PHE
2 6-B 398 LEU
2 6-B 409 TYR
2 6-B 411 PHE
2 6-B 423 ASN
2 6-B 439 ARG
2 6-B 447 GLU
2 6-B 456 ILE
2 6-B 462 GLN
2 6-B 512 LEU
2 6-B 516 LEU
2 6-B 532 PRO
2 6-B 555 TRP
2 6-B 560 LEU
2 6-B 566 PRO
2 6-B 580 ARG
2 6-B 609 ASP
2 6-B 629 ASN
2 6-B 652 TYR
2 6-B 654 ASN
2 6-B 664 MET
2 6-B 722 ASP
2 6-B 731 PHE
2 6-B 757 PRO
2 6-B 770 TYR
2 6-B 771 GLU
2 6-B 806 ASN
2 6-B 836 GLU
3 6-C 21 LEU
3 6-C 41 ASP
3 6-C 46 ARG
3 6-C 47 ASP
3 6-C 86 PHE
3 6-C 100 SER
3 6-C 130 THR
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Mol | Chain | Res | Type
3 6-C 148 SER
3 6-C 165 LYS
3 6-C 183 GLN
3 6-C 206 ASN
3 6-C 219 ASN
3 6-C 248 MET
3 6-C 266 HIS
3 6-C 273 THR
3 6-C 293 ASP
3 6-C 295 MET
3 6-C 310 MET
3 6-C 335 MET
3 6-C 347 TRP
3 6-C 431 GLN
3 6-D 1 MET
3 6-D 47 ASP
3 6-D 51 LYS
3 6-D 126 GLU
3 6-D 140 HIS
3 6-D 183 GLN
3 6-D 193 ARG
3 6-D 206 ASN
3 6-D 228 ASN
3 6-D 247 TYR
3 6-D 256 TYR
3 6-D 275 PHE
3 6-D 289 HIS
3 6-D 292 TYR
3 6-D 306 VAL
3 6-D 333 ARG
3 6-D 341 ARG
3 6-D 358 ARG
3 6-D 380 MET
3 6-D 418 ASN
1 7-A 63 LEU
1 7-A 108 ARG
1 7-A 129 THR
1 7-A 136 GLN
1 7-A 166 PRO
1 7-A 167 ASN
1 7-A 168 PHE
1 7-A 171 ARG
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Mol | Chain | Res | Type
1 7-A 175 GLN
1 7-A 186 MET
1 7-A 249 LYS
1 7-A 266 MET
1 7-A 284 TYR
1 7-A 289 GLN
1 7-A 294 ASP
1 7-A 300 MET
1 7-A 342 ASN
1 7-A 361 LEU
1 7-A 369 ASN
1 7-A 385 MET
1 7-A 386 GLU
1 7-A 400 ARG
1 7-A 415 LEU
1 7-A 429 TYR
1 7-A 451 ARG
1 7-A 458 TYR
1 7-A 464 ASN
1 7-A 485 GLN
1 7-A 597 ARG
1 7-A 633 HIS
1 7-A 676 LEU
1 7-A 684 MET
1 7-A 697 LEU
1 7-A 700 PHE
1 7-A 714 ARG
1 7-A 755 ASP
1 7-A 775 PHE
1 7-A 776 ARG
1 7-A 781 ASN
1 7-A 783 THR
1 7-A 786 LEU
2 7-B 180 PRO
2 7-B 182 GLU
2 7-B 200 PHE
2 7-B 203 ASP
2 7-B 206 GLN
2 7-B 232 GLN
2 7-B 245 ASN
2 7-B 289 GLU
2 7-B 304 LEU
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Mol | Chain | Res | Type
2 7-B 306 GLU
2 7-B 347 MET
2 7-B 354 LEU
2 7-B 362 PHE
2 7-B 384 GLU
2 7-B 387 GLN
2 7-B 390 VAL
2 7-B 405 ILE
2 7-B 415 TYR
2 7-B 418 GLU
2 7-B 427 LYS
2 7-B 446 PHE
2 7-B 467 LYS
2 7-B 477 LEU
2 7-B 478 LYS
2 7-B 486 SER
2 7-B 494 GLU
2 7-B 510 TYR
2 7-B 545 VAL
2 7-B 559 THR
2 7-B 565 TYR
2 7-B 573 ASN
2 7-B 594 LYS
2 7-B 601 GLN
2 7-B 604 MET
2 7-B 612 ARG
2 7-B 660 ASN
2 7-B 666 ARG
2 7-B 723 GLU
2 7-B 725 GLU
2 7-B 731 PHE
2 7-B 774 LYS
3 7-C 12 GLN
3 7-C 45 GLU
3 7-C 69 MET
3 7-C 165 LYS
3 7-C 217 PHE
3 7-C 329 ARG
3 7-C 335 MET
3 7-C 352 MET
3 7-C 359 ARG
3 7-C 369 GLU
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Mol | Chain | Res | Type
3 7-C 394 PHE
3 7-C 396 LYS
3 7-C 404 LEU
3 7-C 427 ARG
3 7-C 441 GLU
3 7-C 442 GLN
3 7-D 46 ARG
3 7-D 55 ARG
3 7-D 84 ARG
3 7-D 122 LYS
3 7-D 140 HIS
3 7-D 183 GLN
3 7-D 248 MET
3 7-D 273 THR
3 7-D 284 ILE
3 7-D 286 HIS
3 7-D 308 THR
3 7-D 325 ASN
3 7-D 392 ASN
3 7-D 394 PHE
3 7-D 412 LEU
3 7-D 433 LEU
3 7-D 434 MET
1 8-A 56 GLU
1 8-A 91 GLU
1 8-A 108 ARG
1 8-A 115 GLN
1 8-A 116 TYR
1 8-A 126 TRP
1 8-A 140 TYR
1 8-A 156 GLU
1 8-A 161 ASP
1 8-A 162 PHE
1 8-A 163 ASN
1 8-A 167 ASN
1 8-A 171 ARG
1 8-A 174 GLU
1 8-A 175 GLN
1 8-A 199 GLU
1 8-A 269 LYS
1 8-A 300 MET
1 8-A 332 LEU
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Mol | Chain | Res | Type
1 8-A 358 ARG
1 8-A 379 ASN
1 8-A 408 LEU
1 8-A 409 PHE
1 8-A 411 GLN
1 8-A 422 LEU
1 8-A 429 TYR
1 8-A 438 PHE
1 8-A 439 LEU
1 8-A 473 ASN
1 8-A 485 GLN
1 8-A 563 ASP
1 8-A 593 GLN
1 8-A 594 TYR
1 8-A 599 LEU
1 8-A 604 MET
1 8-A 661 LYS
1 8-A 666 PRO
1 8-A 667 THR
1 8-A 674 ASN
1 8-A 692 LEU
1 8-A 697 LEU
1 8-A 707 CYS
1 8-A 708 LYS
1 8-A 775 PHE
1 8-A 776 ARG
2 8-B 202 PHE
2 8-B 216 PHE
2 8-B 231 TYR
2 8-B 261 LEU
2 8-B 280 LEU
2 8-B 286 GLU
2 8-B 307 LEU
2 8-B 317 ASN
2 8-B 326 THR
2 8-B 335 PHE
2 8-B 354 LEU
2 8-B 384 GLU
2 8-B 400 TYR
2 8-B 416 CYS
2 8-B 434 GLN
2 8-B 453 TYR

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK

{8 EMDataBank




Page 306

wwPDB EM Map/Model Validation Report

SFLZ

Continued from previous page...

Mol | Chain | Res | Type
2 8-B 461 ASN
2 8-B 481 LEU
2 8-B 488 PHE
2 8-B 507 LEU
2 8-B 510 TYR
2 8-B 512 LEU
2 8-B 537 VAL
2 8-B 544 ARG
2 8-B 555 TRP
2 8-B 559 THR
2 8-B 562 TYR
2 8-B 601 GLN
2 8-B 608 ASN
2 8-B 629 ASN
2 8-B 630 LYS
2 8-B 662 LYS
2 8-B 668 LEU
2 8-B 739 LYS
2 8-B 772 PHE
2 8-B 805 PHE
2 8-B 846 ARG
3 8-C 9 GLN
3 8-C 12 GLN
3 8-C 47 ASP
3 8-C 48 ASP
3 8-C 55 ARG
3 8-C 59 ARG
3 8-C 84 ARG
3 8-C 88 ASP
3 8-C 213 SER
3 8-C 248 MET
3 8-C 266 HIS
3 8-C 269 SER
3 8-C 293 ASP
3 8-C 299 LEU
3 8-C 318 VAL
3 8-C 340 GLN
3 8-C 371 GLU
3 8-C 377 LEU
3 8-C 412 LEU
3 8-C 443 ASP
3 8-D 5 ILE
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Mol | Chain | Res | Type
3 8-D 27 LYS
3 8-D 75 VAL
3 8-D 93 TRP
3 8-D 94 VAL
3 8-D 125 LYS
3 8-D 140 HIS
3 8-D 176 ARG
3 8-D 198 SER
3 8-D 248 MET
3 8-D 250 SER
3 8-D 258 THR
3 8-D 299 LEU
3 8-D 329 ARG
3 8-D 341 ARG
3 8-D 365 LEU
3 8-D 380 MET
3 8-D 394 PHE
3 8-D 412 LEU
3 8-D 435 GLU
3 8-D 437 TYR
1 9-A 98 MET
1 9-A 141 GLU
1 9-A 146 LEU
1 9-A 160 ARG
1 9-A 168 PHE
1 9-A 171 ARG
1 9-A 194 GLU
1 9-A 198 ARG
1 9-A 262 ARG
1 9-A 292 LEU
1 9-A 300 MET
1 9-A 323 GLN
1 9-A 332 LEU
1 9-A 361 LEU
1 9-A 374 THR
1 9-A 409 PHE
1 9-A 453 ASP
1 9-A 455 ASN
1 9-A 457 ASN
1 9-A 458 TYR
1 9-A 467 LEU
1 9-A 485 GLN
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Mol | Chain | Res | Type
1 9-A 562 PHE
1 9-A 569 PRO
1 9-A 576 ARG
1 9-A 609 THR
1 9-A 633 HIS
1 9-A 636 MET
1 9-A 641 LYS
1 9-A 651 VAL
1 9-A 655 GLU
1 9-A 661 LYS
1 9-A 664 ARG
1 9-A 707 CYS
1 9-A 775 PHE
1 9-A 792 ASP
1 9-A 800 ASP
2 9-B 196 THR
2 9-B 197 SER
2 9-B 225 PHE
2 9-B 231 TYR
2 9-B 237 LYS
2 9-B 251 LYS
2 9-B 283 LEU
2 9-B 285 ARG
2 9-B 289 GLU
2 9-B 291 ILE
2 9-B 303 HIS
2 9-B 316 LEU
2 9-B 335 PHE
2 9-B 352 LYS
2 9-B 355 LEU
2 9-B 384 GLU
2 9-B 388 GLU
2 9-B 404 MET
2 9-B 418 GLU
2 9-B 425 PHE
2 9-B 428 LYS
2 9-B 432 LEU
2 9-B 451 ASP
2 9-B 467 LYS
2 9-B 489 MET
2 9-B 495 LYS
2 9-B 539 ASN
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Mol | Chain | Res | Type
2 9-B 546 LEU
2 9-B 553 VAL
2 9-B 569 SER
2 9-B 574 VAL
2 9-B 580 ARG
2 9-B 600 TYR
2 9-B 605 LEU
2 9-B 641 PHE
2 9-B 654 ASN
2 9-B 728 HIS
2 9-B 765 LEU
2 9-B 771 GLU
2 9-B 772 PHE
2 9-B 810 LYS
2 9-B 839 PHE
3 9-C 21 LEU
3 9-C 46 ARG
3 9-C 51 LYS
3 9-C 86 PHE
3 9-C 107 ASN
3 9-C 122 LYS
3 9-C 124 ASP
3 9-C 158 LEU
3 9-C 176 ARG
3 9-C 179 GLU
3 9-C 180 VAL
3 9-C 240 ASN
3 9-C 245 PRO
3 9-C 262 SER
3 9-C 266 HIS
3 9-C 287 LYS
3 9-C 292 TYR
3 9-C 295 MET
3 9-C 301 PRO
3 9-C 333 ARG
3 9-C 354 VAL
3 9-C 359 ARG
3 9-C 379 ASN
3 9-C 394 PHE
3 9-D 55 ARG
3 9-D 84 ARG
3 9-D 88 ASP
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Mol | Chain | Res | Type
3 9-D 116 GLN
3 9-D 121 ASN
3 9-D 133 PHE
3 9-D 140 HIS
3 9-D 160 ASP
3 9-D 181 VAL
3 9-D 193 ARG
3 9-D 209 LEU
3 9-D 248 MET
3 9-D 287 LYS
3 9-D 292 TYR
3 9-D 359 ARG
3 9-D 376 MET
3 9-D 394 PHE
3 9-D 398 PHE
3 9-D 435 GLU
1 10-A 55 GLN
1 10-A 67 LEU
1 10-A 93 LYS
1 10-A 97 LYS
1 10-A | 108 ARG
1 10-A | 129 THR
1 10-A | 141 GLU
1 10-A | 146 LEU
1 10-A | 156 GLU
1 10-A | 171 ARG
1 10-A | 173 LEU
1 10-A | 179 GLU
1 10-A | 181 GLU
1 10-A | 183 ASN
1 10-A | 186 MET
1 10-A | 253 GLN
1 10-A | 278 ASP
1 10-A | 284 TYR
1 10-A | 288 THR
1 10-A | 354 LEU
1 10-A | 360 SER
1 10-A | 365 THR
1 10-A | 368 SER
1 10-A | 384 LEU
1 10-A | 385 MET
1 10-A | 424 GLN
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Mol | Chain | Res | Type
1 10-A | 481 LEU
1 10-A | 486 PHE
1 10-A | 562 PHE
1 10-A | 580 ILE
1 10-A | 587 ARG
1 10-A | 598 LEU
1 10-A | 603 TRP
1 10-A | 606 LEU
1 10-A | 624 ARG
1 10-A | 630 ARG
1 10-A | 661 LYS
1 10-A | 663 TYR
1 10-A | 696 GLN
1 10-A | 700 PHE
1 10-A | 711 LYS
1 10-A | 761 ILE
1 10-A | 776 ARG
1 10-A | 792 ASP
1 10-A | 793 PHE
2 10-B | 182 GLU
2 10-B | 199 LEU
2 10-B | 213 ILE
2 10-B | 225 PHE
2 10-B | 229 LEU
2 10-B | 231 TYR
2 10-B | 243 MET
2 10-B | 250 LYS
2 10-B | 270 ASN
2 10-B | 271 LEU
2 10-B | 285 ARG
2 10-B | 289 GLU
2 10-B | 294 LEU
2 10-B | 315 GLU
2 10-B | 326 THR
2 10-B | 334 LEU
2 10-B | 338 MET
2 10-B | 347 MET
2 10-B | 385 PHE
2 10-B | 398 LEU
2 10-B | 400 TYR
2 10-B | 415 TYR
2 10-B | 425 PHE
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Mol | Chain | Res | Type
2 10-B | 427 LYS
2 10-B | 445 PHE
2 10-B | 462 GLN
2 10-B | 466 GLN
2 10-B | 471 ARG
2 10-B | 481 LEU
2 10-B | 489 MET
2 10-B | 494 GLU
2 10-B | 526 ARG
2 10-B | 544 ARG
2 10-B | 559 THR
2 10-B | 564 LEU
2 10-B | 568 LEU
2 10-B | 572 LEU
2 10-B | 580 ARG
2 10-B | 592 ARG
2 10-B | 599 PHE
2 10-B | 612 ARG
2 10-B | 641 PHE
2 10-B | 723 GLU
2 10-B | 725 GLU
2 10-B | 728 HIS
2 10-B | 764 LEU
2 10-B | 770 TYR
2 10-B | 780 ASN
2 10-B | 802 LEU
2 10-B | 826 PHE
2 10-B | 827 ARG
2 10-B | 843 LYS
2 10-B | 846 ARG
3 10-C 8 LEU
3 10-C 12 GLN
3 10-C 36 LEU
3 10-C 46 ARG
3 10-C 59 ARG
3 10-C 86 PHE
3 10-C | 125 LYS
3 10-C | 126 GLU
3 10-C | 140 HIS
3 10-C | 150 LEU
3 10-C | 178 SER
3 10-C | 179 GLU
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Mol | Chain | Res | Type
3 10-C | 183 GLN
3 10-C | 243 ARG
3 10-C | 248 MET
3 10-C | 260 ILE
3 10-C | 282 ASP
3 10-C | 310 MET
3 10-C | 316 PHE
3 10-C | 319 TYR
3 10-C | 322 ILE
3 10-C | 325 ASN
3 10-C | 333 ARG
3 10-C | 347 TRP
3 10-C | 358 ARG
3 10-C | 359 ARG
3 10-C | 379 ASN
3 10-C | 427 ARG
3 10-D 12 GLN
3 10-D 31 ILE
3 10-D 42 SER
3 10-D 49 ASP
3 10-D 61 LYS
3 10-D | 130 THR
3 10-D | 140 HIS
3 10-D | 163 PRO
3 10-D | 180 VAL
3 10-D | 182 VAL
3 10-D | 183 GLN
3 10-D | 188 ILE
3 10-D | 211 ASN
3 10-D | 256 TYR
3 10-D | 266 HIS
3 10-D | 296 LEU
3 10-D | 311 ASN
3 10-D | 314 THR
3 10-D | 331 ILE
3 10-D | 335 MET
3 10-D | 341 ARG
3 10-D | 358 ARG
3 10-D | 359 ARG
3 10-D | 362 TYR
3 10-D | 363 LEU
3 10-D | 379 ASN
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Mol | Chain | Res | Type
3 10-D | 380 MET
3 10-D | 391 CYS
3 10-D | 393 THR
3 10-D | 435 GLU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (310) such
sidechains are listed below:

Mol | Chain | Res | Type
1 1-A 59 GLN
1 1-A 252 GLN
1 1-A 258 ASN
1 1-A 277 GLN
1 1-A 411 GLN
1 1-A 421 HIS
1 1-A 423 GLN
1 1-A 442 ASN
1 1-A 454 ASN
1 1-A 473 ASN
1 1-A 476 ASN
1 1-A 480 GLN
1 1-A 089 GLN
1 1-A 770 ASN
2 1-B 290 ASN
2 1-B 322 HIS
2 1-B 466 GLN
2 1-B 027 HIS
2 1-B 039 ASN
2 1-B 573 ASN
2 1-B 832 ASN
3 1-C 12 GLN
3 1-C 15 ASN
3 1-C 29 HIS
3 1-C 153 ASN
3 1-C 266 HIS
3 1-C 392 ASN
3 1-D 29 HIS
3 1-D 266 HIS
3 1-D 303 ASN
3 1-D 312 ASN
3 1-D 320 ASN
3 1-D 325 ASN
3 1-D 418 ASN
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Mol | Chain | Res | Type
1 2-A 136 GLN
1 2-A 277 GLN
1 2-A 379 ASN
1 2-A 455 ASN
1 2-A 595 HIS
1 2-A 781 ASN
1 2-A 784 GLN
2 2-B 206 GLN
2 2-B 215 ASN
2 2-B 380 HIS
2 2-B 386 ASN
2 2-B 452 GLN
2 2-B 534 ASN
2 2-B 738 HIS
2 2-B 767 ASN
3 2-C 81 ASN
3 2-C 91 ASN
3 2-C 116 GLN
3 2-C 286 HIS
3 2-C 289 HIS
3 2-C 303 ASN
3 2-C 312 ASN
3 2-C 366 GLN
3 2-C 418 ASN
3 2-D 229 GLN
3 2-D 312 ASN
3 2-D 320 ASN
3 2-D 355 ASN
3 2-D 417 GLN
1 3-A 389 ASN
1 3-A 421 HIS
1 3-A 454 ASN
1 3-A 455 ASN
1 3-A 633 HIS
1 3-A 665 ASN
1 3-A 686 ASN
2 3-B 420 GLN
2 3-B 423 ASN
2 3-B 434 GLN
2 3-B 465 ASN
2 3-B 469 HIS
2 3-B 527 HIS
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Mol | Chain | Res | Type
2 3-B 608 ASN
2 3-B 642 GLN
2 3-B 654 ASN
2 3-B 669 GLN
2 3-B 738 HIS
2 3-B 808 ASN
3 3-C 116 GLN
3 3-C 140 HIS
3 3-C 266 HIS
3 3-C 289 HIS
3 3-C 312 ASN
3 3-C 392 ASN
3 3-D 60 ASN
3 3-D 228 ASN
3 3-D 320 ASN
3 3-D 353 HIS
3 3-D 355 ASN
3 3-D 370 ASN
3 3-D 389 ASN
1 4-A 79 ASN
1 4-A 167 ASN
1 4-A 389 ASN
1 4-A 449 HIS
1 4-A 480 GLN
1 4-A 595 HIS
1 4-A 607 ASN
1 4-A 633 HIS
1 4-A 638 HIS
2 4-B 204 HIS
2 4-B 206 GLN
2 4-B 215 ASN
2 4-B 643 GLN
2 4-B 660 ASN
2 4-B 780 ASN
3 4-C 12 GLN
3 4-C 16 HIS
3 4-C 29 HIS
3 4-C 103 ASN
3 4-C 121 ASN
3 4-C 137 GLN
3 4-C 186 ASN
3 4-C 211 ASN
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Continued from previous page...

Mol | Chain | Res | Type
3 4-C 408 ASN
3 4-C 418 ASN
3 4-D 153 ASN
3 4-D 281 HIS
3 4-D 312 ASN
3 4-D 325 ASN
3 4-D 370 ASN
1 5-A 167 ASN
1 5-A 175 GLN
1 5-A 297 GLN
1 5-A 455 ASN
1 5-A 485 GLN
1 5-A 559 HIS
1 5-A 595 HIS
1 5-A 607 ASN
1 5-A 665 ASN
1 5-A 673 GLN
1 5-A 696 GLN
2 5-B 430 HIS
2 5-B 550 HIS
2 5-B 669 GLN
3 5-C 15 ASN
3 5-C 24 GLN
3 5-C 115 ASN
3 5-C 219 ASN
3 5-C 289 HIS
3 5-C 355 ASN
3 5-D 12 GLN
3 5-D 38 GLN
3 5-D 320 ASN
3 5-D 325 ASN
3 5-D 370 ASN
3 5-D 385 ASN
1 6-A 183 ASN
1 6-A 369 ASN
1 6-A 421 HIS
1 6-A 423 GLN
1 6-A 430 GLN
1 6-A 454 ASN
1 6-A 559 HIS
1 6-A 607 ASN
1 6-A 637 ASN
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Continued from previous page...

Mol | Chain | Res | Type
1 6-A 638 HIS
1 6-A 770 ASN
2 6-B 348 ASN
2 6-B 380 HIS
2 6-B 386 ASN
2 6-B 430 HIS
2 6-B 629 ASN
2 6-B 756 GLN
2 6-B 767 ASN
3 6-C 9 GLN
3 6-C 15 ASN
3 6-C 16 HIS
3 6-C 206 ASN
3 6-C 340 GLN
3 6-C 353 HIS
3 6-D 9 GLN
3 6-D 115 ASN
3 6-D 183 GLN
3 6-D 289 HIS
3 6-D 303 ASN
3 6-D 320 ASN
3 6-D 368 ASN
3 6-D 431 GLN
1 7-A 55 GLN
1 7-A 136 GLN
1 7-A 277 GLN
1 7-A 454 ASN
1 7-A 455 ASN
1 7-A 470 GLN
1 7-A 559 HIS
1 7-A 589 GLN
1 7-A 633 HIS
1 7-A 638 HIS
1 7-A 650 ASN
1 7-A 698 GLN
1 7-A 781 ASN
2 7-B 206 GLN
2 7-B 215 ASN
2 7-B 290 ASN
2 7-B 303 HIS
2 7-B 461 ASN
2 7-B 466 GLN
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Mol | Chain | Res | Type
2 7-B 573 ASN
2 7-B 608 ASN
2 7-B 654 ASN
2 7-B 660 ASN
2 7-B 728 HIS
3 7-C 186 ASN
3 7-C 226 HIS
3 7-C 286 HIS
3 7-C 311 ASN
3 7-C 317 ASN
3 7-C 406 ASN
3 7-D 91 ASN
3 7-D 281 HIS
3 7-D 312 ASN
3 7-D 392 ASN
1 8-A 273 ASN
1 8-A 293 ASN
1 8-A 421 HIS
1 8-A 452 ASN
1 8-A 565 ASN
1 8-A 638 HIS
1 8-A 674 ASN
1 8-A 686 ASN
1 8-A 781 ASN
2 8-B 208 GLN
2 8-B 420 GLN
2 8-B 534 ASN
2 8-B 550 HIS
2 8-B 601 GLN
2 8-B 629 ASN
2 8-B 642 GLN
2 8-B 808 ASN
3 8-C 12 GLN
3 8-C 16 HIS
3 8-C 266 HIS
3 8-C 289 HIS
3 8-C 317 ASN
3 8-C 368 ASN
3 8-C 379 ASN
3 8-D 15 ASN
3 8-D 16 HIS
3 8-D 153 ASN
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Mol | Chain | Res | Type
3 8-D 228 ASN
3 8-D 320 ASN
3 8-D 353 HIS
3 8-D 370 ASN
3 8-D 414 GLN
1 9-A 252 GLN
1 9-A 323 GLN
1 9-A 376 GLN
1 9-A 559 HIS
2 9-B 206 GLN
2 9-B 215 ASN
2 9-B 386 ASN
2 9-B 387 GLN
2 9-B 430 HIS
2 9-B 434 GLN
2 9-B 588 ASN
2 9-B 597 ASN
2 9-B 642 GLN
2 9-B 643 GLN
2 9-B 645 ASN
2 9-B 815 GLN
3 9-C 16 HIS
3 9-C 29 HIS
3 9-C 107 ASN
3 9-C 226 HIS
3 9-C 317 ASN
3 9-C 385 ASN
3 9-D 9 GLN
3 9-D 16 HIS
3 9-D 266 HIS
3 9-D 303 ASN
3 9-D 339 GLN
3 9-D 353 HIS
3 9-D 368 ASN
3 9-D 420 GLN
1 10-A | 115 GLN
1 10-A | 274 ASN
1 10-A | 379 ASN
1 10-A | 442 ASN
1 10-A | 633 HIS
1 10-A | 638 HIS
2 10-B | 322 HIS
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Continued from previous page...
Mol | Chain | Res | Type
10-B | 459 HIS
10-B | 461 ASN
10-B | 462 GLN
10-B | 469 HIS
10-B | 479 ASN
10-B | 669 GLN
10-B | 780 ASN
10-B | 799 ASN
10-B | 806 ASN
10-B | 832 ASN
10-C 16 HIS
10-C 24 GLN
10-C 91 ASN
10-C | 153 ASN
10-C | 186 ASN
10-C | 206 ASN
10-C | 266 HIS
10-C | 312 ASN
10-C | 405 ASN
10-D | 225 GLN
10-D | 226 HIS
10-D | 281 HIS
10-D | 289 HIS
10-D | 312 ASN
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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.

5.5 Carbohydrates (i)

There are no carbohydrates in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.
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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.

WO RLDWIDE

PROTEIN DATA BANK

{8 EMDataBank



http://wwpdb.org/validation/2016/EMValidationReportHelp#nonstandard_residues_and_ligands
http://wwpdb.org/validation/2016/EMValidationReportHelp#polymer_linkage

	Overall quality at a glance i
	Entry composition i
	Residue-property plots i
	Experimental information i
	Model quality i
	Standard geometry i
	Too-close contacts i
	Torsion angles i
	Protein backbone i
	Protein sidechains i
	RNA i

	Non-standard residues in protein, DNA, RNA chains i
	Carbohydrates i
	Ligand geometry i
	Other polymers i
	Polymer linkage issues i


